
Query NR_hit NR_descriptionNR_species NR_identity NR_evalue

TRINITY_DN10882_c0_g1XP_022949005.1root phototropism protein 2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN10911_c0_g1XP_022929523.150S ribosomal protein L24, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN11033_c0_g1XP_022955103.1photosystem I reaction center subunit III, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN11062_c0_g1XP_022939154.130S ribosomal protein S13, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN1117_c0_g1XP_023520691.1photosystem I subunit O [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN11283_c0_g1XP_023527380.1uncharacterized protein LOC111790627 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN11837_c0_g1EEC80860.1hypothetical protein OsI_23479 [Oryza sativa Indica Group]Oryza_sativa 100.00 0.00

TRINITY_DN11995_c0_g1XP_022961476.1chloroplast stem-loop binding protein of 41 kDa b, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN11995_c0_g2XP_022950552.1uncharacterized protein LOC111453617 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN11995_c0_g3XP_022961476.1chloroplast stem-loop binding protein of 41 kDa b, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN12367_c0_g1XP_023545079.1protein PHLOEM PROTEIN 2-LIKE A9-like isoform X3 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN12773_c0_g1XP_022954376.1photosynthetic NDH subunit of lumenal location 5, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN1278_c0_g1YP_009463726.1DNA-directed RNA polymerase subunit beta'' (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN13299_c0_g1NP_001344959.1uncharacterized protein LOC100383080 [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN13380_c0_g1XP_022953181.1photosystem II stability/assembly factor HCF136, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN13882_c0_g1XP_022987010.1triosephosphate isomerase, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN1429_c0_g1XP_022952989.1uncharacterized protein LOC111455503 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN14304_c0_g1XP_023533381.1ethylene-responsive transcription factor RAP2-7 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN14304_c1_g1XP_023517675.1floral homeotic protein APETALA 2-like isoform X1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN14874_c0_g1XP_022949645.150S ribosomal protein L17, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN15067_c0_g1NP_001159046.2photosystem I reaction center subunit N [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN15361_c0_g1XP_019154436.1PREDICTED: carboxyl-terminal-processing peptidase 3, chloroplastic [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN15434_c0_g1XP_019181052.1PREDICTED: sucrose transport protein-like [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN15435_c0_g1XP_022933399.150S ribosomal protein L35, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN15571_c0_g1YP_009463647.1photosystem II reaction center protein K (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN15658_c0_g1XP_019185632.1PREDICTED: uncharacterized protein At1g04910-like isoform X1 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN16131_c0_g1XP_022937324.1plastocyanin [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN1629_c0_g1XP_022965997.1photosystem I reaction center subunit IV, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN16354_c0_g1XP_019162250.1PREDICTED: haloacid dehalogenase-like hydrolase domain-containing protein 3 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN16556_c0_g1XP_022928183.1proteasome subunit beta type-7-A [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN16612_c0_g1XP_022936062.1glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic isoform X2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN16612_c0_g2XP_023535788.1glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic isoform X1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN16867_c0_g1AFW90557.160S ribosomal protein L37a [Solanum tuberosum]Solanum_tuberosum 100.00 0.00

TRINITY_DN17074_c0_g1XP_022921659.1chlorophyll a-b binding protein 4, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN17074_c0_g2XP_022134700.1chlorophyll a-b binding protein P4, chloroplastic [Momordica charantia]Momordica_charantia 100.00 0.00

TRINITY_DN170_c0_g1XP_022957420.1chlorophyll a-b binding protein 7, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN17277_c0_g1AMS25549.1catalase 1 [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN17319_c0_g1XP_022994929.1photosystem I reaction center subunit III, chloroplastic [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN18311_c0_g1QAY29594.1enolase [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN18501_c0_g1XP_022922531.1costars family protein [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN18525_c0_g1AAK69541.1cathepsin B-like cysteine proteinase [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN18898_c0_g2XP_022963688.1chloroplast stem-loop binding protein of 41 kDa a, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN19033_c0_g1XP_022949247.1metallothionein-like protein type 2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN19091_c0_g1XP_019170888.1PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN19456_c0_g1XP_022931584.1uncharacterized protein LOC111437757 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN19487_c0_g1EMS46210.1Elongation factor 2 [Triticum urartu]Triticum_urartu 100.00 0.00

TRINITY_DN19939_c0_g1XP_022926949.1triose phosphate/phosphate translocator, chloroplastic isoform X1 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN20149_c0_g1XP_022949305.1phosphomethylpyrimidine synthase, chloroplastic-like isoform X3 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN20242_c0_g1XP_022952982.1photosystem II 22 kDa protein, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN20298_c0_g1XP_004144196.1PREDICTED: 60S ribosomal protein L17-2 [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN2043_c0_g1XP_022945825.160S ribosomal protein L9-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN20718_c0_g1XP_023534984.1ATP-dependent zinc metalloprotease FTSH, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN20775_c0_g1XP_023536407.1ferritin-3, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN20814_c0_g2AMS24668.1LOXA [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN2084_c0_g1XP_023541888.160S ribosomal protein L5-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN20874_c0_g1NP_001295745.1ubiquitin-conjugating enzyme E2 10 [Jatropha curcas]Jatropha_curcas 100.00 0.00

TRINITY_DN21003_c0_g1ACF85961.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN21357_c0_g1NP_001130880.1photosystem I reaction center subunit II [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN2159_c0_g1XP_004149805.1PREDICTED: proteasome subunit beta type-3-A [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN21716_c0_g1YP_009463644.1RNA-dependent DNA polymerase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN22122_c0_g1XP_019162250.1PREDICTED: haloacid dehalogenase-like hydrolase domain-containing protein 3 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN22206_c1_g1XP_022943610.1elongation factor 2-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN23073_c0_g1XP_023513499.1indole-3-acetic acid-induced protein ARG2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN23554_c0_g1XP_022942144.1transketolase, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN23554_c0_g2XP_008438176.1PREDICTED: transketolase, chloroplastic [Cucumis melo]Cucumis_melo 100.00 0.00

TRINITY_DN2367_c0_g1XP_022983817.1uncharacterized protein LOC111482320 [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN23750_c0_g1AAD22104.1B12D protein [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN2382_c0_g1XP_023521133.1photosystem II reaction center W protein, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN23843_c0_g2ALO21551.1putative GIY YIG homing endonuclease (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN2401_c0_g1XP_023549894.1uncharacterized protein LOC111808255 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00



TRINITY_DN24155_c0_g1XP_027903981.1tubulin alpha-4 chain [Vigna unguiculata]Vigna_unguiculata 100.00 0.00

TRINITY_DN243_c0_g1XP_022952982.1photosystem II 22 kDa protein, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN24681_c0_g1XP_019180709.1PREDICTED: stem-specific protein TSJT1 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN25264_c0_g1XP_022939574.1putative elongation factor TypA-like SVR3, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN25427_c0_g1XP_004958124.1photosystem I chlorophyll a/b-binding protein 2, chloroplastic [Setaria italica]Setaria_italica 100.00 0.00

TRINITY_DN25452_c0_g1XP_023543511.1cysteine proteinase inhibitor 5-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN25860_c1_g1XP_004143301.1PREDICTED: enolase isoform X1 [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN25860_c1_g2XP_022925911.1enolase [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN259_c0_g1XP_023534101.1superoxide dismutase [Cu-Zn], chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN2601_c0_g1XP_023526300.150S ribosomal protein L28, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN26432_c0_g1XP_004136278.1PREDICTED: 14-3-3-like protein [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN26628_c0_g1XP_022930415.1uncharacterized protein LOC111436870 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN2662_c0_g1XP_022996247.1protein MET1, chloroplastic [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN26793_c0_g1XP_022951841.1GTP-binding nuclear protein Ran-3-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN2685_c0_g1XP_004138088.2PREDICTED: elongation factor Tu, chloroplastic [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN27004_c0_g1XP_023553395.1photosystem I reaction center subunit V, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN27004_c0_g2XP_004149569.1PREDICTED: photosystem I reaction center subunit V, chloroplastic [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN27046_c0_g2XP_023523040.1ferredoxin-thioredoxin reductase, variable chain-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN27113_c0_g1XP_023543381.1malate dehydrogenase, glyoxysomal-like isoform X1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN27171_c0_g2XP_022929758.1photosystem I reaction center subunit XI, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN27402_c0_g1XP_022972892.1ATP synthase subunit delta, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN27402_c0_g2XP_022932114.1ATP synthase subunit delta, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN27402_c0_g3XP_023525956.1ATP synthase subunit delta, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN27470_c0_g1XP_022954232.150S ribosomal protein L1, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN27729_c0_g1XP_022921712.1chlorophyll a-b binding protein 6A, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN27733_c0_g1XP_002446740.1S-adenosylmethionine decarboxylase proenzyme [Sorghum bicolor]Sorghum_bicolor 100.00 0.00

TRINITY_DN28012_c0_g1XP_022931735.128 kDa ribonucleoprotein, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN28012_c0_g2XP_023530762.128 kDa ribonucleoprotein, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN28220_c0_g1ADB03784.1catalase [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN28305_c0_g1XP_023000055.160S ribosomal protein L29-1 [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN28418_c0_g1NP_001148183.1chlorophyll a-b binding protein 6A [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN28988_c0_g1XP_023520449.1thiamine thiazole synthase, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN28988_c0_g3XP_023520449.1thiamine thiazole synthase, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN29136_c0_g1XP_011463671.1PREDICTED: mitotic checkpoint protein BUB3.3-like [Fragaria vesca subsp. vesca]Fragaria_vesca 100.00 0.00

TRINITY_DN29136_c0_g3XP_022936947.1eukaryotic translation initiation factor 5A-2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN2924_c0_g1XP_022930835.1ATP-dependent zinc metalloprotease FTSH 2, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN29274_c0_g2XP_022936062.1glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic isoform X2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN29274_c0_g4XP_023529802.1peptidyl-prolyl cis-trans isomerase 1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN29505_c0_g1XP_022947484.160S ribosomal protein L10-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN29623_c0_g1XP_022940801.1fructose-bisphosphate aldolase, cytoplasmic isozyme 1 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN2962_c0_g1XP_022934393.1calvin cycle protein CP12-2, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN29788_c0_g1NP_001234437.1ubiquitin conjugating enzyme E2 [Solanum lycopersicum]Solanum_lycopersicum 100.00 0.00

TRINITY_DN30444_c0_g1XP_023544706.1chlorophyll a-b binding protein CP29.1, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN30679_c0_g1XP_022947180.1chlorophyll a-b binding protein of LHCII type 1-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN30937_c0_g1XP_023542869.160S ribosomal protein L32-1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31020_c0_g2XP_008441527.1PREDICTED: chlorophyll a-b binding protein CP24 10A, chloroplastic [Cucumis melo]Cucumis_melo 100.00 0.00

TRINITY_DN31020_c0_g4XP_023550942.1chlorophyll a-b binding protein CP24 10A, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31208_c0_g2XP_019187759.1PREDICTED: dormancy-associated protein homolog 3 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN31301_c0_g1AAF69014.1cysteine protease [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN31498_c0_g1XP_023537653.1uncharacterized protein LOC111798628 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31653_c0_g1XP_023518930.1serine hydroxymethyltransferase, mitochondrial-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31653_c0_g5XP_022984955.1glutamate--glyoxylate aminotransferase 2-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN31655_c0_g1XP_023006167.1chlorophyll a-b binding protein 8, chloroplastic [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN31655_c0_g2XP_023523165.1L-ascorbate peroxidase, cytosolic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31954_c0_g1XP_023529055.1protein CURVATURE THYLAKOID 1A, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN31954_c0_g2XP_022924752.1protein CURVATURE THYLAKOID 1A, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32166_c0_g4XP_022957407.1probable aquaporin PIP1-4 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32166_c0_g5XP_022957407.1probable aquaporin PIP1-4 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32166_c0_g6XP_010104745.1malate dehydrogenase [Morus notabilis]Morus_notabilis 100.00 0.00

TRINITY_DN32329_c0_g2XP_008464962.1PREDICTED: tubulin alpha-3 chain-like [Cucumis melo]Cucumis_melo 100.00 0.00

TRINITY_DN32456_c0_g1XP_019166633.1PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, cytosolic [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN32456_c0_g5XP_019166633.1PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, cytosolic [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN32516_c0_g1XP_022998077.1photosystem I reaction center subunit VI, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN32588_c0_g1XP_023542762.1oxygen-evolving enhancer protein 3-2, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN32588_c0_g2XP_023001302.1oxygen-evolving enhancer protein 3-2, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN3261_c0_g1XP_022938903.150S ribosomal protein L19-1, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32684_c0_g3XP_022943368.1serine--glyoxylate aminotransferase-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32684_c0_g4XP_019155471.1PREDICTED: serine--glyoxylate aminotransferase [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN32862_c1_g1XP_022924179.1ribulose-phosphate 3-epimerase, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN32862_c1_g2XP_019167003.1PREDICTED: ribulose-phosphate 3-epimerase, chloroplastic isoform X1 [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN32862_c1_g3XP_022949555.1ribulose-phosphate 3-epimerase, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00



TRINITY_DN32975_c0_g1NP_001318560.1ADP-ribosylation factor A1B [Arabidopsis thaliana]Arabidopsis_thaliana 100.00 0.00

TRINITY_DN33164_c0_g2XP_023545142.1vacuolar cation/proton exchanger 3-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN33318_c1_g8ACF85886.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN33331_c0_g1XP_022942729.1oxygen-evolving enhancer protein 2, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN33331_c0_g2XP_023521767.1oxygen-evolving enhancer protein 2, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN33331_c0_g3XP_022947705.1ferredoxin--NADP reductase, leaf isozyme, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN33331_c0_g4XP_019177456.1PREDICTED: ferredoxin--NADP reductase, leaf-type isozyme, chloroplastic [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN33685_c0_g1XP_022931232.1phosphoribulokinase, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN33685_c0_g3XP_022931717.1cystathionine gamma-synthase 1, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN33694_c0_g1ACJ05910.1putative metallothionin 2 [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN33961_c0_g1ABP35528.1cyclophilin [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN34182_c0_g1AAA33390.1sporamin B [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN342_c0_g1XP_008443526.1PREDICTED: 50S ribosomal protein L12, chloroplastic-like [Cucumis melo]Cucumis_melo 100.00 0.00

TRINITY_DN34430_c0_g1XP_022928255.1glyceraldehyde-3-phosphate dehydrogenase A, chloroplastic isoform X2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN34430_c0_g2XP_022928255.1glyceraldehyde-3-phosphate dehydrogenase A, chloroplastic isoform X2 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN34467_c0_g1XP_020870483.1phosphoglycerate kinase 2, chloroplastic [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 100.00 0.00

TRINITY_DN34467_c0_g2XP_011086346.1phosphoglycerate kinase, chloroplastic [Sesamum indicum]Sesamum_indicum 100.00 0.00

TRINITY_DN34467_c0_g3XP_022943485.1phosphoglycerate kinase, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN34561_c0_g2XP_023553544.1photosystem II 10 kDa polypeptide, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN34561_c0_g3XP_023544966.1oxygen-evolving enhancer protein 1, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN34561_c0_g4XP_023537122.1ribulose bisphosphate carboxylase/oxygenase activase 2, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN34561_c0_g5XP_022923252.1acyl-CoA-binding protein [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN34680_c0_g2XP_022959419.1elongation factor 1-alpha-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN34680_c0_g4XP_019199124.1PREDICTED: eukaryotic peptide chain release factor GTP-binding subunit-like [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN34886_c0_g5YP_009463664.130S ribosomal protein S4 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN35040_c0_g2AIE89875.1GFP (chloroplast) [synthetic construct]Tetraselmis_subcordiformis 100.00 0.00

TRINITY_DN35040_c0_g8AIE89875.1GFP (chloroplast) [synthetic construct]Tetraselmis_subcordiformis 100.00 0.00

TRINITY_DN35474_c0_g4GAX81193.1hypothetical protein CEUSTIGMA_g8626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 100.00 0.00

TRINITY_DN35522_c0_g3XP_022858225.1polyubiquitin [Olea europaea var. sylvestris]Olea_europaea 100.00 0.00

TRINITY_DN35522_c0_g4XP_022858225.1polyubiquitin [Olea europaea var. sylvestris]Olea_europaea 100.00 0.00

TRINITY_DN35655_c1_g1ALO21548.1D1 reaction center protein of photosystem II (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN35780_c0_g1XP_004144543.1PREDICTED: chlorophyll a-b binding protein 151, chloroplastic [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN35780_c0_g10XP_015648289.1chlorophyll a-b binding protein of LHCII type 1 [Oryza sativa Japonica Group]Oryza_sativa 100.00 0.00

TRINITY_DN35780_c0_g11AAR10886.1chlorophyll a/b binding protein [Trifolium pratense]Trifolium_pratense 100.00 0.00

TRINITY_DN35780_c0_g4NP_001241200.1uncharacterized protein LOC100790960 [Glycine max]Glycine_max 100.00 0.00

TRINITY_DN35780_c0_g5QBB20366.1chloroplast chlorophyll a-b binding protein 3C, partial [Withania somnifera]Withania_somnifera 100.00 0.00

TRINITY_DN35780_c0_g6XP_022928240.1chlorophyll a-b binding protein 151, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN35780_c0_g7CAA48641.1type II light-harvesting chlorophyll a /b-binding protein [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN35780_c0_g8XP_023529447.1stress enhanced protein 1, chloroplastic [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN35840_c0_g1NP_001275323.1ubiquitin-40S ribosomal protein S27a [Solanum tuberosum]Solanum_tuberosum 100.00 0.00

TRINITY_DN35840_c0_g3XP_023742764.1polyubiquitin-like [Lactuca sativa]Lactuca_sativa 100.00 0.00

TRINITY_DN35840_c0_g4XP_022858225.1polyubiquitin [Olea europaea var. sylvestris]Olea_europaea 100.00 0.00

TRINITY_DN35860_c0_g2BAD90809.1histone 3 [Conocephalum conicum]Conocephalum_conicum 100.00 0.00

TRINITY_DN36042_c0_g1P07145.1RecName: Full=CatalaseIpomoea_batatas 100.00 0.00

TRINITY_DN36377_c1_g6AAQ10076.1phosphoenolpyruvate carboxykinase [Megathyrsus maximus]Megathyrsus_maximus 100.00 0.00

TRINITY_DN36461_c1_g9YP_009463736.1photosystem II CP43 chlorophyll apoprotein (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN36597_c0_g3AFU34347.170-kDa heat shock protein [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN36752_c0_g9RDY12638.1Polyubiquitin 11, partial [Mucuna pruriens]Mucuna_pruriens 100.00 0.00

TRINITY_DN36790_c0_g1ACF88184.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN36790_c0_g9ACF88184.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN36807_c0_g2OVA00002.1hypothetical protein BVC80_8595g9 [Macleaya cordata]Macleaya_cordata 100.00 0.00

TRINITY_DN36933_c1_g1YP_009463600.1homing endonuclease (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN37272_c1_g1YP_009463710.1hypothetical protein SG3EUKT976594.1 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN37796_c0_g6XP_022934493.1photosystem I reaction center subunit II, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN3797_c0_g1XP_023518403.1chromoplast-specific carotenoid-associated protein, chromoplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN37981_c0_g1XP_022956416.1cysteine synthase, chloroplastic/chromoplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN38113_c0_g3XP_013891778.1hypothetical protein MNEG_15204, partial [Monoraphidium neglectum]Monoraphidium_neglectum 100.00 0.00

TRINITY_DN38455_c0_g11YP_009463608.1cytochrome b6-f complex subunit 4 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN38525_c2_g3ADN95182.1oil globule associated protein [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN3854_c0_g2XP_022948661.150S ribosomal protein L1, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN3855_c0_g1XP_022931140.12-methyl-6-phytyl-1,4-hydroquinone methyltransferase, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN38674_c1_g1AFU50381.1chloroplast ribulose bisphosphate carboxylase/oxygenase activase small isoform [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN38674_c1_g2XP_023547912.1galactinol synthase 2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN38674_c1_g3XP_022950417.15'-adenylylsulfate reductase 1, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN38674_c1_g5ADJ67213.1hypothetical protein, partial [Jatropha curcas]Jatropha_curcas 100.00 0.00

TRINITY_DN39256_c0_g3YP_009463605.14-dihydroxy-2-butanone 4-phosphate synthase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN39398_c1_g9XP_022941742.1UDP-glucose 4-epimerase GEPI48-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN39646_c0_g1AAZ15702.1beta-carotene C-4 oxygenase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN39705_c0_g8XP_022953350.1glutamine synthetase leaf isozyme, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN39818_c0_g2XP_022928929.1puromycin-sensitive aminopeptidase-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN40335_c0_g3XP_023523951.1S-adenosylmethionine decarboxylase proenzyme-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00



TRINITY_DN40335_c0_g6AAN03493.1uORF [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN40335_c0_g8Q9M6K1.1RecName: Full=S-adenosylmethionine decarboxylase proenzyme; Short=AdoMetDC; Short=SAMDC; Contains: RecName: Full=S-adenosylmethionine decarboxylase alpha chain; Contains: RecName: Full=S-adenosylmethionine decarboxylase beta chain; Flags: PrecursorIpomoea_batatas 100.00 0.00

TRINITY_DN40450_c0_g12XP_022956891.1photosystem II core complex proteins psbY, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN40450_c0_g7XP_023511769.1photosystem II core complex proteins psbY, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN40700_c0_g1ALO21557.1D2 reaction center protein of photosystem II (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN41053_c0_g1EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 100.00 0.00

TRINITY_DN41609_c0_g4ABV72392.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN41950_c1_g3XP_023514600.160S ribosomal protein L3-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN42026_c0_g6AAK15621.1phytoene synthase, partial [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4229_c0_g1AAO73132.1photosystem II protein D1, partial (chloroplast) [Bassia scoparia]Bassia_scoparia 100.00 0.00

TRINITY_DN4229_c0_g2AAD34735.1photosystem Q (B) protein precursor, partial (chloroplast) [Poa annua]Poa_annua 100.00 0.00

TRINITY_DN42472_c1_g2XP_023515503.1uncharacterized protein LOC111779643 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN42542_c0_g5AER58219.1channelopsin 1 [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN42542_c0_g7AER58219.1channelopsin 1 [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN42590_c2_g2BAL61084.1polyubiqutin [Dianthus caryophyllus]Dianthus_caryophyllus 100.00 0.00

TRINITY_DN42624_c0_g5XP_023007729.1heat shock cognate protein 80-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN42695_c0_g6YP_009463675.1hypothetical protein SG3EUKT975853.1 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN42833_c0_g2XP_023532627.1glycine cleavage system H protein 3, mitochondrial-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN42990_c1_g1XP_001693997.1beta tubulin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 100.00 0.00

TRINITY_DN43106_c1_g9ALO21520.1CF1 alpha subunit of ATP synthase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN43553_c2_g1ADP36955.1hypothetical protein, partial [Asterochloris sp. DA2]Asterochloris_sp._DA2 100.00 0.00

TRINITY_DN44399_c0_g5AJR27236.14-diphosphocytidyl-2-C-methyl-D-erythritol kinase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN44643_c0_g7ATU90143.1WDR domain-containing protein a-COP [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN44774_c1_g1YP_009463604.1LAGLIDADG DNA endonuclease family protein (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4483_c0_g1XP_023529233.1probable galactinol--sucrose galactosyltransferase 5 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN44904_c0_g4XP_022941964.1ferredoxin-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN4492_c0_g1XP_019197325.1PREDICTED: aldehyde dehydrogenase family 2 member B7, mitochondrial-like [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN45240_c0_g5AKT95178.1chloroplast lycopene epsilon-cyclase precursor [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN45533_c0_g1ALO21545.1P700 apoprotein A2 of photosystem I (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0

TRINITY_DN45939_c1_g3ADN95182.1oil globule associated protein [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4606_c0_g1XP_019162596.1PREDICTED: macrophage migration inhibitory factor homolog [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN46379_c0_g3XP_004147353.1PREDICTED: actin-7 [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN46673_c1_g1AJQ19485.11-deoxy-D-xylulose 5-phosphate synthase, partial [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4677_c0_g1XP_002265045.1PREDICTED: 30S ribosomal protein S10, chloroplastic [Vitis vinifera]Vitis_vinifera 100.00 0.00

TRINITY_DN47245_c0_g1AAW69292.1mitochondrial Mn superoxide dismutase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4798_c0_g1CAD60555.1phosphoenolpyruvate carboxylase [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN48264_c1_g2AAO64977.1lycopene beta cyclase, partial [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN48374_c5_g4BAR91105.1ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit (rbcS) [Ipomoea batatas]Ipomoea_batatas 100.00 0.00

TRINITY_DN48423_c1_g1ABB17556.1ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit (plastid) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN48423_c1_g2ABB17556.1ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit (plastid) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN48530_c1_g3ABV72392.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN4889_c0_g1XP_004147017.1PREDICTED: triosephosphate isomerase, chloroplastic [Cucumis sativus]Cucumis_sativus 100.00 0.00

TRINITY_DN49112_c0_g5AAO64977.1lycopene beta cyclase, partial [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN49298_c0_g3XP_022947194.1glycine-rich RNA-binding protein 1-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN49639_c0_g3ADC45376.1actin [Cleistogenes songorica]Cleistogenes_songorica 100.00 0.00

TRINITY_DN49639_c0_g4APO15836.1actin 11 [Sesuvium portulacastrum]Sesuvium_portulacastrum 100.00 0.00

TRINITY_DN49639_c0_g9ADC45376.1actin [Cleistogenes songorica]Cleistogenes_songorica 100.00 0.00

TRINITY_DN49666_c1_g2AAK30365.1cytochrome c oxidase subunit II [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 100.00 0.00

TRINITY_DN50216_c0_g3AAA33495.1pyruvate,orthophosphate dikinase (EC 2.7.9.1) [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN50614_c0_g3XP_002968215.1S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase [Selaginella moellendorffii]Selaginella_moellendorffii 100.00 0.00

TRINITY_DN50789_c1_g3XP_001697239.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 100.00 0.00

TRINITY_DN50964_c0_g4XP_022924114.1aminomethyltransferase, mitochondrial-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN51193_c1_g7XP_001694627.1transmembrane protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 100.00 0.00

TRINITY_DN51338_c2_g8ACF85886.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN51440_c1_g4AAV37090.1phytoene desaturase [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN51892_c1_g1GAX72580.1hypothetical protein CEUSTIGMA_g36.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 100.00 0.00

TRINITY_DN51956_c1_g6ABD37911.1light-harvesting chlorophyll-a/b binding protein LhcbM2b, partial [Chlamydomonas incerta]Chlamydomonas_incerta 100.00 0.00

TRINITY_DN52252_c2_g5XP_008441087.1PREDICTED: peroxidase 42 [Cucumis melo]Cucumis_melo 100.00 0.00

TRINITY_DN52252_c2_g6XP_023527357.1S-adenosylmethionine decarboxylase proenzyme-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN52737_c0_g1XP_023552303.1ferredoxin-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN52738_c0_g1XP_023530095.1polyol transporter 5-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN52755_c0_g1XP_023532465.1uncharacterized protein LOC111794620 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN52765_c0_g1XP_022946288.1PGR5-like protein 1B, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN52766_c0_g1XP_023518273.1MLO-like protein 12 isoform X2 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN52826_c0_g1EOY01046.1Phosphoglucomutase/phosphomannomutase family protein isoform 1 [Theobroma cacao]Theobroma_cacao 100.00 0.00

TRINITY_DN53057_c0_g1XP_022946037.1profilin-1 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53088_c0_g1YP_009463664.130S ribosomal protein S4 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN53283_c0_g1XP_022951879.1calmodulin-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53337_c0_g1XP_022940950.130S ribosomal protein S9, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53380_c0_g1NP_001106057.1PL3K2 [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN53484_c0_g1XP_004145110.1PREDICTED: UPF0051 protein ABCI8, chloroplastic [Cucumis sativus]Cucumis_sativus 100.00 0.00



TRINITY_DN53502_c0_g1XP_023536176.1cysteine proteinase inhibitor A-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN53516_c0_g1YP_009463627.1Light-independent protochlorophyllide reductase subunit N (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN53538_c0_g1XP_022948960.130S ribosomal protein 3, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53589_c0_g1QBB73041.1ruBisCO large subunit-binding protein [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN53600_c0_g1XP_022940624.1peroxiredoxin-2E-2, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53655_c0_g1EEC80860.1hypothetical protein OsI_23479 [Oryza sativa Indica Group]Oryza_sativa 100.00 0.00

TRINITY_DN53666_c0_g1XP_023524704.1MLP-like protein 34 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN53671_c0_g1RWR83888.160S ribosomal protein L38 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 100.00 0.00

TRINITY_DN53681_c0_g1XP_023533740.1protein RESPONSE TO LOW SULFUR 2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN53870_c0_g1XP_022932964.1cysteine proteinase inhibitor A-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53963_c0_g1XP_022928739.1magnesium-chelatase subunit ChlH, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN53966_c0_g1XP_022987205.1photosynthetic NDH subunit of subcomplex B 4, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN54055_c0_g1XP_023513575.1D-glycerate 3-kinase, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN54136_c0_g1XP_022938013.1leucine aminopeptidase 1-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN54141_c0_g1XP_019189127.1PREDICTED: transketolase, chloroplastic-like [Ipomoea nil]Ipomoea_nil 100.00 0.00

TRINITY_DN54150_c0_g1XP_023553042.1beta-amylase 3, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN54184_c0_g1XP_023531770.1tetraspanin-8 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN5561_c0_g1XP_022922837.1peroxisomal membrane protein 11D-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN5629_c0_g1XP_022936786.1catalase isozyme 1-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN5629_c0_g2AKN08992.1catalase [Luffa aegyptiaca]Luffa_aegyptiaca 100.00 0.00

TRINITY_DN5836_c0_g1ACF78489.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN5861_c0_g1XP_002278756.2PREDICTED: elongation factor 1-gamma [Vitis vinifera]Vitis_vinifera 100.00 0.00

TRINITY_DN6109_c0_g1NP_001148598.2chlorophyll a-b binding protein 8 [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN6321_c0_g1NP_001105313.1NADP-dependent malic enzyme, chloroplastic precursor [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN6568_c0_g1CAD60555.1phosphoenolpyruvate carboxylase [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN6653_c0_g1NP_001335480.1phosphoenolpyruvate carboxykinase (ATP) isoform 3 [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN67_c0_g1XP_022923155.1ferredoxin--nitrite reductase, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN7023_c0_g1XP_022941005.1probable calcium-binding protein CML29 [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN7141_c0_g1ACG26704.1photosystem I reaction center subunit IV A [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN7175_c0_g2YP_009463656.1cytochrome b/b6 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 100.00 0.00

TRINITY_DN7234_c0_g1XP_023518883.1photosystem I reaction center subunit psaK, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN7234_c0_g2XP_023518883.1photosystem I reaction center subunit psaK, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN7312_c0_g1XP_022935757.130S ribosomal protein S1, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN7312_c0_g2XP_022931854.1fructose-1,6-bisphosphatase, chloroplastic [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN7409_c0_g1ACR36306.1unknown [Zea mays]Zea_mays 100.00 0.00

TRINITY_DN7476_c0_g1XP_022939771.1ferredoxin-thioredoxin reductase catalytic chain, chloroplastic-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN8180_c0_g1XP_022953741.1V-type proton ATPase catalytic subunit A-like [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN8736_c0_g1XP_022959121.1malate dehydrogenase [Cucurbita moschata]Cucurbita_moschata 100.00 0.00

TRINITY_DN9191_c0_g1XP_022987840.136.4 kDa proline-rich protein-like [Cucurbita maxima]Cucurbita_maxima 100.00 0.00

TRINITY_DN9623_c0_g1XP_022871866.1oxygen-evolving enhancer protein 2, chloroplastic-like [Olea europaea var. sylvestris]Olea_europaea 100.00 0.00

TRINITY_DN966_c0_g1XP_023552321.1uncharacterized protein LOC111810019 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 100.00 0.00

TRINITY_DN50230_c0_g1AML77653.1putative LOV domain-containing protein [Haematococcus lacustris]Haematococcus_lacustris 99.90 0

TRINITY_DN36461_c1_g8ALO21556.1CP43 chlorophyll apoprotein of photosystem II (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 99.80 0.00

TRINITY_DN43658_c0_g1AEY80026.1heat shock protein 70 [Haematococcus lacustris]Haematococcus_lacustris 99.80 0.00

TRINITY_DN45600_c0_g1AJR27237.11-hydroxy-2-methyl-2-butenyl 4-diphosphate (HMBPP) reducto-isomerase [Haematococcus lacustris]Haematococcus_lacustris 99.80 0.00

TRINITY_DN45645_c0_g1AKO71906.1phytoene desaturase [Haematococcus lacustris]Haematococcus_lacustris 99.80 0.00

TRINITY_DN48326_c0_g3AKR53702.1chloroplast zeta-carotene desaturase [Haematococcus lacustris]Haematococcus_lacustris 99.80 0

TRINITY_DN14197_c0_g1XP_023007063.1fructose-bisphosphate aldolase 1, chloroplastic [Cucurbita maxima]Cucurbita_maxima 99.70 0.00

TRINITY_DN39247_c0_g8ALO21554.1hypothetical protein (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 99.70 0

TRINITY_DN50216_c0_g4ACR78535.1cytosolic orthophosphate dikinase [Zea mays subsp. mays]Zea_mays 99.70 0.00

TRINITY_DN35780_c0_g3XP_022926345.1chlorophyll a-b binding protein of LHCII type 1 [Cucurbita moschata]Cucurbita_moschata 99.60 0.00

TRINITY_DN38674_c1_g4XP_023529775.1ribulose bisphosphate carboxylase/oxygenase activase 2, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 99.60 0.00

TRINITY_DN38674_c1_g6AKU47747.1inositol-3-phosphate synthase-like protein [Cucurbita moschata]Cucurbita_moschata 99.60 0.00

TRINITY_DN49608_c0_g4AUT77175.1glutamate synthetase [Haematococcus lacustris]Haematococcus_lacustris 99.60 0

TRINITY_DN51560_c1_g1AEF13159.1beta-ketoacyl acyl carrier protein synthase [Haematococcus lacustris]Haematococcus_lacustris 99.60 0.00

TRINITY_DN43812_c1_g1AAX86042.114-3-3 protein [Haematococcus lacustris]Haematococcus_lacustris 99.50 0.00

TRINITY_DN41280_c1_g1AAB61311.1htrA-like protein [Haematococcus lacustris]Haematococcus_lacustris 99.40 0.00

TRINITY_DN46668_c0_g1AMK97820.1thioredoxin reductase TR1 [Haematococcus lacustris]Haematococcus_lacustris 99.40 0.00

TRINITY_DN48374_c5_g3XP_023542956.1ribulose bisphosphate carboxylase small chain, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 99.40 0.00

TRINITY_DN48530_c1_g2ABV72392.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 99.40 0.00

TRINITY_DN49287_c0_g1AUT77175.1glutamate synthetase [Haematococcus lacustris]Haematococcus_lacustris 99.40 0.00

TRINITY_DN43921_c0_g2XP_002955536.1hypothetical protein VOLCADRAFT_109972 [Volvox carteri f. nagariensis]Volvox_carteri 99.30 0.00

TRINITY_DN25720_c0_g1XP_022989274.1glycerate dehydrogenase-like [Cucurbita maxima]Cucurbita_maxima 99.20 0.00

TRINITY_DN30001_c0_g1XP_001689471.1splicing factor, component of the U5 snRNP and of the spliceosome [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 99.20 0.00

TRINITY_DN39005_c0_g2APX64487.1geranylgeranyl pyrophosphate synthase GGPPS3 [Haematococcus lacustris]Haematococcus_lacustris 99.20 0.00

TRINITY_DN45689_c0_g2YP_009463630.1P-loop containing nucleoside triphosphate hydrolases (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 99.20 0.00

TRINITY_DN47478_c0_g2AER58219.1channelopsin 1 [Haematococcus lacustris]Haematococcus_lacustris 99.20 0.00

TRINITY_DN49485_c0_g5BAK03519.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 99.20 0.00

TRINITY_DN40721_c0_g3AUT77173.1glutamine synthetase, partial [Haematococcus lacustris]Haematococcus_lacustris 99.10 0.00

TRINITY_DN42384_c0_g1OIV89924.1hypothetical protein TanjilG_08301 [Lupinus angustifolius]Lupinus_angustifolius 99.10 0.00

TRINITY_DN46471_c0_g1Q9SPK6.1RecName: Full=Beta-carotene 3-hydroxylase, chloroplastic; Flags: PrecursorHaematococcus_lacustris 99.10 0.00



TRINITY_DN48758_c1_g3AYU58838.1alpha-tubulin [Haematococcus lacustris]Haematococcus_lacustris 99.10 0.00

TRINITY_DN18247_c0_g1XP_019166236.1PREDICTED: caffeoyl-CoA O-methyltransferase 5 [Ipomoea nil]Ipomoea_nil 99.00 0.00

TRINITY_DN20814_c0_g1AMS24668.1LOXA [Ipomoea batatas]Ipomoea_batatas 99.00 0.00

TRINITY_DN31301_c0_g2AAF69014.1cysteine protease [Ipomoea batatas]Ipomoea_batatas 99.00 0.00

TRINITY_DN42563_c1_g1AKT95177.1zeaxanthin epoxidase [Haematococcus lacustris]Haematococcus_lacustris 99.00 0.00

TRINITY_DN49639_c0_g1XP_001699068.1actin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 99.00 0.00

TRINITY_DN26228_c0_g1XP_022967912.150S ribosomal protein 5 alpha, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 98.90 0.00

TRINITY_DN27091_c0_g1XP_019196464.1PREDICTED: protein translation factor SUI1 homolog 2-like [Ipomoea nil]Ipomoea_nil 98.90 0.00

TRINITY_DN28826_c0_g1XP_019170332.1PREDICTED: probable aquaporin NIP5-1 [Ipomoea nil]Ipomoea_nil 98.90 0.00

TRINITY_DN32588_c0_g3XP_023542762.1oxygen-evolving enhancer protein 3-2, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 98.90 0.00

TRINITY_DN43042_c0_g3XP_001693997.1beta tubulin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 98.90 0.00

TRINITY_DN45513_c1_g2AUI41107.1TAP38 [Haematococcus lacustris]Haematococcus_lacustris 98.90 0.00

TRINITY_DN45933_c0_g1AFR36909.1chloroplast CYP97B, partial [Haematococcus lacustris]Haematococcus_lacustris 98.90 0.00

TRINITY_DN49112_c0_g2AAO64977.1lycopene beta cyclase, partial [Haematococcus lacustris]Haematococcus_lacustris 98.90 0.00

TRINITY_DN10175_c0_g1XP_009350817.2PREDICTED: uncharacterized protein LOC103942352, partial [Pyrus x bretschneideri]Pyrus_x_bretschneideri 98.80 0.00

TRINITY_DN12170_c0_g1ALO21586.1beta'' subunit of RNA polymerase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 98.80 0.00

TRINITY_DN19094_c0_g1XP_019196150.1PREDICTED: ATP-dependent Clp protease ATP-binding subunit ClpA homolog CD4B, chloroplastic [Ipomoea nil]Ipomoea_nil 98.80 0.00

TRINITY_DN23667_c0_g1ACG36753.1oxygen-evolving enhancer protein 3-1 [Zea mays]Zea_mays 98.80 0.00

TRINITY_DN26396_c0_g1XP_023528122.1non-specific lipid-transfer protein 1-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 98.80 0.00

TRINITY_DN32684_c0_g1XP_019155471.1PREDICTED: serine--glyoxylate aminotransferase [Ipomoea nil]Ipomoea_nil 98.80 0.00

TRINITY_DN34680_c0_g5AEI29164.1EF1a-like protein, partial [Vanilla planifolia]Vanilla_planifolia 98.80 0.00

TRINITY_DN35761_c1_g3AAK72000.1calmodulin, partial [Elaeis oleifera]Elaeis_oleifera 98.80 0.00

TRINITY_DN37767_c0_g8XP_011036448.1PREDICTED: RING-box protein 1a [Populus euphratica]Populus_euphratica 98.80 0.00

TRINITY_DN43042_c0_g1O04386.1RecName: Full=Tubulin beta chain; AltName: Full=Beta-tubulinChlamydomonas_incerta 98.80 0.00

TRINITY_DN10014_c0_g1XP_022945074.1copper transport protein ATX1-like [Cucurbita moschata]Cucurbita_moschata 98.70 0.00

TRINITY_DN24634_c0_g1AFD62807.13-deoxy-D-arabino-heptulosonate 7-phosphate synthase [Ipomoea purpurea]Ipomoea_purpurea 98.70 0.00

TRINITY_DN27171_c0_g1XP_022937709.1photosystem I reaction center subunit XI, chloroplastic [Cucurbita moschata]Cucurbita_moschata 98.70 0.00

TRINITY_DN33694_c0_g2BAD95581.1metallothionein-like type 2 protein [Ipomoea batatas]Ipomoea_batatas 98.70 0.00

TRINITY_DN40335_c0_g1Q9M6K1.1RecName: Full=S-adenosylmethionine decarboxylase proenzyme; Short=AdoMetDC; Short=SAMDC; Contains: RecName: Full=S-adenosylmethionine decarboxylase alpha chain; Contains: RecName: Full=S-adenosylmethionine decarboxylase beta chain; Flags: PrecursorIpomoea_batatas 98.70 0.00

TRINITY_DN42990_c1_g6XP_001693997.1beta tubulin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 98.70 0.00

TRINITY_DN43311_c0_g1BAJ98211.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 98.70 0.00

TRINITY_DN20605_c0_g2XP_022970289.1protein argonaute 5 [Cucurbita maxima]Cucurbita_maxima 98.60 0.00

TRINITY_DN28457_c0_g1KCW51380.1hypothetical protein EUGRSUZ_J00924, partial [Eucalyptus grandis]Eucalyptus_grandis 98.60 0.00

TRINITY_DN31406_c0_g2XP_023877673.1cell division control protein 42 homolog [Quercus suber]Quercus_suber 98.60 0.00

TRINITY_DN40335_c0_g2Q9M6K1.1RecName: Full=S-adenosylmethionine decarboxylase proenzyme; Short=AdoMetDC; Short=SAMDC; Contains: RecName: Full=S-adenosylmethionine decarboxylase alpha chain; Contains: RecName: Full=S-adenosylmethionine decarboxylase beta chain; Flags: PrecursorIpomoea_batatas 98.60 0.00

TRINITY_DN44252_c0_g1AJQ19484.14-diphosphocytidyl-2 C-methyl-D-erythritol synthase [Haematococcus lacustris]Haematococcus_lacustris 98.60 0.00

TRINITY_DN44399_c0_g4AJR27236.14-diphosphocytidyl-2-C-methyl-D-erythritol kinase [Haematococcus lacustris]Haematococcus_lacustris 98.60 0.00

TRINITY_DN9569_c0_g1XP_019198127.1PREDICTED: homeobox-leucine zipper protein HAT5-like isoform X1 [Ipomoea nil]Ipomoea_nil 98.60 0.00

TRINITY_DN18706_c0_g1XP_019155612.1PREDICTED: formate--tetrahydrofolate ligase [Ipomoea nil]Ipomoea_nil 98.50 0.00

TRINITY_DN24681_c0_g2AWW16505.1stem-specific protein TSJT1 [Ipomoea pes-caprae]Ipomoea_pes-caprae 98.50 0.00

TRINITY_DN34680_c0_g1BAO57272.1elongation factor 1-alpha [Ipomoea nil]Ipomoea_nil 98.50 0.00

TRINITY_DN35522_c0_g2XP_019189288.1PREDICTED: chlorophyll a-b binding protein of LHCII type 1-like [Ipomoea nil]Ipomoea_nil 98.50 0.00

TRINITY_DN36310_c1_g1BAJ93696.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 98.50 0.00

TRINITY_DN48530_c1_g1ABV72391.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 98.50 0.00

TRINITY_DN53045_c0_g1YP_009463627.1Light-independent protochlorophyllide reductase subunit N (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 98.50 0.00

TRINITY_DN5711_c0_g1XP_019166191.1PREDICTED: glycerate dehydrogenase isoform X1 [Ipomoea nil]Ipomoea_nil 98.50 0.00

TRINITY_DN35761_c1_g9AAK83301.1calmodulin-like protein, partial [Capsicum annuum]Capsicum_annuum 98.40 0.00

TRINITY_DN36790_c0_g4ACF88184.1unknown [Zea mays]Zea_mays 98.40 0.00

TRINITY_DN16272_c0_g1XP_019172199.1PREDICTED: fructose-bisphosphate aldolase 1, chloroplastic-like [Ipomoea nil]Ipomoea_nil 98.30 0.00

TRINITY_DN35840_c0_g5RWR91035.1polyubiquitin 4 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 98.30 0.00

TRINITY_DN50521_c0_g3ABF85790.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 98.30 0.00

TRINITY_DN51226_c1_g1ANQ45191.1putative chloroplast carotenoid isomerase precursor [Haematococcus lacustris]Haematococcus_lacustris 98.30 0.00

TRINITY_DN28531_c0_g2ABL67954.21-aminocyclopropane-1-carboxylate oxidase [Ipomoea nil]Ipomoea_nil 98.20 0.00

TRINITY_DN39064_c0_g2AFQ31612.1CYP97C [Haematococcus lacustris]Haematococcus_lacustris 98.20 0.00

TRINITY_DN44047_c0_g1P20865.1RecName: Full=Chlorophyll a-b binding protein of LHCII type I, chloroplastic; Short=CAB; Short=LHCP; Flags: PrecursorDunaliella_salina 98.20 0.00

TRINITY_DN44904_c0_g1XP_001693997.1beta tubulin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 98.20 0.00

TRINITY_DN45905_c0_g1AFR31786.1cytochrome P450 [Haematococcus lacustris]Haematococcus_lacustris 98.20 0.00

TRINITY_DN459_c0_g1XP_027125331.140S ribosomal protein S29-like [Coffea arabica]Coffea_arabica 98.20 0.00

TRINITY_DN36800_c0_g3OIV89726.1hypothetical protein TanjilG_03599 [Lupinus angustifolius]Lupinus_angustifolius 98.10 0.00

TRINITY_DN51963_c2_g10ACG30535.1calmodulin [Zea mays]Zea_mays 98.10 0.00

TRINITY_DN32456_c0_g4AFD62802.1GAPDH2 [Ipomoea purpurea]Ipomoea_purpurea 98.00 0.00

TRINITY_DN33446_c0_g1BAJ89001.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 98.00 0.00

TRINITY_DN38250_c0_g5AJY58979.1histone H4, partial [Closterium ehrenbergii]Closterium_ehrenbergii 98.00 0.00

TRINITY_DN39602_c0_g3BAK03519.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 98.00 0.00

TRINITY_DN43921_c0_g8BAJ90061.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 98.00 0.00

TRINITY_DN48003_c0_g1AUI41108.1thylakoid associated Ser/Thr-protein kinase stt7 [Haematococcus lacustris]Haematococcus_lacustris 98.00 0

TRINITY_DN13130_c0_g1XP_019152090.1PREDICTED: linoleate 13S-lipoxygenase 2-1, chloroplastic [Ipomoea nil]Ipomoea_nil 97.90 0.00

TRINITY_DN16022_c0_g1XP_019170888.1PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Ipomoea nil]Ipomoea_nil 97.90 0.00

TRINITY_DN45330_c0_g1XP_019188532.1PREDICTED: asparagine synthetase [glutamine-hydrolyzing] [Ipomoea nil]Ipomoea_nil 97.90 0.00

TRINITY_DN14471_c0_g1XP_023521585.1S-norcoclaurine synthase 2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 97.80 0.00

TRINITY_DN32166_c0_g7XP_019192576.1PREDICTED: aquaporin PIP1-2-like [Ipomoea nil]Ipomoea_nil 97.80 0.00



TRINITY_DN40054_c0_g1AUI41110.1violaxanthin de-epoxidase, partial [Haematococcus lacustris]Haematococcus_lacustris 97.80 0.00

TRINITY_DN40341_c0_g10ACN31553.1unknown [Zea mays]Zea_mays 97.80 0.00

TRINITY_DN42263_c0_g3YP_358636.1hypothetical protein PhapfoPp090 [Phalaenopsis aphrodite subsp. formosana]Phalaenopsis_aphrodite 97.80 0.00

TRINITY_DN42558_c1_g1AEF13160.1fatty acyl-acyl carrier protein thioesterase, partial [Haematococcus lacustris]Haematococcus_lacustris 97.80 0.00

TRINITY_DN50964_c0_g2XP_023542681.1aminomethyltransferase, mitochondrial [Cucurbita pepo subsp. pepo]Cucurbita_pepo 97.80 0.00

TRINITY_DN29394_c0_g1XP_019151037.1PREDICTED: 50S ribosomal protein L1, chloroplastic-like [Ipomoea nil]Ipomoea_nil 97.70 0.00

TRINITY_DN41014_c0_g3AUI41105.1photosystem II 22 kDa protein [Haematococcus lacustris]Haematococcus_lacustris 97.70 0.00

TRINITY_DN45828_c0_g6AAK71504.1soluble acid invertase FRUCT2 [Ipomoea batatas]Ipomoea_batatas 97.70 0.00

TRINITY_DN46583_c1_g2CAA52290.1polyubiquitin [Volvox carteri f. nagariensis]Volvox_carteri 97.70 0.00

TRINITY_DN47292_c0_g1AEP39605.1heat shock protein 90 [Haematococcus lacustris]Haematococcus_lacustris 97.70 0.00

TRINITY_DN22481_c0_g1XP_019197894.1PREDICTED: plasma membrane ATPase 4 [Ipomoea nil]Ipomoea_nil 97.60 0.00

TRINITY_DN44922_c0_g2XP_019176958.1PREDICTED: photosystem II 22 kDa protein, chloroplastic [Ipomoea nil]Ipomoea_nil 97.60 0.00

TRINITY_DN45893_c1_g1AUI41106.1LhcsR [Haematococcus lacustris]Haematococcus_lacustris 97.60 0.00

TRINITY_DN47454_c0_g2CAI34836.1ATP synthase alpha chain, mitochondrial precursor [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 97.60 0.00

TRINITY_DN51078_c0_g9XP_013893601.1UDP-sulfoquinovose synthase [Monoraphidium neglectum]Monoraphidium_neglectum 97.60 0.00

TRINITY_DN14316_c0_g1XP_019187430.1PREDICTED: uncharacterized protein LOC109181915 [Ipomoea nil]Ipomoea_nil 97.50 0.00

TRINITY_DN32288_c0_g1XP_019170648.1PREDICTED: eukaryotic translation initiation factor 5A-1/2-like [Ipomoea nil]Ipomoea_nil 97.50 0.00

TRINITY_DN9554_c0_g1BAJ85104.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 97.50 0.00

TRINITY_DN11021_c0_g1XP_022956017.1MLP-like protein 43 [Cucurbita moschata]Cucurbita_moschata 97.40 0.00

TRINITY_DN32166_c0_g1XP_019192576.1PREDICTED: aquaporin PIP1-2-like [Ipomoea nil]Ipomoea_nil 97.40 0.00

TRINITY_DN36435_c0_g2ANW72275.1calmodulin 5 [Tradescantia hirsutiflora]Tradescantia_hirsutiflora 97.40 0.00

TRINITY_DN38931_c0_g6GAX74014.1hypothetical protein CEUSTIGMA_g1464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 97.40 0.00

TRINITY_DN42588_c0_g4XP_005844203.1hypothetical protein CHLNCDRAFT_56336 [Chlorella variabilis]Chlorella_variabilis 97.40 0.00

TRINITY_DN43878_c0_g1AEF13163.1malonyl coenzyme A acyl carrier protein transacylase [Haematococcus lacustris]Haematococcus_lacustris 97.40 0.00

TRINITY_DN46644_c0_g2XP_001695223.1vacuolar proton translocating ATPase subunit A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 97.40 0.00

TRINITY_DN50377_c0_g3AJR27235.11-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase [Haematococcus lacustris]Haematococcus_lacustris 97.40 0.00

TRINITY_DN43515_c1_g4AFK33618.1unknown [Lotus japonicus]Lotus_japonicus 97.30 0.00

TRINITY_DN43757_c1_g3KEH31155.1polyubiquitin 3 [Medicago truncatula]Medicago_truncatula 97.30 0.00

TRINITY_DN43921_c0_g1BAJ90061.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 97.30 0.00

TRINITY_DN47332_c0_g3CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 97.30 0.00

TRINITY_DN28334_c0_g2XP_019170795.1PREDICTED: CBL-interacting serine/threonine-protein kinase 6 [Ipomoea nil]Ipomoea_nil 97.20 0.00

TRINITY_DN31653_c0_g3XP_019176757.1PREDICTED: glutamate--glyoxylate aminotransferase 2 [Ipomoea nil]Ipomoea_nil 97.20 0.00

TRINITY_DN44654_c0_g4KMS65063.1hypothetical protein BVRB_039820, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 97.20 0.00

TRINITY_DN45533_c0_g9YP_009329531.1photosystem I P700 chlorophyll a apoprotein A1 (plastid) [Chlamydomonas leiostraca]Chlamydomonas_leiostraca 97.20 0

TRINITY_DN49234_c0_g8XP_019187207.1PREDICTED: probable linoleate 9S-lipoxygenase 5 [Ipomoea nil]Ipomoea_nil 97.20 0.00

TRINITY_DN10799_c0_g1XP_019199400.1PREDICTED: aquaporin PIP2-7-like [Ipomoea nil]Ipomoea_nil 97.10 0.00

TRINITY_DN13489_c0_g1XP_022982709.130S ribosomal protein S21, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 97.10 0.00

TRINITY_DN34942_c0_g1AAK72904.1proteinase inhibitor SPLTI-a [Ipomoea batatas]Ipomoea_batatas 97.10 0.00

TRINITY_DN39126_c1_g6GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 97.10 0.00

TRINITY_DN50204_c1_g5BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 97.10 0.00

TRINITY_DN258_c0_g1OAE26716.1hypothetical protein AXG93_3310s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 97.00 0.00

TRINITY_DN35028_c2_g2XP_001699068.1actin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 97.00 0.00

TRINITY_DN50786_c2_g4ACF88184.1unknown [Zea mays]Zea_mays 97.00 0.00

TRINITY_DN23882_c0_g2GBG59205.1Glycine decarboxlase L-protein (GDC-L) [Chara braunii]Chara_braunii 96.90 0.00

TRINITY_DN29136_c0_g2XP_027368106.1eukaryotic translation initiation factor 5A-2 [Abrus precatorius]Abrus_precatorius 96.90 0.00

TRINITY_DN37439_c1_g4ALO63126.1CP47 chlorophyll apoprotein of photosystem II (chloroplast) [Chloromonas perforata]Chloromonas_perforata 96.90 0.00

TRINITY_DN39289_c0_g2BAK00960.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.90 0.00

TRINITY_DN39398_c1_g4XP_022934868.1carbonic anhydrase 2-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 96.90 0.00

TRINITY_DN44902_c0_g1XP_005645267.1ribosomal protein S28e [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 96.90 0.00

TRINITY_DN47379_c0_g1XP_001690993.1ribosomal protein S23 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 96.90 0.00

TRINITY_DN51652_c2_g1AEP39605.1heat shock protein 90 [Haematococcus lacustris]Haematococcus_lacustris 96.90 0.00

TRINITY_DN51857_c0_g2GBG00344.1hypothetical protein Rsub_13076 [Raphidocelis subcapitata]Raphidocelis_subcapitata 96.90 0.00

TRINITY_DN2212_c0_g1XP_019155066.1PREDICTED: uncharacterized protein At2g23090 [Ipomoea nil]Ipomoea_nil 96.80 0.00

TRINITY_DN25236_c0_g1XP_022884543.1histone H3.3-like [Olea europaea var. sylvestris]Olea_europaea 96.80 0.00

TRINITY_DN34266_c0_g2XP_013902920.1Stromal heat shock-related protein, chloroplastic Flags: Precursor [Monoraphidium neglectum]Monoraphidium_neglectum 96.80 0.00

TRINITY_DN37057_c1_g1AEP39605.1heat shock protein 90 [Haematococcus lacustris]Haematococcus_lacustris 96.80 0.00

TRINITY_DN40598_c0_g3PNH03709.1PHD finger-like domain-containing protein 5B [Tetrabaena socialis]Tetrabaena_socialis 96.80 0.00

TRINITY_DN35227_c0_g1KNA06142.1hypothetical protein SOVF_183600 [Spinacia oleracea]Spinacia_oleracea 96.70 0.00

TRINITY_DN4188_c0_g1ALO21599.1hypothetical chloroplast RF1 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 96.70 0.00

TRINITY_DN42062_c1_g1ARN79582.1low co2 inducible protein A [Haematococcus lacustris]Haematococcus_lacustris 96.70 0.00

TRINITY_DN50204_c1_g3BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.70 0.00

TRINITY_DN51693_c2_g5XP_013902920.1Stromal heat shock-related protein, chloroplastic Flags: Precursor [Monoraphidium neglectum]Monoraphidium_neglectum 96.70 0.00

TRINITY_DN32329_c0_g1XP_019153107.1PREDICTED: tubulin alpha-3 chain-like [Ipomoea nil]Ipomoea_nil 96.60 0.00

TRINITY_DN21165_c0_g1XP_019171838.1PREDICTED: tonoplast dicarboxylate transporter [Ipomoea nil]Ipomoea_nil 96.50 0.00

TRINITY_DN33118_c0_g2BAJ85104.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.50 0.00

TRINITY_DN49639_c0_g2AAD44344.2actin [Dunaliella salina]Dunaliella_salina 96.50 0.00

TRINITY_DN32166_c0_g2XP_019151419.1PREDICTED: probable aquaporin PIP-type pTOM75 [Ipomoea nil]Ipomoea_nil 96.40 0.00

TRINITY_DN39602_c0_g1BAJ89001.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.40 0.00

TRINITY_DN44736_c0_g3ABC00187.1chloroplast glyceraldehyde-3-phosphate dehydrogenase [Dunaliella viridis]Dunaliella_viridis 96.40 0.00

TRINITY_DN45893_c2_g2AUI41106.1LhcsR [Haematococcus lacustris]Haematococcus_lacustris 96.40 0.00

TRINITY_DN48898_c0_g1XP_001699664.1naphthoate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 96.40 0.00



TRINITY_DN50358_c0_g1GAX78045.1hypothetical protein CEUSTIGMA_g5487.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 96.40 0.00

TRINITY_DN11048_c0_g1CDP06107.1unnamed protein product [Coffea canephora]Coffea_canephora 96.30 0.00

TRINITY_DN24381_c0_g1XP_021646831.1ankyrin repeat domain-containing protein 2B-like isoform X3 [Hevea brasiliensis]Hevea_brasiliensis 96.30 0.00

TRINITY_DN35249_c1_g1XP_019166189.1PREDICTED: GDP-L-galactose phosphorylase 1-like [Ipomoea nil]Ipomoea_nil 96.30 0.00

TRINITY_DN51594_c0_g2EFJ04348.1hypothetical protein SELMODRAFT_138833 [Selaginella moellendorffii]Selaginella_moellendorffii 96.30 0.00

TRINITY_DN51652_c2_g4ABC67966.1heat shock protein XF20-2, partial [Triticum aestivum]Triticum_aestivum 96.30 0.00

TRINITY_DN35474_c0_g1XP_020591309.1polyubiquitin-like [Phalaenopsis equestris]Phalaenopsis_equestris 96.20 0.00

TRINITY_DN35655_c1_g3KMS65539.1hypothetical protein BVRB_034950, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 96.20 0.00

TRINITY_DN39665_c2_g2AEY80027.11-deoxy-D-xylulose 5-phosphate reductoisomerase [Haematococcus lacustris]Haematococcus_lacustris 96.20 0.00

TRINITY_DN49234_c0_g9XP_019187207.1PREDICTED: probable linoleate 9S-lipoxygenase 5 [Ipomoea nil]Ipomoea_nil 96.20 0.00

TRINITY_DN50204_c1_g4BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.20 0.00

TRINITY_DN51544_c1_g6XP_002958632.1hypothetical protein VOLCADRAFT_108221 [Volvox carteri f. nagariensis]Volvox_carteri 96.20 0.00

TRINITY_DN2520_c0_g1XP_019174080.1PREDICTED: calmodulin [Ipomoea nil]Ipomoea_nil 96.10 0.00

TRINITY_DN30440_c0_g1XP_019199477.1PREDICTED: cysteine proteinase 3-like [Ipomoea nil]Ipomoea_nil 96.10 0.00

TRINITY_DN48707_c0_g3AKR76260.1beta-1 tubulin [Dendrobium catenatum]Dendrobium_catenatum 96.10 0.00

TRINITY_DN14776_c0_g1XP_019167956.1PREDICTED: heavy metal-associated isoprenylated plant protein 5-like isoform X1 [Ipomoea nil]Ipomoea_nil 96.00 0.00

TRINITY_DN31466_c0_g1XP_019151142.1PREDICTED: dnaJ protein homolog [Ipomoea nil]Ipomoea_nil 96.00 0.00

TRINITY_DN32456_c0_g2AFD62802.1GAPDH2 [Ipomoea purpurea]Ipomoea_purpurea 96.00 0.00

TRINITY_DN36790_c0_g2BAJ90061.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 96.00 0.00

TRINITY_DN46583_c1_g3BAL61084.1polyubiqutin [Dianthus caryophyllus]Dianthus_caryophyllus 96.00 0.00

TRINITY_DN49110_c0_g1KZM84921.1hypothetical protein DCAR_027657 [Daucus carota subsp. sativus]Daucus_carota 96.00 0.00

TRINITY_DN34877_c0_g1ACG27456.160 ribosomal protein L14 [Zea mays]Zea_mays 95.90 0.00

TRINITY_DN35028_c2_g4ACF88184.1unknown [Zea mays]Zea_mays 95.90 0.00

TRINITY_DN36752_c0_g3BAF20135.2Os06g0650100, partial [Oryza sativa Japonica Group]Oryza_sativa 95.90 0.00

TRINITY_DN33819_c0_g1ACF84987.1unknown [Zea mays]Zea_mays 95.80 0.00

TRINITY_DN39429_c0_g2KXZ54499.1hypothetical protein GPECTOR_4g564 [Gonium pectorale]Gonium_pectorale 95.80 0.00

TRINITY_DN49216_c0_g1XP_001702268.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 95.80 0.00

TRINITY_DN51185_c0_g3XP_002954867.1subunit of oxygen evolving complex of photosystem II [Volvox carteri f. nagariensis]Volvox_carteri 95.80 0.00

TRINITY_DN31081_c0_g1XP_019189939.1PREDICTED: BURP domain protein RD22-like [Ipomoea nil]Ipomoea_nil 95.70 0.00

TRINITY_DN34376_c0_g1XP_019153149.1PREDICTED: cysteine proteinase 15A-like [Ipomoea nil]Ipomoea_nil 95.70 0.00

TRINITY_DN38946_c0_g2AKR53701.1chloroplast geranylgeranyl diphosphate synthase [Haematococcus lacustris]Haematococcus_lacustris 95.70 0.00

TRINITY_DN43191_c0_g8ACN31538.1unknown [Zea mays]Zea_mays 95.70 0.00

TRINITY_DN49213_c0_g1ADD52598.1pyruvate kinase [Dunaliella salina]Dunaliella_salina 95.70 0.00

TRINITY_DN40341_c0_g14ACN31553.1unknown [Zea mays]Zea_mays 95.60 0.00

TRINITY_DN49987_c2_g4XP_002951751.1hypothetical protein VOLCADRAFT_105177 [Volvox carteri f. nagariensis]Volvox_carteri 95.60 0.00

TRINITY_DN28047_c0_g1XP_012846246.1PREDICTED: PHD finger-like domain-containing protein 5B [Erythranthe guttata]Erythranthe_guttata 95.50 0.00

TRINITY_DN35522_c0_g6XP_019193402.1PREDICTED: chlorophyll a-b binding protein 5, chloroplastic [Ipomoea nil]Ipomoea_nil 95.50 0.00

TRINITY_DN42662_c0_g1XP_005846821.140S ribosomal protein S14 [Chlorella variabilis]Chlorella_variabilis 95.50 0.00

TRINITY_DN45435_c0_g2GAX83790.1hypothetical protein CEUSTIGMA_g11215.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 95.50 0.00

TRINITY_DN45512_c0_g7XP_021815281.1polyubiquitin-like [Prunus avium]Prunus_avium 95.40 0.00

TRINITY_DN41204_c2_g1XP_013905788.1ribonucleoprotein-associated protein [Monoraphidium neglectum]Monoraphidium_neglectum 95.30 0.00

TRINITY_DN585_c0_g1XP_008437254.1PREDICTED: probable phospholipid hydroperoxide glutathione peroxidase [Cucumis melo]Cucumis_melo 95.30 0.00

TRINITY_DN1492_c0_g1XP_019161683.1PREDICTED: uncharacterized protein LOC109158241 isoform X3 [Ipomoea nil]Ipomoea_nil 95.20 0.00

TRINITY_DN36449_c0_g1AMT91861.1polyubiquitin [Apium graveolens]Apium_graveolens 95.20 0.00

TRINITY_DN36960_c0_g1GAX79381.1hypothetical protein CEUSTIGMA_g6823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 95.20 0.00

TRINITY_DN37001_c0_g1XP_023905126.1uncharacterized protein LOC112016897 [Quercus suber]Quercus_suber 95.20 0.00

TRINITY_DN37361_c0_g1GAX81194.1hypothetical protein CEUSTIGMA_g8627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 95.20 0.00

TRINITY_DN41806_c2_g2PNT61710.1hypothetical protein BRADI_5g19358v3, partial [Brachypodium distachyon]Brachypodium_distachyon 95.20 0.00

TRINITY_DN49552_c0_g3GAX78273.1hypothetical protein CEUSTIGMA_g5715.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 95.20 0.00

TRINITY_DN35028_c2_g6BAJ90061.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 95.10 0.00

TRINITY_DN35335_c0_g1ADQ00181.1histone H2B [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 95.10 0.00

TRINITY_DN35474_c1_g1CAA52290.1polyubiquitin [Volvox carteri f. nagariensis]Volvox_carteri 95.10 0.00

TRINITY_DN40581_c0_g1KZN08869.1hypothetical protein DCAR_001525 [Daucus carota subsp. sativus]Daucus_carota 95.10 0.00

TRINITY_DN47332_c0_g4CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 95.10 0.00

TRINITY_DN26775_c0_g1ADV02772.1lipid transfer protein 1a [Ipomoea batatas]Ipomoea_batatas 95.00 0.00

TRINITY_DN42922_c0_g2XP_001696361.1vacuolar H(+)-ATPase V0 sector, c/c' subunits [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 95.00 0.00

TRINITY_DN52197_c2_g2XP_002958386.1p300/CBP acetyl-transferase [Volvox carteri f. nagariensis]Volvox_carteri 95.00 0.00

TRINITY_DN40020_c0_g1CAI34836.1ATP synthase alpha chain, mitochondrial precursor [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 94.90 0.00

TRINITY_DN49518_c0_g1CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 94.90 0.00

TRINITY_DN9396_c0_g1XP_019162864.1PREDICTED: prosaposin-like [Ipomoea nil]Ipomoea_nil 94.90 0.00

TRINITY_DN39065_c1_g2GAX78733.1hypothetical protein CEUSTIGMA_g6170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 94.80 0.00

TRINITY_DN11048_c0_g2XP_019154166.1PREDICTED: peroxisomal (S)-2-hydroxy-acid oxidase GLO1 [Ipomoea nil]Ipomoea_nil 94.70 0.00

TRINITY_DN16577_c0_g1XP_019167888.1PREDICTED: protein NRT1/ PTR FAMILY 8.2-like [Ipomoea nil]Ipomoea_nil 94.70 0.00

TRINITY_DN35966_c0_g10GAX84375.1hypothetical protein CEUSTIGMA_g11797.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 94.70 0.00

TRINITY_DN37042_c1_g1GBF90101.1hypothetical protein Rsub_02809 [Raphidocelis subcapitata]Raphidocelis_subcapitata 94.70 0.00

TRINITY_DN42347_c0_g1XP_019180026.1PREDICTED: glycine-rich protein DC7.1-like isoform X2 [Ipomoea nil]Ipomoea_nil 94.70 0.00

TRINITY_DN43054_c0_g1XP_001701465.1MUT9-related serine/threonine protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 94.60 0.00

TRINITY_DN45154_c0_g5XP_001691878.1ran-like small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 94.60 0.00

TRINITY_DN46583_c0_g1XP_020694051.1polyubiquitin [Dendrobium catenatum]Dendrobium_catenatum 94.60 0.00

TRINITY_DN47454_c0_g5XP_002956563.1F1F0 ATP synthase, subunit alpha, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 94.60 0.00

TRINITY_DN28334_c0_g1XP_019170795.1PREDICTED: CBL-interacting serine/threonine-protein kinase 6 [Ipomoea nil]Ipomoea_nil 94.50 0.00



TRINITY_DN40583_c0_g5KXZ55936.1hypothetical protein GPECTOR_2g1487 [Gonium pectorale]Gonium_pectorale 94.50 0.00

TRINITY_DN52518_c4_g2XP_001700741.1dynein heavy chain 6 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 94.50 0.00

TRINITY_DN1371_c0_g1XP_022145738.1translation machinery-associated protein 7 [Momordica charantia]Momordica_charantia 94.40 0.00

TRINITY_DN27322_c0_g1XP_020088987.126S protease regulatory subunit S10B homolog B-like isoform X1 [Ananas comosus]Ananas_comosus 94.40 0.00

TRINITY_DN27666_c0_g1XP_019152703.1PREDICTED: low-temperature-induced cysteine proteinase-like [Ipomoea nil]Ipomoea_nil 94.40 0.00

TRINITY_DN41925_c1_g1AAV54188.1chloroplast major light-harvesting complex II protein m9, partial [Haematococcus lacustris]Haematococcus_lacustris 94.40 0.00

TRINITY_DN50389_c0_g6XP_005651693.1branched-chain amino acid aminotransferase II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 94.40 0.00

TRINITY_DN51587_c0_g1XP_024357352.1histone H3-like [Physcomitrella patens]Physcomitrella_patens 94.40 0.00

TRINITY_DN19310_c0_g1XP_009350076.1PREDICTED: uncharacterized protein LOC103941593 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 94.30 0.00

TRINITY_DN42809_c0_g6XP_013905999.1S-(hydroxymethyl)glutathionedehydrogenase / alcohol dehydrogenase [Monoraphidium neglectum]Monoraphidium_neglectum 94.30 0.00

TRINITY_DN28531_c0_g3ABL67954.21-aminocyclopropane-1-carboxylate oxidase [Ipomoea nil]Ipomoea_nil 94.20 0.00

TRINITY_DN31081_c0_g2XP_019189939.1PREDICTED: BURP domain protein RD22-like [Ipomoea nil]Ipomoea_nil 94.20 0.00

TRINITY_DN40373_c1_g4XP_002948475.1hypothetical protein VOLCADRAFT_73821 [Volvox carteri f. nagariensis]Volvox_carteri 94.20 0.00

TRINITY_DN42893_c0_g2AUT77174.1glutamate dehydrogenase [Haematococcus lacustris]Haematococcus_lacustris 94.20 0.00

TRINITY_DN48707_c0_g2GAX74605.1hypothetical protein CEUSTIGMA_g2053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 94.20 0.00

TRINITY_DN49518_c1_g1CAA52290.1polyubiquitin [Volvox carteri f. nagariensis]Volvox_carteri 94.20 0.00

TRINITY_DN49644_c1_g1XP_013900162.140S ribosomal protein S27-2 [Monoraphidium neglectum]Monoraphidium_neglectum 94.20 0.00

TRINITY_DN35522_c0_g5CAA52290.1polyubiquitin [Volvox carteri f. nagariensis]Volvox_carteri 94.10 0.00

TRINITY_DN42619_c0_g3ABA01099.140S ribosomal protein S3 [Chlamydomonas incerta]Chlamydomonas_incerta 94.10 0.00

TRINITY_DN50521_c0_g1ABV72392.1plastid terminal oxidase [Haematococcus lacustris]Haematococcus_lacustris 94.10 0.00

TRINITY_DN50693_c0_g2XP_001694148.1phosphofructokinase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 94.10 0.00

TRINITY_DN51387_c1_g1XP_002946301.1hypothetical protein VOLCADRAFT_78972 [Volvox carteri f. nagariensis]Volvox_carteri 94.10 0.00

TRINITY_DN20349_c0_g1XP_019175658.1PREDICTED: dormancy-associated protein 1 isoform X2 [Ipomoea nil]Ipomoea_nil 94.00 0.00

TRINITY_DN22609_c0_g1XP_001694184.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 94.00 0.00

TRINITY_DN25569_c0_g1XP_019172785.1PREDICTED: translationally-controlled tumor protein homolog [Ipomoea nil]Ipomoea_nil 94.00 0.00

TRINITY_DN52547_c0_g3GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 94.00 0.00

TRINITY_DN5313_c0_g1XP_019151843.1PREDICTED: protein YLS3-like [Ipomoea nil]Ipomoea_nil 94.00 0.00

TRINITY_DN24218_c0_g2XP_019156223.1PREDICTED: uncharacterized protein LOC109152968 [Ipomoea nil]Ipomoea_nil 93.90 0.00

TRINITY_DN39786_c1_g4XP_002952540.1hypothetical protein VOLCADRAFT_75431 [Volvox carteri f. nagariensis]Volvox_carteri 93.90 0.00

TRINITY_DN41822_c1_g8PSC70877.1nifU mitochondrial [Micractinium conductrix]Micractinium_conductrix 93.90 0.00

TRINITY_DN49234_c0_g6BAD95644.1metallothionein-like type 1 protein [Ipomoea batatas]Ipomoea_batatas 93.90 0.00

TRINITY_DN52682_c1_g3KNA06142.1hypothetical protein SOVF_183600 [Spinacia oleracea]Spinacia_oleracea 93.90 0.00

TRINITY_DN16309_c0_g1PON44187.1Ribosomal protein [Trema orientale]Trema_orientale 93.80 0.00

TRINITY_DN28531_c0_g1XP_019180062.1PREDICTED: early light-induced protein, chloroplastic-like [Ipomoea nil]Ipomoea_nil 93.80 0.00

TRINITY_DN46954_c0_g9KXZ44838.1hypothetical protein GPECTOR_61g791 [Gonium pectorale]Gonium_pectorale 93.80 0.00

TRINITY_DN49485_c0_g6BAJ89001.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 93.80 0.00

TRINITY_DN14121_c0_g1XP_010905871.2PREDICTED: ubiquitin-like protein 5 [Elaeis guineensis]Elaeis_guineensis 93.70 0.00

TRINITY_DN35378_c0_g3GAQ89289.1transcription factor IIB [Klebsormidium nitens]Klebsormidium_nitens 93.60 0.00

TRINITY_DN42642_c1_g4GAX85109.1hypothetical protein CEUSTIGMA_g12529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 93.60 0.00

TRINITY_DN1629_c0_g2XP_022144405.1photosystem I reaction center subunit IV, chloroplastic-like [Momordica charantia]Momordica_charantia 93.50 0.00

TRINITY_DN31208_c0_g1XP_019187759.1PREDICTED: dormancy-associated protein homolog 3 [Ipomoea nil]Ipomoea_nil 93.50 0.00

TRINITY_DN35816_c0_g1PNH01896.1hypothetical protein TSOC_012172 [Tetrabaena socialis]Tetrabaena_socialis 93.50 0.00

TRINITY_DN46560_c0_g1XP_001699991.1imidazoleglycerol-phosphate dehydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 93.50 0.00

TRINITY_DN46585_c1_g3PRW56412.1eukaryotic initiation factor [Chlorella sorokiniana]Chlorella_sorokiniana 93.50 0.00

TRINITY_DN51956_c1_g5ABD37911.1light-harvesting chlorophyll-a/b binding protein LhcbM2b, partial [Chlamydomonas incerta]Chlamydomonas_incerta 93.50 0.00

TRINITY_DN37651_c0_g1GAX78901.1hypothetical protein CEUSTIGMA_g6340.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 93.40 0.00

TRINITY_DN45407_c0_g2GAX80572.1hypothetical protein CEUSTIGMA_g8009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 93.40 0.00

TRINITY_DN33720_c0_g1XP_023522970.1uncharacterized protein LOC111787034 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 93.30 0.00

TRINITY_DN37431_c1_g4KXZ42592.1hypothetical protein GPECTOR_132g604 [Gonium pectorale]Gonium_pectorale 93.30 0.00

TRINITY_DN46668_c0_g3AMK97820.1thioredoxin reductase TR1 [Haematococcus lacustris]Haematococcus_lacustris 93.30 0.00

TRINITY_DN45370_c1_g2KXZ53148.1hypothetical protein GPECTOR_7g1040 [Gonium pectorale]Gonium_pectorale 93.20 0.00

TRINITY_DN46451_c2_g3XP_003060959.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 93.20 0.00

TRINITY_DN48390_c0_g1XP_001690446.126S proteasome regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 93.20 0.00

TRINITY_DN48707_c0_g9OAE26716.1hypothetical protein AXG93_3310s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 93.20 0.00

TRINITY_DN50204_c1_g2APO15836.1actin 11 [Sesuvium portulacastrum]Sesuvium_portulacastrum 93.20 0.00

TRINITY_DN43312_c0_g7XP_002948116.1hypothetical protein VOLCADRAFT_109656 [Volvox carteri f. nagariensis]Volvox_carteri 93.10 0.00

TRINITY_DN46064_c0_g1KXZ44004.1hypothetical protein GPECTOR_75g728 [Gonium pectorale]Gonium_pectorale 93.10 0.00

TRINITY_DN48326_c0_g2AKR53702.1chloroplast zeta-carotene desaturase [Haematococcus lacustris]Haematococcus_lacustris 93.10 0.00

TRINITY_DN32566_c0_g1PNH12306.1Nucleoside diphosphate kinase 2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 93.00 0.00

TRINITY_DN35378_c0_g1GAQ89289.1transcription factor IIB [Klebsormidium nitens]Klebsormidium_nitens 93.00 0.00

TRINITY_DN44438_c0_g1RMZ55890.1hypothetical protein APUTEX25_003856 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 93.00 0.00

TRINITY_DN44939_c0_g1XP_001700180.1U5 snRNP protein, DIM1 family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 93.00 0.00

TRINITY_DN47286_c0_g1AAQ63696.1NADH:ubiquinone oxidoreductase 51 kD subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 93.00 0.00

TRINITY_DN51673_c0_g3PNH01187.1Peptidylprolyl isomerase domain and WD repeat domain-containing protein [Tetrabaena socialis]Tetrabaena_socialis 93.00 0.00

TRINITY_DN21900_c0_g1XP_009350076.1PREDICTED: uncharacterized protein LOC103941593 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 92.90 0.00

TRINITY_DN27151_c0_g1XP_019261106.1PREDICTED: 26S protease regulatory subunit 6B homolog [Nicotiana attenuata]Nicotiana_attenuata 92.90 0.00

TRINITY_DN30463_c0_g1XP_023003251.1photosystem I reaction center subunit N, chloroplastic isoform X1 [Cucurbita maxima]Cucurbita_maxima 92.90 0.00

TRINITY_DN33358_c0_g1GAX72628.1hypothetical protein CEUSTIGMA_g84.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.90 0.00

TRINITY_DN41024_c0_g5PNH07376.1GTP-binding protein yptV4 [Tetrabaena socialis]Tetrabaena_socialis 92.90 0.00

TRINITY_DN50896_c0_g3GAX81393.1hypothetical protein CEUSTIGMA_g8824.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.90 0.00

TRINITY_DN51449_c0_g2ALM54987.1DEAD box RNA helicase CiRH12, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 92.90 0.00



TRINITY_DN52061_c1_g5XP_001702021.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 92.90 0.00

TRINITY_DN23256_c0_g1XP_019197000.1PREDICTED: photosystem II 10 kDa polypeptide, chloroplastic [Ipomoea nil]Ipomoea_nil 92.80 0.00

TRINITY_DN32975_c0_g7XP_004135577.1PREDICTED: DEAD-box ATP-dependent RNA helicase 3, chloroplastic [Cucumis sativus]Cucumis_sativus 92.80 0.00

TRINITY_DN38925_c2_g5CAJ45370.140S ribosomal protein S5 [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 92.80 0.00

TRINITY_DN40505_c0_g5GAX76309.1hypothetical protein CEUSTIGMA_g3755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.80 0.00

TRINITY_DN41417_c1_g8ABA01131.1chloroplast light-harvesting chlorophyll-a/b binding protein [Chlamydomonas incerta]Chlamydomonas_incerta 92.60 0.00

TRINITY_DN46640_c0_g3ABA01147.1chloroplast cytochrome B6/F complex rieske iron-sulfur protein, partial [Chlamydomonas incerta]Chlamydomonas_incerta 92.60 0.00

TRINITY_DN37626_c1_g16BAJ90196.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 92.50 0.00

TRINITY_DN40532_c0_g2XP_005643690.1ADP-ribosylation factor 1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 92.50 0.00

TRINITY_DN44537_c0_g1GAX79218.1hypothetical protein CEUSTIGMA_g6658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.50 0.00

TRINITY_DN45677_c0_g1BAJ99287.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 92.50 0.00

TRINITY_DN46116_c1_g4XP_011401096.1Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 92.50 0.00

TRINITY_DN52971_c0_g1AQK39235.1aluminum-induced protein homolog1 [Zea mays]Zea_mays 92.50 0.00

TRINITY_DN39970_c0_g6XP_002952540.1hypothetical protein VOLCADRAFT_75431 [Volvox carteri f. nagariensis]Volvox_carteri 92.40 0.00

TRINITY_DN41417_c1_g5ABA01131.1chloroplast light-harvesting chlorophyll-a/b binding protein [Chlamydomonas incerta]Chlamydomonas_incerta 92.30 0.00

TRINITY_DN43932_c0_g1GAX72681.1hypothetical protein CEUSTIGMA_g137.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.30 0.00

TRINITY_DN46954_c0_g3PNH12145.1Asparagine synthetase [glutamine-hydrolyzing] [Tetrabaena socialis]Tetrabaena_socialis 92.30 0.00

TRINITY_DN47145_c0_g5XP_002953457.1hypothetical protein VOLCADRAFT_105985 [Volvox carteri f. nagariensis]Volvox_carteri 92.30 0.00

TRINITY_DN49162_c0_g2XP_001700521.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 92.30 0.00

TRINITY_DN49634_c0_g1GAX79103.1hypothetical protein CEUSTIGMA_g6543.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.30 0.00

TRINITY_DN50377_c0_g1AJR27235.11-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase [Haematococcus lacustris]Haematococcus_lacustris 92.30 0.00

TRINITY_DN51509_c0_g3XP_001691011.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 92.30 0.00

TRINITY_DN1226_c0_g1XP_019190819.1PREDICTED: acidic endochitinase-like [Ipomoea nil]Ipomoea_nil 92.10 0.00

TRINITY_DN36028_c1_g1KMS93274.1hypothetical protein BVRB_033130, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 92.10 0.00

TRINITY_DN40851_c0_g1CBV76072.160S ribosomal protein L37 [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 92.10 0.00

TRINITY_DN4213_c0_g1RWW43537.1hypothetical protein BHE74_00050784 [Ensete ventricosum]Ensete_ventricosum 92.10 0.00

TRINITY_DN44953_c0_g5GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 92.10 0.00

TRINITY_DN48650_c0_g6XP_002507507.1flagellar outer dynein arm light chain 8 [Micromonas commoda]Micromonas_commoda 92.10 0.00

TRINITY_DN52378_c1_g1GAX74274.1hypothetical protein CEUSTIGMA_g1723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.10 0

TRINITY_DN22007_c0_g1XP_021687954.160S ribosomal protein L24-like [Hevea brasiliensis]Hevea_brasiliensis 92.00 0.00

TRINITY_DN24218_c0_g1XP_019156223.1PREDICTED: uncharacterized protein LOC109152968 [Ipomoea nil]Ipomoea_nil 92.00 0.00

TRINITY_DN31016_c0_g1AAL83989.1NADH-ubiquinine oxido-reductase 24kD subunit, partial [Oryza sativa]Oryza_sativa 92.00 0.00

TRINITY_DN34237_c0_g2RVX05677.1Polyubiquitin [Vitis vinifera]Vitis_vinifera 92.00 0.00

TRINITY_DN40341_c0_g11ACN31553.1unknown [Zea mays]Zea_mays 92.00 0.00

TRINITY_DN46648_c1_g2KXZ56472.1hypothetical protein GPECTOR_1g422 [Gonium pectorale]Gonium_pectorale 92.00 0.00

TRINITY_DN51463_c0_g4GAX73046.1hypothetical protein CEUSTIGMA_g499.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 92.00 0.00

TRINITY_DN18798_c0_g1ACN31631.1unknown [Zea mays]Zea_mays 91.90 0.00

TRINITY_DN34680_c0_g3ASZ85176.1elongation factor 1-alpha [Hylocereus polyrhizus]Hylocereus_polyrhizus 91.90 0.00

TRINITY_DN35882_c0_g2XP_005647003.1topoisomerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 91.90 0.00

TRINITY_DN49442_c0_g1XP_002945611.1dynein heavy chain 7 [Volvox carteri f. nagariensis]Volvox_carteri 91.90 0.00

TRINITY_DN709_c0_g1AFA52040.1PsbA (chloroplast) [Kirengeshoma palmata]Kirengeshoma_palmata 91.90 0.00

TRINITY_DN15310_c0_g1XP_019180070.1PREDICTED: protein PROTON GRADIENT REGULATION 5, chloroplastic [Ipomoea nil]Ipomoea_nil 91.80 0.00

TRINITY_DN34443_c0_g1XP_024965277.1ubiquitin-conjugating enzyme E2-17 kDa [Cynara cardunculus var. scolymus]Cynara_cardunculus 91.80 0.00

TRINITY_DN41123_c0_g1GAX84909.1hypothetical protein CEUSTIGMA_g12330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 91.80 0

TRINITY_DN42408_c0_g1GBF98188.1ubiquitin-conjugating enzyme [Raphidocelis subcapitata]Raphidocelis_subcapitata 91.80 0.00

TRINITY_DN50496_c0_g1XP_002949115.1hypothetical protein VOLCADRAFT_80507 [Volvox carteri f. nagariensis]Volvox_carteri 91.80 0.00

TRINITY_DN52329_c2_g1XP_002952540.1hypothetical protein VOLCADRAFT_75431 [Volvox carteri f. nagariensis]Volvox_carteri 91.80 0.00

TRINITY_DN50443_c0_g2KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 91.70 0.00

TRINITY_DN39203_c0_g1AAX77224.214-3-3 protein [Dunaliella salina]Dunaliella_salina 91.60 0.00

TRINITY_DN40896_c1_g2GAX76626.1hypothetical protein CEUSTIGMA_g4072.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 91.60 0.00

TRINITY_DN51772_c1_g1KXZ56588.1hypothetical protein GPECTOR_1g529 [Gonium pectorale]Gonium_pectorale 91.60 0.00

TRINITY_DN37981_c0_g2XP_001699781.1eukaryotic initiation factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 91.50 0.00

TRINITY_DN45764_c0_g1AUI41105.1photosystem II 22 kDa protein [Haematococcus lacustris]Haematococcus_lacustris 91.50 0.00

TRINITY_DN35261_c0_g1XP_005649834.1ubiquitin fusion protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 91.40 0.00

TRINITY_DN38601_c1_g1PNH08706.1Tyrosine--tRNA ligase, cytoplasmic [Tetrabaena socialis]Tetrabaena_socialis 91.40 0.00

TRINITY_DN40559_c0_g4PNH03493.1Ferredoxin-thioredoxin reductase catalytic chain, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 91.40 0.00

TRINITY_DN44047_c0_g3ABD37911.1light-harvesting chlorophyll-a/b binding protein LhcbM2b, partial [Chlamydomonas incerta]Chlamydomonas_incerta 91.40 0.00

TRINITY_DN49854_c0_g4ABD37909.1light-harvesting chlorophyll-a/b binding protein LhcbM1, partial [Chlamydomonas incerta]Chlamydomonas_incerta 91.40 0.00

TRINITY_DN50024_c0_g3XP_001689962.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 91.40 0.00

TRINITY_DN38933_c1_g5XP_001697864.1ubiquinol:cytochrome c oxidoreductase 8 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 91.30 0.00

TRINITY_DN23574_c0_g1XP_019160333.1PREDICTED: calvin cycle protein CP12-1, chloroplastic-like [Ipomoea nil]Ipomoea_nil 91.20 0.00

TRINITY_DN36449_c1_g4XP_027920089.1LOW QUALITY PROTEIN: polyubiquitin-C [Vigna unguiculata]Vigna_unguiculata 91.20 0.00

TRINITY_DN42370_c0_g1XP_001702907.1outer dynein arm light chain 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 91.20 0.00

TRINITY_DN42636_c0_g2GAX76625.1hypothetical protein CEUSTIGMA_g4071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 91.20 0.00

TRINITY_DN44596_c0_g1XP_002951602.1hypothetical protein VOLCADRAFT_109131 [Volvox carteri f. nagariensis]Volvox_carteri 91.20 0.00

TRINITY_DN45939_c1_g2ADN95182.1oil globule associated protein [Haematococcus lacustris]Haematococcus_lacustris 91.20 0.00

TRINITY_DN47051_c0_g8GBF94862.1trafficking particle complex subunit 2 [Raphidocelis subcapitata]Raphidocelis_subcapitata 91.20 0.00

TRINITY_DN29060_c0_g1XP_019190797.1PREDICTED: acidic endochitinase-like [Ipomoea nil]Ipomoea_nil 91.10 0.00

TRINITY_DN37788_c1_g4KDD76122.1glycosyl hydrolase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 91.10 0.00

TRINITY_DN39712_c0_g1KXZ48295.1hypothetical protein GPECTOR_29g70 [Gonium pectorale]Gonium_pectorale 91.10 0.00

TRINITY_DN43681_c0_g2GAX81237.1hypothetical protein CEUSTIGMA_g8669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 91.10 0.00



TRINITY_DN47245_c0_g5AAW69292.1mitochondrial Mn superoxide dismutase [Haematococcus lacustris]Haematococcus_lacustris 91.10 0.00

TRINITY_DN48707_c0_g7XP_027942706.1tubulin beta chain-like [Vigna unguiculata]Vigna_unguiculata 91.10 0.00

TRINITY_DN21911_c0_g2BAJ91604.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 91.00 0.00

TRINITY_DN43492_c0_g6AFK33393.1unknown [Lotus japonicus]Lotus_japonicus 91.00 0.00

TRINITY_DN46125_c0_g8XP_002507507.1flagellar outer dynein arm light chain 8 [Micromonas commoda]Micromonas_commoda 91.00 0.00

TRINITY_DN47623_c0_g8XP_013901548.1Tubulin beta chain [Monoraphidium neglectum]Monoraphidium_neglectum 91.00 0.00

TRINITY_DN49664_c0_g3XP_002946988.1serine/threonine protein kinase 15 [Volvox carteri f. nagariensis]Volvox_carteri 91.00 0.00

TRINITY_DN24628_c0_g1XP_018460660.1PREDICTED: charged multivesicular body protein 2a [Raphanus sativus]Raphanus_sativus 90.90 0.00

TRINITY_DN41161_c0_g2XP_001696402.1isopropylmalate dehydratase, small subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 90.90 0.00

TRINITY_DN52212_c0_g3XP_002503246.1predicted protein [Micromonas commoda]Micromonas_commoda 90.90 0.00

TRINITY_DN19485_c0_g1XP_019153429.1PREDICTED: dehydrodolichyl diphosphate synthase 2-like [Ipomoea nil]Ipomoea_nil 90.80 0.00

TRINITY_DN29638_c0_g1CAB38612.1splicing factor-like protein [Arabidopsis thaliana]Arabidopsis_thaliana 90.80 0.00

TRINITY_DN36310_c1_g8PIN14452.1Molecular chaperones GRP78/BiP/KAR2, HSP70 superfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 90.80 0.00

TRINITY_DN40633_c1_g1KXZ44083.1hypothetical protein GPECTOR_74g697 [Gonium pectorale]Gonium_pectorale 90.80 0.00

TRINITY_DN42837_c1_g2KXZ47262.1hypothetical protein GPECTOR_36g115 [Gonium pectorale]Gonium_pectorale 90.80 0.00

TRINITY_DN46305_c0_g1XP_001690516.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 90.80 0.00

TRINITY_DN46959_c0_g3GAX76969.1hypothetical protein CEUSTIGMA_g4416.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.80 0.00

TRINITY_DN26312_c0_g1XP_006439879.1cell division cycle protein 48 homolog isoform X1 [Citrus clementina]Citrus_clementina 90.70 0.00

TRINITY_DN33053_c0_g2GBF94325.140S ribosomal protein S5 [Raphidocelis subcapitata]Raphidocelis_subcapitata 90.70 0.00

TRINITY_DN42638_c0_g1PNH05555.1Protein transport protein Sec61 subunit alpha [Tetrabaena socialis]Tetrabaena_socialis 90.70 0.00

TRINITY_DN48089_c1_g1XP_002956874.1adenylate kinase [Volvox carteri f. nagariensis]Volvox_carteri 90.70 0.00

TRINITY_DN28143_c0_g1XP_019166763.1PREDICTED: subtilisin-like protease SBT5.6 [Ipomoea nil]Ipomoea_nil 90.60 0.00

TRINITY_DN35761_c1_g1O82018.3RecName: Full=Calmodulin; Short=CaMMougeotia_scalaris 90.60 0.00

TRINITY_DN37323_c1_g1GAX77250.1hypothetical protein CEUSTIGMA_g4696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.60 0.00

TRINITY_DN38598_c1_g1XP_001698517.1threonine synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 90.60 0.00

TRINITY_DN47683_c0_g2PRW21109.1malate dehydrogenase [Chlorella sorokiniana]Chlorella_sorokiniana 90.60 0.00

TRINITY_DN48833_c1_g6GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.60 0.00

TRINITY_DN25972_c0_g1CAH59409.1hypothetical protein [Plantago major]Plantago_major 90.50 0.00

TRINITY_DN40271_c0_g5XP_002953389.1hypothetical protein VOLCADRAFT_118323 [Volvox carteri f. nagariensis]Volvox_carteri 90.50 0.00

TRINITY_DN42642_c1_g3GAX74205.1hypothetical protein CEUSTIGMA_g1654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.50 0.00

TRINITY_DN45928_c0_g2GAX74749.1hypothetical protein CEUSTIGMA_g2196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.50 0.00

TRINITY_DN47122_c0_g1GAX77325.1hypothetical protein CEUSTIGMA_g4771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.50 0.00

TRINITY_DN50790_c0_g2ACG29060.1bifunctional aminoacyl-tRNA synthetase [Zea mays]Zea_mays 90.50 0

TRINITY_DN28249_c0_g1XP_022928465.1proline-rich protein 4-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 90.40 0.00

TRINITY_DN45211_c0_g1XP_002958782.1hypothetical protein VOLCADRAFT_84644 [Volvox carteri f. nagariensis]Volvox_carteri 90.40 0.00

TRINITY_DN49280_c0_g4XP_016507811.1PREDICTED: uncharacterized protein LOC107825453 [Nicotiana tabacum]Nicotiana_tabacum 90.40 0.00

TRINITY_DN52613_c0_g3GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.40 0.00

TRINITY_DN19485_c0_g2XP_019153429.1PREDICTED: dehydrodolichyl diphosphate synthase 2-like [Ipomoea nil]Ipomoea_nil 90.30 0.00

TRINITY_DN33033_c0_g2XP_009350962.1PREDICTED: GTP-binding nuclear protein Ran [Pyrus x bretschneideri]Pyrus_x_bretschneideri 90.30 0.00

TRINITY_DN33776_c1_g6ACF79437.1unknown [Zea mays]Zea_mays 90.30 0.00

TRINITY_DN34766_c0_g2KMS94684.1hypothetical protein BVRB_016310 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 90.30 0.00

TRINITY_DN43828_c1_g5XP_002948224.1hypothetical protein VOLCADRAFT_120607 [Volvox carteri f. nagariensis]Volvox_carteri 90.30 0.00

TRINITY_DN44046_c0_g1XP_005842850.1hypothetical protein CHLNCDRAFT_59438 [Chlorella variabilis]Chlorella_variabilis 90.30 0.00

TRINITY_DN48868_c0_g2GAX72560.1hypothetical protein CEUSTIGMA_g16.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.30 0.00

TRINITY_DN50533_c1_g1GAX72656.1hypothetical protein CEUSTIGMA_g112.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.30 0.00

TRINITY_DN52356_c0_g2AUT77174.1glutamate dehydrogenase [Haematococcus lacustris]Haematococcus_lacustris 90.30 0.00

TRINITY_DN40142_c0_g2XP_005646946.1small nuclear ribo protein F [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 90.20 0.00

TRINITY_DN41857_c0_g2ATU90143.1WDR domain-containing protein a-COP [Haematococcus lacustris]Haematococcus_lacustris 90.20 0.00

TRINITY_DN42585_c0_g1PNH06746.1Outer row dynein assembly protein 16 [Tetrabaena socialis]Tetrabaena_socialis 90.20 0.00

TRINITY_DN42590_c1_g1GAX76458.1hypothetical protein CEUSTIGMA_g3903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.20 0.00

TRINITY_DN48413_c1_g3XP_002952407.1flagellar inner arm dynein 1 heavy chain beta [Volvox carteri f. nagariensis]Volvox_carteri 90.20 0.00

TRINITY_DN48923_c0_g1XP_002951213.1hypothetical protein VOLCADRAFT_117770 [Volvox carteri f. nagariensis]Volvox_carteri 90.20 0.00

TRINITY_DN51537_c0_g1GAX75289.1hypothetical protein CEUSTIGMA_g2734.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.20 0.00

TRINITY_DN12480_c0_g1BAJ94564.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 90.10 0.00

TRINITY_DN12480_c0_g2BAJ94564.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 90.10 0.00

TRINITY_DN42642_c1_g5XP_002954811.1dynein heavy chain 2 [Volvox carteri f. nagariensis]Volvox_carteri 90.10 0.00

TRINITY_DN52421_c0_g2GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.10 0

TRINITY_DN6576_c0_g1GAX75625.1hypothetical protein CEUSTIGMA_g3069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.10 0.00

TRINITY_DN37164_c1_g1XP_002956689.1hypothetical protein VOLCADRAFT_107338 [Volvox carteri f. nagariensis]Volvox_carteri 90.00 0.00

TRINITY_DN39809_c1_g1OAE21405.1hypothetical protein AXG93_3658s1270 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 90.00 0.00

TRINITY_DN43382_c0_g4XP_003058187.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 90.00 0.00

TRINITY_DN43648_c0_g1GAX75940.1hypothetical protein CEUSTIGMA_g3383.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.00 0.00

TRINITY_DN44109_c0_g7XP_001700238.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 90.00 0.00

TRINITY_DN4454_c0_g1XP_010277867.1PREDICTED: methionine aminopeptidase 2B [Nelumbo nucifera]Nelumbo_nucifera 90.00 0.00

TRINITY_DN44935_c0_g1AAB68394.1Rac-like protein [Arabidopsis thaliana]Arabidopsis_thaliana 90.00 0.00

TRINITY_DN48361_c0_g4GAX75993.1hypothetical protein CEUSTIGMA_g3436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 90.00 0.00

TRINITY_DN15442_c0_g2VDC79738.1unnamed protein product [Brassica rapa]Brassica_rapa 89.90 0.00

TRINITY_DN38946_c0_g1AKR53701.1chloroplast geranylgeranyl diphosphate synthase [Haematococcus lacustris]Haematococcus_lacustris 89.90 0.00

TRINITY_DN39049_c0_g1ADI46891.1PR46af [Volvox carteri f. nagariensis]Volvox_carteri 89.90 0.00

TRINITY_DN41180_c0_g1GAX80401.1hypothetical protein CEUSTIGMA_g7840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.90 0.00

TRINITY_DN51693_c2_g2BAU61572.1heat shock protein 70B [Gonium pectorale]Gonium_pectorale 89.90 0.00



TRINITY_DN16657_c0_g1XP_019168871.1PREDICTED: ferredoxin-A-like [Ipomoea nil]Ipomoea_nil 89.80 0.00

TRINITY_DN40419_c0_g1XP_001697820.1histone H2A, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 89.80 0.00

TRINITY_DN41210_c0_g1GAX84282.1hypothetical protein CEUSTIGMA_g11704.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.80 0.00

TRINITY_DN44467_c0_g1XP_024522437.1tubulin beta-1/beta-2 chain [Selaginella moellendorffii]Selaginella_moellendorffii 89.80 0.00

TRINITY_DN50485_c1_g1ADQ00181.1histone H2B [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 89.80 0.00

TRINITY_DN50798_c0_g2GAX80936.1hypothetical protein CEUSTIGMA_g8371.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.80 0.00

TRINITY_DN20779_c0_g1PSR91579.1CBF1-interacting co-repressor CIR, N-terminal domain protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 89.70 0.00

TRINITY_DN35107_c1_g8AEW46685.1histone type 2 [Ulva linza]Ulva_linza 89.70 0.00

TRINITY_DN37941_c0_g1XP_002946459.1hypothetical protein VOLCADRAFT_103047 [Volvox carteri f. nagariensis]Volvox_carteri 89.70 0.00

TRINITY_DN41806_c2_g5BAK00005.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 89.70 0.00

TRINITY_DN42642_c1_g2GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.70 0.00

TRINITY_DN43492_c0_g1AFK33393.1unknown [Lotus japonicus]Lotus_japonicus 89.70 0.00

TRINITY_DN43799_c1_g1XP_001695450.1molybdopterin biosynthesis protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 89.70 0.00

TRINITY_DN47838_c0_g3XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 89.70 0.00

TRINITY_DN52286_c0_g6XP_001700291.1mitogen-activated protein kinase 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 89.70 0.00

TRINITY_DN41387_c1_g1XP_002956892.1hypothetical protein VOLCADRAFT_107448 [Volvox carteri f. nagariensis]Volvox_carteri 89.50 0.00

TRINITY_DN52073_c2_g6GAX81721.1hypothetical protein CEUSTIGMA_g9149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.50 0.00

TRINITY_DN52353_c0_g2BAE45242.1GDP-mannose-3'',5''-epimerase [Oryza sativa Japonica Group]Oryza_sativa 89.50 0.00

TRINITY_DN38045_c1_g1GAX74343.1hypothetical protein CEUSTIGMA_g1792.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.40 0.00

TRINITY_DN49103_c0_g4XP_001698939.1SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 89.40 0.00

TRINITY_DN35750_c0_g6XP_006665103.1PREDICTED: histone H2B [Oryza brachyantha]Oryza_brachyantha 89.30 0.00

TRINITY_DN41921_c1_g3GBG00264.140S ribosomal protein S17 [Raphidocelis subcapitata]Raphidocelis_subcapitata 89.30 0.00

TRINITY_DN42563_c2_g2AKT95177.1zeaxanthin epoxidase [Haematococcus lacustris]Haematococcus_lacustris 89.30 0.00

TRINITY_DN44953_c0_g3GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 89.30 0.00

TRINITY_DN46371_c0_g2GAX78143.1hypothetical protein CEUSTIGMA_g5585.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.30 0.00

TRINITY_DN28174_c0_g1XP_015578297.1ADP-ribosylation factor 1 isoform X2 [Ricinus communis]Ricinus_communis 89.20 0.00

TRINITY_DN35840_c0_g2XP_018509260.1PREDICTED: polyubiquitin 11-like isoform X1 [Brassica rapa]Brassica_rapa 89.20 0.00

TRINITY_DN41628_c2_g2GAX78420.1hypothetical protein CEUSTIGMA_g5862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.20 0.00

TRINITY_DN51571_c0_g2KXZ45435.1hypothetical protein GPECTOR_54g175 [Gonium pectorale]Gonium_pectorale 89.20 0.00

TRINITY_DN36129_c0_g1GBF87768.1U6 snRNA-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 89.10 0.00

TRINITY_DN37648_c0_g3GAX83141.1hypothetical protein CEUSTIGMA_g10567.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.10 0.00

TRINITY_DN45383_c0_g2XP_002949135.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 89.10 0.00

TRINITY_DN47555_c0_g8GAX81721.1hypothetical protein CEUSTIGMA_g9149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.10 0.00

TRINITY_DN51078_c0_g5GAX79449.1hypothetical protein CEUSTIGMA_g6890.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.10 0.00

TRINITY_DN39506_c0_g3GAX79938.1hypothetical protein CEUSTIGMA_g7378.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.00 0.00

TRINITY_DN48829_c0_g1GAX79780.1hypothetical protein CEUSTIGMA_g7220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 89.00 0.00

TRINITY_DN43757_c1_g7XP_010256254.1PREDICTED: protein ABHD11 [Nelumbo nucifera]Nelumbo_nucifera 88.90 0.00

TRINITY_DN49237_c0_g1GAX79501.1hypothetical protein CEUSTIGMA_g6942.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.90 0.00

TRINITY_DN51652_c2_g3AFK31313.1heat shock protein 90, partial (plastid) [Dunaliella salina]Dunaliella_salina 88.90 0.00

TRINITY_DN52069_c0_g2XP_001691678.126S proteasome regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.90 0.00

TRINITY_DN52176_c1_g3AQQ11751.1clathrin heavy chain 1 [Chara australis]Chara_australis 88.90 0.00

TRINITY_DN52470_c1_g1CAF04129.1pyruvate formate-lyase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.90 0.00

TRINITY_DN34237_c0_g1VDC70205.1unnamed protein product [Brassica rapa]Brassica_rapa 88.80 0.00

TRINITY_DN40725_c1_g4NP_001347253.1uncharacterized protein LOC111828519 [Oryza brachyantha]Oryza_brachyantha 88.80 0.00

TRINITY_DN37042_c2_g2XP_002950473.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 88.70 0.00

TRINITY_DN40654_c1_g2XP_002955255.1ribosomal protein S6 component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 88.70 0.00

TRINITY_DN42263_c0_g2KMS94019.1hypothetical protein BVRB_025610 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 88.70 0.00

TRINITY_DN48707_c0_g6ABS44863.1putative ribosomal protein S14 [Oryza sativa Japonica Group]Oryza_sativa 88.70 0.00

TRINITY_DN48707_c0_g8ABS44863.1putative ribosomal protein S14 [Oryza sativa Japonica Group]Oryza_sativa 88.70 0.00

TRINITY_DN49485_c0_g1AYU58838.1alpha-tubulin [Haematococcus lacustris]Haematococcus_lacustris 88.70 0.00

TRINITY_DN52902_c0_g1BAJ94564.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 88.70 0.00

TRINITY_DN38234_c0_g3KXZ48829.1hypothetical protein GPECTOR_25g414 [Gonium pectorale]Gonium_pectorale 88.60 0.00

TRINITY_DN39970_c0_g3GBF97021.1extracellular protease [Raphidocelis subcapitata]Raphidocelis_subcapitata 88.60 0.00

TRINITY_DN40404_c0_g1KXZ56950.1hypothetical protein GPECTOR_1g857 [Gonium pectorale]Gonium_pectorale 88.60 0.00

TRINITY_DN43417_c0_g1XP_001695919.1low CO2-induced protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.60 0.00

TRINITY_DN46229_c0_g2BAU61570.1developmentally regulated GTP-binding protein [Gonium pectorale]Gonium_pectorale 88.60 0.00

TRINITY_DN48220_c0_g7GAX75961.1hypothetical protein CEUSTIGMA_g3404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.60 0.00

TRINITY_DN51803_c0_g1GAX73507.1hypothetical protein CEUSTIGMA_g959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.60 0.00

TRINITY_DN32715_c0_g1ACG26919.1hypothetical protein [Zea mays]Zea_mays 88.50 0.00

TRINITY_DN39064_c0_g3KXZ43842.1hypothetical protein GPECTOR_79g121 [Gonium pectorale]Gonium_pectorale 88.50 0.00

TRINITY_DN39613_c0_g3XP_005851876.1hypothetical protein CHLNCDRAFT_133450 [Chlorella variabilis]Chlorella_variabilis 88.50 0.00

TRINITY_DN40445_c0_g1GAX81377.1hypothetical protein CEUSTIGMA_g8808.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.50 0.00

TRINITY_DN44490_c0_g2GAX85959.1hypothetical protein CEUSTIGMA_g13375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.50 0.00

TRINITY_DN45380_c0_g5CAC86131.1isocitrate lyase [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 88.50 0.00

TRINITY_DN46486_c0_g1GBF92009.1hypothetical protein Rsub_04733 [Raphidocelis subcapitata]Raphidocelis_subcapitata 88.50 0.00

TRINITY_DN48474_c1_g1XP_001689942.1deoxypusine synthase 1, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.50 0.00

TRINITY_DN40592_c0_g7XP_002955525.1hypothetical protein VOLCADRAFT_33117 [Volvox carteri f. nagariensis]Volvox_carteri 88.40 0.00

TRINITY_DN49620_c0_g1GAX72976.1hypothetical protein CEUSTIGMA_g429.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.40 0.00

TRINITY_DN47122_c0_g4GAX77325.1hypothetical protein CEUSTIGMA_g4771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.30 0.00

TRINITY_DN47254_c0_g1XP_002957495.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 88.30 0.00

TRINITY_DN47633_c0_g2KXZ41765.1hypothetical protein GPECTOR_290g775 [Gonium pectorale]Gonium_pectorale 88.30 0.00



TRINITY_DN49518_c0_g3BAK05232.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 88.30 0.00

TRINITY_DN49739_c1_g2KXZ53469.1hypothetical protein GPECTOR_7g919 [Gonium pectorale]Gonium_pectorale 88.30 0.00

TRINITY_DN32911_c0_g1YP_008802575.1NADH dehydrogenase subunit 10 (mitochondrion) [Monomastix sp. OKE-1]Monomastix_sp._OKE-1 88.20 0.00

TRINITY_DN42506_c0_g8XP_002952583.1flagellar outer dynein arm light chain 7 [Volvox carteri f. nagariensis]Volvox_carteri 88.20 0.00

TRINITY_DN45907_c0_g10PNH07089.1Fumarate reductase, partial [Tetrabaena socialis]Tetrabaena_socialis 88.20 0.00

TRINITY_DN46671_c0_g3XP_002959612.1hypothetical protein VOLCADRAFT_110114 [Volvox carteri f. nagariensis]Volvox_carteri 88.20 0.00

TRINITY_DN47332_c0_g1ABD32351.2Ubiquitin [Medicago truncatula]Medicago_truncatula 88.20 0.00

TRINITY_DN52323_c1_g2OTG05221.1putative reverse transcriptase domain-containing protein [Helianthus annuus]Helianthus_annuus 88.20 0.00

TRINITY_DN36949_c0_g2XP_001689822.1outer dynein arm-docking complex subunit 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.10 0.00

TRINITY_DN42842_c0_g1XP_003060845.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 88.10 0.00

TRINITY_DN45283_c0_g3XP_001697954.1RNA binding protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.10 0.00

TRINITY_DN45385_c1_g2XP_001691047.1copper target 1 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 88.10 0.00

TRINITY_DN52378_c1_g3XP_002956689.1hypothetical protein VOLCADRAFT_107338 [Volvox carteri f. nagariensis]Volvox_carteri 88.10 0.00

TRINITY_DN34618_c0_g1AAT07657.1putative PRP8 protein [Oryza sativa Japonica Group]Oryza_sativa 88.00 0.00

TRINITY_DN39489_c0_g1XP_005843317.1ribosomal protein L19 [Chlorella variabilis]Chlorella_variabilis 88.00 0.00

TRINITY_DN41532_c2_g1XP_002948889.1hypothetical protein VOLCADRAFT_58602 [Volvox carteri f. nagariensis]Volvox_carteri 88.00 0.00

TRINITY_DN45651_c0_g1GAX73492.1hypothetical protein CEUSTIGMA_g944.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.00 0.00

TRINITY_DN47486_c0_g1GAX83668.1hypothetical protein CEUSTIGMA_g11093.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 88.00 0.00

TRINITY_DN16337_c0_g1XP_006576828.1remorin 4.1 [Glycine max]Glycine_max 87.90 0.00

TRINITY_DN41196_c0_g2KMS94501.1hypothetical protein BVRB_020780, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 87.90 0.00

TRINITY_DN50693_c0_g4GAX74804.1hypothetical protein CEUSTIGMA_g2251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.90 0.00

TRINITY_DN51328_c0_g1PSC75502.1N-alpha-acetyltransferase 11-like [Micractinium conductrix]Micractinium_conductrix 87.90 0.00

TRINITY_DN516_c0_g1ACR35769.1unknown [Zea mays]Zea_mays 87.90 0.00

TRINITY_DN52061_c1_g3GAX81565.1hypothetical protein CEUSTIGMA_g8993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.90 0.00

TRINITY_DN38059_c0_g4AGZ19352.1hypothetical protein CH29B_p069 (chloroplast) [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 87.80 0.00

TRINITY_DN38340_c1_g1GAX74018.1hypothetical protein CEUSTIGMA_g1468.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.80 0.00

TRINITY_DN40337_c0_g1KFK30470.1hypothetical protein AALP_AA7G265300 [Arabis alpina]Arabis_alpina 87.80 0.00

TRINITY_DN42984_c0_g8KXZ54933.1hypothetical protein GPECTOR_3g103 [Gonium pectorale]Gonium_pectorale 87.80 0.00

TRINITY_DN43106_c1_g2KXZ55077.1RABH1 protein [Gonium pectorale]Gonium_pectorale 87.80 0.00

TRINITY_DN43351_c0_g1GAX84361.1hypothetical protein CEUSTIGMA_g11783.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.80 0.00

TRINITY_DN45964_c1_g1GAX72577.1hypothetical protein CEUSTIGMA_g33.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.70 0.00

TRINITY_DN50581_c0_g1GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.70 0.00

TRINITY_DN52420_c1_g2KMS94345.1hypothetical protein BVRB_022340 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 87.70 0.00

TRINITY_DN30500_c0_g1AAK27970.1metallothionein-like protein [Ipomoea batatas]Ipomoea_batatas 87.50 0.00

TRINITY_DN39652_c0_g8GAX86170.1hypothetical protein CEUSTIGMA_g13583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.50 0.00

TRINITY_DN40519_c0_g3XP_013906655.1DNA-directed RNA polymerases I, II, and III subunit RPABC5 [Monoraphidium neglectum]Monoraphidium_neglectum 87.50 0.00

TRINITY_DN41374_c0_g1KMS93253.1hypothetical protein BVRB_033340, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 87.50 0.00

TRINITY_DN42227_c0_g1XP_005643971.1ribosomal protein L13a component of cytosolic 80S ribosome and 60S large subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 87.50 0.00

TRINITY_DN42482_c2_g2PNH04881.1Ubiquitin-40S ribosomal protein S27a-1 [Tetrabaena socialis]Tetrabaena_socialis 87.50 0.00

TRINITY_DN46066_c0_g2GBF87832.1hypothetical protein Rsub_00544 [Raphidocelis subcapitata]Raphidocelis_subcapitata 87.50 0.00

TRINITY_DN51245_c1_g3GAX74290.1hypothetical protein CEUSTIGMA_g1739.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.50 0.00

TRINITY_DN32474_c0_g4XP_024381733.160S ribosomal protein L23 [Physcomitrella patens]Physcomitrella_patens 87.40 0.00

TRINITY_DN39341_c0_g2GBF90140.1diaminopimelate epimerase [Raphidocelis subcapitata]Raphidocelis_subcapitata 87.40 0.00

TRINITY_DN41186_c1_g2XP_002945780.1iron-sulfur subunit of mitochondrial succinate dehydrogenase [Volvox carteri f. nagariensis]Volvox_carteri 87.40 0.00

TRINITY_DN41285_c0_g2XP_002945733.12-isopropylmalate synthase [Volvox carteri f. nagariensis]Volvox_carteri 87.40 0.00

TRINITY_DN49335_c1_g1KXZ57012.1hypothetical protein GPECTOR_1g914 [Gonium pectorale]Gonium_pectorale 87.40 0.00

TRINITY_DN49763_c0_g3PNW86229.1hypothetical protein CHLRE_02g078100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 87.40 0.00

TRINITY_DN2603_c0_g1AHG05845.1cold shock protein 3 [Triticum aestivum]Triticum_aestivum 87.30 0.00

TRINITY_DN34766_c0_g1PHT29099.1hypothetical protein CQW23_31306 [Capsicum baccatum]Capsicum_baccatum 87.30 0.00

TRINITY_DN45577_c0_g1KXZ45375.1hypothetical protein GPECTOR_55g281 [Gonium pectorale]Gonium_pectorale 87.30 0.00

TRINITY_DN42384_c0_g2KMS93274.1hypothetical protein BVRB_033130, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 87.20 0.00

TRINITY_DN43643_c0_g1XP_002950850.1hypothetical protein VOLCADRAFT_74777 [Volvox carteri f. nagariensis]Volvox_carteri 87.20 0.00

TRINITY_DN45194_c1_g7XP_022025737.13-oxoacyl-[acyl-carrier-protein] reductase 4-like [Helianthus annuus]Helianthus_annuus 87.20 0.00

TRINITY_DN49110_c0_g6XP_020176763.1uncharacterized protein LOC109762336 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 87.20 0.00

TRINITY_DN50773_c1_g1GAX76755.1hypothetical protein CEUSTIGMA_g4202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.20 0.00

TRINITY_DN51960_c1_g2XP_002945908.1hypothetical protein VOLCADRAFT_72551 [Volvox carteri f. nagariensis]Volvox_carteri 87.20 0.00

TRINITY_DN52296_c1_g1PNH10324.1Pyrophosphate-energized vacuolar membrane proton pump [Tetrabaena socialis]Tetrabaena_socialis 87.20 0.00

TRINITY_DN35454_c0_g7XP_023878992.1heat shock protein 90 [Quercus suber]Quercus_suber 87.10 0.00

TRINITY_DN36449_c1_g5XP_026387232.1ubiquitin-40S ribosomal protein S27a [Papaver somniferum]Papaver_somniferum 87.10 0.00

TRINITY_DN39786_c1_g1XP_002952540.1hypothetical protein VOLCADRAFT_75431 [Volvox carteri f. nagariensis]Volvox_carteri 87.10 0.00

TRINITY_DN41121_c1_g4XP_003057619.1magnesium-chelatase subunit chlh-like protein chloroplast precursor [Micromonas pusilla CCMP1545]Micromonas_pusilla 87.10 0.00

TRINITY_DN42721_c0_g1XP_022955426.1non-specific lipid-transfer protein 2-like [Cucurbita moschata]Cucurbita_moschata 87.10 0.00

TRINITY_DN44908_c0_g1XP_013899415.1thylakoid formation protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 87.10 0.00

TRINITY_DN49144_c0_g1KXZ55677.1hypothetical protein GPECTOR_2g1227 [Gonium pectorale]Gonium_pectorale 87.10 0.00

TRINITY_DN51156_c0_g5GAX85578.1hypothetical protein CEUSTIGMA_g12993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.10 0.00

TRINITY_DN51557_c0_g6XP_003059559.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 87.10 0.00

TRINITY_DN51666_c0_g3GAX80370.1hypothetical protein CEUSTIGMA_g7809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 87.10 0.00

TRINITY_DN9663_c0_g1ONM39914.1carbonic anhydrase1 [Zea mays]Zea_mays 87.10 0.00

TRINITY_DN35750_c0_g1XP_022638524.1uncharacterized protein LOC106766494 [Vigna radiata var. radiata]Vigna_radiata 87.00 0.00

TRINITY_DN36373_c0_g7XP_013900210.1hypothetical protein MNEG_6772 [Monoraphidium neglectum]Monoraphidium_neglectum 87.00 0.00

TRINITY_DN36687_c0_g1XP_002957952.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 87.00 0.00



TRINITY_DN30713_c0_g1XP_019197541.1PREDICTED: protein SENESCENCE-ASSOCIATED GENE 21, mitochondrial-like isoform X2 [Ipomoea nil]Ipomoea_nil 86.90 0.00

TRINITY_DN41293_c0_g2GAX80156.1hypothetical protein CEUSTIGMA_g7594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.90 0.00

TRINITY_DN47618_c0_g2KXZ48246.1ODA2 protein [Gonium pectorale]Gonium_pectorale 86.90 0

TRINITY_DN48658_c1_g3GAX80743.1hypothetical protein CEUSTIGMA_g8178.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.90 0

TRINITY_DN49518_c0_g4BAK05232.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 86.90 0.00

TRINITY_DN50204_c1_g1XP_008780415.1actin, muscle, partial [Phoenix dactylifera]Phoenix_dactylifera 86.90 0.00

TRINITY_DN39142_c0_g1GAX85467.1hypothetical protein CEUSTIGMA_g12883.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.80 0.00

TRINITY_DN41003_c1_g1BAU61572.1heat shock protein 70B [Gonium pectorale]Gonium_pectorale 86.80 0.00

TRINITY_DN42659_c0_g6XP_001698008.1R-SNARE protein, VAMP71-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.80 0.00

TRINITY_DN43200_c0_g2KXZ52528.1hypothetical protein GPECTOR_9g572 [Gonium pectorale]Gonium_pectorale 86.80 0.00

TRINITY_DN43743_c1_g2BAJ91591.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 86.80 0.00

TRINITY_DN44196_c0_g3XP_001700816.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.80 0.00

TRINITY_DN45622_c0_g3GAX80040.1hypothetical protein CEUSTIGMA_g7479.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.80 0.00

TRINITY_DN45677_c0_g2BAJ99287.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 86.80 0.00

TRINITY_DN49474_c0_g4KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 86.80 0.00

TRINITY_DN50950_c1_g5AAN04095.1S15 ribosomal protein [Dunaliella tertiolecta]Dunaliella_tertiolecta 86.80 0.00

TRINITY_DN33179_c0_g1XP_021987444.1probable histone H2A variant 1 [Helianthus annuus]Helianthus_annuus 86.70 0.00

TRINITY_DN36370_c1_g2XP_002948474.1hypothetical protein VOLCADRAFT_103937 [Volvox carteri f. nagariensis]Volvox_carteri 86.70 0.00

TRINITY_DN38022_c0_g1O22608.1RecName: Full=60S ribosomal protein L5Dunaliella_salina 86.70 0.00

TRINITY_DN38394_c1_g5XP_009804375.1PREDICTED: uncharacterized protein LOC104249611 [Nicotiana sylvestris]Nicotiana_sylvestris 86.70 0.00

TRINITY_DN39281_c0_g2KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 86.70 0.00

TRINITY_DN41224_c0_g3PIN03218.1Serine/threonine specific protein phosphatase PP1, catalytic subunit [Handroanthus impetiginosus]Handroanthus_impetiginosus 86.70 0.00

TRINITY_DN44736_c0_g4GAX75142.1hypothetical protein CEUSTIGMA_g2586.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.70 0.00

TRINITY_DN44857_c1_g1AAK84834.1actin [Elaeis oleifera]Elaeis_oleifera 86.70 0.00

TRINITY_DN51449_c0_g1GBF97454.1DEAD-box ATP-dependent RNA helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 86.70 0.00

TRINITY_DN54135_c0_g1XP_007024794.1PREDICTED: 26S protease regulatory subunit 7A [Theobroma cacao]Theobroma_cacao 86.70 0.00

TRINITY_DN37373_c0_g2GBF90951.140S ribosomal protein S4 [Raphidocelis subcapitata]Raphidocelis_subcapitata 86.60 0.00

TRINITY_DN41003_c1_g7KXZ50550.1hypothetical protein GPECTOR_16g725 [Gonium pectorale]Gonium_pectorale 86.60 0.00

TRINITY_DN41066_c1_g2KXZ48696.1hypothetical protein GPECTOR_26g599 [Gonium pectorale]Gonium_pectorale 86.60 0.00

TRINITY_DN41107_c0_g2KXZ53275.1hypothetical protein GPECTOR_7g1169 [Gonium pectorale]Gonium_pectorale 86.60 0.00

TRINITY_DN45187_c1_g4EAY87910.1hypothetical protein OsI_09330 [Oryza sativa Indica Group]Oryza_sativa 86.60 0.00

TRINITY_DN45450_c0_g2PNW76230.1hypothetical protein CHLRE_12g542800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.60 0.00

TRINITY_DN52760_c0_g1KJB13905.1hypothetical protein B456_002G101100 [Gossypium raimondii]Gossypium_raimondii 86.60 0.00

TRINITY_DN36449_c1_g3XP_026387232.1ubiquitin-40S ribosomal protein S27a [Papaver somniferum]Papaver_somniferum 86.50 0.00

TRINITY_DN37377_c1_g3PNH09797.1hypothetical protein TSOC_003555 [Tetrabaena socialis]Tetrabaena_socialis 86.50 0.00

TRINITY_DN37422_c0_g1BAK00542.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 86.50 0.00

TRINITY_DN38084_c1_g5GAX83250.1hypothetical protein CEUSTIGMA_g10676.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.50 0.00

TRINITY_DN38886_c0_g3KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 86.50 0.00

TRINITY_DN39445_c1_g1XP_001693004.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.50 0.00

TRINITY_DN40157_c1_g1PNW79288.1hypothetical protein CHLRE_09g409350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.50 0.00

TRINITY_DN45512_c0_g1GAX77093.1hypothetical protein CEUSTIGMA_g4539.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.50 0.00

TRINITY_DN46234_c0_g2KXZ56335.1hypothetical protein GPECTOR_1g296 [Gonium pectorale]Gonium_pectorale 86.50 0.00

TRINITY_DN46293_c0_g1GAX82879.1hypothetical protein CEUSTIGMA_g10305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.50 0.00

TRINITY_DN49280_c0_g2PSC70667.1mitochondrial substrate carrier [Micractinium conductrix]Micractinium_conductrix 86.50 0.00

TRINITY_DN52659_c1_g4GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.50 0.00

TRINITY_DN32135_c0_g2OAE34120.1hypothetical protein AXG93_2891s1450 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 86.40 0.00

TRINITY_DN40157_c1_g4GBF89144.1hypothetical protein Rsub_01861 [Raphidocelis subcapitata]Raphidocelis_subcapitata 86.40 0.00

TRINITY_DN50048_c2_g7GAX82788.1hypothetical protein CEUSTIGMA_g10214.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.40 0.00

TRINITY_DN51751_c0_g4XP_002952832.1hypothetical protein VOLCADRAFT_118188 [Volvox carteri f. nagariensis]Volvox_carteri 86.40 0.00

TRINITY_DN32474_c0_g2XP_024381733.160S ribosomal protein L23 [Physcomitrella patens]Physcomitrella_patens 86.30 0.00

TRINITY_DN34318_c0_g1XP_002947102.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 86.30 0.00

TRINITY_DN35751_c2_g2KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 86.30 0.00

TRINITY_DN43627_c0_g2BAS30518.1histone H2A-like-1 [Polyblepharides amylifera]Polyblepharides_amylifera 86.30 0.00

TRINITY_DN49987_c2_g1KXZ56374.1hypothetical protein GPECTOR_1g331 [Gonium pectorale]Gonium_pectorale 86.30 0.00

TRINITY_DN27236_c0_g1XP_022840304.1Ubiquitin supergroup [Ostreococcus tauri]Ostreococcus_tauri 86.20 0.00

TRINITY_DN32135_c0_g4XP_024381733.160S ribosomal protein L23 [Physcomitrella patens]Physcomitrella_patens 86.20 0.00

TRINITY_DN36443_c0_g2GAX76420.1hypothetical protein CEUSTIGMA_g3865.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.20 0.00

TRINITY_DN39558_c0_g3GAX80374.1hypothetical protein CEUSTIGMA_g7813.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.20 0.00

TRINITY_DN40810_c0_g4XP_013906080.160S ribosomal protein L30 [Monoraphidium neglectum]Monoraphidium_neglectum 86.20 0.00

TRINITY_DN42526_c0_g1KXZ44708.1hypothetical protein GPECTOR_63g35 [Gonium pectorale]Gonium_pectorale 86.20 0.00

TRINITY_DN48323_c0_g6KXZ56134.1hypothetical protein GPECTOR_1g113 [Gonium pectorale]Gonium_pectorale 86.20 0.00

TRINITY_DN36544_c0_g5GBG00261.1aspartate aminotransferase, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 86.10 0.00

TRINITY_DN36770_c0_g2EPS74531.1hypothetical protein M569_00248, partial [Genlisea aurea]Genlisea_aurea 86.10 0.00

TRINITY_DN39097_c0_g3GBF89573.1hypothetical protein Rsub_02291 [Raphidocelis subcapitata]Raphidocelis_subcapitata 86.10 0.00

TRINITY_DN44352_c0_g5P22686.1RecName: Full=Chlorophyll a-b binding protein of LHCII type I, chloroplastic; Short=CAB; Short=LHCP; Flags: PrecursorChlamydomonas_moewusii 86.10 0.00

TRINITY_DN50733_c0_g4KXZ48394.1hypothetical protein GPECTOR_28g801 [Gonium pectorale]Gonium_pectorale 86.10 0.00

TRINITY_DN35522_c0_g1XP_026387232.1ubiquitin-40S ribosomal protein S27a [Papaver somniferum]Papaver_somniferum 86.00 0.00

TRINITY_DN40225_c1_g5GAX80251.1hypothetical protein CEUSTIGMA_g7689.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.00 0.00

TRINITY_DN40974_c0_g1XP_002954017.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 86.00 0.00

TRINITY_DN43167_c0_g1PNH07937.1AP-2 complex subunit sigma [Tetrabaena socialis]Tetrabaena_socialis 86.00 0.00

TRINITY_DN44129_c0_g1PNW88172.1hypothetical protein CHLRE_01g017500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.00 0.00



TRINITY_DN44473_c0_g2KXZ51953.1hypothetical protein GPECTOR_11g77 [Gonium pectorale]Gonium_pectorale 86.00 0.00

TRINITY_DN47509_c1_g1GAX82490.1hypothetical protein CEUSTIGMA_g9917.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.00 0.00

TRINITY_DN48347_c0_g3XP_001700866.1ATP-NAD kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 86.00 0.00

TRINITY_DN49401_c0_g2GAX85061.1hypothetical protein CEUSTIGMA_g12481.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 86.00 0.00

TRINITY_DN50540_c0_g1XP_010446577.2PREDICTED: histone H3-like centromeric protein CSE4 [Camelina sativa]Camelina_sativa 86.00 0.00

TRINITY_DN34137_c0_g2OAE25449.1hypothetical protein AXG93_2818s1270 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 85.90 0.00



TRINITY_DN38290_c0_g6XP_001703215.1elongation factor 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.90 0.00

TRINITY_DN39172_c0_g7BAJ96087.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 85.90 0.00

TRINITY_DN42234_c0_g3ADD52598.1pyruvate kinase [Dunaliella salina]Dunaliella_salina 85.80 0.00

TRINITY_DN44163_c0_g3XP_002956910.1hypothetical protein VOLCADRAFT_107427 [Volvox carteri f. nagariensis]Volvox_carteri 85.80 0.00

TRINITY_DN48268_c0_g2GAX83837.1hypothetical protein CEUSTIGMA_g11261.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.80 0.00

TRINITY_DN20016_c0_g1XP_019181587.1PREDICTED: osmotin-like protein OSML81 [Ipomoea nil]Ipomoea_nil 85.70 0.00

TRINITY_DN28875_c0_g1XP_026421334.1DNA-directed RNA polymerases I, II, and III subunit RPABC5 [Papaver somniferum]Papaver_somniferum 85.70 0.00

TRINITY_DN37023_c0_g1XP_003574974.140S ribosomal protein S27 [Brachypodium distachyon]Brachypodium_distachyon 85.70 0.00

TRINITY_DN40413_c0_g4KXZ42734.1hypothetical protein GPECTOR_121g434 [Gonium pectorale]Gonium_pectorale 85.70 0.00

TRINITY_DN41001_c0_g1XP_013891823.140S ribosomal protein S29 [Monoraphidium neglectum]Monoraphidium_neglectum 85.70 0.00

TRINITY_DN41956_c0_g4PNH07117.1Chlorophyll a-b binding protein CP26, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 85.70 0.00

TRINITY_DN42580_c0_g1XP_013608483.1PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC106315288 [Brassica oleracea var. oleracea]Brassica_oleracea 85.70 0.00

TRINITY_DN44422_c2_g6AEO89321.1serine/threonine protein kinase [Dunaliella salina]Dunaliella_salina 85.70 0.00

TRINITY_DN45685_c1_g6GAX75026.1hypothetical protein CEUSTIGMA_g2472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.70 0.00

TRINITY_DN46433_c0_g5XP_001693119.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.70 0.00

TRINITY_DN46713_c0_g2KXZ49035.1hypothetical protein GPECTOR_23g122 [Gonium pectorale]Gonium_pectorale 85.70 0.00

TRINITY_DN47244_c0_g2KXZ46307.1hypothetical protein GPECTOR_45g177 [Gonium pectorale]Gonium_pectorale 85.70 0.00

TRINITY_DN47593_c0_g1GBF95511.160S ribosomal protein L18a-2 [Raphidocelis subcapitata]Raphidocelis_subcapitata 85.70 0.00

TRINITY_DN48361_c0_g3XP_002946149.1phosphofructokinase family protein [Volvox carteri f. nagariensis]Volvox_carteri 85.70 0.00

TRINITY_DN48392_c0_g2GBF98764.1chaperone dnaJ [Raphidocelis subcapitata]Raphidocelis_subcapitata 85.70 0.00

TRINITY_DN51387_c1_g2XP_001696503.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.70 0.00

TRINITY_DN51693_c2_g6XP_013902920.1Stromal heat shock-related protein, chloroplastic Flags: Precursor [Monoraphidium neglectum]Monoraphidium_neglectum 85.70 0.00

TRINITY_DN52409_c1_g2XP_002949433.1hypothetical protein VOLCADRAFT_89887 [Volvox carteri f. nagariensis]Volvox_carteri 85.70 0.00

TRINITY_DN38452_c0_g1GBF90828.1ADP,ATP carrier protein, mitochondrial-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 85.60 0.00

TRINITY_DN39204_c0_g1GAX77403.1hypothetical protein CEUSTIGMA_g4849.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.60 0.00

TRINITY_DN46474_c0_g1GAX83522.1hypothetical protein CEUSTIGMA_g10947.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.60 0.00

TRINITY_DN36355_c1_g2CAA73991.1cytochrome-c oxidase (mitochondrion) [Chlorogonium elongatum]Chlorogonium_elongatum 85.50 0.00

TRINITY_DN43076_c1_g2XP_001690145.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.50 0.00

TRINITY_DN43434_c0_g1GAX79581.1hypothetical protein CEUSTIGMA_g7022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.50 0.00

TRINITY_DN43492_c0_g5AFK33393.1unknown [Lotus japonicus]Lotus_japonicus 85.50 0.00

TRINITY_DN43492_c0_g9AFK33393.1unknown [Lotus japonicus]Lotus_japonicus 85.50 0.00

TRINITY_DN44070_c0_g2XP_013893148.1hypothetical protein MNEG_13833 [Monoraphidium neglectum]Monoraphidium_neglectum 85.50 0.00

TRINITY_DN44997_c1_g3XP_002954301.1hypothetical protein VOLCADRAFT_106317 [Volvox carteri f. nagariensis]Volvox_carteri 85.50 0.00

TRINITY_DN50548_c1_g1KXZ46856.1hypothetical protein GPECTOR_40g590 [Gonium pectorale]Gonium_pectorale 85.50 0.00

TRINITY_DN51047_c1_g1XP_001700181.1PP2A-twin subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.50 0.00

TRINITY_DN2362_c0_g1XP_024381644.1T-complex protein 1 subunit alpha-like [Physcomitrella patens]Physcomitrella_patens 85.40 0.00

TRINITY_DN27495_c0_g1EPS68963.1hypothetical protein M569_05807, partial [Genlisea aurea]Genlisea_aurea 85.40 0.00

TRINITY_DN37626_c1_g18XP_023871003.1elongation factor 1-alpha-like [Quercus suber]Quercus_suber 85.40 0.00

TRINITY_DN45111_c0_g5XP_001694660.1dynein heavy chain 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.40 0.00

TRINITY_DN45893_c2_g1AUI41106.1LhcsR [Haematococcus lacustris]Haematococcus_lacustris 85.40 0.00

TRINITY_DN46632_c0_g1GAX73548.1hypothetical protein CEUSTIGMA_g999.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.40 0.00

TRINITY_DN46832_c2_g2XP_002953876.1mitochondrial aconitate hydratase [Volvox carteri f. nagariensis]Volvox_carteri 85.40 0.00

TRINITY_DN46865_c0_g2PSC70383.1SNF1-related kinase catalytic subunit alpha KIN10 [Micractinium conductrix]Micractinium_conductrix 85.40 0.00

TRINITY_DN47454_c1_g1GAX75860.1hypothetical protein CEUSTIGMA_g3303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.40 0.00

TRINITY_DN1235_c0_g2AFK39716.1unknown [Lotus japonicus]Lotus_japonicus 85.30 0.00

TRINITY_DN27851_c0_g1XP_019186554.1PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Ipomoea nil]Ipomoea_nil 85.30 0.00

TRINITY_DN34170_c0_g4OMO59980.1Ribosomal protein S15 [Corchorus capsularis]Corchorus_capsularis 85.30 0.00

TRINITY_DN35441_c0_g3GBF93448.1ribosomal protein S1 [Raphidocelis subcapitata]Raphidocelis_subcapitata 85.30 0.00

TRINITY_DN39853_c0_g2XP_015584307.1LOW QUALITY PROTEIN: hybrid signal transduction histidine kinase J-like, partial [Ricinus communis]Ricinus_communis 85.30 0.00

TRINITY_DN41845_c0_g2XP_023883174.1serine/threonine-protein phosphatase PP2A catalytic subunit [Quercus suber]Quercus_suber 85.30 0.00

TRINITY_DN45838_c2_g3PSC74408.1Diphthamide biosynthesis 1 [Micractinium conductrix]Micractinium_conductrix 85.30 0.00

TRINITY_DN47343_c0_g3GAX82144.1hypothetical protein CEUSTIGMA_g9572.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.30 0.00

TRINITY_DN48675_c0_g6PIA31827.1hypothetical protein AQUCO_04800016v1 [Aquilegia coerulea]Aquilegia_coerulea 85.30 0.00

TRINITY_DN51588_c1_g4PNH03664.1Dynein heavy chain 7, axonemal [Tetrabaena socialis]Tetrabaena_socialis 85.30 0.00

TRINITY_DN22676_c0_g1KCW45011.1hypothetical protein EUGRSUZ_L01396 [Eucalyptus grandis]Eucalyptus_grandis 85.20 0.00

TRINITY_DN30024_c0_g1GAQ88819.1putaive Pre-mRNA-processing-splicing factor [Klebsormidium nitens]Klebsormidium_nitens 85.20 0.00

TRINITY_DN33175_c0_g1XP_022764098.1ADP,ATP carrier protein 3, mitochondrial-like [Durio zibethinus]Durio_zibethinus 85.20 0.00

TRINITY_DN44815_c1_g6PNH12421.1hypothetical protein TSOC_000679 [Tetrabaena socialis]Tetrabaena_socialis 85.20 0.00

TRINITY_DN46047_c0_g1GAX72632.1hypothetical protein CEUSTIGMA_g88.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.20 0.00

TRINITY_DN47809_c1_g4XP_002947190.1chaperonin complex component [Volvox carteri f. nagariensis]Volvox_carteri 85.20 0.00

TRINITY_DN48288_c0_g5XP_013900070.1guanylate kinase 1 [Monoraphidium neglectum]Monoraphidium_neglectum 85.20 0.00

TRINITY_DN51252_c0_g1PRW57058.1succinate dehydrogenase [ubiquinone] flavo mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 85.20 0.00

TRINITY_DN52288_c1_g1GAX77090.1hypothetical protein CEUSTIGMA_g4536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.20 0.00

TRINITY_DN34870_c1_g4XP_023926195.1ubiquitin-conjugating enzyme E2-16 kDa [Quercus suber]Quercus_suber 85.10 0.00

TRINITY_DN44572_c0_g5PSS06101.1Serine/threonine-protein phosphatase PP-X isozyme [Actinidia chinensis var. chinensis]Actinidia_chinensis 85.10 0.00

TRINITY_DN44721_c2_g1KXZ53912.1hypothetical protein GPECTOR_6g830 [Gonium pectorale]Gonium_pectorale 85.10 0.00



TRINITY_DN46549_c1_g4BAJ97146.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 85.10 0.00

TRINITY_DN47127_c0_g1XP_002954837.1hypothetical protein VOLCADRAFT_82983 [Volvox carteri f. nagariensis]Volvox_carteri 85.10 0.00

TRINITY_DN49692_c1_g1ABP57425.1stearoyl-ACP-desaturase [Haematococcus lacustris]Haematococcus_lacustris 85.10 0.00

TRINITY_DN51956_c1_g4P22686.1RecName: Full=Chlorophyll a-b binding protein of LHCII type I, chloroplastic; Short=CAB; Short=LHCP; Flags: PrecursorChlamydomonas_moewusii 85.10 0.00

TRINITY_DN41624_c0_g2XP_001691572.1adenine phosphoribosyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.00 0.00

TRINITY_DN43078_c0_g3XP_019186975.1PREDICTED: TATA-box-binding protein-like isoform X1 [Ipomoea nil]Ipomoea_nil 85.00 0.00

TRINITY_DN47701_c0_g3XP_002951103.1hypothetical protein VOLCADRAFT_81325 [Volvox carteri f. nagariensis]Volvox_carteri 85.00 0.00

TRINITY_DN48106_c0_g6XP_001702275.1arsenite translocating ATPase-like protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 85.00 0.00

TRINITY_DN49350_c0_g5XP_002955451.120S proteasome alpha subunit D [Volvox carteri f. nagariensis]Volvox_carteri 85.00 0.00

TRINITY_DN50430_c0_g3OAY85545.1ABC transporter B family member 11 [Ananas comosus]Ananas_comosus 85.00 0.00

TRINITY_DN50743_c1_g2GAX78400.1hypothetical protein CEUSTIGMA_g5842.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 85.00 0.00

TRINITY_DN51691_c0_g2XP_002952540.1hypothetical protein VOLCADRAFT_75431 [Volvox carteri f. nagariensis]Volvox_carteri 85.00 0.00

TRINITY_DN6608_c0_g1XP_020202873.1thioredoxin-like protein YLS8 [Cajanus cajan]Cajanus_cajan 85.00 0.00

TRINITY_DN21001_c0_g1GBG62447.1hypothetical protein CBR_g30767 [Chara braunii]Chara_braunii 84.90 0.00

TRINITY_DN37092_c0_g2KXZ52436.1hypothetical protein GPECTOR_9g480 [Gonium pectorale]Gonium_pectorale 84.90 0.00

TRINITY_DN44572_c1_g2XP_024383054.1serine/threonine-protein phosphatase PP-X isozyme 2 [Physcomitrella patens]Physcomitrella_patens 84.90 0.00

TRINITY_DN49054_c0_g3KXZ46810.1hypothetical protein GPECTOR_40g544 [Gonium pectorale]Gonium_pectorale 84.90 0.00

TRINITY_DN24519_c0_g1XP_002503744.1predicted protein [Micromonas commoda]Micromonas_commoda 84.80 0.00

TRINITY_DN34266_c0_g1RWR90342.1stromal heat shock-related protein, chloroplastic [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 84.80 0.00

TRINITY_DN38394_c1_g1KQK05861.2hypothetical protein BRADI_2g22991v3 [Brachypodium distachyon]Brachypodium_distachyon 84.80 0.00

TRINITY_DN38403_c0_g2XP_013895536.140S ribosomal protein S13-2 [Monoraphidium neglectum]Monoraphidium_neglectum 84.80 0.00

TRINITY_DN38488_c0_g1PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 84.80 0.00

TRINITY_DN43667_c2_g3GAX77013.1hypothetical protein CEUSTIGMA_g4460.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.80 0.00

TRINITY_DN46588_c0_g3ABY61960.1chloroplast malate dehydrogenase, partial [Dunaliella salina]Dunaliella_salina 84.80 0.00

TRINITY_DN48735_c0_g1KXZ53105.1hypothetical protein GPECTOR_8g95 [Gonium pectorale]Gonium_pectorale 84.80 0.00

TRINITY_DN49783_c1_g1GAX83865.1hypothetical protein CEUSTIGMA_g11290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.80 0.00

TRINITY_DN51068_c2_g3GAX86074.1hypothetical protein CEUSTIGMA_g13488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.80 0.00

TRINITY_DN51068_c2_g4XP_012477435.1PREDICTED: uncharacterized protein LOC105793039 [Gossypium raimondii]Gossypium_raimondii 84.80 0.00

TRINITY_DN52162_c1_g1XP_002952407.1flagellar inner arm dynein 1 heavy chain beta [Volvox carteri f. nagariensis]Volvox_carteri 84.80 0.00

TRINITY_DN23073_c0_g2XP_008451558.1PREDICTED: indole-3-acetic acid-induced protein ARG2-like [Cucumis melo]Cucumis_melo 84.70 0.00

TRINITY_DN38091_c0_g4XP_020185865.126S protease regulatory subunit 7A-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 84.70 0.00

TRINITY_DN39126_c1_g1GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.70 0.00

TRINITY_DN41196_c0_g5AGZ19352.1hypothetical protein CH29B_p069 (chloroplast) [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 84.70 0.00

TRINITY_DN42588_c0_g1GAX83162.1hypothetical protein CEUSTIGMA_g10588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.70 0.00

TRINITY_DN46979_c0_g1XP_001694428.1ribosomal protein L10 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.70 0.00

TRINITY_DN48371_c1_g2GAX81050.1hypothetical protein CEUSTIGMA_g8485.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.70 0.00

TRINITY_DN48675_c0_g7XP_012462832.1PREDICTED: luminal-binding protein 5-like [Gossypium raimondii]Gossypium_raimondii 84.70 0.00

TRINITY_DN51832_c0_g1XP_001693752.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.70 0.00

TRINITY_DN31884_c0_g1GAQ81031.140S ribosomal protein S27 [Klebsormidium nitens]Klebsormidium_nitens 84.60 0.00

TRINITY_DN36752_c0_g2KJB69254.1hypothetical protein B456_011G016600 [Gossypium raimondii]Gossypium_raimondii 84.60 0.00

TRINITY_DN40813_c0_g2GAX79254.1hypothetical protein CEUSTIGMA_g6694.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.60 0.00

TRINITY_DN41802_c0_g2XP_001694895.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.60 0.00

TRINITY_DN42347_c0_g8XP_019179879.1PREDICTED: cold and drought-regulated protein CORA-like isoform X1 [Ipomoea nil]Ipomoea_nil 84.60 0.00

TRINITY_DN44978_c0_g2ABD37908.1light-harvesting chlorophyll-a/b binding protein Lhca6, partial [Chlamydomonas incerta]Chlamydomonas_incerta 84.60 0.00

TRINITY_DN45534_c0_g3GAX76659.1hypothetical protein CEUSTIGMA_g4105.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.60 0.00

TRINITY_DN46583_c1_g1XP_020591309.1polyubiquitin-like [Phalaenopsis equestris]Phalaenopsis_equestris 84.60 0.00

TRINITY_DN46635_c0_g2GAX81625.1hypothetical protein CEUSTIGMA_g9053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.60 0.00

TRINITY_DN46807_c2_g2ALL55223.1NER endonuclease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.60 0.00

TRINITY_DN51126_c0_g1KXZ48553.1hypothetical protein GPECTOR_27g724 [Gonium pectorale]Gonium_pectorale 84.60 0.00

TRINITY_DN34870_c1_g6XP_023926195.1ubiquitin-conjugating enzyme E2-16 kDa [Quercus suber]Quercus_suber 84.50 0.00

TRINITY_DN37189_c2_g5GAX74188.1hypothetical protein CEUSTIGMA_g1637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.50 0.00

TRINITY_DN37816_c0_g2XP_013902523.1sec-independent protein translocase protein TatC [Monoraphidium neglectum]Monoraphidium_neglectum 84.50 0.00

TRINITY_DN43312_c0_g4KXZ52732.1hypothetical protein GPECTOR_8g125 [Gonium pectorale]Gonium_pectorale 84.50 0.00

TRINITY_DN43786_c0_g1KDP20463.1hypothetical protein JCGZ_06008 [Jatropha curcas]Jatropha_curcas 84.50 0.00

TRINITY_DN45643_c1_g1GAX82670.1hypothetical protein CEUSTIGMA_g10096.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.50 0.00

TRINITY_DN47785_c1_g1PNH02096.1Sulfite reductase [ferredoxin], chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 84.50 0.00

TRINITY_DN51317_c0_g2PNW77252.1hypothetical protein CHLRE_10g428678v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.50 0.00

TRINITY_DN51893_c0_g1XP_002957430.1hypothetical protein VOLCADRAFT_77582 [Volvox carteri f. nagariensis]Volvox_carteri 84.50 0.00

TRINITY_DN40953_c1_g9XP_002955705.1hypothetical protein VOLCADRAFT_121450 [Volvox carteri f. nagariensis]Volvox_carteri 84.40 0.00

TRINITY_DN42480_c0_g3GAX83267.1hypothetical protein CEUSTIGMA_g10693.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.40 0.00

TRINITY_DN44166_c0_g5BAF31994.1putative calmodulin [Cryptomeria japonica]Cryptomeria_japonica 84.40 0.00

TRINITY_DN44919_c0_g4XP_001695427.1isomerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.40 0.00

TRINITY_DN45141_c1_g2KXZ46612.1hypothetical protein GPECTOR_42g823 [Gonium pectorale]Gonium_pectorale 84.40 0.00

TRINITY_DN46000_c0_g2GBF99865.1hypothetical protein Rsub_12505 [Raphidocelis subcapitata]Raphidocelis_subcapitata 84.40 0.00

TRINITY_DN46833_c0_g1KXZ56015.1hypothetical protein GPECTOR_2g1567 [Gonium pectorale]Gonium_pectorale 84.40 0.00

TRINITY_DN46936_c1_g1KXZ49823.1hypothetical protein GPECTOR_19g274 [Gonium pectorale]Gonium_pectorale 84.40 0.00



TRINITY_DN48810_c2_g3XP_002945972.1hypothetical protein VOLCADRAFT_72624 [Volvox carteri f. nagariensis]Volvox_carteri 84.40 0.00

TRINITY_DN50096_c0_g7XP_001689440.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.40 0.00

TRINITY_DN51390_c3_g5GAX78176.1hypothetical protein CEUSTIGMA_g5618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.40 0.00

TRINITY_DN51742_c1_g1GAX75332.1hypothetical protein CEUSTIGMA_g2777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.40 0.00

TRINITY_DN52073_c2_g2GAX76309.1hypothetical protein CEUSTIGMA_g3755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.40 0

TRINITY_DN36946_c0_g1GAX73761.1hypothetical protein CEUSTIGMA_g1212.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.30 0.00

TRINITY_DN38212_c1_g8PNH07971.1Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 84.30 0.00

TRINITY_DN40341_c0_g15ACN31553.1unknown [Zea mays]Zea_mays 84.30 0.00

TRINITY_DN45076_c0_g3XP_013892958.1SufE-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 84.30 0.00

TRINITY_DN45471_c1_g1GAX74870.1hypothetical protein CEUSTIGMA_g2316.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.30 0.00

TRINITY_DN36252_c0_g2KMS64782.1hypothetical protein BVRB_042720, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 84.20 0.00

TRINITY_DN36588_c0_g2PHT28718.1hypothetical protein CQW23_31697 [Capsicum baccatum]Capsicum_baccatum 84.20 0.00

TRINITY_DN37899_c0_g3PRW60266.1Serine threonine- phosphatase 2A catalytic subunit beta isoform [Chlorella sorokiniana]Chlorella_sorokiniana 84.20 0.00

TRINITY_DN39975_c1_g2PNW88310.1hypothetical protein CHLRE_01g023787v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.20 0.00

TRINITY_DN42421_c1_g3GAX84596.1hypothetical protein CEUSTIGMA_g12017.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.20 0.00

TRINITY_DN42626_c0_g1KXZ50432.1VAM1/VAMP71 protein [Gonium pectorale]Gonium_pectorale 84.20 0.00

TRINITY_DN43842_c0_g1GAX85450.1hypothetical protein CEUSTIGMA_g12866.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.20 0.00

TRINITY_DN51832_c0_g3PNH09606.1Frataxin, mitochondrial [Tetrabaena socialis]Tetrabaena_socialis 84.20 0.00

TRINITY_DN51916_c1_g3PNH09797.1hypothetical protein TSOC_003555 [Tetrabaena socialis]Tetrabaena_socialis 84.20 0.00

TRINITY_DN52547_c0_g2GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.20 0.00

TRINITY_DN18390_c0_g1PNH05675.1Ubiquitin-conjugating enzyme E2 E2 [Tetrabaena socialis]Tetrabaena_socialis 84.10 0.00

TRINITY_DN32975_c0_g6XP_015578297.1ADP-ribosylation factor 1 isoform X2 [Ricinus communis]Ricinus_communis 84.10 0.00

TRINITY_DN36166_c0_g2GAX83250.1hypothetical protein CEUSTIGMA_g10676.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.10 0.00

TRINITY_DN39724_c0_g2KXZ41947.1hypothetical protein GPECTOR_237g559 [Gonium pectorale]Gonium_pectorale 84.10 0.00

TRINITY_DN49738_c1_g4AAW28851.1phytoene synthase [Haematococcus lacustris]Haematococcus_lacustris 84.10 0.00

TRINITY_DN51367_c1_g1PNW86489.1hypothetical protein CHLRE_02g088600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 84.10 0.00

TRINITY_DN33685_c0_g5ADN33916.1metallothionein-like protein [Cucumis melo subsp. melo]Cucumis_melo 84.00 0.00

TRINITY_DN37337_c1_g3PRW20812.1Receptor of activated kinase C component of 40S small ribosomal subunit isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 84.00 0.00

TRINITY_DN37711_c0_g2XP_003059045.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 84.00 0.00

TRINITY_DN40676_c0_g2XP_023877303.1transcription factor of morphogenesis MCM1-like [Quercus suber]Quercus_suber 84.00 0.00

TRINITY_DN43899_c0_g1GAX80546.1hypothetical protein CEUSTIGMA_g7984.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 84.00 0.00

TRINITY_DN45009_c0_g4XP_002956042.1hypothetical protein VOLCADRAFT_107041 [Volvox carteri f. nagariensis]Volvox_carteri 84.00 0.00

TRINITY_DN51641_c0_g2KXZ43734.1hypothetical protein GPECTOR_81g182 [Gonium pectorale]Gonium_pectorale 84.00 0.00

TRINITY_DN35780_c0_g9AEU29291.1ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, partial (chloroplast) [uncultured Streptophyta]uncultured_Streptophyta 83.90 0.00

TRINITY_DN37436_c0_g1XP_002948325.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 83.90 0.00

TRINITY_DN43114_c0_g5ACJ24243.1RPN10 [Dunaliella viridis]Dunaliella_viridis 83.90 0.00

TRINITY_DN45988_c0_g6XP_001698141.1mitochondrial ribosomal protein L33 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.90 0.00

TRINITY_DN48213_c0_g1GBF90553.1gamma tubulin [Raphidocelis subcapitata]Raphidocelis_subcapitata 83.90 0.00

TRINITY_DN49445_c0_g1KXZ52902.1hypothetical protein GPECTOR_8g281 [Gonium pectorale]Gonium_pectorale 83.90 0.00

TRINITY_DN49518_c0_g7XP_012070921.1polyubiquitin [Jatropha curcas]Jatropha_curcas 83.90 0.00

TRINITY_DN50204_c1_g7BAK00542.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 83.90 0.00

TRINITY_DN35622_c1_g4XP_001689661.1calreticulin 2, calcium-binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.80 0.00

TRINITY_DN38266_c0_g5XP_002948180.1hypothetical protein VOLCADRAFT_88544 [Volvox carteri f. nagariensis]Volvox_carteri 83.80 0.00

TRINITY_DN40124_c0_g2XP_001698115.1selenoprotein U [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.80 0.00

TRINITY_DN40891_c0_g1XP_002956569.1hypothetical protein VOLCADRAFT_107310 [Volvox carteri f. nagariensis]Volvox_carteri 83.80 0.00

TRINITY_DN42353_c0_g2XP_001700426.1nuclear movement family protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.80 0.00

TRINITY_DN43252_c0_g8OAE22244.1hypothetical protein AXG93_412s1330 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 83.80 0.00

TRINITY_DN44867_c0_g3OAY51619.1hypothetical protein MANES_04G020700 [Manihot esculenta]Manihot_esculenta 83.80 0.00

TRINITY_DN51588_c0_g1GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.80 0.00

TRINITY_DN52613_c1_g1GAX81383.1hypothetical protein CEUSTIGMA_g8814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.80 0

TRINITY_DN36687_c0_g2KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 83.70 0.00

TRINITY_DN37702_c1_g4BAJ11784.1dehydration responsive protein, partial [Corchorus olitorius]Corchorus_olitorius 83.70 0.00

TRINITY_DN41587_c0_g3XP_012077729.126S protease regulatory subunit 6B homolog [Jatropha curcas]Jatropha_curcas 83.70 0.00

TRINITY_DN46959_c0_g1XP_021285476.1histone H3.3-like [Herrania umbratica]Herrania_umbratica 83.70 0.00

TRINITY_DN50058_c0_g1XP_005849804.1hypothetical protein CHLNCDRAFT_59626 [Chlorella variabilis]Chlorella_variabilis 83.70 0.00

TRINITY_DN16920_c0_g1AAT72726.1putative chymotrypsin protease inhibitor [Cucurbita maxima]Cucurbita_maxima 83.60 0.00

TRINITY_DN1735_c0_g1XP_022881341.1acyl-CoA-binding protein isoform X2 [Olea europaea var. sylvestris]Olea_europaea 83.60 0.00

TRINITY_DN17527_c0_g1RVW16873.1NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial [Vitis vinifera]Vitis_vinifera 83.60 0.00

TRINITY_DN35787_c0_g5XP_019418270.1PREDICTED: ATP-dependent zinc metalloprotease FTSH 2, chloroplastic-like [Lupinus angustifolius]Lupinus_angustifolius 83.60 0.00

TRINITY_DN36094_c1_g3GAX76512.1hypothetical protein CEUSTIGMA_g3958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.60 0.00

TRINITY_DN39702_c1_g1GAX86422.1hypothetical protein CEUSTIGMA_g13832.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.60 0.00

TRINITY_DN40592_c0_g2XP_002955525.1hypothetical protein VOLCADRAFT_33117 [Volvox carteri f. nagariensis]Volvox_carteri 83.60 0.00

TRINITY_DN41905_c0_g3XP_002954630.1target of rapamycin, growth-regulatory PI3K-like protein kinase [Volvox carteri f. nagariensis]Volvox_carteri 83.60 0

TRINITY_DN42549_c0_g1XP_001690048.1protein phosphatase 2C-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.60 0.00

TRINITY_DN44111_c1_g7GAX80404.1hypothetical protein CEUSTIGMA_g7843.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.60 0.00

TRINITY_DN46827_c1_g1XP_013902806.1RING-box protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 83.60 0.00



TRINITY_DN48413_c1_g2XP_001692717.1flagellar inner arm dynein 1 heavy chain beta [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.60 0

TRINITY_DN49606_c0_g1XP_015584307.1LOW QUALITY PROTEIN: hybrid signal transduction histidine kinase J-like, partial [Ricinus communis]Ricinus_communis 83.60 0.00

TRINITY_DN42415_c0_g3GAX77220.1hypothetical protein CEUSTIGMA_g4666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.50 0.00

TRINITY_DN46009_c0_g2XP_001690847.1ketopantoate hydroxymethyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.50 0.00

TRINITY_DN48872_c0_g1XP_001689987.1EMP/nonaspanin domain family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.50 0.00

TRINITY_DN49020_c1_g4KXZ55413.1hypothetical protein GPECTOR_3g64 [Gonium pectorale]Gonium_pectorale 83.50 0.00

TRINITY_DN37785_c1_g1KXZ55636.1hypothetical protein GPECTOR_2g1186 [Gonium pectorale]Gonium_pectorale 83.40 0.00

TRINITY_DN41887_c0_g5ALM54986.1DEAD box RNA helicase CiRH11, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 83.40 0.00

TRINITY_DN43799_c1_g2KXZ44905.1hypothetical protein GPECTOR_61g858 [Gonium pectorale]Gonium_pectorale 83.40 0.00

TRINITY_DN44556_c1_g2XP_001699958.1cytokinesis-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.40 0.00

TRINITY_DN46588_c0_g2KXZ49560.1hypothetical protein GPECTOR_20g415 [Gonium pectorale]Gonium_pectorale 83.40 0.00

TRINITY_DN15878_c0_g1XP_017223233.1PREDICTED: selenium-binding protein 1-like [Daucus carota subsp. sativus]Daucus_carota 83.30 0.00

TRINITY_DN24491_c0_g2PIA35750.1hypothetical protein AQUCO_03500242v1 [Aquilegia coerulea]Aquilegia_coerulea 83.30 0.00

TRINITY_DN33291_c0_g2KXZ49258.1hypothetical protein GPECTOR_22g851 [Gonium pectorale]Gonium_pectorale 83.30 0.00

TRINITY_DN37255_c1_g1XP_005648093.1N-terminal nucleophile aminohydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 83.30 0.00

TRINITY_DN45623_c0_g3KXZ54563.1hypothetical protein GPECTOR_4g628 [Gonium pectorale]Gonium_pectorale 83.30 0.00

TRINITY_DN45887_c0_g6GAQ78888.1proteasome regulatory complex ATPase [Klebsormidium nitens]Klebsormidium_nitens 83.30 0.00

TRINITY_DN46080_c2_g2XP_005647456.1hypothetical protein COCSUDRAFT_16204 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 83.30 0.00

TRINITY_DN46177_c2_g1GAX85091.1hypothetical protein CEUSTIGMA_g12511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.30 0.00

TRINITY_DN48575_c0_g1XP_001693193.1inactive subunit of chloroplast ClpP complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.30 0.00

TRINITY_DN48615_c0_g2PWA40792.1histone H2B [Artemisia annua]Artemisia_annua 83.30 0.00

TRINITY_DN48892_c0_g8KXZ46351.1hypothetical protein GPECTOR_44g3 [Gonium pectorale]Gonium_pectorale 83.30 0.00

TRINITY_DN49462_c1_g1KXZ53102.1hypothetical protein GPECTOR_8g92 [Gonium pectorale]Gonium_pectorale 83.30 0.00

TRINITY_DN50596_c0_g2GBF89046.1metal ABC transporter permease [Raphidocelis subcapitata]Raphidocelis_subcapitata 83.30 0.00

TRINITY_DN51081_c1_g2GAX80251.1hypothetical protein CEUSTIGMA_g7689.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.30 0.00

TRINITY_DN51609_c1_g1KXZ49956.1hypothetical protein GPECTOR_18g114 [Gonium pectorale]Gonium_pectorale 83.30 0.00

TRINITY_DN52518_c4_g5GAX85109.1hypothetical protein CEUSTIGMA_g12529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.30 0

TRINITY_DN7279_c0_g2XP_009351070.1PREDICTED: obg-like ATPase 1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 83.30 0.00

TRINITY_DN36310_c1_g2PKA61893.1Heat shock cognate 70 kDa protein [Apostasia shenzhenica]Apostasia_shenzhenica 83.20 0.00

TRINITY_DN47105_c0_g5XP_022839182.1Structural maintenance of chromosomes protein [Ostreococcus tauri]Ostreococcus_tauri 83.20 0.00

TRINITY_DN50583_c0_g2ABK41476.1catalase [Haematococcus lacustris]Haematococcus_lacustris 83.20 0.00

TRINITY_DN51245_c1_g2GAX74290.1hypothetical protein CEUSTIGMA_g1739.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.20 0.00

TRINITY_DN51892_c1_g2XP_002955061.1magnesium protoporphyrin chelatase [Volvox carteri f. nagariensis]Volvox_carteri 83.20 0

TRINITY_DN51960_c1_g1AAX43992.1UDP-glucose dehydrogenase [Dunaliella salina]Dunaliella_salina 83.20 0.00

TRINITY_DN52518_c4_g1GAX75026.1hypothetical protein CEUSTIGMA_g2472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.20 0.00

TRINITY_DN52547_c0_g4GAX81383.1hypothetical protein CEUSTIGMA_g8814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.20 0

TRINITY_DN36542_c0_g6PNH05668.140S ribosomal protein S30 [Tetrabaena socialis]Tetrabaena_socialis 83.10 0.00

TRINITY_DN37625_c0_g5KXZ51069.1hypothetical protein GPECTOR_14g54 [Gonium pectorale]Gonium_pectorale 83.10 0.00

TRINITY_DN38278_c0_g2PIN00055.1Molecular chaperones GRP78/BiP/KAR2, HSP70 superfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 83.10 0.00

TRINITY_DN40092_c0_g4GAX73492.1hypothetical protein CEUSTIGMA_g944.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.10 0.00

TRINITY_DN40274_c0_g1RMZ53584.1hypothetical protein APUTEX25_003406 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 83.10 0.00

TRINITY_DN41497_c0_g7GBF88847.1RNA-binding protein-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 83.10 0.00

TRINITY_DN41547_c1_g8GAQ90319.1putative MutS homolog 2 [Klebsormidium nitens]Klebsormidium_nitens 83.10 0.00

TRINITY_DN43828_c1_g6GAX86582.1hypothetical protein CEUSTIGMA_g13990.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.10 0.00

TRINITY_DN44051_c0_g2XP_001690339.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 83.10 0.00

TRINITY_DN51248_c0_g6ACG44046.160S ribosomal protein L11 [Zea mays]Zea_mays 83.10 0.00

TRINITY_DN33053_c0_g1XP_022839328.1Ribosomal protein S5/S7, eukaryotic/archaeal [Ostreococcus tauri]Ostreococcus_tauri 83.00 0.00

TRINITY_DN33053_c0_g3XP_022839328.1Ribosomal protein S5/S7, eukaryotic/archaeal [Ostreococcus tauri]Ostreococcus_tauri 83.00 0.00

TRINITY_DN36493_c0_g5KXZ44769.1hypothetical protein GPECTOR_62g884 [Gonium pectorale]Gonium_pectorale 83.00 0.00

TRINITY_DN38772_c0_g2XP_002958165.1hypothetical protein VOLCADRAFT_107982 [Volvox carteri f. nagariensis]Volvox_carteri 83.00 0.00

TRINITY_DN40505_c0_g1GAX84292.1hypothetical protein CEUSTIGMA_g11714.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.00 0.00

TRINITY_DN41421_c0_g4XP_005645473.1long-chain acyl-CoA synthetase 7 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 83.00 0.00

TRINITY_DN42242_c0_g1PNT52167.1hypothetical protein POPTR_001G016700 [Populus trichocarpa]Populus_trichocarpa 83.00 0.00

TRINITY_DN42425_c1_g2GAX82478.1hypothetical protein CEUSTIGMA_g9905.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 83.00 0.00

TRINITY_DN44351_c0_g3XP_009419192.1PREDICTED: ubiquitin-conjugating enzyme E2 5A [Musa acuminata subsp. malaccensis]Musa_acuminata 83.00 0.00

TRINITY_DN44413_c1_g2KDD77077.1hypothetical protein H632_c26p4 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 83.00 0.00

TRINITY_DN48156_c1_g1KXZ52417.1hypothetical protein GPECTOR_9g461 [Gonium pectorale]Gonium_pectorale 83.00 0.00

TRINITY_DN51942_c1_g2XP_002500344.1dynein heavy chain [Micromonas commoda]Micromonas_commoda 83.00 0.00

TRINITY_DN27671_c0_g1XP_002505604.1dynein heavy chain [Micromonas commoda]Micromonas_commoda 82.90 0.00

TRINITY_DN29649_c0_g2PRW57002.13-ketoacyl- thiolase peroxisomal [Chlorella sorokiniana]Chlorella_sorokiniana 82.90 0.00

TRINITY_DN34479_c0_g1PNW73668.1hypothetical protein CHLRE_13g567850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.90 0.00

TRINITY_DN36544_c0_g1GAX78284.1hypothetical protein CEUSTIGMA_g5726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.90 0.00

TRINITY_DN38120_c1_g2GAX77777.1hypothetical protein CEUSTIGMA_g5220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.90 0.00

TRINITY_DN39256_c0_g2VDD24766.1unnamed protein product [Brassica rapa]Brassica_rapa 82.90 0.00

TRINITY_DN42750_c0_g1XP_001699095.1mitogen-activated protein kinase 5, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.90 0.00

TRINITY_DN44095_c0_g6GAX81819.1hypothetical protein CEUSTIGMA_g9247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.90 0.00



TRINITY_DN44599_c2_g9BAU37040.1choline-phosphate cytidylyltransferase [Chlamydomonas asymmetrica]Chlamydomonas_asymmetrica 82.90 0.00

TRINITY_DN44806_c0_g8XP_010027184.1PREDICTED: manganese-dependent ADP-ribose/CDP-alcohol diphosphatase [Eucalyptus grandis]Eucalyptus_grandis 82.90 0.00

TRINITY_DN50815_c0_g3GAX85109.1hypothetical protein CEUSTIGMA_g12529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.90 0

TRINITY_DN14121_c0_g2XP_010905871.2PREDICTED: ubiquitin-like protein 5 [Elaeis guineensis]Elaeis_guineensis 82.80 0.00

TRINITY_DN38523_c1_g3XP_002951804.1hypothetical protein VOLCADRAFT_92325 [Volvox carteri f. nagariensis]Volvox_carteri 82.80 0.00

TRINITY_DN38944_c2_g1GAX75568.1hypothetical protein CEUSTIGMA_g3011.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN39738_c1_g3XP_001694483.1ribose-phosphate pyrophosphokinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.80 0.00

TRINITY_DN43688_c0_g4GAX77900.1hypothetical protein CEUSTIGMA_g5342.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN44331_c0_g9GAX77113.1hypothetical protein CEUSTIGMA_g4559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN48463_c0_g2GAX80384.1hypothetical protein CEUSTIGMA_g7823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN50094_c1_g1GAX78343.1hypothetical protein CEUSTIGMA_g5785.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN51015_c0_g2GAX79187.1hypothetical protein CEUSTIGMA_g6627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0.00

TRINITY_DN52288_c2_g3PNW80043.1hypothetical protein CHLRE_08g375500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.80 0.00

TRINITY_DN52421_c1_g4GAX84909.1hypothetical protein CEUSTIGMA_g12330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.80 0

TRINITY_DN36760_c0_g3ACL53902.1unknown [Zea mays]Zea_mays 82.70 0.00

TRINITY_DN42624_c0_g6BAJ95315.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 82.70 0.00

TRINITY_DN43857_c0_g2GAX78127.1hypothetical protein CEUSTIGMA_g5569.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.70 0.00

TRINITY_DN45937_c2_g1KXZ51478.1hypothetical protein GPECTOR_12g441 [Gonium pectorale]Gonium_pectorale 82.70 0.00

TRINITY_DN46635_c0_g3XP_005646819.1ribosomal protein L8 component of cytosolic 80S ribosome and 60S large subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 82.70 0.00

TRINITY_DN49178_c0_g3PNW87779.1hypothetical protein CHLRE_01g001800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.70 0.00

TRINITY_DN51664_c1_g1XP_002954046.1hypothetical protein VOLCADRAFT_121252 [Volvox carteri f. nagariensis]Volvox_carteri 82.70 0.00

TRINITY_DN634_c0_g1XP_019151362.1PREDICTED: peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase A-like [Ipomoea nil]Ipomoea_nil 82.70 0.00

TRINITY_DN36377_c1_g2GAX79920.1hypothetical protein CEUSTIGMA_g7360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.60 0.00

TRINITY_DN37252_c1_g5XP_001700181.1PP2A-twin subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.60 0.00

TRINITY_DN50686_c0_g3GAX80046.1hypothetical protein CEUSTIGMA_g7485.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.60 0.00

TRINITY_DN34713_c0_g8GAQ92517.1F0F1-type ATP synthase beta subunit [Klebsormidium nitens]Klebsormidium_nitens 82.50 0.00

TRINITY_DN38309_c0_g4XP_009789460.1PREDICTED: heat shock 70 kDa protein [Nicotiana sylvestris]Nicotiana_sylvestris 82.50 0.00

TRINITY_DN38413_c0_g5PNH12750.160S ribosomal protein L12 [Tetrabaena socialis]Tetrabaena_socialis 82.50 0.00

TRINITY_DN38425_c1_g4XP_013904812.1Kinesin-1 [Monoraphidium neglectum]Monoraphidium_neglectum 82.50 0.00

TRINITY_DN40004_c0_g1XP_002947907.1hypothetical protein VOLCADRAFT_73512 [Volvox carteri f. nagariensis]Volvox_carteri 82.50 0.00

TRINITY_DN40292_c1_g5KXZ41960.1hypothetical protein GPECTOR_234g546 [Gonium pectorale]Gonium_pectorale 82.50 0.00

TRINITY_DN40715_c0_g3GAQ78596.1Rab family GTPase [Klebsormidium nitens]Klebsormidium_nitens 82.50 0.00

TRINITY_DN41266_c0_g4GAX79490.1hypothetical protein CEUSTIGMA_g6931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.50 0.00

TRINITY_DN42168_c0_g4KXZ52398.1hypothetical protein GPECTOR_9g442 [Gonium pectorale]Gonium_pectorale 82.50 0.00

TRINITY_DN42588_c0_g2XP_002947450.1hypothetical protein VOLCADRAFT_79605 [Volvox carteri f. nagariensis]Volvox_carteri 82.50 0.00

TRINITY_DN46276_c0_g5GAX84618.1hypothetical protein CEUSTIGMA_g12039.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.50 0.00

TRINITY_DN47522_c0_g3XP_001700318.1fructose-1,6-bisphosphate aldolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.50 0.00

TRINITY_DN50460_c1_g2GAX73978.1hypothetical protein CEUSTIGMA_g1428.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.50 0.00

TRINITY_DN36477_c0_g1AOO85416.1PII signaling protein [Haematococcus lacustris]Haematococcus_lacustris 82.40 0.00

TRINITY_DN38951_c0_g1XP_001690375.126S proteasome regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.40 0.00

TRINITY_DN42554_c1_g4XP_002957277.1hypothetical protein VOLCADRAFT_77540 [Volvox carteri f. nagariensis]Volvox_carteri 82.40 0.00

TRINITY_DN46418_c0_g3XP_001703602.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.40 0.00

TRINITY_DN49811_c0_g2GAX80981.1hypothetical protein CEUSTIGMA_g8416.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.40 0.00

TRINITY_DN49987_c2_g3PNH12691.1Translation factor GUF1, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 82.40 0.00

TRINITY_DN50343_c0_g1PNH03540.1Mitogen-activated protein kinase MMK1 [Tetrabaena socialis]Tetrabaena_socialis 82.40 0.00

TRINITY_DN52594_c1_g4GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.40 0.00

TRINITY_DN45421_c0_g2XP_002949227.1hypothetical protein VOLCADRAFT_104170 [Volvox carteri f. nagariensis]Volvox_carteri 82.30 0

TRINITY_DN51222_c0_g1GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.30 0.00

TRINITY_DN51835_c1_g2XP_002953562.1hypothetical protein VOLCADRAFT_82311 [Volvox carteri f. nagariensis]Volvox_carteri 82.30 0.00

TRINITY_DN31978_c0_g1XP_009348142.1PREDICTED: serine/threonine-protein phosphatase PP1 isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 82.20 0.00

TRINITY_DN43650_c0_g2XP_002947898.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 82.20 0.00

TRINITY_DN45871_c0_g2XP_002954511.1hypothetical protein VOLCADRAFT_121328 [Volvox carteri f. nagariensis]Volvox_carteri 82.20 0.00

TRINITY_DN46144_c0_g3PTQ36301.1hypothetical protein MARPO_0065s0096 [Marchantia polymorpha]Marchantia_polymorpha 82.20 0.00

TRINITY_DN47156_c0_g2GBF93532.1peptidyl-prolyl cis-trans isomerase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 82.20 0.00

TRINITY_DN52091_c2_g1KXZ51290.1hypothetical protein GPECTOR_13g777 [Gonium pectorale]Gonium_pectorale 82.20 0

TRINITY_DN52421_c0_g1GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.20 0.00

TRINITY_DN52547_c0_g1KXZ46159.1DHC6 protein [Gonium pectorale]Gonium_pectorale 82.20 0.00

TRINITY_DN27127_c0_g1GAX81383.1hypothetical protein CEUSTIGMA_g8814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.10 0.00

TRINITY_DN37831_c0_g10GBF99261.1hypothetical protein Rsub_11786 [Raphidocelis subcapitata]Raphidocelis_subcapitata 82.10 0.00

TRINITY_DN37955_c0_g2XP_001697709.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.10 0.00

TRINITY_DN38568_c0_g3AFD62280.1mitochondrial cytochrome c oxidase subunit 2a, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.10 0.00

TRINITY_DN39088_c0_g8XP_026444477.1probable mediator of RNA polymerase II transcription subunit 37e [Papaver somniferum]Papaver_somniferum 82.10 0.00

TRINITY_DN39558_c0_g2GAX80374.1hypothetical protein CEUSTIGMA_g7813.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.10 0.00

TRINITY_DN41246_c0_g2GAX75921.1hypothetical protein CEUSTIGMA_g3364.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.10 0.00

TRINITY_DN41601_c3_g1PIA26240.1hypothetical protein AQUCO_09500010v1 [Aquilegia coerulea]Aquilegia_coerulea 82.10 0.00

TRINITY_DN43078_c0_g1ESQ48670.1hypothetical protein EUTSA_v10021552mg [Eutrema salsugineum]Eutrema_salsugineum 82.10 0.00



TRINITY_DN44158_c0_g3XP_002957711.1hypothetical protein VOLCADRAFT_77661 [Volvox carteri f. nagariensis]Volvox_carteri 82.10 0.00

TRINITY_DN46022_c1_g2XP_001697043.1aminoacyl-tRNA ligase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.10 0.00

TRINITY_DN46698_c0_g1BAR88172.1TAG accumulation regulator 1 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.10 0.00

TRINITY_DN47021_c0_g1GAX77981.1hypothetical protein CEUSTIGMA_g5423.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.10 0.00

TRINITY_DN47155_c0_g3GAX75195.1hypothetical protein CEUSTIGMA_g2639.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.10 0.00

TRINITY_DN49666_c1_g1AFD62280.1mitochondrial cytochrome c oxidase subunit 2a, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 82.10 0.00

TRINITY_DN49813_c0_g5XP_005642574.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 82.10 0.00

TRINITY_DN29365_c0_g1XP_024522264.1pirin-like protein isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 82.00 0.00

TRINITY_DN38477_c0_g6ASZ85176.1elongation factor 1-alpha [Hylocereus polyrhizus]Hylocereus_polyrhizus 82.00 0.00

TRINITY_DN45775_c0_g2XP_002946415.1chaperonin complex component [Volvox carteri f. nagariensis]Volvox_carteri 82.00 0.00

TRINITY_DN49276_c0_g1GAX77681.1hypothetical protein CEUSTIGMA_g5124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 82.00 0.00

TRINITY_DN52936_c0_g1GBF93448.1ribosomal protein S1 [Raphidocelis subcapitata]Raphidocelis_subcapitata 82.00 0.00

TRINITY_DN35997_c0_g1XP_024368326.1cyclin-dependent kinases regulatory subunit 2-like [Physcomitrella patens]Physcomitrella_patens 81.90 0.00

TRINITY_DN38630_c0_g2PNH00778.1putative septum site-determining protein MinD [Tetrabaena socialis]Tetrabaena_socialis 81.90 0.00

TRINITY_DN40319_c0_g2GAX73630.1hypothetical protein CEUSTIGMA_g1081.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.90 0.00

TRINITY_DN43743_c1_g4BAJ91591.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 81.90 0.00

TRINITY_DN44083_c0_g4GAX81546.1hypothetical protein CEUSTIGMA_g8974.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.90 0.00

TRINITY_DN44206_c0_g3XP_001697203.1flagellar associated protein, qilin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.90 0.00

TRINITY_DN52131_c2_g2KXZ51889.1hypothetical protein GPECTOR_11g323 [Gonium pectorale]Gonium_pectorale 81.90 0.00

TRINITY_DN39703_c0_g4OAE21729.1hypothetical protein AXG93_1275s1400 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 81.80 0.00

TRINITY_DN40729_c0_g1GAX73623.1hypothetical protein CEUSTIGMA_g1074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.80 0.00

TRINITY_DN42605_c0_g1PNW81822.1hypothetical protein CHLRE_06g261800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.80 0.00

TRINITY_DN42642_c0_g6GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.80 0.00

TRINITY_DN45229_c1_g2YP_009463659.1DNA-directed RNA polymerase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 81.80 0.00

TRINITY_DN45676_c0_g8XP_005651069.1light-harvesting chlorophyll-a/b protein of photosystem I [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 81.80 0.00

TRINITY_DN46250_c0_g1GBF89326.1magnesium chelatase subunit of protochlorophyllide reductase, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 81.80 0.00

TRINITY_DN46954_c0_g2KXZ44838.1hypothetical protein GPECTOR_61g791 [Gonium pectorale]Gonium_pectorale 81.80 0.00

TRINITY_DN47214_c1_g1PNH10864.1UDP-arabinopyranose mutase 1 [Tetrabaena socialis]Tetrabaena_socialis 81.80 0.00

TRINITY_DN47318_c0_g4GAX85466.1hypothetical protein CEUSTIGMA_g12882.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.80 0.00

TRINITY_DN35175_c0_g2XP_001691723.120S proteasome alpha subunit A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.70 0.00

TRINITY_DN35474_c0_g2XP_020591309.1polyubiquitin-like [Phalaenopsis equestris]Phalaenopsis_equestris 81.70 0.00

TRINITY_DN37801_c0_g1BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 81.70 0.00

TRINITY_DN39235_c0_g4GAX79914.1hypothetical protein CEUSTIGMA_g7354.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.70 0.00

TRINITY_DN43317_c0_g1GAX73050.1hypothetical protein CEUSTIGMA_g503.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.70 0.00

TRINITY_DN43660_c1_g4KXZ56985.1hypothetical protein GPECTOR_1g890 [Gonium pectorale]Gonium_pectorale 81.70 0.00

TRINITY_DN45084_c1_g11XP_002953255.1hypothetical protein VOLCADRAFT_63528 [Volvox carteri f. nagariensis]Volvox_carteri 81.70 0.00

TRINITY_DN46111_c0_g1KXZ51925.1hypothetical protein GPECTOR_11g51 [Gonium pectorale]Gonium_pectorale 81.70 0.00

TRINITY_DN46525_c0_g1GAX78749.1hypothetical protein CEUSTIGMA_g6186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.70 0.00

TRINITY_DN48319_c1_g7XP_002946991.1hypothetical protein VOLCADRAFT_79395 [Volvox carteri f. nagariensis]Volvox_carteri 81.70 0.00

TRINITY_DN48503_c0_g4XP_001697006.1nucleolar protein, component of C/D snoRNPs [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.70 0.00

TRINITY_DN49567_c0_g1PNW80375.1hypothetical protein CHLRE_07g314900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.70 0.00

TRINITY_DN20534_c0_g1XP_027092707.1sm-like protein LSM3A [Coffea arabica]Coffea_arabica 81.60 0.00

TRINITY_DN23956_c0_g1XP_001696871.1flagellar outer dynein arm light chain 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.60 0.00

TRINITY_DN36283_c1_g1CAF04129.1pyruvate formate-lyase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.60 0.00

TRINITY_DN37072_c3_g2XP_001696472.1ribosomal protein S18 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.60 0.00

TRINITY_DN38448_c0_g2GAX73972.1hypothetical protein CEUSTIGMA_g1422.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.60 0.00

TRINITY_DN40984_c0_g5XP_002948115.1hypothetical protein VOLCADRAFT_73591 [Volvox carteri f. nagariensis]Volvox_carteri 81.60 0.00

TRINITY_DN43640_c0_g1XP_015078589.1uncharacterized protein LOC107022503 [Solanum pennellii]Solanum_pennellii 81.60 0.00

TRINITY_DN46061_c1_g3GAX84108.1hypothetical protein CEUSTIGMA_g11531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.60 0.00

TRINITY_DN48686_c1_g2PNG99839.1hypothetical protein TSOC_014380, partial [Tetrabaena socialis]Tetrabaena_socialis 81.60 0.00

TRINITY_DN28508_c0_g1BAK02182.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 81.50 0.00

TRINITY_DN40290_c1_g7AAX43992.1UDP-glucose dehydrogenase [Dunaliella salina]Dunaliella_salina 81.50 0.00

TRINITY_DN40974_c0_g8XP_013903833.1S-formylglutathione hydrolase [Monoraphidium neglectum]Monoraphidium_neglectum 81.50 0.00

TRINITY_DN41518_c1_g3XP_002956437.1hypothetical protein VOLCADRAFT_77112 [Volvox carteri f. nagariensis]Volvox_carteri 81.50 0.00

TRINITY_DN42692_c0_g2XP_002950669.1hypothetical protein VOLCADRAFT_101939 [Volvox carteri f. nagariensis]Volvox_carteri 81.50 0.00

TRINITY_DN43627_c0_g1GAX72626.1hypothetical protein CEUSTIGMA_g82.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.50 0.00

TRINITY_DN43805_c0_g1KXZ50766.1hypothetical protein GPECTOR_15g451 [Gonium pectorale]Gonium_pectorale 81.50 0.00

TRINITY_DN45812_c1_g5AKA95377.1heat shock protein 70 [Bryum argenteum]Bryum_argenteum 81.50 0.00

TRINITY_DN45949_c0_g3GAX72872.1hypothetical protein CEUSTIGMA_g327.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.50 0.00

TRINITY_DN49474_c0_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 81.50 0.00

TRINITY_DN52233_c0_g1XP_001694476.1Sigma1-Adaptin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.50 0.00

TRINITY_DN38194_c0_g10GAQ91410.160S ribosomal protein L8 [Klebsormidium nitens]Klebsormidium_nitens 81.40 0.00

TRINITY_DN43793_c1_g3GAX76474.1hypothetical protein CEUSTIGMA_g3919.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.40 0.00

TRINITY_DN44728_c0_g1XP_001696313.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.40 0.00

TRINITY_DN45439_c0_g2GAX77777.1hypothetical protein CEUSTIGMA_g5220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.40 0.00

TRINITY_DN48716_c0_g2KXZ45851.1hypothetical protein GPECTOR_50g645 [Gonium pectorale]Gonium_pectorale 81.40 0.00



TRINITY_DN49240_c0_g3GAX80541.1hypothetical protein CEUSTIGMA_g7979.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.40 0.00

TRINITY_DN50181_c0_g2GAX72586.1hypothetical protein CEUSTIGMA_g42.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.40 0.00

TRINITY_DN50398_c1_g1PNW77846.1hypothetical protein CHLRE_10g454100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.40 0.00

TRINITY_DN51942_c2_g4XP_002945611.1dynein heavy chain 7 [Volvox carteri f. nagariensis]Volvox_carteri 81.40 0.00

TRINITY_DN35410_c0_g7XP_011658863.1PREDICTED: serine/threonine-protein kinase TOR [Cucumis sativus]Cucumis_sativus 81.30 0.00

TRINITY_DN45634_c0_g1GAX77333.1hypothetical protein CEUSTIGMA_g4779.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.30 0.00

TRINITY_DN45702_c1_g3GAX78454.1hypothetical protein CEUSTIGMA_g5894.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.30 0.00

TRINITY_DN45846_c0_g1XP_002953068.1hypothetical protein VOLCADRAFT_30949 [Volvox carteri f. nagariensis]Volvox_carteri 81.30 0.00

TRINITY_DN47699_c0_g1GAX83295.1hypothetical protein CEUSTIGMA_g10721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.30 0.00

TRINITY_DN47865_c1_g2KXZ54647.1hypothetical protein GPECTOR_4g713 [Gonium pectorale]Gonium_pectorale 81.30 0.00

TRINITY_DN50179_c0_g3KXZ54401.1hypothetical protein GPECTOR_5g57 [Gonium pectorale]Gonium_pectorale 81.30 0.00

TRINITY_DN52628_c0_g3XP_001697507.1dihydrolipoamide acetyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.30 0.00

TRINITY_DN15442_c0_g1XP_002299988.1PHD finger-like domain-containing protein 5B [Populus trichocarpa]Populus_trichocarpa 81.20 0.00

TRINITY_DN36622_c0_g9XP_023887678.160S ribosomal protein L12 [Quercus suber]Quercus_suber 81.20 0.00

TRINITY_DN40309_c0_g3XP_002952407.1flagellar inner arm dynein 1 heavy chain beta [Volvox carteri f. nagariensis]Volvox_carteri 81.20 0.00

TRINITY_DN42897_c0_g1PNH09822.1Transcriptional activator DEMETER [Tetrabaena socialis]Tetrabaena_socialis 81.20 0.00

TRINITY_DN42931_c0_g5GAX83936.1hypothetical protein CEUSTIGMA_g11360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.20 0.00

TRINITY_DN43816_c0_g4XP_001691118.1eukaryotic initiation factor, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.20 0.00

TRINITY_DN47441_c0_g1KMS93253.1hypothetical protein BVRB_033340, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 81.20 0.00

TRINITY_DN47516_c0_g5GBF88910.1sodium:pantothenate symporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 81.20 0.00

TRINITY_DN49606_c0_g2XP_015584307.1LOW QUALITY PROTEIN: hybrid signal transduction histidine kinase J-like, partial [Ricinus communis]Ricinus_communis 81.20 0.00

TRINITY_DN50744_c0_g2XP_001702748.1threonine aldolase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.20 0.00

TRINITY_DN51491_c1_g4XP_002955952.1hypothetical protein VOLCADRAFT_107008 [Volvox carteri f. nagariensis]Volvox_carteri 81.20 0.00

TRINITY_DN51686_c1_g2PNW84782.1hypothetical protein CHLRE_03g158500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.20 0.00

TRINITY_DN51949_c0_g1XP_002955530.1ubiquinol:cytochrome c oxidoreductase cytochrome c1, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 81.20 0.00

TRINITY_DN33347_c0_g1XP_024374687.160S ribosomal protein L30 [Physcomitrella patens]Physcomitrella_patens 81.10 0.00

TRINITY_DN37899_c0_g6XP_002980611.1serine/threonine-protein phosphatase PP2A-2 catalytic subunit [Selaginella moellendorffii]Selaginella_moellendorffii 81.10 0.00

TRINITY_DN43648_c0_g2XP_002953298.1hypothetical protein VOLCADRAFT_109867 [Volvox carteri f. nagariensis]Volvox_carteri 81.10 0.00

TRINITY_DN43782_c0_g1KXZ46991.1hypothetical protein GPECTOR_39g485 [Gonium pectorale]Gonium_pectorale 81.10 0.00

TRINITY_DN46344_c1_g8GBF88998.1plastidic glucose transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 81.10 0.00

TRINITY_DN47384_c0_g10XP_001701590.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.10 0.00

TRINITY_DN50606_c2_g3XP_002953809.1mitochondrial F1F0 ATP synthase associated protein [Volvox carteri f. nagariensis]Volvox_carteri 81.10 0.00

TRINITY_DN52290_c0_g1XP_003061371.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 81.10 0.00

TRINITY_DN52297_c1_g2BAJ11784.1dehydration responsive protein, partial [Corchorus olitorius]Corchorus_olitorius 81.10 0.00

TRINITY_DN36348_c0_g1Q9SPK6.1RecName: Full=Beta-carotene 3-hydroxylase, chloroplastic; Flags: PrecursorHaematococcus_lacustris 81.00 0.00

TRINITY_DN38394_c1_g3XP_022133641.1uncharacterized protein LOC111006180 [Momordica charantia]Momordica_charantia 81.00 0.00

TRINITY_DN38477_c0_g3ASZ85176.1elongation factor 1-alpha [Hylocereus polyrhizus]Hylocereus_polyrhizus 81.00 0.00

TRINITY_DN40341_c0_g2ACN31553.1unknown [Zea mays]Zea_mays 81.00 0.00

TRINITY_DN41976_c0_g4ABR01232.1heat shock protein 70 [Chlorella vulgaris]Chlorella_vulgaris 81.00 0.00

TRINITY_DN42015_c1_g1GAX73606.1hypothetical protein CEUSTIGMA_g1057.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.00 0.00

TRINITY_DN44495_c0_g1XP_005646202.1histone-fold-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 81.00 0.00

TRINITY_DN44996_c0_g1XP_001694409.1dynein heavy chain 9 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 81.00 0.00

TRINITY_DN46474_c0_g5KXZ49012.1DHC3 protein [Gonium pectorale]Gonium_pectorale 81.00 0.00

TRINITY_DN50175_c0_g1GAX73078.1hypothetical protein CEUSTIGMA_g531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.00 0.00

TRINITY_DN50604_c0_g3PNH08819.1Bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 81.00 0.00

TRINITY_DN51245_c1_g1GBF88245.1dihydrolipoyl dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 81.00 0.00

TRINITY_DN51503_c1_g6GAX83107.1hypothetical protein CEUSTIGMA_g10533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 81.00 0.00

TRINITY_DN52832_c0_g1XP_002968995.140S ribosomal protein S28 [Selaginella moellendorffii]Selaginella_moellendorffii 81.00 0.00

TRINITY_DN53128_c0_g1AML30861.1axonemal inner arm dynein heavy chain 5 [Marsilea vestita]Marsilea_vestita 81.00 0.00

TRINITY_DN32054_c0_g1OAE34120.1hypothetical protein AXG93_2891s1450 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 80.90 0.00

TRINITY_DN32848_c0_g1BAJ85454.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 80.90 0.00

TRINITY_DN32848_c0_g2BAJ85454.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 80.90 0.00

TRINITY_DN36678_c0_g1GAX80157.1hypothetical protein CEUSTIGMA_g7595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.90 0.00

TRINITY_DN36931_c0_g2PNH05527.1Chaperone protein YajL [Tetrabaena socialis]Tetrabaena_socialis 80.90 0.00

TRINITY_DN38133_c1_g3XP_013904112.1hypothetical protein MNEG_2857 [Monoraphidium neglectum]Monoraphidium_neglectum 80.90 0.00

TRINITY_DN42018_c0_g5PNH05805.1chaperonin [Tetrabaena socialis]Tetrabaena_socialis 80.90 0.00

TRINITY_DN44244_c0_g4GAX80657.1hypothetical protein CEUSTIGMA_g8092.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.90 0

TRINITY_DN45131_c3_g2XP_001690943.1vacuolar trafficking protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.90 0.00

TRINITY_DN46076_c0_g6PNW80223.1hypothetical protein CHLRE_08g382800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.90 0.00

TRINITY_DN47011_c0_g5XP_002957356.1structural maintenance of chromosomes protein 2 [Volvox carteri f. nagariensis]Volvox_carteri 80.90 0.00

TRINITY_DN48833_c1_g7GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.90 0.00

TRINITY_DN51217_c0_g1GAX72561.1hypothetical protein CEUSTIGMA_g17.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.90 0.00

TRINITY_DN38730_c0_g2GAX82218.1hypothetical protein CEUSTIGMA_g9646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.80 0.00

TRINITY_DN41207_c0_g4KXZ46360.1hypothetical protein GPECTOR_44g38 [Gonium pectorale]Gonium_pectorale 80.80 0.00

TRINITY_DN46954_c0_g4XP_001702113.1asparagine synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.80 0.00

TRINITY_DN47922_c2_g3GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.80 0



TRINITY_DN49018_c0_g1XP_002949582.1hypothetical protein VOLCADRAFT_74263 [Volvox carteri f. nagariensis]Volvox_carteri 80.80 0.00

TRINITY_DN51817_c0_g2GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.80 0

TRINITY_DN17464_c0_g3YP_009310742.1translational elongation factor Tu (chloroplast) [Oedocladium carolinianum]Oedocladium_carolinianum 80.70 0.00

TRINITY_DN39753_c0_g10GAQ81594.1ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 80.70 0.00

TRINITY_DN40689_c0_g4OAY39005.1hypothetical protein MANES_10G060000 [Manihot esculenta]Manihot_esculenta 80.70 0.00

TRINITY_DN41267_c0_g1PNW82122.1hypothetical protein CHLRE_06g274950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.70 0.00

TRINITY_DN48790_c0_g3GAX79462.1hypothetical protein CEUSTIGMA_g6903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.70 0.00

TRINITY_DN51869_c1_g2XP_002953918.1hypothetical protein VOLCADRAFT_106184 [Volvox carteri f. nagariensis]Volvox_carteri 80.70 0.00

TRINITY_DN21170_c0_g2XP_023925922.1isocitrate dehydrogenase [NADP]-like [Quercus suber]Quercus_suber 80.60 0.00

TRINITY_DN35780_c0_g15XP_027087019.1chlorophyll a-b binding protein of LHCII type 1-like [Coffea arabica]Coffea_arabica 80.60 0.00

TRINITY_DN36310_c1_g5BAJ93696.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 80.60 0.00

TRINITY_DN36478_c0_g1GAQ86484.126S proteasome regulatory complex ATPase RPT4 [Klebsormidium nitens]Klebsormidium_nitens 80.60 0.00

TRINITY_DN36597_c0_g5CAA67588.170 kD heatshockprotein, partial [Medicago sativa]Medicago_sativa 80.60 0.00

TRINITY_DN36750_c0_g1XP_002953017.1hypothetical protein VOLCADRAFT_82029 [Volvox carteri f. nagariensis]Volvox_carteri 80.60 0.00

TRINITY_DN38203_c0_g1PNH12373.1hypothetical protein TSOC_000669, partial [Tetrabaena socialis]Tetrabaena_socialis 80.60 0.00

TRINITY_DN41218_c0_g3XP_013900763.1thioesterase superfamily protein, partial [Monoraphidium neglectum]Monoraphidium_neglectum 80.60 0.00

TRINITY_DN41874_c1_g1GBF90999.1peptide-methionine (R)-S-oxide reductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 80.60 0.00

TRINITY_DN42529_c1_g2XP_001697519.1glutamate-1-semialdehyde aminotransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.60 0.00

TRINITY_DN43946_c0_g1KXZ55950.1hypothetical protein GPECTOR_2g1501 [Gonium pectorale]Gonium_pectorale 80.60 0.00

TRINITY_DN44736_c0_g1GAX75142.1hypothetical protein CEUSTIGMA_g2586.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.60 0.00

TRINITY_DN45870_c0_g2XP_001696945.1acetyl-CoA carboxylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.60 0.00

TRINITY_DN46892_c1_g1PNW71636.1hypothetical protein CHLRE_16g662600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.60 0.00

TRINITY_DN46971_c0_g3GAX83970.1hypothetical protein CEUSTIGMA_g11394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.60 0.00

TRINITY_DN48548_c1_g1XP_005645240.1ribosomal protein L38 component of cytosolic 80S ribosome and 60S large subunit, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 80.60 0.00

TRINITY_DN50001_c0_g1XP_010435812.1PREDICTED: nucleoside diphosphate kinase 1 [Camelina sativa]Camelina_sativa 80.60 0.00

TRINITY_DN50733_c0_g3GAX79381.1hypothetical protein CEUSTIGMA_g6823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.60 0.00

TRINITY_DN51068_c1_g1GAX72588.1hypothetical protein CEUSTIGMA_g44.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.60 0.00

TRINITY_DN32843_c0_g1PNW70372.1hypothetical protein CHLRE_17g717050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.50 0.00

TRINITY_DN35020_c0_g3PHT46832.1hypothetical protein CQW23_15990 [Capsicum baccatum]Capsicum_baccatum 80.50 0.00

TRINITY_DN37058_c0_g3GAX75332.1hypothetical protein CEUSTIGMA_g2777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN37641_c0_g5PRW05942.1nuclear pore complex Nup155 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 80.50 0.00

TRINITY_DN37751_c0_g5GAX85836.1hypothetical protein CEUSTIGMA_g13251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN37794_c0_g3XP_001689504.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.50 0.00

TRINITY_DN38872_c0_g6GAX83717.1hypothetical protein CEUSTIGMA_g11142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN40266_c0_g1XP_002954749.1mago nashi-like protein [Volvox carteri f. nagariensis]Volvox_carteri 80.50 0.00

TRINITY_DN41921_c1_g2XP_001702348.1ribosomal protein S17 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.50 0.00

TRINITY_DN42191_c0_g4GAX83864.1hypothetical protein CEUSTIGMA_g11289.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN43092_c0_g3GAX81348.1hypothetical protein CEUSTIGMA_g8779.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN43608_c0_g3XP_001690684.1N-carbamyl-L-amino acid amidohydrolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.50 0.00

TRINITY_DN47790_c0_g2GAX77718.1hypothetical protein CEUSTIGMA_g5161.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.50 0.00

TRINITY_DN50834_c1_g4XP_005649320.1hypothetical protein COCSUDRAFT_53066 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 80.50 0.00

TRINITY_DN33480_c0_g1RWR90844.1peptidyl-prolyl cis-trans isomerase CYP19-4 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 80.40 0.00

TRINITY_DN38127_c0_g4GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 80.40 0.00

TRINITY_DN39047_c0_g3XP_024966802.140S ribosomal protein S15a-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 80.40 0.00

TRINITY_DN39314_c1_g3GAX81488.1hypothetical protein CEUSTIGMA_g8917.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN40140_c0_g1KFK29108.1hypothetical protein AALP_AA7G090300 [Arabis alpina]Arabis_alpina 80.40 0.00

TRINITY_DN41224_c0_g7XP_023871553.1serine/threonine-protein phosphatase PP1 isoform X2 [Quercus suber]Quercus_suber 80.40 0.00

TRINITY_DN42237_c0_g2KXZ49938.1hypothetical protein GPECTOR_19g389 [Gonium pectorale]Gonium_pectorale 80.40 0.00

TRINITY_DN42478_c1_g2XP_001690909.1ARF/SAR superfamily small monomeric GTP binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.40 0.00

TRINITY_DN43164_c1_g1GAX72654.1hypothetical protein CEUSTIGMA_g110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN43221_c0_g4XP_002956667.1hypothetical protein VOLCADRAFT_67197 [Volvox carteri f. nagariensis]Volvox_carteri 80.40 0.00

TRINITY_DN44655_c1_g1GBF92627.1hypothetical protein Rsub_05241 [Raphidocelis subcapitata]Raphidocelis_subcapitata 80.40 0.00

TRINITY_DN45050_c0_g10XP_003055245.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 80.40 0.00

TRINITY_DN45921_c0_g2GAX75500.1hypothetical protein CEUSTIGMA_g2943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN46006_c0_g1GAX85882.1hypothetical protein CEUSTIGMA_g13298.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN48439_c0_g1GAX85453.1hypothetical protein CEUSTIGMA_g12869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN50304_c1_g2GAX76625.1hypothetical protein CEUSTIGMA_g4071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN50797_c1_g4GAX83068.1hypothetical protein CEUSTIGMA_g10494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.40 0.00

TRINITY_DN30479_c0_g1BAK03134.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 80.30 0.00

TRINITY_DN34283_c0_g1ASL24776.1mitochondrial ATP synthase subunit 9 [Allium cepa]Allium_cepa 80.30 0.00

TRINITY_DN37587_c0_g2ESQ50381.1hypothetical protein EUTSA_v10001985mg [Eutrema salsugineum]Eutrema_salsugineum 80.30 0.00

TRINITY_DN37899_c0_g7RVW91258.1Serine/threonine-protein phosphatase PP2A catalytic subunit [Vitis vinifera]Vitis_vinifera 80.30 0.00

TRINITY_DN40319_c0_g3GAX77680.1hypothetical protein CEUSTIGMA_g5123.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.30 0.00

TRINITY_DN41595_c0_g8XP_023901497.1ATP-dependent RNA helicase eIF4A [Quercus suber]Quercus_suber 80.30 0.00

TRINITY_DN41645_c2_g1KXZ42311.1hypothetical protein GPECTOR_164g153 [Gonium pectorale]Gonium_pectorale 80.30 0.00

TRINITY_DN42839_c0_g3XP_002948441.1hypothetical protein VOLCADRAFT_58287 [Volvox carteri f. nagariensis]Volvox_carteri 80.30 0.00



TRINITY_DN44808_c0_g4GAX75810.1hypothetical protein CEUSTIGMA_g3253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.30 0

TRINITY_DN46705_c0_g1XP_001696928.1aldehyde dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.30 0.00

TRINITY_DN49712_c0_g2GAX74859.1hypothetical protein CEUSTIGMA_g2305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.30 0.00

TRINITY_DN49851_c0_g2GAX83790.1hypothetical protein CEUSTIGMA_g11215.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.30 0.00

TRINITY_DN49868_c0_g2KXZ51187.1hypothetical protein GPECTOR_13g674 [Gonium pectorale]Gonium_pectorale 80.30 0.00

TRINITY_DN52180_c1_g6ADQ00181.1histone H2B [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 80.30 0.00

TRINITY_DN24803_c0_g1Q5PU89.1RecName: Full=Ubiquitin-fold modifier 1; AltName: Full=Protein PR46A; Flags: PrecursorChlamydomonas_incerta 80.20 0.00

TRINITY_DN35843_c0_g5ASL24776.1mitochondrial ATP synthase subunit 9 [Allium cepa]Allium_cepa 80.20 0.00

TRINITY_DN41311_c0_g2AAX63394.1carotene biosynthesis-related protein [Haematococcus lacustris]Haematococcus_lacustris 80.20 0.00

TRINITY_DN41428_c0_g1XP_020979640.1uncharacterized protein LOC107643668 [Arachis ipaensis]Arachis_ipaensis 80.20 0.00

TRINITY_DN42344_c1_g3KXZ53040.1hypothetical protein GPECTOR_8g405 [Gonium pectorale]Gonium_pectorale 80.20 0.00

TRINITY_DN44008_c1_g2KXZ55760.1hypothetical protein GPECTOR_2g1310 [Gonium pectorale]Gonium_pectorale 80.20 0.00

TRINITY_DN4883_c0_g2BAJ93879.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 80.20 0.00

TRINITY_DN49409_c0_g1GAX83119.1hypothetical protein CEUSTIGMA_g10545.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.20 0.00

TRINITY_DN51562_c1_g1AOP12447.1RSH [Haematococcus lacustris]Haematococcus_lacustris 80.20 0.00

TRINITY_DN51916_c1_g1KXZ41947.1hypothetical protein GPECTOR_237g559 [Gonium pectorale]Gonium_pectorale 80.20 0.00

TRINITY_DN42456_c0_g4GAX76088.1hypothetical protein CEUSTIGMA_g3531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.10 0.00

TRINITY_DN44105_c1_g1GAX85048.1hypothetical protein CEUSTIGMA_g12468.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.10 0.00

TRINITY_DN47059_c0_g2KXZ54714.1hypothetical protein GPECTOR_4g782 [Gonium pectorale]Gonium_pectorale 80.10 0.00

TRINITY_DN48117_c1_g1KXZ42746.1hypothetical protein GPECTOR_120g413 [Gonium pectorale]Gonium_pectorale 80.10 0.00

TRINITY_DN49357_c0_g1GAX75975.1hypothetical protein CEUSTIGMA_g3418.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.10 0.00

TRINITY_DN50415_c0_g1PNW81803.1hypothetical protein CHLRE_06g260950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.10 0.00

TRINITY_DN11162_c0_g1XP_024515756.1eukaryotic peptide chain release factor GTP-binding subunit ERF3A isoform X4 [Selaginella moellendorffii]Selaginella_moellendorffii 80.00 0.00

TRINITY_DN30686_c0_g2XP_023882895.1aldehyde dehydrogenase [Quercus suber]Quercus_suber 80.00 0.00

TRINITY_DN33347_c0_g2ABD74515.1ribosomal protein [Pteris vittata]Pteris_vittata 80.00 0.00

TRINITY_DN34942_c0_g2AAK95644.1proteinase inhibitor [Ipomoea batatas]Ipomoea_batatas 80.00 0.00

TRINITY_DN37091_c0_g4KXZ56369.1hypothetical protein GPECTOR_1g327 [Gonium pectorale]Gonium_pectorale 80.00 0.00

TRINITY_DN37150_c1_g9PNW75601.1hypothetical protein CHLRE_12g533351v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 80.00 0.00

TRINITY_DN38009_c2_g2GAX82762.1hypothetical protein CEUSTIGMA_g10188.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.00 0.00

TRINITY_DN38736_c0_g1KXZ51715.1hypothetical protein GPECTOR_11g163 [Gonium pectorale]Gonium_pectorale 80.00 0.00

TRINITY_DN38884_c0_g1PRW56576.1ADP-ribosylation factor 1 [Chlorella sorokiniana]Chlorella_sorokiniana 80.00 0.00

TRINITY_DN38893_c1_g1XP_002947872.1hypothetical protein VOLCADRAFT_73445 [Volvox carteri f. nagariensis]Volvox_carteri 80.00 0.00

TRINITY_DN39545_c1_g2PNH11713.1putative hexose phosphate transport protein, partial [Tetrabaena socialis]Tetrabaena_socialis 80.00 0.00

TRINITY_DN40430_c0_g3GAX86377.1hypothetical protein CEUSTIGMA_g13789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.00 0.00

TRINITY_DN40732_c1_g4XP_002946384.1hypothetical protein VOLCADRAFT_115955 [Volvox carteri f. nagariensis]Volvox_carteri 80.00 0.00

TRINITY_DN41908_c0_g6XP_002953003.11,4-alpha-glucan branching enzyme II [Volvox carteri f. nagariensis]Volvox_carteri 80.00 0.00

TRINITY_DN42025_c1_g5AAZ15702.1beta-carotene C-4 oxygenase [Haematococcus lacustris]Haematococcus_lacustris 80.00 0.00

TRINITY_DN42695_c0_g7ALO21586.1beta'' subunit of RNA polymerase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 80.00 0.00

TRINITY_DN43358_c0_g6PNH03829.1COBW domain-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 80.00 0.00

TRINITY_DN43595_c0_g1GAX78773.1hypothetical protein CEUSTIGMA_g6210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.00 0.00

TRINITY_DN43894_c0_g4XP_002952664.1chaperonin complex component [Volvox carteri f. nagariensis]Volvox_carteri 80.00 0.00

TRINITY_DN47095_c0_g2GBF90548.1hypothetical protein Rsub_03119 [Raphidocelis subcapitata]Raphidocelis_subcapitata 80.00 0.00

TRINITY_DN48228_c0_g8AIU49885.1FMN-linked oxidoreductases superfamily protein, partial [Acorus calamus]Acorus_calamus 80.00 0.00

TRINITY_DN48955_c0_g1XP_002948575.1hypothetical protein VOLCADRAFT_73775 [Volvox carteri f. nagariensis]Volvox_carteri 80.00 0.00

TRINITY_DN49040_c0_g6XP_005846229.1hypothetical protein CHLNCDRAFT_31689 [Chlorella variabilis]Chlorella_variabilis 80.00 0.00

TRINITY_DN50481_c0_g2GAX74736.1hypothetical protein CEUSTIGMA_g2183.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 80.00 0

TRINITY_DN51268_c2_g2XP_005648581.1HAD-superfamily phosphatase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 80.00 0.00

TRINITY_DN51700_c1_g8XP_013902315.1GTP-binding protein 2 [Monoraphidium neglectum]Monoraphidium_neglectum 80.00 0.00

TRINITY_DN36582_c0_g8XP_002950141.1hypothetical protein VOLCADRAFT_80899 [Volvox carteri f. nagariensis]Volvox_carteri 79.90 0.00

TRINITY_DN41224_c0_g6XP_002503744.1predicted protein [Micromonas commoda]Micromonas_commoda 79.90 0.00

TRINITY_DN42793_c0_g3XP_001698706.1UDP-glucose 4-epimerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.90 0.00

TRINITY_DN48932_c0_g1PNW79203.1hypothetical protein CHLRE_09g406050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.90 0.00

TRINITY_DN49351_c0_g6OWM71713.1hypothetical protein CDL15_Pgr005901 [Punica granatum]Punica_granatum 79.90 0.00

TRINITY_DN51186_c0_g1XP_013899835.1prolyl-tRNA synthetase [Monoraphidium neglectum]Monoraphidium_neglectum 79.90 0.00

TRINITY_DN16938_c0_g2XP_003057499.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 79.80 0.00

TRINITY_DN33402_c0_g1EFJ11196.1hypothetical protein SELMODRAFT_126404 [Selaginella moellendorffii]Selaginella_moellendorffii 79.80 0.00

TRINITY_DN36801_c0_g3GAX80860.1hypothetical protein CEUSTIGMA_g8295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.80 0.00

TRINITY_DN39557_c2_g1GAX72820.1hypothetical protein CEUSTIGMA_g275.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.80 0.00

TRINITY_DN41912_c1_g1KXZ51402.1hypothetical protein GPECTOR_12g364 [Gonium pectorale]Gonium_pectorale 79.80 0.00

TRINITY_DN43591_c1_g6KXZ55679.1hypothetical protein GPECTOR_2g1229 [Gonium pectorale]Gonium_pectorale 79.80 0.00

TRINITY_DN43816_c0_g1GAX75933.1hypothetical protein CEUSTIGMA_g3376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.80 0.00

TRINITY_DN43926_c1_g1GAX81349.1hypothetical protein CEUSTIGMA_g8780.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.80 0.00

TRINITY_DN45580_c2_g2KXZ45756.1hypothetical protein GPECTOR_51g742 [Gonium pectorale]Gonium_pectorale 79.80 0.00

TRINITY_DN46211_c0_g2ABK23835.1unknown [Picea sitchensis]Picea_sitchensis 79.80 0.00

TRINITY_DN46840_c0_g3XP_023871552.1serine/threonine-protein phosphatase PP1 isoform X1 [Quercus suber]Quercus_suber 79.80 0.00

TRINITY_DN48916_c0_g1AXF41554.1CCP430 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 79.80 0.00



TRINITY_DN49491_c2_g1PNW72266.1hypothetical protein CHLRE_16g675300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.80 0.00

TRINITY_DN50674_c1_g1KXZ51012.1hypothetical protein GPECTOR_14g253 [Gonium pectorale]Gonium_pectorale 79.80 0.00

TRINITY_DN50921_c0_g1XP_002956194.1chloroplast elongation factor G [Volvox carteri f. nagariensis]Volvox_carteri 79.80 0.00

TRINITY_DN51248_c0_g1GBG70076.1hypothetical protein CBR_g5709 [Chara braunii]Chara_braunii 79.80 0.00

TRINITY_DN51830_c2_g2ABA01105.1mitochondrial apocytochrome c [Chlamydomonas incerta]Chlamydomonas_incerta 79.80 0.00

TRINITY_DN22103_c0_g1EES02244.1hypothetical protein SORBI_3003G016900 [Sorghum bicolor]Sorghum_bicolor 79.70 0.00

TRINITY_DN39047_c0_g7EPS62189.1hypothetical protein M569_12604 [Genlisea aurea]Genlisea_aurea 79.70 0.00

TRINITY_DN41595_c0_g6AIZ74337.1eukaryotic initiation factor 4A-II-like protein, partial [Pinus massoniana]Pinus_massoniana 79.70 0.00

TRINITY_DN42125_c0_g5GAX75725.1hypothetical protein CEUSTIGMA_g3168.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.70 0.00

TRINITY_DN44834_c0_g4GAX76989.1hypothetical protein CEUSTIGMA_g4436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.70 0.00

TRINITY_DN47530_c0_g2KXZ48970.1hypothetical protein GPECTOR_24g260 [Gonium pectorale]Gonium_pectorale 79.70 0.00

TRINITY_DN50178_c0_g1XP_002952928.1hypothetical protein VOLCADRAFT_82034 [Volvox carteri f. nagariensis]Volvox_carteri 79.70 0.00

TRINITY_DN51475_c1_g3KXZ55462.1hypothetical protein GPECTOR_2g1011 [Gonium pectorale]Gonium_pectorale 79.70 0.00

TRINITY_DN52290_c1_g1XP_008659246.1pre-mRNA-processing-splicing factor 8A [Zea mays]Zea_mays 79.70 0

TRINITY_DN27479_c0_g2YP_001315124.1NADH dehydrogenase subunit 7 [Chlorokybus atmophyticus]Chlorokybus_atmophyticus 79.60 0.00

TRINITY_DN38821_c0_g7KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 79.60 0.00

TRINITY_DN39212_c1_g4XP_001693118.1malate dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.60 0.00

TRINITY_DN40067_c0_g6OAE31443.1hypothetical protein AXG93_725s1330 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 79.60 0.00

TRINITY_DN41190_c1_g2KXZ48406.1hypothetical protein GPECTOR_28g813 [Gonium pectorale]Gonium_pectorale 79.60 0.00

TRINITY_DN43157_c0_g3GAX78857.1hypothetical protein CEUSTIGMA_g6295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.60 0.00

TRINITY_DN46234_c0_g1GBF94743.130S ribosomal protein chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 79.60 0.00

TRINITY_DN46802_c1_g1GAX83019.1hypothetical protein CEUSTIGMA_g10446.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.60 0.00

TRINITY_DN47206_c0_g3XP_002952409.1hypothetical protein VOLCADRAFT_81811 [Volvox carteri f. nagariensis]Volvox_carteri 79.60 0.00

TRINITY_DN48640_c1_g1GAX75935.1hypothetical protein CEUSTIGMA_g3378.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.60 0

TRINITY_DN49934_c0_g6GBG71017.1hypothetical protein CBR_g8315 [Chara braunii]Chara_braunii 79.60 0.00

TRINITY_DN50535_c0_g2GAX83687.1hypothetical protein CEUSTIGMA_g11112.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.60 0.00

TRINITY_DN52503_c0_g2GAX86447.1hypothetical protein CEUSTIGMA_g13857.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.60 0.00

TRINITY_DN15580_c0_g2ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 79.50 0.00

TRINITY_DN24491_c0_g1PIA35750.1hypothetical protein AQUCO_03500242v1 [Aquilegia coerulea]Aquilegia_coerulea 79.50 0.00

TRINITY_DN32114_c0_g1PIN24594.1NADH dehydrogenase [Handroanthus impetiginosus]Handroanthus_impetiginosus 79.50 0.00

TRINITY_DN34688_c0_g8OAE23898.1hypothetical protein AXG93_1217s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 79.50 0.00

TRINITY_DN37852_c0_g4XP_002957445.1hypothetical protein VOLCADRAFT_107661 [Volvox carteri f. nagariensis]Volvox_carteri 79.50 0.00

TRINITY_DN38492_c0_g2PSC75329.1low-CO2-inducible chloroplast envelope [Micractinium conductrix]Micractinium_conductrix 79.50 0.00

TRINITY_DN39628_c2_g2BAJ95666.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 79.50 0.00

TRINITY_DN40856_c3_g3GAX76347.1hypothetical protein CEUSTIGMA_g3793.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.50 0.00

TRINITY_DN42001_c0_g1GAX78781.1hypothetical protein CEUSTIGMA_g6218.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.50 0.00

TRINITY_DN42338_c0_g4KXZ49208.1hypothetical protein GPECTOR_22g798 [Gonium pectorale]Gonium_pectorale 79.50 0.00

TRINITY_DN43417_c0_g3XP_002949397.1hypothetical protein VOLCADRAFT_89823 [Volvox carteri f. nagariensis]Volvox_carteri 79.50 0.00

TRINITY_DN45088_c0_g1KXZ54319.1hypothetical protein GPECTOR_5g402 [Gonium pectorale]Gonium_pectorale 79.50 0.00

TRINITY_DN46721_c0_g1PRW39251.1SWR1 complex subunit 6 [Chlorella sorokiniana]Chlorella_sorokiniana 79.50 0.00

TRINITY_DN47840_c0_g1XP_021669737.1nuclear transcription factor Y subunit B-2-like [Hevea brasiliensis]Hevea_brasiliensis 79.50 0.00

TRINITY_DN4873_c0_g2PIN24594.1NADH dehydrogenase [Handroanthus impetiginosus]Handroanthus_impetiginosus 79.50 0.00

TRINITY_DN48802_c0_g2GAX82694.1hypothetical protein CEUSTIGMA_g10120.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.50 0.00

TRINITY_DN49498_c0_g5ABS85544.1cyclophilin [Triticum aestivum]Triticum_aestivum 79.50 0.00

TRINITY_DN50563_c0_g4KXZ45141.1TTL8 protein [Gonium pectorale]Gonium_pectorale 79.50 0.00

TRINITY_DN52921_c0_g1XP_024374687.160S ribosomal protein L30 [Physcomitrella patens]Physcomitrella_patens 79.50 0.00

TRINITY_DN3406_c0_g1RWW91253.1hypothetical protein BHE74_00000158 [Ensete ventricosum]Ensete_ventricosum 79.40 0.00

TRINITY_DN34129_c0_g1PNH12424.1putative pre-mRNA-splicing factor ATP-dependent RNA helicase [Tetrabaena socialis]Tetrabaena_socialis 79.40 0.00

TRINITY_DN34688_c0_g5XP_024383541.140S ribosomal protein S2-like [Physcomitrella patens]Physcomitrella_patens 79.40 0.00

TRINITY_DN36996_c0_g1OAE34837.1hypothetical protein AXG93_2528s2050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 79.40 0.00

TRINITY_DN37857_c1_g2XP_002955411.1DEAD-box RNA helicase, ATP-dependent [Volvox carteri f. nagariensis]Volvox_carteri 79.40 0.00

TRINITY_DN41224_c0_g4GAQ92208.1Serine/threonine specific protein phosphatase PP1 catalytic subunit [Klebsormidium nitens]Klebsormidium_nitens 79.40 0.00

TRINITY_DN41655_c0_g3GAX79434.1hypothetical protein CEUSTIGMA_g6875.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.40 0.00

TRINITY_DN42302_c0_g3XP_002954480.1hypothetical protein VOLCADRAFT_64899 [Volvox carteri f. nagariensis]Volvox_carteri 79.40 0.00

TRINITY_DN45847_c0_g1GAX82758.1hypothetical protein CEUSTIGMA_g10184.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.40 0.00

TRINITY_DN48343_c1_g1XP_002953924.1hypothetical protein VOLCADRAFT_106187 [Volvox carteri f. nagariensis]Volvox_carteri 79.40 0.00

TRINITY_DN48378_c1_g4PNW87397.1hypothetical protein CHLRE_02g147302v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.40 0.00

TRINITY_DN6384_c0_g1XP_002968995.140S ribosomal protein S28 [Selaginella moellendorffii]Selaginella_moellendorffii 79.40 0.00

TRINITY_DN6384_c0_g2XP_002968995.140S ribosomal protein S28 [Selaginella moellendorffii]Selaginella_moellendorffii 79.40 0.00

TRINITY_DN28825_c1_g1XP_009409212.1PREDICTED: 40S ribosomal protein S15-like [Musa acuminata subsp. malaccensis]Musa_acuminata 79.30 0.00

TRINITY_DN37698_c1_g2XP_002949433.1hypothetical protein VOLCADRAFT_89887 [Volvox carteri f. nagariensis]Volvox_carteri 79.30 0.00

TRINITY_DN37878_c0_g2KVH92798.1NADH:ubiquinone oxidoreductase, 51kDa subunit [Cynara cardunculus var. scolymus]Cynara_cardunculus 79.30 0.00

TRINITY_DN39088_c0_g3KCW53915.1hypothetical protein EUGRSUZ_J03127 [Eucalyptus grandis]Eucalyptus_grandis 79.30 0.00

TRINITY_DN40047_c1_g3XP_002954301.1hypothetical protein VOLCADRAFT_106317 [Volvox carteri f. nagariensis]Volvox_carteri 79.30 0.00

TRINITY_DN43339_c0_g4GAX85658.1hypothetical protein CEUSTIGMA_g13073.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.30 0.00

TRINITY_DN50900_c2_g2KXZ56801.1METE protein [Gonium pectorale]Gonium_pectorale 79.30 0.00



TRINITY_DN9134_c0_g1XP_013904599.1Dynein heavy chain 1, axonemal [Monoraphidium neglectum]Monoraphidium_neglectum 79.30 0.00

TRINITY_DN37023_c0_g7GAX76248.1hypothetical protein CEUSTIGMA_g3692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.20 0.00

TRINITY_DN37357_c1_g5GAX83059.1hypothetical protein CEUSTIGMA_g10485.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.20 0.00

TRINITY_DN39047_c0_g2EPS62189.1hypothetical protein M569_12604 [Genlisea aurea]Genlisea_aurea 79.20 0.00

TRINITY_DN40123_c2_g1KXZ47922.1hypothetical protein GPECTOR_32g535 [Gonium pectorale]Gonium_pectorale 79.20 0.00

TRINITY_DN40281_c1_g3GBF91177.1sulfur stress regulator [Raphidocelis subcapitata]Raphidocelis_subcapitata 79.20 0.00

TRINITY_DN41913_c0_g1XP_009413469.1PREDICTED: 26S protease regulatory subunit 7A-like [Musa acuminata subsp. malaccensis]Musa_acuminata 79.20 0.00

TRINITY_DN42742_c0_g1XP_013906154.150S ribosomal protein L11 [Monoraphidium neglectum]Monoraphidium_neglectum 79.20 0.00

TRINITY_DN44067_c0_g5XP_001699708.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.20 0.00

TRINITY_DN44179_c1_g1GAX78330.1hypothetical protein CEUSTIGMA_g5772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.20 0.00

TRINITY_DN46089_c0_g3KXZ56144.1hypothetical protein GPECTOR_1g122 [Gonium pectorale]Gonium_pectorale 79.20 0.00

TRINITY_DN46942_c0_g7XP_023514068.160S ribosomal protein L29-1-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 79.20 0.00

TRINITY_DN46942_c0_g9XP_023514068.160S ribosomal protein L29-1-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 79.20 0.00

TRINITY_DN48822_c1_g5GBG78442.1hypothetical protein CBR_g26471 [Chara braunii]Chara_braunii 79.20 0.00

TRINITY_DN49694_c2_g1GAX81867.1hypothetical protein CEUSTIGMA_g9295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.20 0.00

TRINITY_DN50086_c0_g2XP_001700103.1GTP binding protein TypA [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.20 0.00

TRINITY_DN52307_c1_g1XP_001697322.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.20 0.00

TRINITY_DN24491_c0_g3PIA35750.1hypothetical protein AQUCO_03500242v1 [Aquilegia coerulea]Aquilegia_coerulea 79.10 0.00

TRINITY_DN35033_c0_g1BAK02186.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 79.10 0

TRINITY_DN35606_c1_g8BAJ95666.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 79.10 0.00

TRINITY_DN37542_c1_g4PNH06971.1hypothetical protein TSOC_006612, partial [Tetrabaena socialis]Tetrabaena_socialis 79.10 0.00

TRINITY_DN37759_c0_g1XP_002957249.1hypothetical protein VOLCADRAFT_77509 [Volvox carteri f. nagariensis]Volvox_carteri 79.10 0.00

TRINITY_DN38233_c0_g1RYR67197.1hypothetical protein Ahy_A03g013506 isoform A [Arachis hypogaea]Arachis_hypogaea 79.10 0.00

TRINITY_DN39331_c0_g2PNW81810.1hypothetical protein CHLRE_06g261150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.10 0.00

TRINITY_DN39659_c0_g1XP_001695517.1ribosomal protein L32 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.10 0.00

TRINITY_DN45894_c0_g5GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.10 0

TRINITY_DN50762_c0_g1GAX73602.1hypothetical protein CEUSTIGMA_g1053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.10 0.00

TRINITY_DN24616_c0_g1XP_011100219.1eukaryotic translation initiation factor 6-2 [Sesamum indicum]Sesamum_indicum 79.00 0.00

TRINITY_DN40309_c0_g4GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.00 0.00

TRINITY_DN41147_c0_g8GAX78398.1hypothetical protein CEUSTIGMA_g5840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.00 0.00

TRINITY_DN45104_c0_g2GAX73034.1hypothetical protein CEUSTIGMA_g486.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 79.00 0.00

TRINITY_DN46840_c0_g8XP_009348142.1PREDICTED: serine/threonine-protein phosphatase PP1 isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 79.00 0.00

TRINITY_DN47931_c1_g1XP_001699770.1protein disulfide isomerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 79.00 0.00

TRINITY_DN50676_c0_g4KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 79.00 0.00

TRINITY_DN37036_c0_g6XP_002947450.1hypothetical protein VOLCADRAFT_79605 [Volvox carteri f. nagariensis]Volvox_carteri 78.90 0.00

TRINITY_DN38054_c0_g1KXZ47306.1hypothetical protein GPECTOR_36g31 [Gonium pectorale]Gonium_pectorale 78.90 0.00

TRINITY_DN39047_c0_g1XP_011024999.1PREDICTED: 40S ribosomal protein S15a-like isoform X1 [Populus euphratica]Populus_euphratica 78.90 0.00

TRINITY_DN39789_c1_g1PNH07272.1Threonine synthase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 78.90 0.00

TRINITY_DN40208_c0_g3GAX86360.1hypothetical protein CEUSTIGMA_g13772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.90 0.00

TRINITY_DN42673_c2_g4XP_013896053.1cysteinyl-tRNA synthetase [Monoraphidium neglectum]Monoraphidium_neglectum 78.90 0.00

TRINITY_DN43666_c0_g7KXZ47943.1hypothetical protein GPECTOR_31g305 [Gonium pectorale]Gonium_pectorale 78.90 0.00

TRINITY_DN44764_c0_g2GAX73857.1hypothetical protein CEUSTIGMA_g1307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.90 0.00

TRINITY_DN46982_c0_g2AEL29575.1chloroplast rubisco activase [Auxenochlorella pyrenoidosa]Auxenochlorella_pyrenoidosa 78.90 0.00

TRINITY_DN47864_c0_g3PNH02167.1Erythronolide synthase, modules 3 and 4, partial [Tetrabaena socialis]Tetrabaena_socialis 78.90 0.00

TRINITY_DN47960_c2_g1XP_001692717.1flagellar inner arm dynein 1 heavy chain beta [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.90 0.00

TRINITY_DN48217_c0_g1GAX74694.1hypothetical protein CEUSTIGMA_g2142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.90 0.00

TRINITY_DN48417_c1_g4GBF98195.1hypothetical protein Rsub_10695 [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.90 0.00

TRINITY_DN49053_c0_g2XP_002951960.1hypothetical protein VOLCADRAFT_109150 [Volvox carteri f. nagariensis]Volvox_carteri 78.90 0.00

TRINITY_DN50192_c0_g1KXZ42111.1hypothetical protein GPECTOR_202g373 [Gonium pectorale]Gonium_pectorale 78.90 0.00

TRINITY_DN50249_c0_g2GAX77714.1hypothetical protein CEUSTIGMA_g5157.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.90 0.00

TRINITY_DN52485_c2_g1KXZ46923.1hypothetical protein GPECTOR_39g417 [Gonium pectorale]Gonium_pectorale 78.90 0.00

TRINITY_DN1291_c0_g1GAX82230.1hypothetical protein CEUSTIGMA_g9658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.80 0.00

TRINITY_DN34070_c0_g1PIA34555.1hypothetical protein AQUCO_03700087v1 [Aquilegia coerulea]Aquilegia_coerulea 78.80 0.00

TRINITY_DN35568_c0_g1XP_019187988.1PREDICTED: non-specific lipid-transfer protein-like [Ipomoea nil]Ipomoea_nil 78.80 0.00

TRINITY_DN37366_c0_g1GAX75061.1hypothetical protein CEUSTIGMA_g2505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.80 0.00

TRINITY_DN39581_c1_g1KXZ44647.1hypothetical protein GPECTOR_64g141 [Gonium pectorale]Gonium_pectorale 78.80 0.00

TRINITY_DN40347_c0_g1PRW33852.1peptidyl-prolyl cis-trans isomerase FKBP16- chloroplastic isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 78.80 0.00

TRINITY_DN41877_c1_g3GAX75478.1hypothetical protein CEUSTIGMA_g2921.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.80 0

TRINITY_DN42695_c0_g1YP_009463675.1hypothetical protein SG3EUKT975853.1 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 78.80 0.00

TRINITY_DN42968_c0_g6AAL87738.1chlorophyll a/b-binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.80 0.00

TRINITY_DN43745_c0_g3XP_003055348.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 78.80 0.00

TRINITY_DN45050_c0_g11XP_007511013.160S ribosomal protein L39 [Bathycoccus prasinos]Bathycoccus_prasinos 78.80 0.00

TRINITY_DN48117_c1_g2GAX82851.1hypothetical protein CEUSTIGMA_g10277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.80 0.00

TRINITY_DN50168_c0_g7KXZ43316.1hypothetical protein GPECTOR_94g638 [Gonium pectorale]Gonium_pectorale 78.80 0.00

TRINITY_DN52015_c2_g4XP_001702296.1aminotransferase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.80 0.00

TRINITY_DN34696_c1_g4XP_002955353.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 78.70 0.00



TRINITY_DN35780_c0_g12ACN36139.1unknown [Zea mays]Zea_mays 78.70 0.00

TRINITY_DN35843_c0_g1ASL24776.1mitochondrial ATP synthase subunit 9 [Allium cepa]Allium_cepa 78.70 0.00

TRINITY_DN39088_c0_g5XP_001421920.1Heat Shock Protein 70, cytosolic [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 78.70 0.00

TRINITY_DN40388_c0_g1XP_002952142.1hypothetical protein VOLCADRAFT_109155 [Volvox carteri f. nagariensis]Volvox_carteri 78.70 0.00

TRINITY_DN41224_c0_g2BAJ85104.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.70 0.00

TRINITY_DN43967_c0_g5XP_004294254.1PREDICTED: zinc finger CCCH domain-containing protein 25 [Fragaria vesca subsp. vesca]Fragaria_vesca 78.70 0.00

TRINITY_DN46074_c1_g1PNH04559.1Riboflavin biosynthesis protein ribBA, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 78.70 0.00

TRINITY_DN46622_c0_g3XP_002948592.1hypothetical protein VOLCADRAFT_103925 [Volvox carteri f. nagariensis]Volvox_carteri 78.70 0.00

TRINITY_DN47222_c0_g1PNW79317.1hypothetical protein CHLRE_09g410650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.70 0.00

TRINITY_DN50572_c0_g3KXZ43852.1hypothetical protein GPECTOR_79g131 [Gonium pectorale]Gonium_pectorale 78.70 0.00

TRINITY_DN51172_c1_g1KXZ55916.1hypothetical protein GPECTOR_2g1467 [Gonium pectorale]Gonium_pectorale 78.70 0.00

TRINITY_DN51876_c0_g3GAX81647.1hypothetical protein CEUSTIGMA_g9075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.70 0.00

TRINITY_DN52421_c1_g3GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.70 0.00

TRINITY_DN35752_c0_g1XP_001691804.1clp protease adaptor protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.60 0.00

TRINITY_DN36588_c0_g3KRH17766.1hypothetical protein GLYMA_13G013900 [Glycine max]Glycine_max 78.60 0.00

TRINITY_DN38194_c0_g4BAJ96063.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.60 0.00

TRINITY_DN39278_c0_g3GBF99376.13-hydroxybutyrate dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.60 0.00

TRINITY_DN39644_c1_g2ABD37908.1light-harvesting chlorophyll-a/b binding protein Lhca6, partial [Chlamydomonas incerta]Chlamydomonas_incerta 78.60 0.00

TRINITY_DN41455_c0_g1GAX75404.1hypothetical protein CEUSTIGMA_g2848.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.60 0.00

TRINITY_DN42418_c0_g2AQK44205.1Protein FATTY ACID EXPORT 1 chloroplastic [Zea mays]Zea_mays 78.60 0.00

TRINITY_DN44540_c0_g3XP_002954400.1hypothetical protein VOLCADRAFT_102189 [Volvox carteri f. nagariensis]Volvox_carteri 78.60 0.00

TRINITY_DN45037_c1_g1GAX75865.1hypothetical protein CEUSTIGMA_g3308.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.60 0.00

TRINITY_DN45424_c0_g2XP_002946608.1hypothetical protein VOLCADRAFT_103027 [Volvox carteri f. nagariensis]Volvox_carteri 78.60 0.00

TRINITY_DN46088_c0_g5OEL38974.1Cell division control protein 48-like protein E [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 78.60 0

TRINITY_DN46479_c0_g1XP_002957433.1hypothetical protein VOLCADRAFT_107688 [Volvox carteri f. nagariensis]Volvox_carteri 78.60 0

TRINITY_DN47296_c1_g3XP_002958088.1adenylate kinase [Volvox carteri f. nagariensis]Volvox_carteri 78.60 0.00

TRINITY_DN48750_c1_g5XP_001689978.1oligoendopeptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.60 0.00

TRINITY_DN49498_c0_g2XP_002507839.1predicted protein [Micromonas commoda]Micromonas_commoda 78.60 0.00

TRINITY_DN49934_c0_g1GBG71017.1hypothetical protein CBR_g8315 [Chara braunii]Chara_braunii 78.60 0.00

TRINITY_DN50482_c0_g1XP_002949637.1hypothetical protein VOLCADRAFT_59582 [Volvox carteri f. nagariensis]Volvox_carteri 78.60 0

TRINITY_DN38547_c0_g1KXZ47461.1hypothetical protein GPECTOR_35g899 [Gonium pectorale]Gonium_pectorale 78.50 0.00

TRINITY_DN41038_c1_g3PNH08757.1Carbon catabolite repressor protein 4 1 [Tetrabaena socialis]Tetrabaena_socialis 78.50 0.00

TRINITY_DN47231_c1_g5KXZ55156.1hypothetical protein GPECTOR_3g304 [Gonium pectorale]Gonium_pectorale 78.50 0.00

TRINITY_DN48098_c0_g1XP_001691581.1succinate-coa ligase beta chain [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.50 0.00

TRINITY_DN48185_c0_g7RLM73801.1nudix hydrolase 13, mitochondrial-like [Panicum miliaceum]Panicum_miliaceum 78.50 0.00

TRINITY_DN49606_c0_g3XP_015584307.1LOW QUALITY PROTEIN: hybrid signal transduction histidine kinase J-like, partial [Ricinus communis]Ricinus_communis 78.50 0.00

TRINITY_DN51440_c0_g1XP_002957070.1ATP synthase, subunit D, chloroplast precursor [Volvox carteri f. nagariensis]Volvox_carteri 78.50 0.00

TRINITY_DN51888_c0_g1GAX81005.1hypothetical protein CEUSTIGMA_g8440.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.50 0.00

TRINITY_DN20723_c0_g1AAO86687.1long flagella protein LF4 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.40 0.00

TRINITY_DN2863_c0_g1GAX83344.1hypothetical protein CEUSTIGMA_g10769.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN39235_c0_g1GAX79915.1hypothetical protein CEUSTIGMA_g7355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN41591_c0_g6KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 78.40 0.00

TRINITY_DN43526_c0_g4VDC60402.1unnamed protein product [Brassica rapa]Brassica_rapa 78.40 0.00

TRINITY_DN44728_c0_g4XP_013896126.1FK506-binding protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 78.40 0.00

TRINITY_DN45069_c1_g4GAX74908.1hypothetical protein CEUSTIGMA_g2354.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN46125_c0_g11XP_002947102.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 78.40 0.00

TRINITY_DN48156_c1_g2GAX79432.1hypothetical protein CEUSTIGMA_g6873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN48654_c0_g1XP_003058844.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 78.40 0.00

TRINITY_DN49794_c1_g2PNH06570.1Succinate/fumarate mitochondrial transporter [Tetrabaena socialis]Tetrabaena_socialis 78.40 0.00

TRINITY_DN50574_c1_g1GBG00160.1hypothetical protein Rsub_12979 [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.40 0.00

TRINITY_DN50733_c0_g2GAX79381.1hypothetical protein CEUSTIGMA_g6823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN52176_c1_g2GAX80055.1hypothetical protein CEUSTIGMA_g7494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN52561_c0_g3GAX84077.1hypothetical protein CEUSTIGMA_g11501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.40 0.00

TRINITY_DN12539_c0_g1XP_019154567.1PREDICTED: uncharacterized protein LOC109151107 [Ipomoea nil]Ipomoea_nil 78.30 0.00

TRINITY_DN38910_c2_g2GAX85754.1hypothetical protein CEUSTIGMA_g13169.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.30 0.00

TRINITY_DN39072_c1_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 78.30 0.00

TRINITY_DN39078_c0_g4Q6QJE2.1RecName: Full=Sulfate permease 2, chloroplastic; Flags: PrecursorChlamydomonas_reinhardtii 78.30 0.00

TRINITY_DN40445_c0_g6XP_001700741.1dynein heavy chain 6 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.30 0.00

TRINITY_DN42150_c0_g1GBF96918.1hypothetical protein Rsub_08998 [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.30 0.00

TRINITY_DN43411_c1_g1GBF99581.1glyceraldehyde-3-phosphate dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.30 0.00

TRINITY_DN43478_c0_g8RWR95240.126S proteasome regulatory particle triple-A ATPase protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 78.30 0.00

TRINITY_DN43627_c1_g1PSC73574.1SRSF kinase isoform B [Micractinium conductrix]Micractinium_conductrix 78.30 0.00

TRINITY_DN44717_c0_g1XP_001695808.1mitochondrial substrate carrier protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.30 0.00

TRINITY_DN45136_c0_g1XP_003056818.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 78.30 0.00

TRINITY_DN45546_c0_g2GAX77720.1hypothetical protein CEUSTIGMA_g5163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.30 0.00

TRINITY_DN45804_c1_g7XP_003061330.1central pair protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 78.30 0.00



TRINITY_DN48222_c0_g2GBF89622.1ubiquitin-like domain-containing CTD phosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.30 0.00

TRINITY_DN48863_c0_g1GAX74927.1hypothetical protein CEUSTIGMA_g2373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.30 0.00

TRINITY_DN51782_c0_g1KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 78.30 0.00

TRINITY_DN31471_c0_g2XP_019460678.1PREDICTED: myb-related protein A-like isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 78.20 0.00

TRINITY_DN37246_c1_g1PNW78157.1hypothetical protein CHLRE_10g466350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN39036_c1_g4GBF93361.1hypothetical protein Rsub_06399 [Raphidocelis subcapitata]Raphidocelis_subcapitata 78.20 0.00

TRINITY_DN40872_c0_g2OWM63623.1hypothetical protein CDL15_Pgr008166 [Punica granatum]Punica_granatum 78.20 0

TRINITY_DN41010_c1_g5PNW70220.1hypothetical protein CHLRE_17g710850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN41277_c1_g2XP_001699523.1phosphoglycerate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN41551_c0_g2GAX72553.1hypothetical protein CEUSTIGMA_g9.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.20 0.00

TRINITY_DN41795_c1_g1ADB65765.1oligosaccharyl transferase [Dunaliella salina]Dunaliella_salina 78.20 0.00

TRINITY_DN41928_c2_g3GAX82698.1hypothetical protein CEUSTIGMA_g10124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.20 0.00

TRINITY_DN42431_c1_g8GAX81185.1hypothetical protein CEUSTIGMA_g8618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.20 0.00

TRINITY_DN46956_c0_g3PNW77006.1hypothetical protein CHLRE_10g418500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN47522_c0_g2XP_001700318.1fructose-1,6-bisphosphate aldolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN48169_c0_g1KXZ47681.1hypothetical protein GPECTOR_33g563 [Gonium pectorale]Gonium_pectorale 78.20 0.00

TRINITY_DN48468_c0_g2KXZ53516.1hypothetical protein GPECTOR_7g966 [Gonium pectorale]Gonium_pectorale 78.20 0.00

TRINITY_DN48896_c1_g4PNH08514.1hypothetical protein TSOC_004914 [Tetrabaena socialis]Tetrabaena_socialis 78.20 0.00

TRINITY_DN49691_c1_g1XP_013891754.1Ribulose bisphosphate carboxylase/oxygenaseactivase [Monoraphidium neglectum]Monoraphidium_neglectum 78.20 0.00

TRINITY_DN49944_c0_g1XP_001696650.1eukaryotic initiation factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.20 0.00

TRINITY_DN52087_c1_g1XP_005647003.1topoisomerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 78.20 0.00

TRINITY_DN37296_c0_g1GAQ92572.1catalase [Klebsormidium nitens]Klebsormidium_nitens 78.10 0.00

TRINITY_DN37921_c0_g1KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 78.10 0.00

TRINITY_DN38634_c1_g3XP_002949323.1R-SNARE, Sec22-family [Volvox carteri f. nagariensis]Volvox_carteri 78.10 0.00

TRINITY_DN39836_c0_g1GAX78066.1hypothetical protein CEUSTIGMA_g5508.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.10 0.00

TRINITY_DN41136_c1_g9GAX85074.1hypothetical protein CEUSTIGMA_g12494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.10 0.00

TRINITY_DN42328_c0_g2XP_002959233.1hypothetical protein VOLCADRAFT_100644 [Volvox carteri f. nagariensis]Volvox_carteri 78.10 0.00

TRINITY_DN42469_c0_g3KXZ56723.1hypothetical protein GPECTOR_1g651 [Gonium pectorale]Gonium_pectorale 78.10 0.00

TRINITY_DN43986_c1_g4XP_024385819.1ferritin-3, chloroplastic-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 78.10 0.00

TRINITY_DN51579_c0_g3XP_013906383.1tyramine oxidase [Monoraphidium neglectum]Monoraphidium_neglectum 78.10 0.00

TRINITY_DN15400_c0_g1BAJ96199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.00 0.00

TRINITY_DN22759_c0_g1BAJ95967.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.00 0.00

TRINITY_DN22759_c0_g2BAJ95967.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.00 0.00

TRINITY_DN34688_c0_g1XP_024363881.140S ribosomal protein S2-like [Physcomitrella patens]Physcomitrella_patens 78.00 0.00

TRINITY_DN34688_c0_g2XP_024363881.140S ribosomal protein S2-like [Physcomitrella patens]Physcomitrella_patens 78.00 0.00

TRINITY_DN35505_c0_g1XP_002952832.1hypothetical protein VOLCADRAFT_118188 [Volvox carteri f. nagariensis]Volvox_carteri 78.00 0.00

TRINITY_DN36675_c0_g5BAJ93795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 78.00 0.00

TRINITY_DN38007_c0_g6PRW57838.1ubiquitin-conjugating enzyme E2 1-like [Chlorella sorokiniana]Chlorella_sorokiniana 78.00 0.00

TRINITY_DN38181_c0_g8XP_001701966.1intraflagellar transport particle protein 20 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.00 0.00

TRINITY_DN39597_c0_g2GAX76941.1hypothetical protein CEUSTIGMA_g4388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.00 0.00

TRINITY_DN39664_c1_g6GAX76713.1hypothetical protein CEUSTIGMA_g4159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.00 0.00

TRINITY_DN39878_c1_g3XP_001690054.1COP9 signalosome subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.00 0.00

TRINITY_DN41103_c1_g2XP_001703167.1malate dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.00 0.00

TRINITY_DN41522_c1_g1XP_002954630.1target of rapamycin, growth-regulatory PI3K-like protein kinase [Volvox carteri f. nagariensis]Volvox_carteri 78.00 0.00

TRINITY_DN42221_c0_g4XP_019158390.1PREDICTED: succinate--CoA ligase [ADP-forming] subunit alpha-2, mitochondrial [Ipomoea nil]Ipomoea_nil 78.00 0.00

TRINITY_DN42508_c1_g6GAX83720.1hypothetical protein CEUSTIGMA_g11145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 78.00 0.00

TRINITY_DN44311_c0_g1XP_001693817.1ser/thr kinase, ABC1 family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 78.00 0.00

TRINITY_DN47278_c0_g4XP_002946621.1serine hydroxymethyltransferase [Volvox carteri f. nagariensis]Volvox_carteri 78.00 0.00

TRINITY_DN48675_c0_g1XP_011079384.1heat shock 70 kDa protein [Sesamum indicum]Sesamum_indicum 78.00 0.00

TRINITY_DN51957_c0_g1KXZ56136.1hypothetical protein GPECTOR_1g115 [Gonium pectorale]Gonium_pectorale 78.00 0.00

TRINITY_DN19960_c0_g1ACN31538.1unknown [Zea mays]Zea_mays 77.90 0.00

TRINITY_DN39751_c1_g4GAX72816.1hypothetical protein CEUSTIGMA_g271.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.90 0.00

TRINITY_DN39838_c1_g4PNW79053.1hypothetical protein CHLRE_09g399067v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.90 0.00

TRINITY_DN43739_c1_g1GAX84862.1hypothetical protein CEUSTIGMA_g12283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.90 0.00

TRINITY_DN44092_c0_g4XP_001698380.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.90 0.00

TRINITY_DN45630_c0_g3XP_001699677.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.90 0.00

TRINITY_DN47049_c1_g9GBF89693.1PKHD-type hydroxylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 77.90 0.00

TRINITY_DN47055_c0_g4GAX77355.1hypothetical protein CEUSTIGMA_g4801.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.90 0.00

TRINITY_DN47454_c0_g6XP_013896498.1ATP synthase, H+ transporting [Monoraphidium neglectum]Monoraphidium_neglectum 77.90 0.00

TRINITY_DN51139_c1_g4XP_001698456.1serine acetyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.90 0.00

TRINITY_DN52250_c1_g4KXZ56933.1hypothetical protein GPECTOR_1g841 [Gonium pectorale]Gonium_pectorale 77.90 0.00

TRINITY_DN52346_c3_g1XP_013904599.1Dynein heavy chain 1, axonemal [Monoraphidium neglectum]Monoraphidium_neglectum 77.90 0.00

TRINITY_DN12436_c0_g2XP_022966636.1uncharacterized protein LOC111466261 isoform X2 [Cucurbita maxima]Cucurbita_maxima 77.80 0.00

TRINITY_DN36629_c0_g1XP_002949555.1hypothetical protein VOLCADRAFT_85348 [Volvox carteri f. nagariensis]Volvox_carteri 77.80 0.00

TRINITY_DN36986_c0_g9XP_013903039.1putative DnaJ subfamily C member 2 [Monoraphidium neglectum]Monoraphidium_neglectum 77.80 0.00

TRINITY_DN38424_c1_g1KXZ52281.1hypothetical protein GPECTOR_10g913 [Gonium pectorale]Gonium_pectorale 77.80 0.00



TRINITY_DN40031_c0_g3ERN00141.1hypothetical protein AMTR_s00111p00023340 [Amborella trichopoda]Amborella_trichopoda 77.80 0.00

TRINITY_DN40798_c0_g1XP_003056683.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 77.80 0.00

TRINITY_DN41906_c0_g2XP_001695959.1adenosine 5'-phosphosulfate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.80 0.00

TRINITY_DN42076_c0_g4KXZ49415.1hypothetical protein GPECTOR_21g641 [Gonium pectorale]Gonium_pectorale 77.80 0.00

TRINITY_DN42356_c0_g4KXZ53829.1hypothetical protein GPECTOR_6g747 [Gonium pectorale]Gonium_pectorale 77.80 0.00

TRINITY_DN42649_c1_g3GAX74205.1hypothetical protein CEUSTIGMA_g1654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.80 0.00

TRINITY_DN43483_c0_g3GAX77476.1hypothetical protein CEUSTIGMA_g4920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.80 0.00

TRINITY_DN44165_c0_g6XP_001695953.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.80 0.00

TRINITY_DN44663_c1_g1XP_002946478.1hypothetical protein VOLCADRAFT_116069 [Volvox carteri f. nagariensis]Volvox_carteri 77.80 0.00

TRINITY_DN45900_c1_g6XP_002948588.1hypothetical protein VOLCADRAFT_116855 [Volvox carteri f. nagariensis]Volvox_carteri 77.80 0.00

TRINITY_DN46551_c0_g4XP_002501600.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 77.80 0.00

TRINITY_DN46840_c0_g10XP_020269776.1serine/threonine-protein phosphatase PP1-like isoform X2 [Asparagus officinalis]Asparagus_officinalis 77.80 0.00

TRINITY_DN48248_c1_g1XP_013892411.1hypothetical protein MNEG_14571 [Monoraphidium neglectum]Monoraphidium_neglectum 77.80 0.00

TRINITY_DN49985_c0_g2PNW75221.1hypothetical protein CHLRE_12g517900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.80 0

TRINITY_DN50790_c0_g5XP_002958173.1hypothetical protein VOLCADRAFT_77841 [Volvox carteri f. nagariensis]Volvox_carteri 77.80 0.00

TRINITY_DN51489_c2_g1XP_001701721.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.80 0.00

TRINITY_DN51492_c1_g2PNW70802.1hypothetical protein CHLRE_17g734548v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.80 0.00

TRINITY_DN39477_c0_g2PNW86325.1hypothetical protein CHLRE_02g082050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.70 0.00

TRINITY_DN46840_c0_g2XP_023871552.1serine/threonine-protein phosphatase PP1 isoform X1 [Quercus suber]Quercus_suber 77.70 0.00

TRINITY_DN47119_c0_g3XP_002958137.1hypothetical protein VOLCADRAFT_77822 [Volvox carteri f. nagariensis]Volvox_carteri 77.70 0.00

TRINITY_DN47540_c0_g2PNW86884.1hypothetical protein CHLRE_02g099850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.70 0.00

TRINITY_DN48082_c0_g3XP_001689663.1chloroplast glycerolipid omega-3-fatty acid desaturase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.70 0.00

TRINITY_DN50472_c1_g1AGC12987.1long flagella protein 5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.70 0.00

TRINITY_DN52200_c0_g4XP_001702021.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.70 0

TRINITY_DN52421_c1_g2XP_002949442.1dynein heavy chain 8 [Volvox carteri f. nagariensis]Volvox_carteri 77.70 0.00

TRINITY_DN13763_c0_g1XP_023901654.1eukaryotic peptide chain release factor GTP-binding subunit-like [Quercus suber]Quercus_suber 77.60 0.00

TRINITY_DN34310_c0_g1XP_003054987.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 77.60 0.00

TRINITY_DN36449_c1_g1GAV64434.1ubiquitin domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 77.60 0.00

TRINITY_DN39007_c0_g4GAX83993.1hypothetical protein CEUSTIGMA_g11418.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.60 0.00

TRINITY_DN40031_c0_g2XP_018819255.1PREDICTED: 60S ribosomal protein L15-1-like [Juglans regia]Juglans_regia 77.60 0.00

TRINITY_DN45024_c1_g1XP_013903992.1small rab-related GTPase [Monoraphidium neglectum]Monoraphidium_neglectum 77.60 0.00

TRINITY_DN46797_c0_g1GAX81195.1hypothetical protein CEUSTIGMA_g8628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.60 0.00

TRINITY_DN49094_c2_g1XP_002948055.1hypothetical protein VOLCADRAFT_79930 [Volvox carteri f. nagariensis]Volvox_carteri 77.60 0.00

TRINITY_DN51090_c0_g2GAX85083.1hypothetical protein CEUSTIGMA_g12503.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.60 0

TRINITY_DN53780_c0_g1ACO50733.1NADH dehydrogenase subunit 4 (mitochondrion) [Micromonas pusilla CCMP1545]Micromonas_pusilla 77.60 0.00

TRINITY_DN1316_c0_g1OIV93941.1hypothetical protein TanjilG_05644 [Lupinus angustifolius]Lupinus_angustifolius 77.50 0.00

TRINITY_DN3209_c0_g1XP_006281275.160S ribosomal protein L26-2 [Capsella rubella]Capsella_rubella 77.50 0.00

TRINITY_DN37264_c0_g7XP_005650966.1beta tubulin [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 77.50 0.00

TRINITY_DN38477_c0_g9BAJ90196.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 77.50 0.00

TRINITY_DN45792_c0_g4OAE32250.1hypothetical protein AXG93_1865s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 77.50 0.00

TRINITY_DN45804_c1_g4XP_003061330.1central pair protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 77.50 0.00

TRINITY_DN47709_c1_g1GAX84909.1hypothetical protein CEUSTIGMA_g12330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.50 0

TRINITY_DN48996_c0_g3GAX82606.1hypothetical protein CEUSTIGMA_g10032.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.50 0.00

TRINITY_DN51068_c2_g1GAX86074.1hypothetical protein CEUSTIGMA_g13488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.50 0.00

TRINITY_DN51588_c1_g2GAX74205.1hypothetical protein CEUSTIGMA_g1654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.50 0

TRINITY_DN52420_c1_g1PUZ50743.1hypothetical protein GQ55_6G083100 [Panicum hallii var. hallii]Panicum_hallii 77.50 0.00

TRINITY_DN52547_c1_g2XP_001699742.1dynein heavy chain 5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.50 0.00

TRINITY_DN37178_c0_g1KXZ41588.1hypothetical protein GPECTOR_377g172 [Gonium pectorale]Gonium_pectorale 77.40 0.00

TRINITY_DN38316_c0_g2GAX77297.1hypothetical protein CEUSTIGMA_g4743.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.40 0.00

TRINITY_DN41139_c2_g5XP_011396270.1DNA-directed RNA polymerase I subunit RPA12 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 77.40 0.00

TRINITY_DN41648_c1_g2XP_011401239.1Alpha-galactosidase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 77.40 0.00

TRINITY_DN42299_c1_g4GAX72715.1hypothetical protein CEUSTIGMA_g171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.40 0.00

TRINITY_DN42386_c0_g3AXF41554.1CCP430 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 77.40 0.00

TRINITY_DN42792_c0_g3GAX74816.1hypothetical protein CEUSTIGMA_g2263.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.40 0.00

TRINITY_DN44523_c0_g2AQZ36519.1dehydin [Ipomoea pes-caprae]Ipomoea_pes-caprae 77.40 0.00

TRINITY_DN45755_c0_g2KXZ53603.1hypothetical protein GPECTOR_6g520 [Gonium pectorale]Gonium_pectorale 77.40 0.00

TRINITY_DN46112_c0_g1XP_001696637.1glycine cleavage system, H-protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.40 0.00

TRINITY_DN46894_c0_g1KXZ51826.1hypothetical protein GPECTOR_11g266 [Gonium pectorale]Gonium_pectorale 77.40 0.00

TRINITY_DN47049_c1_g3KXZ45836.1hypothetical protein GPECTOR_50g630 [Gonium pectorale]Gonium_pectorale 77.40 0.00

TRINITY_DN50368_c0_g3GAX77698.1hypothetical protein CEUSTIGMA_g5141.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.40 0.00

TRINITY_DN31216_c0_g6XP_026425189.1citrate synthase, mitochondrial [Papaver somniferum]Papaver_somniferum 77.30 0.00

TRINITY_DN34598_c0_g4XP_022011908.140S ribosomal protein S3-1-like [Helianthus annuus]Helianthus_annuus 77.30 0.00

TRINITY_DN37431_c1_g1AAX43992.1UDP-glucose dehydrogenase [Dunaliella salina]Dunaliella_salina 77.30 0.00

TRINITY_DN38626_c0_g3PNH10231.1Zinc finger CCCH domain-containing protein 42, partial [Tetrabaena socialis]Tetrabaena_socialis 77.30 0.00

TRINITY_DN38912_c0_g3PNW78701.1hypothetical protein CHLRE_09g387245v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.30 0.00

TRINITY_DN40718_c0_g1XP_002956031.1hypothetical protein VOLCADRAFT_35327 [Volvox carteri f. nagariensis]Volvox_carteri 77.30 0.00



TRINITY_DN42059_c0_g2XP_001694120.1aquaporin, glycerol transport activity [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.30 0.00

TRINITY_DN45052_c0_g1ADK36629.1vacuolar H+-pyrophosphatase [Dunaliella viridis]Dunaliella_viridis 77.30 0

TRINITY_DN48271_c0_g2KXZ44799.1hypothetical protein GPECTOR_62g914 [Gonium pectorale]Gonium_pectorale 77.30 0.00

TRINITY_DN48865_c0_g1XP_001701647.1gamma-glutamylcysteine synthetase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.30 0.00

TRINITY_DN49197_c0_g4GAX77463.1hypothetical protein CEUSTIGMA_g4907.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.30 0.00

TRINITY_DN50031_c0_g4GAQ79247.1protein phosphatase 2 formerly 2A regulatory subunit B' [Klebsormidium nitens]Klebsormidium_nitens 77.30 0.00

TRINITY_DN50412_c0_g1GAX85633.1hypothetical protein CEUSTIGMA_g13048.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.30 0.00

TRINITY_DN51817_c0_g5GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.30 0.00

TRINITY_DN2798_c0_g1PSC72612.1mRNA (2 -O-methyladenosine-N6-)-methyltransferase [Micractinium conductrix]Micractinium_conductrix 77.20 0.00

TRINITY_DN36597_c0_g4BAJ98899.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 77.20 0.00

TRINITY_DN37510_c1_g1XP_001694774.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.20 0.00

TRINITY_DN39530_c0_g1PRW59761.1cytochrome P450 [Chlorella sorokiniana]Chlorella_sorokiniana 77.20 0.00

TRINITY_DN42968_c0_g2PNH06203.1Chlorophyll a-b binding protein 4, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 77.20 0.00

TRINITY_DN43106_c1_g4GAX74099.1hypothetical protein CEUSTIGMA_g1548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.20 0.00

TRINITY_DN44037_c0_g2PNH11270.1putative sugar phosphate/phosphate translocator [Tetrabaena socialis]Tetrabaena_socialis 77.20 0.00

TRINITY_DN44503_c0_g2PSC72642.1sar-type small GTPase [Micractinium conductrix]Micractinium_conductrix 77.20 0.00

TRINITY_DN45203_c0_g1KXZ46110.1CDKA1 protein [Gonium pectorale]Gonium_pectorale 77.20 0.00

TRINITY_DN45756_c0_g1XP_013898748.1uridylate kinase [Monoraphidium neglectum]Monoraphidium_neglectum 77.20 0.00

TRINITY_DN46321_c0_g1XP_001693142.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.20 0.00

TRINITY_DN47140_c0_g2GAX80062.1hypothetical protein CEUSTIGMA_g7501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.20 0.00

TRINITY_DN48701_c0_g1PNW73732.1hypothetical protein CHLRE_13g570350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.20 0.00

TRINITY_DN28241_c0_g1GAU39360.1hypothetical protein TSUD_56870 [Trifolium subterraneum]Trifolium_subterraneum 77.10 0.00

TRINITY_DN33468_c0_g1XP_013895198.1formate C-acetyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 77.10 0.00

TRINITY_DN36593_c0_g2KXZ46900.1hypothetical protein GPECTOR_39g394 [Gonium pectorale]Gonium_pectorale 77.10 0.00

TRINITY_DN37857_c1_g4GAX72626.1hypothetical protein CEUSTIGMA_g82.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.10 0.00

TRINITY_DN38194_c0_g13XP_015964239.160S ribosomal protein L8-3 [Arachis duranensis]Arachis_duranensis 77.10 0.00

TRINITY_DN39263_c0_g5GAX81643.1hypothetical protein CEUSTIGMA_g9071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.10 0.00

TRINITY_DN39906_c0_g2GBF92721.1hypothetical protein Rsub_05090 [Raphidocelis subcapitata]Raphidocelis_subcapitata 77.10 0.00

TRINITY_DN40744_c0_g2GAX72654.1hypothetical protein CEUSTIGMA_g110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.10 0.00

TRINITY_DN41825_c1_g2PNH09050.1Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 [Tetrabaena socialis]Tetrabaena_socialis 77.10 0.00

TRINITY_DN43371_c1_g3XP_002948470.1hypothetical protein VOLCADRAFT_80241 [Volvox carteri f. nagariensis]Volvox_carteri 77.10 0.00

TRINITY_DN43442_c0_g1XP_024362370.1phosphomannomutase-like [Physcomitrella patens]Physcomitrella_patens 77.10 0.00

TRINITY_DN46158_c1_g1GAX79183.1hypothetical protein CEUSTIGMA_g6623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.10 0.00

TRINITY_DN48965_c0_g2XP_002946889.1trypsin family [Volvox carteri f. nagariensis]Volvox_carteri 77.10 0.00

TRINITY_DN51060_c0_g3XP_001696393.1transcription factor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.10 0.00

TRINITY_DN52273_c1_g5GAX81863.1hypothetical protein CEUSTIGMA_g9291.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.10 0.00

TRINITY_DN1955_c0_g1AFK49397.1unknown [Lotus japonicus]Lotus_japonicus 77.00 0.00

TRINITY_DN2187_c0_g1AFK49397.1unknown [Lotus japonicus]Lotus_japonicus 77.00 0.00

TRINITY_DN25406_c0_g1XP_021665675.1small nuclear ribonucleoprotein E-like [Hevea brasiliensis]Hevea_brasiliensis 77.00 0.00

TRINITY_DN29105_c0_g1AFK49397.1unknown [Lotus japonicus]Lotus_japonicus 77.00 0.00

TRINITY_DN29105_c0_g2AFK49397.1unknown [Lotus japonicus]Lotus_japonicus 77.00 0.00

TRINITY_DN34598_c0_g7XP_022011908.140S ribosomal protein S3-1-like [Helianthus annuus]Helianthus_annuus 77.00 0.00

TRINITY_DN35919_c0_g2XP_003059655.1histone ubiquitination protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 77.00 0.00

TRINITY_DN38059_c0_g1OIV89924.1hypothetical protein TanjilG_08301 [Lupinus angustifolius]Lupinus_angustifolius 77.00 0.00

TRINITY_DN38409_c0_g1GBF92034.1hypothetical protein Rsub_04381 [Raphidocelis subcapitata]Raphidocelis_subcapitata 77.00 0.00

TRINITY_DN42447_c1_g2XP_001699209.1pyruvate dehydrogenase E1 beta subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.00 0.00

TRINITY_DN42807_c0_g1PNW76230.1hypothetical protein CHLRE_12g542800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.00 0.00

TRINITY_DN43690_c0_g1KXZ43316.1hypothetical protein GPECTOR_94g638 [Gonium pectorale]Gonium_pectorale 77.00 0.00

TRINITY_DN43888_c0_g6XP_001695733.1flagellar outer dynein arm heavy chain alpha [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.00 0.00

TRINITY_DN44366_c0_g2GAX73154.1hypothetical protein CEUSTIGMA_g607.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 77.00 0.00

TRINITY_DN45986_c0_g3XP_001690544.1EMP/nonaspanin domain family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 77.00 0.00

TRINITY_DN50287_c0_g1XP_002947125.1vitamin B12 dependent methionine synthase [Volvox carteri f. nagariensis]Volvox_carteri 77.00 0.00

TRINITY_DN8406_c0_g1RRT59180.1hypothetical protein B296_00009230 [Ensete ventricosum]Ensete_ventricosum 77.00 0.00

TRINITY_DN23191_c0_g2XP_001692126.1dUTP pyrophosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.90 0.00

TRINITY_DN26600_c0_g1XP_019430002.1PREDICTED: (6-4)DNA photolyase [Lupinus angustifolius]Lupinus_angustifolius 76.90 0.00

TRINITY_DN36826_c2_g11GBG70105.1hypothetical protein CBR_g5736 [Chara braunii]Chara_braunii 76.90 0.00

TRINITY_DN39010_c0_g1XP_002951811.1iron-sulfur cluster assembly protein [Volvox carteri f. nagariensis]Volvox_carteri 76.90 0.00

TRINITY_DN39317_c0_g1XP_013898186.160S ribosomal protein L35 [Monoraphidium neglectum]Monoraphidium_neglectum 76.90 0.00

TRINITY_DN41473_c0_g1GBF92418.1small nuclear ribonucleoprotein Sm D3 [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.90 0.00

TRINITY_DN41912_c0_g1KXZ44487.1hypothetical protein GPECTOR_67g328 [Gonium pectorale]Gonium_pectorale 76.90 0.00

TRINITY_DN42021_c0_g1GAX75405.1hypothetical protein CEUSTIGMA_g2849.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.90 0.00

TRINITY_DN44572_c0_g4XP_001699424.1protein phosphatase 2A catalytic subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.90 0.00

TRINITY_DN45056_c0_g2XP_001697493.1lysyl-trna synthetase, LysRS [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.90 0.00

TRINITY_DN50502_c0_g2KXZ46531.1hypothetical protein GPECTOR_43g968 [Gonium pectorale]Gonium_pectorale 76.90 0.00

TRINITY_DN50900_c2_g3PNH08972.15-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase [Tetrabaena socialis]Tetrabaena_socialis 76.90 0.00

TRINITY_DN51217_c0_g6GAX72561.1hypothetical protein CEUSTIGMA_g17.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.90 0.00



TRINITY_DN12500_c0_g1KMZ63289.1Formate--tetrahydrofolate ligase [Zostera marina]Zostera_marina 76.80 0.00

TRINITY_DN25243_c0_g1GBF91277.1hypothetical protein Rsub_03597 [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.80 0.00

TRINITY_DN36900_c0_g3EFJ09552.1hypothetical protein SELMODRAFT_46485, partial [Selaginella moellendorffii]Selaginella_moellendorffii 76.80 0.00

TRINITY_DN38194_c0_g9BAJ96063.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 76.80 0.00

TRINITY_DN39358_c0_g2OQU86657.1hypothetical protein SORBI_3003G122200 [Sorghum bicolor]Sorghum_bicolor 76.80 0.00

TRINITY_DN43977_c0_g1KXZ51941.1hypothetical protein GPECTOR_11g66 [Gonium pectorale]Gonium_pectorale 76.80 0.00

TRINITY_DN44502_c0_g3GAX83443.1hypothetical protein CEUSTIGMA_g10868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.80 0.00

TRINITY_DN45509_c1_g3KXZ51233.1hypothetical protein GPECTOR_13g720 [Gonium pectorale]Gonium_pectorale 76.80 0.00

TRINITY_DN50403_c0_g6GAX82163.1hypothetical protein CEUSTIGMA_g9591.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.80 0.00

TRINITY_DN51942_c2_g5GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.80 0.00



TRINITY_DN19941_c0_g1XP_009409212.1PREDICTED: 40S ribosomal protein S15-like [Musa acuminata subsp. malaccensis]Musa_acuminata 76.70 0.00

TRINITY_DN35335_c0_g3RZC77225.1hypothetical protein C5167_001504 [Papaver somniferum]Papaver_somniferum 76.70 0.00

TRINITY_DN36377_c1_g4PSC67553.1hypothetical protein C2E20_8764 [Micractinium conductrix]Micractinium_conductrix 76.70 0.00

TRINITY_DN37269_c1_g4KXZ49903.1hypothetical protein GPECTOR_19g354 [Gonium pectorale]Gonium_pectorale 76.70 0.00

TRINITY_DN37899_c0_g12KMZ61531.1Serine/threonine-protein phosphatase PP2A-3 catalytic subunit [Zostera marina]Zostera_marina 76.70 0.00

TRINITY_DN37899_c0_g4XP_023902309.1serine/threonine-protein phosphatase PP2A-2 catalytic subunit-like [Quercus suber]Quercus_suber 76.70 0.00

TRINITY_DN42282_c0_g4XP_002946908.1hypothetical protein VOLCADRAFT_79310 [Volvox carteri f. nagariensis]Volvox_carteri 76.70 0.00

TRINITY_DN43615_c0_g2XP_001698091.1acetylornithine aminotransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.70 0.00

TRINITY_DN45061_c0_g5KXZ45565.1hypothetical protein GPECTOR_53g151 [Gonium pectorale]Gonium_pectorale 76.70 0.00

TRINITY_DN46423_c1_g2XP_002953987.1hypothetical protein VOLCADRAFT_76046 [Volvox carteri f. nagariensis]Volvox_carteri 76.70 0.00

TRINITY_DN48361_c0_g1XP_001696305.1phosphofructokinase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.70 0.00

TRINITY_DN48797_c0_g4ADI80343.1glutathione reductase [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 76.70 0.00

TRINITY_DN50542_c1_g6XP_002954991.1hypothetical protein VOLCADRAFT_106601 [Volvox carteri f. nagariensis]Volvox_carteri 76.70 0.00

TRINITY_DN51609_c0_g1PNH05341.1Palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 76.70 0.00

TRINITY_DN52537_c0_g1PNH07543.1Ubiquitin-conjugating enzyme E2 34 [Tetrabaena socialis]Tetrabaena_socialis 76.70 0.00

TRINITY_DN25668_c0_g1XP_023908873.1histone H2B-like [Quercus suber]Quercus_suber 76.60 0.00

TRINITY_DN36610_c0_g1AFK36267.1unknown [Medicago truncatula]Medicago_truncatula 76.60 0.00

TRINITY_DN38727_c2_g1KXZ54973.1hypothetical protein GPECTOR_3g14 [Gonium pectorale]Gonium_pectorale 76.60 0.00

TRINITY_DN45315_c1_g2OTG23528.1putative reverse transcriptase domain, Ribonuclease H-like domain protein [Helianthus annuus]Helianthus_annuus 76.60 0.00

TRINITY_DN46656_c0_g3GAX74557.1hypothetical protein CEUSTIGMA_g2006.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.60 0.00

TRINITY_DN47145_c0_g2KXZ49746.1hypothetical protein GPECTOR_19g197 [Gonium pectorale]Gonium_pectorale 76.60 0.00

TRINITY_DN47593_c0_g4GBF95511.160S ribosomal protein L18a-2 [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.60 0.00

TRINITY_DN47765_c1_g1KXZ47328.1hypothetical protein GPECTOR_36g52 [Gonium pectorale]Gonium_pectorale 76.60 0.00

TRINITY_DN47804_c1_g1OIT29687.160s ribosomal protein l38, partial [Nicotiana attenuata]Nicotiana_attenuata 76.60 0.00

TRINITY_DN48891_c0_g1GBF90322.1aspartate aminotransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.60 0.00

TRINITY_DN50048_c1_g1GAX77767.1hypothetical protein CEUSTIGMA_g5210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.60 0.00

TRINITY_DN51522_c1_g1XP_002947131.1hypothetical protein VOLCADRAFT_108919 [Volvox carteri f. nagariensis]Volvox_carteri 76.60 0.00

TRINITY_DN51640_c1_g3XP_001690993.1ribosomal protein S23 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.60 0.00

TRINITY_DN51751_c1_g1XP_002952832.1hypothetical protein VOLCADRAFT_118188 [Volvox carteri f. nagariensis]Volvox_carteri 76.60 0.00

TRINITY_DN28833_c0_g1PIA45707.1hypothetical protein AQUCO_01600145v1, partial [Aquilegia coerulea]Aquilegia_coerulea 76.50 0.00

TRINITY_DN34906_c0_g2KXZ50041.1hypothetical protein GPECTOR_18g21 [Gonium pectorale]Gonium_pectorale 76.50 0.00

TRINITY_DN37351_c0_g1AAG50011.1actin, partial [Helicosporidium sp. ex Simulium jonesi]Helicosporidium_sp._ex_Simulium_jonesi 76.50 0.00

TRINITY_DN39147_c0_g1BAJ87685.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 76.50 0.00

TRINITY_DN39243_c3_g1XP_002956542.1hypothetical protein VOLCADRAFT_66991 [Volvox carteri f. nagariensis]Volvox_carteri 76.50 0.00

TRINITY_DN39469_c0_g5PNW87610.1hypothetical protein CHLRE_02g141606v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.50 0.00

TRINITY_DN39546_c2_g6XP_013897150.160S ribosomal protein L38 [Monoraphidium neglectum]Monoraphidium_neglectum 76.50 0.00

TRINITY_DN40031_c0_g1PIN09319.160s ribosomal protein L15 [Handroanthus impetiginosus]Handroanthus_impetiginosus 76.50 0.00

TRINITY_DN40121_c0_g4XP_001689702.1aconitate hydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.50 0.00

TRINITY_DN40492_c0_g3XP_001696787.1nitrite reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.50 0.00

TRINITY_DN42665_c1_g5RAL47566.1hypothetical protein DM860_011304 [Cuscuta australis]Cuscuta_australis 76.50 0.00

TRINITY_DN43346_c1_g3XP_002952437.1hypothetical protein VOLCADRAFT_81829 [Volvox carteri f. nagariensis]Volvox_carteri 76.50 0.00

TRINITY_DN43627_c1_g5PRW50900.1Histone H2A [Chlorella sorokiniana]Chlorella_sorokiniana 76.50 0.00

TRINITY_DN45393_c1_g3XP_002950782.1hypothetical protein VOLCADRAFT_74797 [Volvox carteri f. nagariensis]Volvox_carteri 76.50 0.00

TRINITY_DN47193_c0_g6XP_013897816.1hypothetical protein MNEG_9167 [Monoraphidium neglectum]Monoraphidium_neglectum 76.50 0.00

TRINITY_DN47495_c0_g5GAX76494.1hypothetical protein CEUSTIGMA_g3939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.50 0

TRINITY_DN48192_c0_g1GBF96317.1cysteine synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.50 0.00

TRINITY_DN48848_c1_g2XP_001689842.1LOW QUALITY PROTEIN: succinate dehydrogenase subunit A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.50 0.00

TRINITY_DN49005_c1_g2GAX74691.1hypothetical protein CEUSTIGMA_g2139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.50 0.00

TRINITY_DN49801_c0_g2XP_002954893.1hypothetical protein VOLCADRAFT_106564 [Volvox carteri f. nagariensis]Volvox_carteri 76.50 0.00

TRINITY_DN51510_c0_g2XP_002945906.1hypothetical protein VOLCADRAFT_55218 [Volvox carteri f. nagariensis]Volvox_carteri 76.50 0.00

TRINITY_DN23954_c0_g1XP_008780415.1actin, muscle, partial [Phoenix dactylifera]Phoenix_dactylifera 76.40 0.00

TRINITY_DN28348_c0_g2OVA14881.1Ribosomal protein L30 [Macleaya cordata]Macleaya_cordata 76.40 0.00

TRINITY_DN28943_c0_g1BAK01088.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 76.40 0.00

TRINITY_DN33118_c0_g1XP_024527101.1serine/threonine-protein phosphatase PP1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 76.40 0.00

TRINITY_DN38108_c0_g3GAX76870.1hypothetical protein CEUSTIGMA_g4316.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.40 0.00

TRINITY_DN41317_c0_g2GAX86193.1hypothetical protein CEUSTIGMA_g13606.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.40 0.00

TRINITY_DN41451_c0_g1PNW77507.1hypothetical protein CHLRE_10g439600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.40 0.00

TRINITY_DN41712_c0_g2GAX73980.1hypothetical protein CEUSTIGMA_g1430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.40 0.00

TRINITY_DN42760_c0_g1KXZ50604.1hypothetical protein GPECTOR_15g287 [Gonium pectorale]Gonium_pectorale 76.40 0.00

TRINITY_DN47048_c0_g2PNW84960.1hypothetical protein CHLRE_03g165750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.40 0.00

TRINITY_DN47269_c0_g1GAX73448.1hypothetical protein CEUSTIGMA_g900.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.40 0.00

TRINITY_DN47798_c1_g5XP_001700410.1oxoglutarate:malate antiporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.40 0.00

TRINITY_DN47799_c1_g2GAX83732.1hypothetical protein CEUSTIGMA_g11157.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.40 0.00

TRINITY_DN47949_c0_g1XP_001697300.1protein phosphatase 2A regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.40 0.00

TRINITY_DN39876_c0_g2GAX73631.1hypothetical protein CEUSTIGMA_g1082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN39961_c0_g1XP_002952040.1hypothetical protein VOLCADRAFT_81727 [Volvox carteri f. nagariensis]Volvox_carteri 76.30 0.00



TRINITY_DN40156_c2_g5RXH76110.1hypothetical protein DVH24_018998 [Malus domestica]Malus_domestica 76.30 0.00

TRINITY_DN41891_c1_g7GBF94202.1cell division cycle 2 [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.30 0.00

TRINITY_DN41900_c0_g2XP_002957198.1hypothetical protein VOLCADRAFT_107582 [Volvox carteri f. nagariensis]Volvox_carteri 76.30 0.00

TRINITY_DN43137_c0_g2GAX80433.1hypothetical protein CEUSTIGMA_g7872.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN44369_c1_g3GAX79784.1hypothetical protein CEUSTIGMA_g7224.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN44386_c1_g6GAX83708.1hypothetical protein CEUSTIGMA_g11133.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN45825_c1_g3PNW70802.1hypothetical protein CHLRE_17g734548v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.30 0.00

TRINITY_DN46519_c0_g1GAX75063.1hypothetical protein CEUSTIGMA_g2507.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN47223_c0_g2XP_001702049.1phosphoglycerate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.30 0.00

TRINITY_DN47531_c2_g1KXZ44338.1hypothetical protein GPECTOR_69g431 [Gonium pectorale]Gonium_pectorale 76.30 0

TRINITY_DN47893_c1_g2OQU86251.1hypothetical protein SORBI_3003G057366 [Sorghum bicolor]Sorghum_bicolor 76.30 0.00

TRINITY_DN48185_c0_g2XP_022841669.140S ribosomal protein S27-2-like [Olea europaea var. sylvestris]Olea_europaea 76.30 0.00

TRINITY_DN50951_c0_g8GAX85166.1hypothetical protein CEUSTIGMA_g12584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.30 0.00

TRINITY_DN12982_c0_g1XP_005647287.160S ribosomal protein L37a [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 76.20 0.00

TRINITY_DN28825_c1_g2XP_009409212.1PREDICTED: 40S ribosomal protein S15-like [Musa acuminata subsp. malaccensis]Musa_acuminata 76.20 0.00

TRINITY_DN37097_c0_g3XP_002955453.1hypothetical protein VOLCADRAFT_119055 [Volvox carteri f. nagariensis]Volvox_carteri 76.20 0.00

TRINITY_DN37566_c0_g3GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.20 0.00

TRINITY_DN38027_c1_g3EXC10888.1hypothetical protein L484_002552 [Morus notabilis]Morus_notabilis 76.20 0.00

TRINITY_DN39568_c0_g5PSC73574.1SRSF kinase isoform B [Micractinium conductrix]Micractinium_conductrix 76.20 0.00

TRINITY_DN41090_c1_g2GAX77591.1hypothetical protein CEUSTIGMA_g5035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.20 0.00

TRINITY_DN41196_c0_g1KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 76.20 0.00

TRINITY_DN42354_c1_g4XP_022957836.1luminal-binding protein [Cucurbita moschata]Cucurbita_moschata 76.20 0.00

TRINITY_DN46196_c0_g2GBF95083.1glycine C-acetyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.20 0.00

TRINITY_DN46326_c1_g3PNW76676.1hypothetical protein CHLRE_11g467795v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.20 0.00

TRINITY_DN47522_c0_g9PSC72448.1fructose-1,6-bisphosphate aldolase [Micractinium conductrix]Micractinium_conductrix 76.20 0.00

TRINITY_DN49315_c0_g5XP_002953499.1hypothetical protein VOLCADRAFT_82214 [Volvox carteri f. nagariensis]Volvox_carteri 76.20 0.00

TRINITY_DN50676_c0_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 76.20 0.00

TRINITY_DN50782_c0_g1KXZ42995.1hypothetical protein GPECTOR_108g190 [Gonium pectorale]Gonium_pectorale 76.20 0.00

TRINITY_DN51473_c0_g4XP_012475839.1PREDICTED: GTP-binding protein YPTM2-like isoform X2 [Gossypium raimondii]Gossypium_raimondii 76.20 0.00

TRINITY_DN51963_c2_g11XP_005645496.1T-complex protein, epsilon subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 76.20 0.00

TRINITY_DN29364_c0_g1XP_009609882.1PREDICTED: splicing factor 3B subunit 4-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 76.10 0.00

TRINITY_DN36564_c1_g1PNH11304.1putative glucuronosyltransferase [Tetrabaena socialis]Tetrabaena_socialis 76.10 0.00

TRINITY_DN37286_c1_g1GBF94488.1proteasome subunit alpha-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 76.10 0.00

TRINITY_DN39327_c1_g1PNW86298.1hypothetical protein CHLRE_02g080800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN39742_c0_g1GAX78017.1hypothetical protein CEUSTIGMA_g5459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.10 0.00

TRINITY_DN40336_c1_g1KXZ54790.1hypothetical protein GPECTOR_4g861 [Gonium pectorale]Gonium_pectorale 76.10 0.00

TRINITY_DN41293_c0_g3XP_002948591.1hypothetical protein VOLCADRAFT_80220 [Volvox carteri f. nagariensis]Volvox_carteri 76.10 0.00

TRINITY_DN42257_c1_g2XP_001691411.1NADH nitrate reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN45104_c0_g1PNW73516.1hypothetical protein CHLRE_13g562150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN46223_c0_g4PNW75985.1hypothetical protein CHLRE_12g552150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN47134_c2_g2XP_001700560.1ATP-binding protein, MRP/NBP35 family, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN47720_c0_g6KXZ49964.1hypothetical protein GPECTOR_18g121 [Gonium pectorale]Gonium_pectorale 76.10 0.00

TRINITY_DN47929_c1_g5PNH06033.1FACT complex subunit SPT16 [Tetrabaena socialis]Tetrabaena_socialis 76.10 0.00

TRINITY_DN48106_c0_g4GAX82278.1hypothetical protein CEUSTIGMA_g9707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.10 0.00

TRINITY_DN49052_c0_g2XP_001695943.1methylmalonate semi-aldehyde dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.10 0.00

TRINITY_DN49156_c1_g2KXZ44050.1hypothetical protein GPECTOR_75g774 [Gonium pectorale]Gonium_pectorale 76.10 0.00

TRINITY_DN49750_c0_g1GAX84860.1hypothetical protein CEUSTIGMA_g12281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.10 0.00

TRINITY_DN26245_c0_g1GBG77219.1hypothetical protein CBR_g23546 [Chara braunii]Chara_braunii 76.00 0.00

TRINITY_DN35919_c0_g1PTQ42410.1hypothetical protein MARPO_0030s0130 [Marchantia polymorpha]Marchantia_polymorpha 76.00 0.00

TRINITY_DN36001_c1_g2XP_001703559.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.00 0.00

TRINITY_DN38658_c0_g2GAX83975.1hypothetical protein CEUSTIGMA_g11399.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.00 0.00

TRINITY_DN39172_c0_g6BAJ97083.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 76.00 0.00

TRINITY_DN40440_c0_g5GAX78735.1hypothetical protein CEUSTIGMA_g6172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.00 0.00

TRINITY_DN41812_c0_g2XP_003055630.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 76.00 0.00

TRINITY_DN46675_c0_g1GAX83741.1hypothetical protein CEUSTIGMA_g11166.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 76.00 0.00

TRINITY_DN48325_c0_g2PNW86211.1hypothetical protein CHLRE_02g077350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 76.00 0.00

TRINITY_DN34684_c0_g1GAQ89169.1DEAD-box ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 75.90 0.00

TRINITY_DN35213_c0_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 75.90 0.00

TRINITY_DN35622_c1_g6PNH06308.1Calreticulin [Tetrabaena socialis]Tetrabaena_socialis 75.90 0.00

TRINITY_DN37598_c0_g4XP_024374912.1cleavage and polyadenylation specificity factor subunit 3-II-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 75.90 0.00

TRINITY_DN39298_c0_g3PNH08953.1Lysosomal Pro-X carboxypeptidase, partial [Tetrabaena socialis]Tetrabaena_socialis 75.90 0.00

TRINITY_DN39539_c1_g1GAX75926.1hypothetical protein CEUSTIGMA_g3369.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.90 0.00

TRINITY_DN39715_c0_g2KXZ52009.1hypothetical protein GPECTOR_10g1031 [Gonium pectorale]Gonium_pectorale 75.90 0.00

TRINITY_DN40348_c0_g1XP_018474324.1PREDICTED: histone H3-like centromeric protein CSE4 [Raphanus sativus]Raphanus_sativus 75.90 0.00

TRINITY_DN41071_c1_g3GAX78050.1hypothetical protein CEUSTIGMA_g5492.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.90 0.00

TRINITY_DN41224_c0_g5XP_023871552.1serine/threonine-protein phosphatase PP1 isoform X1 [Quercus suber]Quercus_suber 75.90 0.00



TRINITY_DN42082_c0_g1KXZ49629.1hypothetical protein GPECTOR_20g486 [Gonium pectorale]Gonium_pectorale 75.90 0.00

TRINITY_DN42484_c0_g3KXZ54715.1hypothetical protein GPECTOR_4g783 [Gonium pectorale]Gonium_pectorale 75.90 0.00

TRINITY_DN43838_c0_g5XP_021720909.1LOW QUALITY PROTEIN: protein farnesyltransferase subunit beta-like [Chenopodium quinoa]Chenopodium_quinoa 75.90 0.00

TRINITY_DN46389_c1_g1GAX83076.1hypothetical protein CEUSTIGMA_g10502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.90 0.00

TRINITY_DN47646_c0_g2KMS94501.1hypothetical protein BVRB_020780, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 75.90 0.00

TRINITY_DN47960_c2_g4GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.90 0

TRINITY_DN51666_c0_g1GAX78040.1hypothetical protein CEUSTIGMA_g5482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.90 0.00

TRINITY_DN52137_c1_g3KXZ53642.1hypothetical protein GPECTOR_6g559 [Gonium pectorale]Gonium_pectorale 75.90 0.00

TRINITY_DN28738_c1_g2XP_022838788.1Ribosomal protein L1, 2-layer alpha/beta-sandwich [Ostreococcus tauri]Ostreococcus_tauri 75.80 0.00

TRINITY_DN36496_c0_g2GBG59037.1hypothetical protein CBR_g24383 [Chara braunii]Chara_braunii 75.80 0.00

TRINITY_DN36929_c0_g2XP_002947852.1hypothetical protein VOLCADRAFT_120520 [Volvox carteri f. nagariensis]Volvox_carteri 75.80 0.00

TRINITY_DN37370_c0_g10PIN17423.1Casein kinase II, alpha subunit [Handroanthus impetiginosus]Handroanthus_impetiginosus 75.80 0.00

TRINITY_DN42605_c1_g5XP_013900220.1arogenate/prephenate dehydratase [Monoraphidium neglectum]Monoraphidium_neglectum 75.80 0.00

TRINITY_DN43688_c0_g3NP_001234080.1enolase [Solanum lycopersicum]Solanum_lycopersicum 75.80 0.00

TRINITY_DN46840_c0_g9RWR72291.1serine/threonine-protein phosphatase PP1 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 75.80 0.00

TRINITY_DN51011_c0_g2KXZ56059.1hypothetical protein GPECTOR_2g941 [Gonium pectorale]Gonium_pectorale 75.80 0

TRINITY_DN51222_c0_g4GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.80 0

TRINITY_DN35556_c0_g2XP_001700902.1magnesium chelatase subunit D [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.70 0.00

TRINITY_DN36180_c0_g3KXZ50506.1hypothetical protein GPECTOR_16g681 [Gonium pectorale]Gonium_pectorale 75.70 0.00

TRINITY_DN37899_c0_g11OAE32442.1hypothetical protein AXG93_3218s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 75.70 0.00

TRINITY_DN38111_c2_g11XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 75.70 0.00

TRINITY_DN38565_c0_g1PNW88460.1hypothetical protein CHLRE_01g030550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.70 0.00

TRINITY_DN40805_c0_g11GAX78260.1hypothetical protein CEUSTIGMA_g5702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN41932_c0_g1GAX77457.1hypothetical protein CEUSTIGMA_g4901.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN41956_c0_g8XP_001695927.1minor chlorophyll a-b binding protein of photosystem II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.70 0.00

TRINITY_DN43356_c1_g5GAX79634.1hypothetical protein CEUSTIGMA_g7075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN45359_c0_g1GAX75900.1hypothetical protein CEUSTIGMA_g3343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN48469_c0_g2XP_001697159.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.70 0.00

TRINITY_DN48876_c0_g2KXZ50847.1hypothetical protein GPECTOR_14g10 [Gonium pectorale]Gonium_pectorale 75.70 0.00

TRINITY_DN50417_c0_g1GAX73345.1hypothetical protein CEUSTIGMA_g798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN50924_c0_g5GAX76891.1hypothetical protein CEUSTIGMA_g4337.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.70 0.00

TRINITY_DN50930_c0_g4XP_001701975.1ClpB chaperone, Hsp100 family, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.70 0.00

TRINITY_DN36896_c0_g2XP_006654579.1PREDICTED: calmodulin-2 [Oryza brachyantha]Oryza_brachyantha 75.60 0.00

TRINITY_DN38825_c0_g1GAX84680.1hypothetical protein CEUSTIGMA_g12101.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN38825_c0_g2GAX84680.1hypothetical protein CEUSTIGMA_g12101.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN39469_c0_g12XP_002949442.1dynein heavy chain 8 [Volvox carteri f. nagariensis]Volvox_carteri 75.60 0.00

TRINITY_DN40504_c0_g1XP_002955429.1hypothetical protein VOLCADRAFT_83259 [Volvox carteri f. nagariensis]Volvox_carteri 75.60 0.00

TRINITY_DN41188_c2_g3KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 75.60 0.00

TRINITY_DN43143_c0_g1GAX80430.1hypothetical protein CEUSTIGMA_g7869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN43640_c0_g4GAX86074.1hypothetical protein CEUSTIGMA_g13488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN45194_c1_g8GAX75401.1hypothetical protein CEUSTIGMA_g2845.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN46300_c0_g1PNW84441.1hypothetical protein CHLRE_03g144967v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.60 0.00

TRINITY_DN46368_c0_g1XP_001696699.1ribosomal protein S10 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.60 0.00

TRINITY_DN46667_c0_g2XP_001693561.1soluble starch synthase, starch synthase III, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.60 0.00

TRINITY_DN47017_c1_g3PNW84425.1hypothetical protein CHLRE_03g144647v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.60 0.00

TRINITY_DN48069_c0_g2GAX75524.1hypothetical protein CEUSTIGMA_g2967.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.60 0.00

TRINITY_DN48298_c0_g1XP_002952733.1branched chain amino acid aminotransferase [Volvox carteri f. nagariensis]Volvox_carteri 75.60 0.00

TRINITY_DN48638_c0_g6XP_016747591.1PREDICTED: uncharacterized protein LOC107956425 [Gossypium hirsutum]Gossypium_hirsutum 75.60 0.00

TRINITY_DN51028_c2_g1PSC73753.1ruvB 1 [Micractinium conductrix]Micractinium_conductrix 75.60 0.00

TRINITY_DN35616_c0_g1XP_002947637.1heat shock protein Hsp70C [Volvox carteri f. nagariensis]Volvox_carteri 75.50 0.00

TRINITY_DN35836_c0_g1GAX79758.1hypothetical protein CEUSTIGMA_g7199.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN39608_c0_g3GAX75729.1hypothetical protein CEUSTIGMA_g3172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN39651_c0_g1GBF97760.1peptidase S8 [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.50 0.00

TRINITY_DN40272_c0_g2GAQ86818.1Isovaleryl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 75.50 0.00

TRINITY_DN40552_c1_g3XP_001696412.1low-affinity phosphate transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.50 0.00

TRINITY_DN40741_c0_g2XP_006832840.1glutamyl-tRNA(Gln) amidotransferase subunit A, chloroplastic/mitochondrial [Amborella trichopoda]Amborella_trichopoda 75.50 0.00

TRINITY_DN43743_c0_g1BAJ91591.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 75.50 0.00

TRINITY_DN43743_c0_g5BAJ91591.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 75.50 0.00

TRINITY_DN43782_c0_g5XP_001697869.1histone H3 variant [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.50 0.00

TRINITY_DN47104_c1_g1GAX77752.1hypothetical protein CEUSTIGMA_g5195.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN47319_c0_g4XP_013905926.1Ubiquilin-1 [Monoraphidium neglectum]Monoraphidium_neglectum 75.50 0.00

TRINITY_DN47458_c0_g1GAX80543.1hypothetical protein CEUSTIGMA_g7981.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN47879_c0_g1GAX73573.1hypothetical protein CEUSTIGMA_g1024.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN47896_c0_g1GAX77712.1hypothetical protein CEUSTIGMA_g5155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN50146_c0_g3GAX78048.1hypothetical protein CEUSTIGMA_g5490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN51010_c0_g1RDX63202.1Casein kinase 1-like protein HD16, partial [Mucuna pruriens]Mucuna_pruriens 75.50 0.00



TRINITY_DN51670_c0_g2PNW76876.1hypothetical protein CHLRE_11g479750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.50 0.00

TRINITY_DN51682_c0_g1XP_002948800.1hypothetical protein VOLCADRAFT_58690 [Volvox carteri f. nagariensis]Volvox_carteri 75.50 0

TRINITY_DN52346_c2_g5GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.50 0.00

TRINITY_DN52470_c2_g1KXZ55138.1hypothetical protein GPECTOR_3g289 [Gonium pectorale]Gonium_pectorale 75.50 0

TRINITY_DN33318_c1_g3ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 75.40 0.00

TRINITY_DN33318_c1_g4ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 75.40 0.00

TRINITY_DN35047_c0_g1RLN08974.1DEAD-box ATP-dependent RNA helicase 2 [Panicum miliaceum]Panicum_miliaceum 75.40 0.00

TRINITY_DN37472_c0_g3PNH01182.1Phosphoribosylglycinamide formyltransferase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 75.40 0.00

TRINITY_DN38067_c0_g1GAX80134.1hypothetical protein CEUSTIGMA_g7572.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.40 0.00

TRINITY_DN38471_c0_g5AFK34218.1unknown [Lotus japonicus]Lotus_japonicus 75.40 0.00

TRINITY_DN40596_c0_g5XP_005650486.1ribonucleoside-diphosphate reductase small chain C [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 75.40 0.00

TRINITY_DN41407_c0_g14XP_005647665.1succinate dehydrogenase and fumarate r [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 75.40 0.00

TRINITY_DN42233_c1_g1GAX83231.1hypothetical protein CEUSTIGMA_g10657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.40 0.00

TRINITY_DN44001_c0_g3GBF96914.1protoporphyrin IX magnesium chelatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.40 0.00

TRINITY_DN44274_c1_g1KXZ55857.1hypothetical protein GPECTOR_2g1408 [Gonium pectorale]Gonium_pectorale 75.40 0.00

TRINITY_DN44570_c0_g2GAX80161.1hypothetical protein CEUSTIGMA_g7599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.40 0.00

TRINITY_DN45757_c0_g3GAX82583.1hypothetical protein CEUSTIGMA_g10009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.40 0.00

TRINITY_DN47177_c0_g1XP_001698482.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.40 0.00

TRINITY_DN47544_c0_g4XP_002950994.1hypothetical protein VOLCADRAFT_104947 [Volvox carteri f. nagariensis]Volvox_carteri 75.40 0.00

TRINITY_DN49683_c0_g2KXZ55064.1hypothetical protein GPECTOR_3g221 [Gonium pectorale]Gonium_pectorale 75.40 0.00

TRINITY_DN49931_c1_g2ALM54996.1DEAD box RNA helicase CiRH28, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 75.40 0.00

TRINITY_DN50203_c1_g3PRW61571.1DNA gyrase subunit A [Chlorella sorokiniana]Chlorella_sorokiniana 75.40 0.00

TRINITY_DN50406_c0_g2KXZ50166.1hypothetical protein GPECTOR_17g802 [Gonium pectorale]Gonium_pectorale 75.40 0.00

TRINITY_DN50690_c0_g2KXZ44039.1hypothetical protein GPECTOR_75g763 [Gonium pectorale]Gonium_pectorale 75.40 0.00

TRINITY_DN51915_c1_g1PNH12229.1Pirin-like protein [Tetrabaena socialis]Tetrabaena_socialis 75.40 0.00

TRINITY_DN51950_c1_g1XP_002958910.1hypothetical protein VOLCADRAFT_108373 [Volvox carteri f. nagariensis]Volvox_carteri 75.40 0.00

TRINITY_DN52332_c1_g1PNW73795.1hypothetical protein CHLRE_13g572900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.40 0.00

TRINITY_DN15732_c0_g1GAX78979.1hypothetical protein CEUSTIGMA_g6419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.30 0.00

TRINITY_DN23911_c0_g1XP_006300355.2sm-like protein LSM3B [Capsella rubella]Capsella_rubella 75.30 0.00

TRINITY_DN31908_c0_g2XP_002956751.1hypothetical protein VOLCADRAFT_67408 [Volvox carteri f. nagariensis]Volvox_carteri 75.30 0.00

TRINITY_DN34713_c0_g4GBG91255.1hypothetical protein CBR_g52140 [Chara braunii]Chara_braunii 75.30 0.00

TRINITY_DN35717_c1_g4XP_012462140.1PREDICTED: 40S ribosomal protein S16-like [Gossypium raimondii]Gossypium_raimondii 75.30 0.00

TRINITY_DN36496_c0_g6GAQ82942.1putative SNF2 family N-terminal domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 75.30 0.00

TRINITY_DN36622_c0_g5XP_004953540.160S ribosomal protein L12-1 [Setaria italica]Setaria_italica 75.30 0.00

TRINITY_DN38140_c0_g1KDD75396.1hypothetical protein H632_c704p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 75.30 0.00

TRINITY_DN39052_c0_g1XP_001415633.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 75.30 0.00

TRINITY_DN40583_c0_g2GAX81342.1hypothetical protein CEUSTIGMA_g8773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.30 0.00

TRINITY_DN42032_c0_g1XP_001703235.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.30 0.00

TRINITY_DN42895_c0_g2PNR44030.1hypothetical protein PHYPA_016413 [Physcomitrella patens]Physcomitrella_patens 75.30 0.00

TRINITY_DN43191_c0_g6XP_007508318.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 75.30 0.00

TRINITY_DN45339_c0_g3KXZ44385.1hypothetical protein GPECTOR_68g356 [Gonium pectorale]Gonium_pectorale 75.30 0.00

TRINITY_DN47400_c0_g1XP_002948337.1hypothetical protein VOLCADRAFT_80122 [Volvox carteri f. nagariensis]Volvox_carteri 75.30 0

TRINITY_DN47708_c0_g1GBF91914.1chlorophyll a,b-binding protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.30 0.00

TRINITY_DN51665_c0_g1XP_001696634.1fumarate hydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.30 0.00

TRINITY_DN13581_c0_g1XP_023898420.160S ribosomal protein L15 [Quercus suber]Quercus_suber 75.20 0.00

TRINITY_DN15710_c0_g1BAK00385.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 75.20 0.00

TRINITY_DN32694_c0_g1PIA54547.1hypothetical protein AQUCO_00900838v1 [Aquilegia coerulea]Aquilegia_coerulea 75.20 0.00

TRINITY_DN34594_c0_g1XP_005651156.1ribosomal protein L14b/L23e [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 75.20 0.00

TRINITY_DN39347_c0_g2XP_001701650.1component of TRAPP complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.20 0.00

TRINITY_DN40652_c1_g1GBF87348.1photosystem I reaction center subunit III [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.20 0.00

TRINITY_DN40797_c1_g4KXZ52494.1hypothetical protein GPECTOR_9g538 [Gonium pectorale]Gonium_pectorale 75.20 0.00

TRINITY_DN42902_c1_g3GAX83434.1hypothetical protein CEUSTIGMA_g10859.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN43464_c1_g1KXZ52171.1hypothetical protein GPECTOR_10g800 [Gonium pectorale]Gonium_pectorale 75.20 0.00

TRINITY_DN47128_c0_g3GAX74370.1hypothetical protein CEUSTIGMA_g1819.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN48238_c0_g1GAX76938.1hypothetical protein CEUSTIGMA_g4385.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN48466_c0_g2GAX82120.1hypothetical protein CEUSTIGMA_g9548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN48723_c0_g1GAX76272.1hypothetical protein CEUSTIGMA_g3716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN48997_c0_g3GBF94605.1hypothetical protein Rsub_06720 [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.20 0.00

TRINITY_DN49616_c0_g4KXZ44734.1hypothetical protein GPECTOR_63g59 [Gonium pectorale]Gonium_pectorale 75.20 0.00

TRINITY_DN51203_c1_g4XP_002958700.1hypothetical protein VOLCADRAFT_69846 [Volvox carteri f. nagariensis]Volvox_carteri 75.20 0.00

TRINITY_DN51273_c0_g3GAX81647.1hypothetical protein CEUSTIGMA_g9075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN51431_c0_g1KXZ56004.1hypothetical protein GPECTOR_2g1556 [Gonium pectorale]Gonium_pectorale 75.20 0.00

TRINITY_DN51612_c0_g2KXZ53126.1hypothetical protein GPECTOR_7g1017 [Gonium pectorale]Gonium_pectorale 75.20 0

TRINITY_DN51942_c2_g2GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.20 0.00

TRINITY_DN52400_c1_g4ADF43160.1SPS1m [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.20 0.00

TRINITY_DN8339_c0_g1XP_012462140.1PREDICTED: 40S ribosomal protein S16-like [Gossypium raimondii]Gossypium_raimondii 75.20 0.00



TRINITY_DN36074_c0_g1GAX80888.1hypothetical protein CEUSTIGMA_g8323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.10 0.00

TRINITY_DN44669_c0_g1GAX75378.1hypothetical protein CEUSTIGMA_g2822.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.10 0.00

TRINITY_DN51355_c0_g2XP_001692993.1glycine cleavage system, P protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.10 0.00

TRINITY_DN51643_c0_g1KXZ44737.1hypothetical protein GPECTOR_63g62 [Gonium pectorale]Gonium_pectorale 75.10 0.00

TRINITY_DN12885_c0_g1XP_023926151.160S ribosomal protein L44 [Quercus suber]Quercus_suber 75.00 0.00

TRINITY_DN29445_c0_g1GBG78442.1hypothetical protein CBR_g26471 [Chara braunii]Chara_braunii 75.00 0.00

TRINITY_DN34341_c0_g2XP_002946710.1hypothetical protein VOLCADRAFT_127315 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN34619_c0_g1XP_006411550.1serine/threonine-protein phosphatase 5 isoform X3 [Eutrema salsugineum]Eutrema_salsugineum 75.00 0.00

TRINITY_DN34636_c1_g5PRW56747.140S ribosomal X isoform [Chlorella sorokiniana]Chlorella_sorokiniana 75.00 0.00

TRINITY_DN37134_c0_g7GAX75705.1hypothetical protein CEUSTIGMA_g3148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN37644_c1_g2XP_005649206.1ribosomal protein 60S [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 75.00 0.00

TRINITY_DN37711_c0_g1PTQ37999.1hypothetical protein MARPO_0054s0103 [Marchantia polymorpha]Marchantia_polymorpha 75.00 0.00

TRINITY_DN39088_c0_g9PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 75.00 0.00

TRINITY_DN39125_c0_g1GAX82264.1hypothetical protein CEUSTIGMA_g9692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN39278_c0_g2KDD73797.1hypothetical protein H632_c1830p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 75.00 0.00

TRINITY_DN39721_c0_g1XP_002950512.1hypothetical protein VOLCADRAFT_81137 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN40341_c0_g4ACG26925.1glyceraldehyde-3-phosphate dehydrogenase, cytosolic [Zea mays]Zea_mays 75.00 0.00

TRINITY_DN41201_c0_g1GBF99544.1hypothetical protein Rsub_12350 [Raphidocelis subcapitata]Raphidocelis_subcapitata 75.00 0.00

TRINITY_DN41463_c0_g6GAX77679.1hypothetical protein CEUSTIGMA_g5122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN42423_c0_g6GAQ82916.1putative WD-40 repeat family protein [Klebsormidium nitens]Klebsormidium_nitens 75.00 0.00

TRINITY_DN42441_c0_g3GAX85710.1hypothetical protein CEUSTIGMA_g13124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN42985_c1_g1ACL28161.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 75.00 0.00

TRINITY_DN43599_c0_g2KXZ49456.1hypothetical protein GPECTOR_21g682 [Gonium pectorale]Gonium_pectorale 75.00 0.00

TRINITY_DN43796_c1_g2PNW72634.1hypothetical protein CHLRE_15g636400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.00 0.00

TRINITY_DN43837_c0_g12PRW61215.1actin-related 2 [Chlorella sorokiniana]Chlorella_sorokiniana 75.00 0.00

TRINITY_DN44057_c0_g4XP_002946751.1hypothetical protein VOLCADRAFT_103179 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN44603_c0_g1PNW79243.1hypothetical protein CHLRE_09g407400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 75.00 0.00

TRINITY_DN44873_c0_g5XP_002946641.1hypothetical protein VOLCADRAFT_103054 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN44949_c0_g9KXZ47013.1hypothetical protein GPECTOR_39g507 [Gonium pectorale]Gonium_pectorale 75.00 0.00

TRINITY_DN45059_c0_g2KXZ42750.1hypothetical protein GPECTOR_120g417 [Gonium pectorale]Gonium_pectorale 75.00 0.00

TRINITY_DN45104_c0_g6KDD75506.1DUF933 hypothetical protein [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 75.00 0.00

TRINITY_DN45456_c0_g2GAX82360.1hypothetical protein CEUSTIGMA_g9789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN46423_c1_g4XP_002953987.1hypothetical protein VOLCADRAFT_76046 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN46551_c0_g6XP_002945684.1hypothetical protein VOLCADRAFT_102656 [Volvox carteri f. nagariensis]Volvox_carteri 75.00 0.00

TRINITY_DN46809_c0_g1GAX81647.1hypothetical protein CEUSTIGMA_g9075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN47723_c1_g7XP_013903254.140S ribosomal protein S12 [Monoraphidium neglectum]Monoraphidium_neglectum 75.00 0.00

TRINITY_DN48635_c0_g2XP_005851725.1hypothetical protein CHLNCDRAFT_133066 [Chlorella variabilis]Chlorella_variabilis 75.00 0.00

TRINITY_DN50024_c0_g4ALM55006.1DEAD box RNA helicase CiRH51, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 75.00 0.00

TRINITY_DN51516_c0_g2OTG35626.1putative splicing factor, putative [Helianthus annuus]Helianthus_annuus 75.00 0

TRINITY_DN51757_c0_g4XP_023902985.1cytoplasmic tRNA 2-thiolation protein 1-like [Quercus suber]Quercus_suber 75.00 0.00

TRINITY_DN51857_c0_g3GAX73812.1hypothetical protein CEUSTIGMA_g1263.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 75.00 0.00

TRINITY_DN51963_c2_g6RLN20043.1calreticulin-like [Panicum miliaceum]Panicum_miliaceum 75.00 0.00

TRINITY_DN39126_c1_g2GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.90 0

TRINITY_DN39252_c0_g1XP_001690594.1deoxyhypusine hydroxylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.90 0.00

TRINITY_DN41025_c0_g4XP_002950288.1hypothetical protein VOLCADRAFT_81030 [Volvox carteri f. nagariensis]Volvox_carteri 74.90 0.00

TRINITY_DN41964_c1_g1XP_002949311.1hypothetical protein VOLCADRAFT_120739 [Volvox carteri f. nagariensis]Volvox_carteri 74.90 0.00

TRINITY_DN47357_c0_g2PNW83524.1hypothetical protein CHLRE_05g234638v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.90 0.00

TRINITY_DN48497_c0_g1XP_001698576.1aspartate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.90 0.00

TRINITY_DN48858_c0_g2GAX73107.1hypothetical protein CEUSTIGMA_g560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.90 0.00

TRINITY_DN48940_c0_g1GAX73438.1hypothetical protein CEUSTIGMA_g890.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.90 0.00

TRINITY_DN50570_c2_g1XP_001703692.1chaperonin 60A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.90 0.00

TRINITY_DN50911_c1_g1ACI29026.1glucose-6-phosphate isomerase [Dunaliella salina]Dunaliella_salina 74.90 0.00

TRINITY_DN30880_c0_g1XP_023928978.1putative ATP-dependent RNA helicase C550.03c [Quercus suber]Quercus_suber 74.80 0.00

TRINITY_DN36278_c2_g9XP_013906660.1RNA-binding protein 42 [Monoraphidium neglectum]Monoraphidium_neglectum 74.80 0.00

TRINITY_DN37425_c1_g7XP_024387275.114-3-3 protein 7 [Physcomitrella patens]Physcomitrella_patens 74.80 0.00

TRINITY_DN39020_c0_g1XP_002948168.1hypothetical protein VOLCADRAFT_120585 [Volvox carteri f. nagariensis]Volvox_carteri 74.80 0.00

TRINITY_DN39341_c0_g4GAX84615.1hypothetical protein CEUSTIGMA_g12036.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0.00

TRINITY_DN40675_c0_g3XP_013901632.1hypothetical protein MNEG_5350 [Monoraphidium neglectum]Monoraphidium_neglectum 74.80 0.00

TRINITY_DN44513_c0_g2GAX74982.1hypothetical protein CEUSTIGMA_g2428.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0.00

TRINITY_DN45255_c0_g2GAX84282.1hypothetical protein CEUSTIGMA_g11704.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0.00

TRINITY_DN46872_c0_g6GAX77428.1hypothetical protein CEUSTIGMA_g4873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0.00

TRINITY_DN47414_c1_g1XP_002947222.1flagellar outer dynein arm heavy chain beta [Volvox carteri f. nagariensis]Volvox_carteri 74.80 0

TRINITY_DN47592_c1_g1XP_002952855.1hypothetical protein VOLCADRAFT_81984 [Volvox carteri f. nagariensis]Volvox_carteri 74.80 0.00

TRINITY_DN49004_c0_g1GAX80213.1hypothetical protein CEUSTIGMA_g7651.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0.00

TRINITY_DN50139_c0_g2KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 74.80 0.00

TRINITY_DN50282_c0_g3GAX73818.1hypothetical protein CEUSTIGMA_g1269.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.80 0



TRINITY_DN51778_c1_g3PNW77619.1hypothetical protein CHLRE_10g444700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.80 0.00

TRINITY_DN52084_c0_g1XP_001696986.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.80 0.00

TRINITY_DN53882_c0_g1XP_010260042.1PREDICTED: 60S ribosomal protein L23A [Nelumbo nucifera]Nelumbo_nucifera 74.80 0.00

TRINITY_DN1527_c0_g1GBF92909.1small nuclear ribonucleo Sm D2-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.70 0.00

TRINITY_DN16912_c0_g1KXZ54843.1hypothetical protein GPECTOR_4g915 [Gonium pectorale]Gonium_pectorale 74.70 0.00

TRINITY_DN35764_c1_g5GAX84748.1hypothetical protein CEUSTIGMA_g12170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN37878_c0_g1XP_009770074.1PREDICTED: NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial-like [Nicotiana sylvestris]Nicotiana_sylvestris 74.70 0.00

TRINITY_DN38130_c0_g5XP_001702008.1protein of endonuclease / exonuclease / phosphatase family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.70 0.00

TRINITY_DN38786_c1_g2GAX74646.1hypothetical protein CEUSTIGMA_g2094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN38886_c0_g1AGV54820.1cell wall-associated hydrolase [Phaseolus vulgaris]Phaseolus_vulgaris 74.70 0.00

TRINITY_DN38940_c0_g3GAQ79973.1bifunctional dihydrofolate reductase - thymidylate synthase [Klebsormidium nitens]Klebsormidium_nitens 74.70 0.00

TRINITY_DN39479_c0_g2GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0

TRINITY_DN41537_c0_g3XP_011018872.1PREDICTED: enolase 2 [Populus euphratica]Populus_euphratica 74.70 0.00

TRINITY_DN41591_c0_g3KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 74.70 0.00

TRINITY_DN41734_c2_g2GAX86358.1hypothetical protein CEUSTIGMA_g13770.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN43362_c0_g1XP_002954353.1hypothetical protein VOLCADRAFT_95192 [Volvox carteri f. nagariensis]Volvox_carteri 74.70 0.00

TRINITY_DN46614_c0_g2PNW88816.1hypothetical protein CHLRE_01g045640v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.70 0.00

TRINITY_DN47002_c0_g1PNW87408.1hypothetical protein CHLRE_02g146650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.70 0.00

TRINITY_DN47989_c0_g1GAX80610.1hypothetical protein CEUSTIGMA_g8045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN48234_c0_g2GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN48810_c2_g1KXZ44846.1hypothetical protein GPECTOR_61g799 [Gonium pectorale]Gonium_pectorale 74.70 0.00

TRINITY_DN50371_c1_g2GAX74989.1hypothetical protein CEUSTIGMA_g2435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN50739_c0_g3GAX77905.1hypothetical protein CEUSTIGMA_g5347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0

TRINITY_DN52154_c1_g1PSC68276.1DEAD-box ATP-dependent RNA helicase 42 isoform B [Micractinium conductrix]Micractinium_conductrix 74.70 0.00

TRINITY_DN52202_c0_g2GAX84352.1hypothetical protein CEUSTIGMA_g11774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.70 0.00

TRINITY_DN52207_c2_g1PNH06971.1hypothetical protein TSOC_006612, partial [Tetrabaena socialis]Tetrabaena_socialis 74.70 0.00

TRINITY_DN53608_c0_g1GBF92909.1small nuclear ribonucleo Sm D2-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.70 0.00

TRINITY_DN19960_c0_g3ACN31538.1unknown [Zea mays]Zea_mays 74.60 0.00

TRINITY_DN21358_c0_g1XP_001415584.1thioredoxin reductase, putative selenoenzyme [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 74.60 0.00

TRINITY_DN23738_c0_g1P31692.1RecName: Full=ADP,ATP carrier protein; AltName: Full=ADP/ATP translocase; AltName: Full=Adenine nucleotide translocator; Short=ANTParachlorella_kessleri 74.60 0.00

TRINITY_DN34851_c0_g3EPS72024.1proteasome subunit alpha type [Genlisea aurea]Genlisea_aurea 74.60 0.00

TRINITY_DN36277_c0_g4PNH05668.140S ribosomal protein S30 [Tetrabaena socialis]Tetrabaena_socialis 74.60 0.00

TRINITY_DN36277_c0_g7PNH05668.140S ribosomal protein S30 [Tetrabaena socialis]Tetrabaena_socialis 74.60 0.00

TRINITY_DN38756_c0_g1KMS64825.1hypothetical protein BVRB_042280, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 74.60 0.00

TRINITY_DN39335_c1_g3KXZ51565.1hypothetical protein GPECTOR_12g528 [Gonium pectorale]Gonium_pectorale 74.60 0.00

TRINITY_DN39605_c1_g2KXZ46544.1hypothetical protein GPECTOR_42g751 [Gonium pectorale]Gonium_pectorale 74.60 0.00

TRINITY_DN39930_c0_g5PNH09628.1hypothetical protein TSOC_003718 [Tetrabaena socialis]Tetrabaena_socialis 74.60 0.00

TRINITY_DN42033_c0_g1GAX84652.1hypothetical protein CEUSTIGMA_g12073.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.60 0.00

TRINITY_DN42563_c2_g1XP_001699419.1transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.60 0.00

TRINITY_DN43056_c1_g4AFI57622.1Rpn8 [Dunaliella salina]Dunaliella_salina 74.60 0.00

TRINITY_DN43378_c1_g2PRW57197.1Bromodomain adjacent to zinc finger domain 2A [Chlorella sorokiniana]Chlorella_sorokiniana 74.60 0.00

TRINITY_DN43625_c0_g5XP_013899917.1Autophagy-related protein 8d [Monoraphidium neglectum]Monoraphidium_neglectum 74.60 0.00

TRINITY_DN47662_c2_g4GAX75459.1hypothetical protein CEUSTIGMA_g2902.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.60 0.00

TRINITY_DN48235_c0_g8XP_015633220.1eukaryotic initiation factor 4A-III homolog B [Oryza sativa Japonica Group]Oryza_sativa 74.60 0.00

TRINITY_DN49495_c0_g3XP_008645736.1peptidyl-prolyl cis-trans isomerase-like [Zea mays]Zea_mays 74.60 0.00

TRINITY_DN51270_c1_g1ABN03944.1mitogen-activated protein kinase [Dunaliella salina]Dunaliella_salina 74.60 0.00

TRINITY_DN52011_c2_g2XP_002946727.1DEAH-box nuclear pre-mRNA splicing factor [Volvox carteri f. nagariensis]Volvox_carteri 74.60 0.00

TRINITY_DN52176_c1_g1GAX80055.1hypothetical protein CEUSTIGMA_g7494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.60 0

TRINITY_DN25668_c0_g2XP_023908873.1histone H2B-like [Quercus suber]Quercus_suber 74.50 0.00

TRINITY_DN32767_c0_g1GAX83916.1hypothetical protein CEUSTIGMA_g11340.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.50 0.00

TRINITY_DN35621_c0_g2KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 74.50 0.00

TRINITY_DN39911_c0_g2GAX79622.1hypothetical protein CEUSTIGMA_g7063.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.50 0.00

TRINITY_DN40095_c0_g2PNH07524.1Splicing factor U2af small subunit B [Tetrabaena socialis]Tetrabaena_socialis 74.50 0.00

TRINITY_DN40341_c0_g1ACG26925.1glyceraldehyde-3-phosphate dehydrogenase, cytosolic [Zea mays]Zea_mays 74.50 0.00

TRINITY_DN40957_c0_g2KXZ53902.1hypothetical protein GPECTOR_6g820 [Gonium pectorale]Gonium_pectorale 74.50 0.00

TRINITY_DN43024_c1_g15XP_002950828.1hypothetical protein VOLCADRAFT_91192 [Volvox carteri f. nagariensis]Volvox_carteri 74.50 0.00

TRINITY_DN45705_c0_g1XP_005649986.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 74.50 0.00

TRINITY_DN46595_c0_g2XP_001695789.1peptide chain release factor, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.50 0.00

TRINITY_DN47001_c0_g4PNW84615.1hypothetical protein CHLRE_03g151400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.50 0.00

TRINITY_DN48480_c0_g2GBG00117.1RNA helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.50 0.00

TRINITY_DN49253_c0_g1XP_002948161.1hypothetical protein VOLCADRAFT_116730 [Volvox carteri f. nagariensis]Volvox_carteri 74.50 0.00

TRINITY_DN51270_c1_g4GAX80600.1hypothetical protein CEUSTIGMA_g8035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.50 0.00

TRINITY_DN51390_c3_g8XP_003063695.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 74.50 0.00

TRINITY_DN1065_c0_g1AJQ20789.1acyl-CoA binding protein 6 [Helianthus annuus]Helianthus_annuus 74.40 0.00

TRINITY_DN1929_c0_g1RVW32226.1hypothetical protein CK203_080064 [Vitis vinifera]Vitis_vinifera 74.40 0.00

TRINITY_DN34883_c0_g9GAX77984.1hypothetical protein CEUSTIGMA_g5426.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.40 0.00



TRINITY_DN37207_c0_g4XP_001702869.1adenylate kinase 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN37831_c0_g9XP_001698422.1NADH-dependent histone deacetylase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN38194_c0_g8ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 74.40 0.00

TRINITY_DN39152_c0_g3PNH06436.1Vesicle transport protein GOT1A [Tetrabaena socialis]Tetrabaena_socialis 74.40 0.00

TRINITY_DN39791_c0_g1KXZ53025.1hypothetical protein GPECTOR_8g392 [Gonium pectorale]Gonium_pectorale 74.40 0.00

TRINITY_DN40123_c2_g9XP_001696080.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN40172_c0_g3XP_001702843.1spermidine synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN40241_c1_g3XP_005845039.1hypothetical protein CHLNCDRAFT_26131 [Chlorella variabilis]Chlorella_variabilis 74.40 0.00

TRINITY_DN40567_c1_g4GBF98399.1hypothetical protein Rsub_10464 [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.40 0.00

TRINITY_DN42416_c0_g4RZC61035.1hypothetical protein C5167_022799 [Papaver somniferum]Papaver_somniferum 74.40 0.00

TRINITY_DN42765_c0_g2XP_013905287.1hypothetical protein MNEG_1694 [Monoraphidium neglectum]Monoraphidium_neglectum 74.40 0.00

TRINITY_DN44078_c0_g2KXZ42995.1hypothetical protein GPECTOR_108g190 [Gonium pectorale]Gonium_pectorale 74.40 0.00

TRINITY_DN44122_c0_g1XP_001696769.1SR protein factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN44632_c0_g2GAX76361.1hypothetical protein CEUSTIGMA_g3807.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.40 0.00

TRINITY_DN45179_c1_g7GBF93448.1ribosomal protein S1 [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.40 0.00

TRINITY_DN45818_c0_g6GBF96215.1hypothetical protein Rsub_08760 [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.40 0.00

TRINITY_DN47467_c0_g12VDC86155.1unnamed protein product [Brassica oleracea]Brassica_oleracea 74.40 0.00

TRINITY_DN47554_c0_g4GAX81555.1hypothetical protein CEUSTIGMA_g8983.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.40 0.00

TRINITY_DN47808_c0_g3GBF99098.1peptidase [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.40 0.00

TRINITY_DN49101_c0_g3PNW72009.1hypothetical protein CHLRE_16g686200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0

TRINITY_DN50690_c0_g3KXZ44039.1hypothetical protein GPECTOR_75g763 [Gonium pectorale]Gonium_pectorale 74.40 0.00

TRINITY_DN50726_c0_g4XP_001420856.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 74.40 0.00

TRINITY_DN50967_c0_g6XP_001700073.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN51140_c0_g7XP_002950095.1hypothetical protein VOLCADRAFT_90584 [Volvox carteri f. nagariensis]Volvox_carteri 74.40 0.00

TRINITY_DN51539_c0_g2GAX79654.1hypothetical protein CEUSTIGMA_g7095.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.40 0

TRINITY_DN51985_c0_g5XP_001693915.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN52250_c0_g3XP_003074213.1HAD-superfamily hydrolase, subfamily IIB [Ostreococcus tauri]Ostreococcus_tauri 74.40 0.00

TRINITY_DN52274_c1_g2XP_001690217.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.40 0.00

TRINITY_DN32135_c0_g7XP_011399388.1Peroxiredoxin-2 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 74.30 0.00

TRINITY_DN33228_c0_g2XP_003063986.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 74.30 0.00

TRINITY_DN33228_c0_g4XP_003063986.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 74.30 0.00

TRINITY_DN34215_c0_g3EPS72800.1hypothetical protein M569_01958 [Genlisea aurea]Genlisea_aurea 74.30 0.00

TRINITY_DN35981_c0_g1BAK02253.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 74.30 0.00

TRINITY_DN36509_c1_g9BAL46523.1hypothetical protein [Gentiana scabra x Gentiana triflora]Gentiana_scabra_x_Gentiana_triflora 74.30 0.00

TRINITY_DN38453_c0_g4KXZ53208.1hypothetical protein GPECTOR_7g1101 [Gonium pectorale]Gonium_pectorale 74.30 0.00

TRINITY_DN39292_c0_g4GAX74184.1hypothetical protein CEUSTIGMA_g1633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN40001_c0_g1XP_008786283.1protein mago nashi homolog [Phoenix dactylifera]Phoenix_dactylifera 74.30 0.00

TRINITY_DN41417_c1_g10XP_002958519.1hypothetical protein VOLCADRAFT_110088 [Volvox carteri f. nagariensis]Volvox_carteri 74.30 0.00

TRINITY_DN41667_c0_g1KXZ55809.1hypothetical protein GPECTOR_2g1359 [Gonium pectorale]Gonium_pectorale 74.30 0.00

TRINITY_DN42415_c0_g2GAX75488.1hypothetical protein CEUSTIGMA_g2931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN43371_c1_g7GAX81558.1hypothetical protein CEUSTIGMA_g8986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN44184_c0_g1XP_001703304.1protein arginine N-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.30 0.00

TRINITY_DN44331_c0_g12GAQ88963.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 74.30 0.00

TRINITY_DN45478_c0_g1GAX84837.1hypothetical protein CEUSTIGMA_g12258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN45940_c1_g4XP_001701244.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.30 0.00

TRINITY_DN46445_c0_g3PNW82087.1hypothetical protein CHLRE_06g273300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.30 0.00

TRINITY_DN46989_c0_g10XP_010694083.1PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 74.30 0.00

TRINITY_DN48313_c2_g1XP_002951959.1hypothetical protein VOLCADRAFT_61790 [Volvox carteri f. nagariensis]Volvox_carteri 74.30 0.00

TRINITY_DN50328_c0_g1XP_001690442.1oligsaccharyl transferase STT3 subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.30 0.00

TRINITY_DN51302_c1_g2GAX76369.1hypothetical protein CEUSTIGMA_g3815.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN51331_c0_g1GAX80680.1hypothetical protein CEUSTIGMA_g8115.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.30 0.00

TRINITY_DN52297_c1_g1EPS74531.1hypothetical protein M569_00248, partial [Genlisea aurea]Genlisea_aurea 74.30 0.00

TRINITY_DN34215_c0_g6PIN01269.160S ribosomal protein L32 [Handroanthus impetiginosus]Handroanthus_impetiginosus 74.20 0.00

TRINITY_DN35103_c1_g8VDD04963.1unnamed protein product, partial [Brassica rapa]Brassica_rapa 74.20 0.00

TRINITY_DN37816_c1_g3GAX77137.1hypothetical protein CEUSTIGMA_g4583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.20 0.00

TRINITY_DN39296_c0_g1PNW80052.1hypothetical protein CHLRE_08g375850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.20 0.00

TRINITY_DN39380_c0_g10XP_002956370.1mitochondrial ribosomal protein L3 [Volvox carteri f. nagariensis]Volvox_carteri 74.20 0.00

TRINITY_DN39571_c0_g3ERN03915.1hypothetical protein AMTR_s00078p00189390 [Amborella trichopoda]Amborella_trichopoda 74.20 0.00

TRINITY_DN41829_c0_g4XP_002952284.1hypothetical protein VOLCADRAFT_62249 [Volvox carteri f. nagariensis]Volvox_carteri 74.20 0.00

TRINITY_DN43345_c0_g1XP_001700629.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.20 0.00

TRINITY_DN45176_c0_g2KXZ44834.1hypothetical protein GPECTOR_61g787 [Gonium pectorale]Gonium_pectorale 74.20 0.00

TRINITY_DN45306_c0_g2GBF89161.1phosphatase 1 beta [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.20 0.00

TRINITY_DN45687_c2_g1KXZ43524.1hypothetical protein GPECTOR_88g467 [Gonium pectorale]Gonium_pectorale 74.20 0.00

TRINITY_DN45834_c1_g1XP_001692428.1chloroplast thylakoid processing peptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.20 0.00

TRINITY_DN46754_c0_g4PRW39172.1mismatch repair endonuclease PMS2 [Chlorella sorokiniana]Chlorella_sorokiniana 74.20 0.00

TRINITY_DN47850_c0_g1KXZ49651.1hypothetical protein GPECTOR_20g508 [Gonium pectorale]Gonium_pectorale 74.20 0.00



TRINITY_DN48027_c0_g1XP_001703326.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.20 0.00

TRINITY_DN48308_c0_g4XP_002946948.1ABC transporter [Volvox carteri f. nagariensis]Volvox_carteri 74.20 0.00

TRINITY_DN48413_c1_g4KXZ43279.1hypothetical protein GPECTOR_96g745 [Gonium pectorale]Gonium_pectorale 74.20 0.00

TRINITY_DN50204_c1_g6BAK00960.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 74.20 0.00

TRINITY_DN50722_c1_g2KXZ43217.1hypothetical protein GPECTOR_97g755 [Gonium pectorale]Gonium_pectorale 74.20 0.00

TRINITY_DN50969_c0_g4GAX80402.1hypothetical protein CEUSTIGMA_g7841.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.20 0.00

TRINITY_DN36510_c0_g1AAX86042.114-3-3 protein [Haematococcus lacustris]Haematococcus_lacustris 74.10 0.00

TRINITY_DN37991_c0_g3XP_002945906.1hypothetical protein VOLCADRAFT_55218 [Volvox carteri f. nagariensis]Volvox_carteri 74.10 0.00

TRINITY_DN38717_c0_g1GAQ86391.1Serine/threonine protein phosphatase 2A [Klebsormidium nitens]Klebsormidium_nitens 74.10 0.00

TRINITY_DN38779_c0_g4RWR74641.140S ribosomal protein S5 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 74.10 0.00

TRINITY_DN40715_c0_g1XP_002959134.1RabC/Rab18 [Volvox carteri f. nagariensis]Volvox_carteri 74.10 0.00

TRINITY_DN40888_c0_g1XP_001697051.1catalytic subunit of mitochondrial ClpXP protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.10 0.00

TRINITY_DN42227_c0_g2GAX82230.1hypothetical protein CEUSTIGMA_g9658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.10 0.00

TRINITY_DN42585_c0_g3KXZ50551.1hypothetical protein GPECTOR_16g726 [Gonium pectorale]Gonium_pectorale 74.10 0.00

TRINITY_DN42961_c0_g3P81831.2RecName: Full=Phosphoenolpyruvate carboxylase 1; Short=PEP carboxylase 1; Short=PEPC 1; Short=PEPCase 1Chlamydomonas_reinhardtii 74.10 0.00

TRINITY_DN43754_c1_g1PNW72116.1hypothetical protein CHLRE_16g681850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.10 0.00

TRINITY_DN45363_c0_g2BBC28434.1hypothetical protein, homolog of Volvox carteri MTF1733/MTM1058 [Yamagishiella unicocca]Yamagishiella_unicocca 74.10 0.00

TRINITY_DN46840_c0_g4BAJ96199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 74.10 0.00

TRINITY_DN47032_c0_g1GAX78566.1hypothetical protein CEUSTIGMA_g6006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.10 0.00

TRINITY_DN48108_c0_g1KXZ42548.1hypothetical protein GPECTOR_136g631 [Gonium pectorale]Gonium_pectorale 74.10 0.00

TRINITY_DN48452_c0_g8KXZ55064.1hypothetical protein GPECTOR_3g221 [Gonium pectorale]Gonium_pectorale 74.10 0.00

TRINITY_DN49468_c2_g1XP_002959188.1hypothetical protein VOLCADRAFT_78266 [Volvox carteri f. nagariensis]Volvox_carteri 74.10 0.00

TRINITY_DN50359_c1_g7KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 74.10 0.00

TRINITY_DN50359_c1_g8KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 74.10 0.00

TRINITY_DN50839_c2_g1XP_001696183.1gamma-glutamyl hydrolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 74.10 0.00

TRINITY_DN50856_c0_g1GAX79005.1hypothetical protein CEUSTIGMA_g6445.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.10 0

TRINITY_DN29794_c0_g5ACN31538.1unknown [Zea mays]Zea_mays 74.00 0.00

TRINITY_DN37600_c1_g3GAX78214.1hypothetical protein CEUSTIGMA_g5656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.00 0.00

TRINITY_DN38194_c0_g3ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 74.00 0.00

TRINITY_DN38449_c0_g1GBF99014.1hypothetical protein Rsub_11818 [Raphidocelis subcapitata]Raphidocelis_subcapitata 74.00 0.00

TRINITY_DN40341_c0_g9RLM60208.1glyceraldehyde-3-phosphate dehydrogenase 2, cytosolic [Panicum miliaceum]Panicum_miliaceum 74.00 0.00

TRINITY_DN40380_c0_g3GBG68943.1hypothetical protein CBR_g3642 [Chara braunii]Chara_braunii 74.00 0.00

TRINITY_DN42338_c0_g1KXZ49208.1hypothetical protein GPECTOR_22g798 [Gonium pectorale]Gonium_pectorale 74.00 0.00

TRINITY_DN46041_c0_g1GAX79964.1hypothetical protein CEUSTIGMA_g7403.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.00 0.00

TRINITY_DN48585_c0_g1GAX84383.1hypothetical protein CEUSTIGMA_g11805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 74.00 0.00

TRINITY_DN48600_c0_g1PNH01984.1DNA repair protein RAD51, partial [Tetrabaena socialis]Tetrabaena_socialis 74.00 0.00

TRINITY_DN14710_c0_g1P20364.2RecName: Full=Tubulin beta-1 chain; AltName: Full=Beta-1-tubulinDaucus_carota 73.90 0.00

TRINITY_DN15593_c0_g1XP_015690720.1PREDICTED: DEAD-box ATP-dependent RNA helicase 30, partial [Oryza brachyantha]Oryza_brachyantha 73.90 0.00

TRINITY_DN36238_c0_g2XP_025664886.1uncharacterized protein LOC112763427 [Arachis hypogaea]Arachis_hypogaea 73.90 0.00

TRINITY_DN36675_c0_g4BAJ93795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 73.90 0.00

TRINITY_DN37028_c0_g2XP_027365518.1fumarate hydratase 1, mitochondrial [Abrus precatorius]Abrus_precatorius 73.90 0.00

TRINITY_DN37039_c1_g7GAX79763.1hypothetical protein CEUSTIGMA_g7204.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.90 0.00

TRINITY_DN38728_c1_g7GAX78329.1hypothetical protein CEUSTIGMA_g5771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.90 0.00

TRINITY_DN38935_c0_g2KXZ53206.1hypothetical protein GPECTOR_7g1099 [Gonium pectorale]Gonium_pectorale 73.90 0.00

TRINITY_DN39065_c0_g2KXZ50796.1hypothetical protein GPECTOR_15g482 [Gonium pectorale]Gonium_pectorale 73.90 0.00

TRINITY_DN39675_c0_g2KXZ45579.1hypothetical protein GPECTOR_53g165 [Gonium pectorale]Gonium_pectorale 73.90 0.00

TRINITY_DN41722_c0_g3GBF93816.1hypothetical protein Rsub_06148 [Raphidocelis subcapitata]Raphidocelis_subcapitata 73.90 0.00

TRINITY_DN42649_c1_g1XP_002957065.1hypothetical protein VOLCADRAFT_98081 [Volvox carteri f. nagariensis]Volvox_carteri 73.90 0.00

TRINITY_DN43089_c4_g1XP_001692151.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.90 0.00

TRINITY_DN45652_c0_g1XP_001691399.1mitochondrial cytochrome c oxidase subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.90 0.00

TRINITY_DN46089_c0_g4XP_001702572.1pyruvate phosphate dikinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.90 0.00

TRINITY_DN46366_c0_g2XP_002949032.1hypothetical protein VOLCADRAFT_80441 [Volvox carteri f. nagariensis]Volvox_carteri 73.90 0.00

TRINITY_DN47355_c0_g2XP_022838394.1ABC transporter, conserved site [Ostreococcus tauri]Ostreococcus_tauri 73.90 0.00

TRINITY_DN49609_c0_g4GBG65136.1hypothetical protein CBR_g49498 [Chara braunii]Chara_braunii 73.90 0.00

TRINITY_DN50402_c0_g5PNW80087.1hypothetical protein CHLRE_08g377300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.90 0.00

TRINITY_DN50538_c0_g2GAX77083.1hypothetical protein CEUSTIGMA_g4529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.90 0.00

TRINITY_DN50591_c0_g1GAX80969.1hypothetical protein CEUSTIGMA_g8404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.90 0.00

TRINITY_DN10744_c0_g1XP_001694660.1dynein heavy chain 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.80 0.00

TRINITY_DN26975_c0_g1AFH89627.1actin, partial [Cymbidium ensifolium]Cymbidium_ensifolium 73.80 0.00

TRINITY_DN27195_c0_g1XP_009606254.1PREDICTED: small nuclear ribonucleoprotein E-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 73.80 0.00

TRINITY_DN29382_c0_g1EFJ07482.1hypothetical protein SELMODRAFT_236274 [Selaginella moellendorffii]Selaginella_moellendorffii 73.80 0.00

TRINITY_DN35103_c1_g13XP_023903069.140S ribosomal protein S6-B-like [Quercus suber]Quercus_suber 73.80 0.00

TRINITY_DN36418_c0_g1KMS94019.1hypothetical protein BVRB_025610 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 73.80 0.00

TRINITY_DN38523_c1_g2EPS71469.1hypothetical protein M569_03289, partial [Genlisea aurea]Genlisea_aurea 73.80 0.00

TRINITY_DN38751_c0_g9GAX75138.1hypothetical protein CEUSTIGMA_g2582.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0.00

TRINITY_DN39060_c0_g2PNW75700.1hypothetical protein CHLRE_12g537400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.80 0.00



TRINITY_DN39753_c0_g6XP_024374932.1pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1-like [Physcomitrella patens]Physcomitrella_patens 73.80 0.00

TRINITY_DN41321_c1_g1XP_002949633.1hypothetical protein VOLCADRAFT_109045 [Volvox carteri f. nagariensis]Volvox_carteri 73.80 0.00

TRINITY_DN42653_c0_g3GAX82430.1hypothetical protein CEUSTIGMA_g9858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0.00

TRINITY_DN43252_c0_g7XP_011002199.1PREDICTED: methionine aminopeptidase 2B-like [Populus euphratica]Populus_euphratica 73.80 0.00

TRINITY_DN43311_c0_g4XP_020095682.1tubulin alpha-3 chain [Ananas comosus]Ananas_comosus 73.80 0.00

TRINITY_DN44093_c0_g5XP_023878829.1DNA-directed RNA polymerases I, II, and III subunit RPABC2-like [Quercus suber]Quercus_suber 73.80 0.00

TRINITY_DN44628_c1_g1PNW85967.1hypothetical protein CHLRE_03g200655v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.80 0.00

TRINITY_DN45373_c1_g4KXZ54090.1hypothetical protein GPECTOR_5g195 [Gonium pectorale]Gonium_pectorale 73.80 0.00

TRINITY_DN46567_c1_g3KXZ46723.1hypothetical protein GPECTOR_41g688 [Gonium pectorale]Gonium_pectorale 73.80 0.00

TRINITY_DN48037_c1_g1PRW05942.1nuclear pore complex Nup155 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 73.80 0.00

TRINITY_DN4883_c0_g1BAK07344.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 73.80 0.00

TRINITY_DN49303_c0_g5GAX85748.1hypothetical protein CEUSTIGMA_g13163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0.00

TRINITY_DN49484_c0_g1KXZ54753.1hypothetical protein GPECTOR_4g823 [Gonium pectorale]Gonium_pectorale 73.80 0.00

TRINITY_DN49650_c0_g2GAX80932.1hypothetical protein CEUSTIGMA_g8367.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0.00

TRINITY_DN49861_c1_g3GAX78591.1hypothetical protein CEUSTIGMA_g6030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0

TRINITY_DN50072_c1_g1XP_001690930.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.80 0.00

TRINITY_DN50842_c1_g1PNW71690.1hypothetical protein CHLRE_16g664850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.80 0

TRINITY_DN50945_c1_g1GAX76050.1hypothetical protein CEUSTIGMA_g3493.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0.00

TRINITY_DN51885_c2_g1GAX83762.1hypothetical protein CEUSTIGMA_g11187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.80 0

TRINITY_DN25353_c0_g2XP_020700253.160S ribosomal protein L27a-3-like [Dendrobium catenatum]Dendrobium_catenatum 73.70 0.00

TRINITY_DN27328_c0_g1XP_015636431.1DNA-directed RNA polymerase III subunit 1 [Oryza sativa Japonica Group]Oryza_sativa 73.70 0.00

TRINITY_DN37656_c0_g5GAX82489.1hypothetical protein CEUSTIGMA_g9916.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.70 0.00

TRINITY_DN37948_c0_g2KXZ56100.1hypothetical protein GPECTOR_2g982 [Gonium pectorale]Gonium_pectorale 73.70 0.00

TRINITY_DN38657_c0_g1ANA57037.1ATP synthase F1 subunit alpha (mitochondrion) [Pyramimonas parkeae]Pyramimonas_parkeae 73.70 0.00

TRINITY_DN39485_c0_g4XP_002950013.1hypothetical protein VOLCADRAFT_90423 [Volvox carteri f. nagariensis]Volvox_carteri 73.70 0.00

TRINITY_DN39911_c0_g6GAX78570.1hypothetical protein CEUSTIGMA_g6010.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.70 0.00

TRINITY_DN42102_c1_g5XP_002946369.1sterol 14 desaturase [Volvox carteri f. nagariensis]Volvox_carteri 73.70 0.00

TRINITY_DN43542_c0_g1XP_013898655.1Translation initiation factor eIF-2B subunit alpha [Monoraphidium neglectum]Monoraphidium_neglectum 73.70 0.00

TRINITY_DN44095_c0_g5XP_001691801.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.70 0.00

TRINITY_DN44145_c1_g4AMY63158.1sulfate permease [Tetraspora sp. CU2551]Tetraspora_sp._CU2551 73.70 0.00

TRINITY_DN44429_c1_g1XP_002946270.1hypothetical protein VOLCADRAFT_102865 [Volvox carteri f. nagariensis]Volvox_carteri 73.70 0.00

TRINITY_DN44517_c0_g1AEG74528.1kinesin-2 motor subunit FLA8 [Dunaliella salina]Dunaliella_salina 73.70 0.00

TRINITY_DN45561_c0_g6PNW82090.1hypothetical protein CHLRE_06g273413v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.70 0.00

TRINITY_DN45900_c1_g4XP_002948588.1hypothetical protein VOLCADRAFT_116855 [Volvox carteri f. nagariensis]Volvox_carteri 73.70 0.00

TRINITY_DN49438_c1_g1XP_001700022.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.70 0.00

TRINITY_DN49590_c1_g2AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.70 0.00

TRINITY_DN50270_c1_g5KXZ45261.1hypothetical protein GPECTOR_56g357 [Gonium pectorale]Gonium_pectorale 73.70 0.00

TRINITY_DN50304_c1_g1GAX76625.1hypothetical protein CEUSTIGMA_g4071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.70 0.00

TRINITY_DN50414_c0_g5GAX78643.1hypothetical protein CEUSTIGMA_g6081.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.70 0.00

TRINITY_DN51520_c1_g4GAX81465.1hypothetical protein CEUSTIGMA_g8894.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.70 0.00

TRINITY_DN52420_c0_g1KMS64610.1hypothetical protein BVRB_018500 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 73.70 0.00

TRINITY_DN23191_c0_g1EFH53791.1hypothetical protein ARALYDRAFT_905922 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 73.60 0.00

TRINITY_DN2838_c0_g1XP_021275539.160S ribosomal protein L37-1-like [Herrania umbratica]Herrania_umbratica 73.60 0.00

TRINITY_DN36597_c0_g6XP_020113858.1heat shock cognate 70 kDa protein 2-like [Ananas comosus]Ananas_comosus 73.60 0.00

TRINITY_DN39369_c0_g1PNH06617.1hypothetical protein TSOC_007002 [Tetrabaena socialis]Tetrabaena_socialis 73.60 0.00

TRINITY_DN42674_c0_g2XP_001693712.1iron-sulfur cluster assembly scaffold protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.60 0.00

TRINITY_DN44069_c1_g2XP_002954665.1hypothetical protein VOLCADRAFT_82870 [Volvox carteri f. nagariensis]Volvox_carteri 73.60 0.00

TRINITY_DN44195_c0_g1GAX82064.1hypothetical protein CEUSTIGMA_g9492.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.60 0.00

TRINITY_DN45224_c0_g3PNH10975.1putative oxidoreductase GLYR1 [Tetrabaena socialis]Tetrabaena_socialis 73.60 0.00

TRINITY_DN47625_c0_g3BAK00460.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 73.60 0.00

TRINITY_DN47761_c1_g4GAX75978.1hypothetical protein CEUSTIGMA_g3421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.60 0.00

TRINITY_DN49824_c1_g2GAX81453.1hypothetical protein CEUSTIGMA_g8882.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.60 0.00

TRINITY_DN32008_c0_g2YP_008802575.1NADH dehydrogenase subunit 10 (mitochondrion) [Monomastix sp. OKE-1]Monomastix_sp._OKE-1 73.50 0.00

TRINITY_DN34355_c0_g1PHT37404.140S ribosomal protein S14 [Capsicum baccatum]Capsicum_baccatum 73.50 0.00

TRINITY_DN36598_c0_g1PNW88079.1hypothetical protein CHLRE_01g013300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.50 0.00

TRINITY_DN36845_c1_g1PNW71654.1hypothetical protein CHLRE_16g663350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.50 0.00

TRINITY_DN37322_c0_g2GBF97045.1histone H2A [Raphidocelis subcapitata]Raphidocelis_subcapitata 73.50 0.00

TRINITY_DN37870_c0_g2XP_003608807.140S ribosomal protein S13 [Medicago truncatula]Medicago_truncatula 73.50 0.00

TRINITY_DN38099_c0_g2XP_005649894.1polyadenylate binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 73.50 0.00

TRINITY_DN38949_c1_g1XP_002953420.1hypothetical protein VOLCADRAFT_105944 [Volvox carteri f. nagariensis]Volvox_carteri 73.50 0.00

TRINITY_DN39281_c0_g4KNA03059.1hypothetical protein SOVF_212770, partial [Spinacia oleracea]Spinacia_oleracea 73.50 0.00

TRINITY_DN39878_c1_g1GAX78776.1hypothetical protein CEUSTIGMA_g6213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.50 0.00

TRINITY_DN41018_c1_g10ABR18090.1unknown [Picea sitchensis]Picea_sitchensis 73.50 0.00

TRINITY_DN41685_c0_g1GBF87357.1CMGC RCK kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 73.50 0.00

TRINITY_DN45598_c0_g5CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 73.50 0.00

TRINITY_DN46081_c0_g3GAX72801.1hypothetical protein CEUSTIGMA_g256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.50 0.00



TRINITY_DN46304_c0_g1XP_027935375.1probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH2 isoform X1 [Vigna unguiculata]Vigna_unguiculata 73.50 0.00

TRINITY_DN47804_c2_g6KFK37176.1hypothetical protein AALP_AA4G224000 [Arabis alpina]Arabis_alpina 73.50 0.00

TRINITY_DN51088_c0_g1PRW59761.1cytochrome P450 [Chlorella sorokiniana]Chlorella_sorokiniana 73.50 0.00

TRINITY_DN51633_c1_g5ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 73.50 0.00

TRINITY_DN52257_c0_g3XP_001696228.1mitochondrial substrate carrier protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.50 0.00

TRINITY_DN34058_c0_g11XP_021275539.160S ribosomal protein L37-1-like [Herrania umbratica]Herrania_umbratica 73.40 0.00

TRINITY_DN34058_c0_g7XP_021275539.160S ribosomal protein L37-1-like [Herrania umbratica]Herrania_umbratica 73.40 0.00

TRINITY_DN34217_c0_g1XP_001693606.1eukaryotic initiation factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.40 0.00

TRINITY_DN36143_c0_g3XP_013893962.1Stage V sporulation protein K [Monoraphidium neglectum]Monoraphidium_neglectum 73.40 0.00

TRINITY_DN38627_c1_g3GBF97217.1hypothetical protein Rsub_10078 [Raphidocelis subcapitata]Raphidocelis_subcapitata 73.40 0.00

TRINITY_DN40315_c1_g5GAX83520.1hypothetical protein CEUSTIGMA_g10945.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.40 0.00

TRINITY_DN41837_c0_g2GAX75579.1hypothetical protein CEUSTIGMA_g3022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.40 0.00

TRINITY_DN42746_c1_g2GAX74510.1hypothetical protein CEUSTIGMA_g1959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.40 0.00

TRINITY_DN43423_c0_g3GAX79786.1hypothetical protein CEUSTIGMA_g7226.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.40 0.00

TRINITY_DN44971_c1_g4PNH10373.1Geranylgeranyl transferase type-2 subunit beta [Tetrabaena socialis]Tetrabaena_socialis 73.40 0.00

TRINITY_DN45498_c0_g4ADI47118.1nicotinamide phosphoribosyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.40 0.00

TRINITY_DN45928_c0_g3XP_004511837.1peptidyl-prolyl cis-trans isomerase CYP65 [Cicer arietinum]Cicer_arietinum 73.40 0.00

TRINITY_DN47332_c0_g7PHT54166.1Ubiquitin-NEDD8-like protein RUB1 [Capsicum baccatum]Capsicum_baccatum 73.40 0.00

TRINITY_DN48206_c0_g1XP_005646361.1GDP-mannose 4,6-dehydratase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 73.40 0.00

TRINITY_DN52418_c0_g5PNW73164.1hypothetical protein CHLRE_14g621351v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.40 0.00

TRINITY_DN16783_c0_g1GAX83399.1hypothetical protein CEUSTIGMA_g10824.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN33228_c0_g1XP_003063986.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 73.30 0.00

TRINITY_DN35103_c1_g11XP_010674086.1PREDICTED: 60S ribosomal protein L19-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 73.30 0.00

TRINITY_DN35103_c1_g9XP_010674086.1PREDICTED: 60S ribosomal protein L19-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 73.30 0.00

TRINITY_DN36902_c0_g1KMS65097.1hypothetical protein BVRB_039480, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 73.30 0.00

TRINITY_DN37293_c1_g2PNG99877.1NADH dehydrogenase [ubiquinone] iron-sulfur protein 8-B, mitochondrial, partial [Tetrabaena socialis]Tetrabaena_socialis 73.30 0.00

TRINITY_DN38085_c1_g7XP_007213938.1pyruvate decarboxylase 1 [Prunus persica]Prunus_persica 73.30 0.00

TRINITY_DN41216_c0_g2ABF82431.1mitochondrial Mn superoxide dismutase [Haematococcus lacustris]Haematococcus_lacustris 73.30 0.00

TRINITY_DN41727_c1_g2GAX74931.1hypothetical protein CEUSTIGMA_g2377.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN42828_c0_g3XP_002951505.1splicing factor 3a, subunit 1 [Volvox carteri f. nagariensis]Volvox_carteri 73.30 0.00

TRINITY_DN43507_c0_g2XP_002306780.140S ribosomal protein S18 [Populus trichocarpa]Populus_trichocarpa 73.30 0.00

TRINITY_DN44737_c1_g6CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 73.30 0.00

TRINITY_DN47041_c0_g1GAX82666.1hypothetical protein CEUSTIGMA_g10092.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN47156_c0_g1XP_005847375.1hypothetical protein CHLNCDRAFT_134191 [Chlorella variabilis]Chlorella_variabilis 73.30 0.00

TRINITY_DN47232_c1_g1GAX80495.1hypothetical protein CEUSTIGMA_g7933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN48015_c1_g1GAX83760.1hypothetical protein CEUSTIGMA_g11185.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN49830_c0_g3XP_002945765.1RIO kinase [Volvox carteri f. nagariensis]Volvox_carteri 73.30 0.00

TRINITY_DN51916_c1_g2GAX84424.1hypothetical protein CEUSTIGMA_g11845.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.30 0.00

TRINITY_DN36725_c0_g6KZV47064.1hypothetical protein F511_11970 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 73.20 0.00

TRINITY_DN39088_c0_g1PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 73.20 0.00

TRINITY_DN39564_c0_g3GBG73735.1hypothetical protein CBR_g17075 [Chara braunii]Chara_braunii 73.20 0.00

TRINITY_DN42250_c0_g1XP_002950406.1hypothetical protein VOLCADRAFT_120854 [Volvox carteri f. nagariensis]Volvox_carteri 73.20 0.00

TRINITY_DN43356_c1_g8GAX85126.1hypothetical protein CEUSTIGMA_g12546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN43660_c1_g2XP_022001417.1histone H3-like centromeric protein CNA1 [Helianthus annuus]Helianthus_annuus 73.20 0.00

TRINITY_DN44205_c0_g3KXZ47601.1hypothetical protein GPECTOR_34g760 [Gonium pectorale]Gonium_pectorale 73.20 0.00

TRINITY_DN45290_c0_g8PNW72009.1hypothetical protein CHLRE_16g686200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.20 0.00

TRINITY_DN45711_c0_g2GAX75391.1hypothetical protein CEUSTIGMA_g2835.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN45948_c1_g5PNW77650.1hypothetical protein CHLRE_10g445600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.20 0.00

TRINITY_DN46788_c0_g1GAX83742.1hypothetical protein CEUSTIGMA_g11167.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN47462_c1_g1GAX79845.1hypothetical protein CEUSTIGMA_g7285.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN47557_c0_g3PNH07917.1Chromosome-associated kinesin KIF4, partial [Tetrabaena socialis]Tetrabaena_socialis 73.20 0.00

TRINITY_DN47683_c0_g1PNW87428.1hypothetical protein CHLRE_02g145800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.20 0.00

TRINITY_DN47977_c0_g1KXZ45770.1hypothetical protein GPECTOR_50g563 [Gonium pectorale]Gonium_pectorale 73.20 0.00

TRINITY_DN49535_c0_g2GAX78210.1hypothetical protein CEUSTIGMA_g5652.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN51314_c0_g2XP_001696836.1coiled-coil flagellar protein, move backward only 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.20 0.00

TRINITY_DN51617_c0_g3GAX81235.1hypothetical protein CEUSTIGMA_g8667.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0.00

TRINITY_DN52253_c1_g1GAX76248.1hypothetical protein CEUSTIGMA_g3692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.20 0

TRINITY_DN21413_c0_g2OEL20772.1Ras-related protein Rab-2-B [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 73.10 0.00

TRINITY_DN28833_c0_g2XP_027066197.1uncharacterized protein LOC113692056 [Coffea arabica]Coffea_arabica 73.10 0.00

TRINITY_DN3508_c0_g1XP_022922256.160S ribosomal protein L9 [Cucurbita moschata]Cucurbita_moschata 73.10 0.00

TRINITY_DN37791_c0_g1XP_002952814.1hypothetical protein VOLCADRAFT_63040 [Volvox carteri f. nagariensis]Volvox_carteri 73.10 0.00

TRINITY_DN37899_c0_g2XP_022986178.1serine/threonine-protein phosphatase PP2A-2 catalytic subunit-like [Cucurbita maxima]Cucurbita_maxima 73.10 0.00

TRINITY_DN37927_c0_g8GBF93120.1diphthine methyl ester synthase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 73.10 0.00

TRINITY_DN41266_c0_g3GBG60216.1hypothetical protein CBR_g3460 [Chara braunii]Chara_braunii 73.10 0.00

TRINITY_DN43488_c0_g4KXZ54074.1hypothetical protein GPECTOR_5g180 [Gonium pectorale]Gonium_pectorale 73.10 0.00

TRINITY_DN46352_c1_g3GAQ88566.1aconitate hydratase [Klebsormidium nitens]Klebsormidium_nitens 73.10 0.00



TRINITY_DN48090_c0_g2GAX84189.1hypothetical protein CEUSTIGMA_g11612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.10 0.00

TRINITY_DN49757_c1_g2GAX73992.1hypothetical protein CEUSTIGMA_g1442.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.10 0.00

TRINITY_DN49970_c1_g1XP_002956359.1hypothetical protein VOLCADRAFT_83604 [Volvox carteri f. nagariensis]Volvox_carteri 73.10 0.00

TRINITY_DN50130_c0_g3GAX81286.1hypothetical protein CEUSTIGMA_g8718.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.10 0.00

TRINITY_DN50461_c1_g1KXZ46318.1hypothetical protein GPECTOR_45g188 [Gonium pectorale]Gonium_pectorale 73.10 0.00

TRINITY_DN51288_c0_g1XP_002948283.1hypothetical protein VOLCADRAFT_80059 [Volvox carteri f. nagariensis]Volvox_carteri 73.10 0.00

TRINITY_DN52170_c0_g2XP_002945662.1hypothetical protein VOLCADRAFT_78635 [Volvox carteri f. nagariensis]Volvox_carteri 73.10 0.00

TRINITY_DN52197_c2_g5PNH05039.1Histone acetyltransferase HAC1 [Tetrabaena socialis]Tetrabaena_socialis 73.10 0.00

TRINITY_DN52239_c0_g1AFK09219.1calcium-dependent protein kinase [Dunaliella salina]Dunaliella_salina 73.10 0.00

TRINITY_DN17616_c0_g2XP_023890530.1uncharacterized protein LOC112002610 [Quercus suber]Quercus_suber 73.00 0.00

TRINITY_DN21400_c0_g1XP_007206053.1SUMO-conjugating enzyme SCE1 [Prunus persica]Prunus_persica 73.00 0.00

TRINITY_DN35096_c1_g7XP_002956593.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 73.00 0.00

TRINITY_DN35262_c2_g8AEB40011.1cytochrome c oxidase subunit 1 (mitochondrion) [Funaria hygrometrica]Funaria_hygrometrica 73.00 0.00

TRINITY_DN36912_c0_g4XP_013895645.1hypothetical protein MNEG_11339 [Monoraphidium neglectum]Monoraphidium_neglectum 73.00 0.00

TRINITY_DN38094_c0_g1XP_001700392.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.00 0.00

TRINITY_DN39510_c0_g4GAX77331.1hypothetical protein CEUSTIGMA_g4777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN40038_c0_g2KFK39324.1hypothetical protein AALP_AA3G229900 [Arabis alpina]Arabis_alpina 73.00 0.00

TRINITY_DN40266_c0_g3XP_001422063.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 73.00 0.00

TRINITY_DN40295_c1_g2GAX81655.1hypothetical protein CEUSTIGMA_g9083.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN41071_c1_g11GAX78050.1hypothetical protein CEUSTIGMA_g5492.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN42783_c0_g1GAX75354.1hypothetical protein CEUSTIGMA_g2798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN43296_c0_g5XP_002955027.1hypothetical protein VOLCADRAFT_106618 [Volvox carteri f. nagariensis]Volvox_carteri 73.00 0.00

TRINITY_DN45722_c1_g4XP_024367963.1protein kish-A-like [Physcomitrella patens]Physcomitrella_patens 73.00 0.00

TRINITY_DN45855_c0_g1KXZ50993.1RPT4 protein [Gonium pectorale]Gonium_pectorale 73.00 0.00

TRINITY_DN46541_c0_g1GAX79229.1hypothetical protein CEUSTIGMA_g6669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN46809_c0_g2XP_001698344.1low-CO2-inducible protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 73.00 0.00

TRINITY_DN47199_c0_g1XP_002952799.1hypothetical protein VOLCADRAFT_105694 [Volvox carteri f. nagariensis]Volvox_carteri 73.00 0.00

TRINITY_DN47245_c0_g2KXZ51615.1hypothetical protein GPECTOR_12g579 [Gonium pectorale]Gonium_pectorale 73.00 0.00

TRINITY_DN48037_c1_g4GAX86588.1hypothetical protein CEUSTIGMA_g13996.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN48863_c0_g5GAX72976.1hypothetical protein CEUSTIGMA_g429.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 73.00 0.00

TRINITY_DN49516_c1_g3XP_002949841.1hypothetical protein VOLCADRAFT_90275 [Volvox carteri f. nagariensis]Volvox_carteri 73.00 0.00

TRINITY_DN49601_c0_g1KXZ54087.1hypothetical protein GPECTOR_5g192 [Gonium pectorale]Gonium_pectorale 73.00 0.00

TRINITY_DN51675_c1_g1XP_005848424.1hypothetical protein CHLNCDRAFT_144763 [Chlorella variabilis]Chlorella_variabilis 73.00 0.00

TRINITY_DN29287_c0_g1KDD75126.1phosphatidylinositol 3- and 4-kinase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 72.90 0.00

TRINITY_DN32008_c0_g1YP_008802575.1NADH dehydrogenase subunit 10 (mitochondrion) [Monomastix sp. OKE-1]Monomastix_sp._OKE-1 72.90 0.00

TRINITY_DN33759_c2_g12XP_010557493.1PREDICTED: T-complex protein 1 subunit eta [Tarenaya hassleriana]Tarenaya_hassleriana 72.90 0.00

TRINITY_DN33865_c0_g1XP_023926296.1fimbrin-like [Quercus suber]Quercus_suber 72.90 0.00

TRINITY_DN35033_c0_g2BAK02186.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 72.90 0.00

TRINITY_DN35417_c0_g2AFK46383.1unknown [Lotus japonicus]Lotus_japonicus 72.90 0.00

TRINITY_DN35561_c0_g2XP_001418865.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 72.90 0.00

TRINITY_DN36509_c1_g1ABG66123.1retrotransposon protein, putative, Ty3-gypsy subclass [Oryza sativa Japonica Group]Oryza_sativa 72.90 0.00

TRINITY_DN36597_c0_g1XP_018847519.1PREDICTED: heat shock 70 kDa protein-like [Juglans regia]Juglans_regia 72.90 0.00

TRINITY_DN38311_c0_g2KFK36511.1hypothetical protein AALP_AA4G133600 [Arabis alpina]Arabis_alpina 72.90 0.00

TRINITY_DN39584_c1_g5GAX77564.1hypothetical protein CEUSTIGMA_g5008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN40906_c0_g2XP_013903236.160S ribosomal protein L38 [Monoraphidium neglectum]Monoraphidium_neglectum 72.90 0.00

TRINITY_DN41125_c0_g1KXZ45886.1hypothetical protein GPECTOR_49g470 [Gonium pectorale]Gonium_pectorale 72.90 0.00

TRINITY_DN41525_c0_g1KXZ47084.1hypothetical protein GPECTOR_38g321 [Gonium pectorale]Gonium_pectorale 72.90 0.00

TRINITY_DN41928_c2_g6KXZ46360.1hypothetical protein GPECTOR_44g38 [Gonium pectorale]Gonium_pectorale 72.90 0.00

TRINITY_DN42602_c0_g2GAX85176.1hypothetical protein CEUSTIGMA_g12594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN43532_c0_g1GAX84826.1hypothetical protein CEUSTIGMA_g12247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN44852_c2_g5GAX79686.1hypothetical protein CEUSTIGMA_g7127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN45379_c0_g4AWK67838.1ACD [Dunaliella tertiolecta]Dunaliella_tertiolecta 72.90 0.00

TRINITY_DN46272_c0_g3GAX73774.1hypothetical protein CEUSTIGMA_g1225.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN46942_c0_g3NP_001234479.2ripening regulated protein DDTFR19 [Solanum lycopersicum]Solanum_lycopersicum 72.90 0.00

TRINITY_DN48993_c0_g1KXZ44682.1hypothetical protein GPECTOR_63g11 [Gonium pectorale]Gonium_pectorale 72.90 0.00

TRINITY_DN49777_c0_g3XP_001694498.1protoporphyrinogen oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.90 0.00

TRINITY_DN51145_c0_g1GAX80452.1hypothetical protein CEUSTIGMA_g7891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.90 0.00

TRINITY_DN51717_c0_g1XP_002945662.1hypothetical protein VOLCADRAFT_78635 [Volvox carteri f. nagariensis]Volvox_carteri 72.90 0.00

TRINITY_DN53625_c0_g1KGN62516.1hypothetical protein Csa_2G358870 [Cucumis sativus]Cucumis_sativus 72.90 0.00

TRINITY_DN15580_c0_g1ACG24489.160S ribosomal protein L7a [Zea mays]Zea_mays 72.80 0.00

TRINITY_DN20402_c0_g1XP_006341172.1PREDICTED: enolase-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 72.80 0.00

TRINITY_DN33886_c0_g1PNH01791.1Ras-related protein YPTC6 [Tetrabaena socialis]Tetrabaena_socialis 72.80 0.00

TRINITY_DN34713_c0_g5GAX77945.1hypothetical protein CEUSTIGMA_g5387.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.80 0.00

TRINITY_DN34812_c0_g1XP_005644011.1ribosomal protein S19 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 72.80 0.00

TRINITY_DN37043_c0_g4PNW87105.1hypothetical protein CHLRE_02g109250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.80 0.00

TRINITY_DN37846_c0_g4RRT73951.1hypothetical protein B296_00011816 [Ensete ventricosum]Ensete_ventricosum 72.80 0.00



TRINITY_DN39199_c0_g1GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 72.80 0.00

TRINITY_DN39329_c0_g1A2T2X4.1RecName: Full=Intraflagellar transport protein 46; AltName: Full=Flagellar-associated protein 32; AltName: Full=IFT complex B proteinChlamydomonas_reinhardtii 72.80 0.00

TRINITY_DN40263_c0_g1AML78291.1putative LOV domain-containing protein [Pleurastrum insigne]Pleurastrum_insigne 72.80 0.00

TRINITY_DN40414_c0_g3XP_002954091.1hypothetical protein VOLCADRAFT_82661 [Volvox carteri f. nagariensis]Volvox_carteri 72.80 0.00

TRINITY_DN42802_c0_g1KXZ55695.1hypothetical protein GPECTOR_2g1245 [Gonium pectorale]Gonium_pectorale 72.80 0.00

TRINITY_DN43526_c0_g1XP_005847301.1hypothetical protein CHLNCDRAFT_59682 [Chlorella variabilis]Chlorella_variabilis 72.80 0.00

TRINITY_DN45461_c1_g1GAX82654.1hypothetical protein CEUSTIGMA_g10080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.80 0.00

TRINITY_DN46320_c0_g4PNW73109.1hypothetical protein CHLRE_14g619100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.80 0.00

TRINITY_DN46950_c0_g5XP_026440774.1RING-box protein 1-like [Papaver somniferum]Papaver_somniferum 72.80 0.00

TRINITY_DN46950_c0_g6XP_026440774.1RING-box protein 1-like [Papaver somniferum]Papaver_somniferum 72.80 0.00

TRINITY_DN48683_c1_g13GAX74406.1hypothetical protein CEUSTIGMA_g1854.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.80 0.00

TRINITY_DN49665_c0_g2PNW89001.1hypothetical protein CHLRE_01g054150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.80 0.00

TRINITY_DN1485_c0_g1OTG22836.1putative ribosomal protein S8 [Helianthus annuus]Helianthus_annuus 72.70 0.00

TRINITY_DN32808_c0_g1GAX83107.1hypothetical protein CEUSTIGMA_g10533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.70 0.00

TRINITY_DN35085_c0_g1GBG71260.1hypothetical protein CBR_g8681 [Chara braunii]Chara_braunii 72.70 0.00

TRINITY_DN35103_c1_g3XP_023903069.140S ribosomal protein S6-B-like [Quercus suber]Quercus_suber 72.70 0.00

TRINITY_DN37645_c0_g1KMS64494.1hypothetical protein BVRB_019710, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.70 0.00

TRINITY_DN40340_c0_g2XP_002947468.1hypothetical protein VOLCADRAFT_57201 [Volvox carteri f. nagariensis]Volvox_carteri 72.70 0.00

TRINITY_DN40981_c2_g2P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 72.70 0.00

TRINITY_DN42163_c0_g1PNW78506.1hypothetical protein CHLRE_09g394450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.70 0.00

TRINITY_DN43296_c0_g1GAX77312.1hypothetical protein CEUSTIGMA_g4758.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.70 0.00

TRINITY_DN43908_c0_g10PON97647.1U5 small nuclear ribonucleoprotein 200 kDa helicase [Trema orientale]Trema_orientale 72.70 0.00

TRINITY_DN44389_c0_g2GAX75458.1hypothetical protein CEUSTIGMA_g2901.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.70 0.00

TRINITY_DN45042_c0_g2XP_002957030.1hypothetical protein VOLCADRAFT_119580 [Volvox carteri f. nagariensis]Volvox_carteri 72.70 0.00

TRINITY_DN46217_c0_g2KXZ45466.1hypothetical protein GPECTOR_54g207 [Gonium pectorale]Gonium_pectorale 72.70 0.00

TRINITY_DN47633_c0_g3RAL40391.1hypothetical protein DM860_006461 [Cuscuta australis]Cuscuta_australis 72.70 0.00

TRINITY_DN48683_c1_g5GAQ77748.1hypothetical protein KFL_000030270 [Klebsormidium nitens]Klebsormidium_nitens 72.70 0.00

TRINITY_DN50942_c0_g3KXZ51655.1hypothetical protein GPECTOR_11g109 [Gonium pectorale]Gonium_pectorale 72.70 0.00

TRINITY_DN21119_c0_g1XP_002508347.1DEAD/DEAH box helicase [Micromonas commoda]Micromonas_commoda 72.60 0.00

TRINITY_DN31160_c0_g1XP_002956450.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN35561_c0_g1VDD49652.1unnamed protein product, partial [Brassica oleracea]Brassica_oleracea 72.60 0.00

TRINITY_DN35621_c0_g3KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.60 0.00

TRINITY_DN3678_c0_g2XP_001691713.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.60 0.00

TRINITY_DN39042_c0_g1GAX82023.1hypothetical protein CEUSTIGMA_g9451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN39925_c0_g6KXZ42331.1hypothetical protein GPECTOR_161g130 [Gonium pectorale]Gonium_pectorale 72.60 0.00

TRINITY_DN40511_c0_g2XP_002950380.1hypothetical protein VOLCADRAFT_104643 [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN42180_c0_g3GAX79225.1hypothetical protein CEUSTIGMA_g6665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN42886_c1_g2XP_002957896.1hypothetical protein VOLCADRAFT_99063 [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN43166_c1_g4PSC74533.1Protochlorophyllide chloroplastic [Micractinium conductrix]Micractinium_conductrix 72.60 0.00

TRINITY_DN43309_c1_g3GAX84230.1hypothetical protein CEUSTIGMA_g11653.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN43387_c0_g2KXZ52279.1hypothetical protein GPECTOR_10g911 [Gonium pectorale]Gonium_pectorale 72.60 0.00

TRINITY_DN44783_c0_g1XP_002946967.1mitochondrial phosphate carrier 1 [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN45013_c1_g4PNW87875.1hypothetical protein CHLRE_01g005500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.60 0.00

TRINITY_DN47016_c0_g1GAX79372.1hypothetical protein CEUSTIGMA_g6814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN47774_c0_g12CAA69144.1apocytochrome b (mitochondrion) [Chlorogonium elongatum]Chlorogonium_elongatum 72.60 0.00

TRINITY_DN48439_c1_g1GAX81367.1hypothetical protein CEUSTIGMA_g8798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN48833_c1_g3GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN48979_c0_g7GAX84030.1hypothetical protein CEUSTIGMA_g11454.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.60 0.00

TRINITY_DN50415_c0_g12XP_002947921.1hypothetical protein VOLCADRAFT_103701 [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN52153_c1_g1XP_002951795.1histone H2A [Volvox carteri f. nagariensis]Volvox_carteri 72.60 0.00

TRINITY_DN24454_c0_g1XP_005642843.1ribosomal protein rpl36a [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 72.50 0.00

TRINITY_DN31082_c0_g3EPS62326.1hypothetical protein M569_12463, partial [Genlisea aurea]Genlisea_aurea 72.50 0.00

TRINITY_DN33034_c0_g1PNW84960.1hypothetical protein CHLRE_03g165750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN33822_c1_g11XP_018807206.1PREDICTED: 60S ribosomal protein L18-2-like isoform X1 [Juglans regia]Juglans_regia 72.50 0.00

TRINITY_DN34501_c0_g1XP_023898420.160S ribosomal protein L15 [Quercus suber]Quercus_suber 72.50 0.00

TRINITY_DN34883_c0_g8ABK96400.1unknown [Populus trichocarpa x Populus deltoides]Populus_trichocarpa_x_Populus_deltoides 72.50 0.00

TRINITY_DN36525_c0_g2GAX85453.1hypothetical protein CEUSTIGMA_g12869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.50 0.00

TRINITY_DN36872_c0_g2GBF95639.1glutamine-dependent NAD(+) synthetase [Raphidocelis subcapitata]Raphidocelis_subcapitata 72.50 0.00

TRINITY_DN38040_c0_g1GAX81867.1hypothetical protein CEUSTIGMA_g9295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.50 0.00

TRINITY_DN39060_c0_g1PNW75700.1hypothetical protein CHLRE_12g537400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN40537_c0_g1GBF96066.1chlorophyll a,b binding protein of LHCII type I [Raphidocelis subcapitata]Raphidocelis_subcapitata 72.50 0.00

TRINITY_DN41685_c0_g3GAX84032.1hypothetical protein CEUSTIGMA_g11456.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.50 0.00

TRINITY_DN42715_c0_g4XP_002949053.1hypothetical protein VOLCADRAFT_80454 [Volvox carteri f. nagariensis]Volvox_carteri 72.50 0.00

TRINITY_DN43716_c0_g4PNW88355.1hypothetical protein CHLRE_01g025850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN43986_c1_g1KXZ53533.1hypothetical protein GPECTOR_7g983 [Gonium pectorale]Gonium_pectorale 72.50 0.00

TRINITY_DN44085_c1_g2XP_024400198.1uncharacterized protein LOC112294194 [Physcomitrella patens]Physcomitrella_patens 72.50 0.00



TRINITY_DN44762_c0_g1GAX76208.1hypothetical protein CEUSTIGMA_g3652.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.50 0.00

TRINITY_DN44819_c0_g2KMS64782.1hypothetical protein BVRB_042720, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.50 0.00

TRINITY_DN44856_c0_g4PNW86306.1hypothetical protein CHLRE_02g081176v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN45742_c1_g3PNW86145.1hypothetical protein CHLRE_02g074900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN46675_c0_g4XP_013893402.1ribonucleoside-diphosphate reductase largesubunit [Monoraphidium neglectum]Monoraphidium_neglectum 72.50 0.00

TRINITY_DN47100_c3_g1KXZ43238.1hypothetical protein GPECTOR_96g704 [Gonium pectorale]Gonium_pectorale 72.50 0.00

TRINITY_DN47107_c0_g8XP_001690590.1mixed lineage protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN47357_c0_g4PSC75748.1Amidophosphoribosyltransferase [Micractinium conductrix]Micractinium_conductrix 72.50 0.00

TRINITY_DN48299_c1_g5XP_001695591.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN48675_c0_g2PIA31827.1hypothetical protein AQUCO_04800016v1 [Aquilegia coerulea]Aquilegia_coerulea 72.50 0.00

TRINITY_DN48702_c3_g7KXZ48736.1hypothetical protein GPECTOR_25g320 [Gonium pectorale]Gonium_pectorale 72.50 0.00

TRINITY_DN49745_c0_g8PSC69271.1Ribosomal RNA small subunit methyltransferase B [Micractinium conductrix]Micractinium_conductrix 72.50 0.00

TRINITY_DN50236_c1_g1XP_002947519.1alanine aminotransferase [Volvox carteri f. nagariensis]Volvox_carteri 72.50 0.00

TRINITY_DN50603_c2_g4PNW74097.1hypothetical protein CHLRE_13g585100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0.00

TRINITY_DN51313_c0_g2XP_002972995.1GTP-binding protein YPTM2 [Selaginella moellendorffii]Selaginella_moellendorffii 72.50 0.00

TRINITY_DN52082_c2_g1KXZ48458.1hypothetical protein GPECTOR_27g628 [Gonium pectorale]Gonium_pectorale 72.50 0.00

TRINITY_DN52314_c1_g1PNW74271.1hypothetical protein CHLRE_13g592200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.50 0

TRINITY_DN52659_c1_g1GAX74205.1hypothetical protein CEUSTIGMA_g1654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.50 0.00

TRINITY_DN39019_c0_g1XP_013906306.1ubiquitin thioesterase OTU1 [Monoraphidium neglectum]Monoraphidium_neglectum 72.40 0.00

TRINITY_DN39358_c0_g8RXH69456.1hypothetical protein DVH24_037240 [Malus domestica]Malus_domestica 72.40 0.00

TRINITY_DN43317_c0_g3XP_002951731.1hypothetical protein VOLCADRAFT_61695 [Volvox carteri f. nagariensis]Volvox_carteri 72.40 0.00

TRINITY_DN43688_c0_g2XP_006341172.1PREDICTED: enolase-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 72.40 0.00

TRINITY_DN44326_c1_g1XP_013898049.1hypothetical protein MNEG_8931 [Monoraphidium neglectum]Monoraphidium_neglectum 72.40 0.00

TRINITY_DN44677_c0_g3KXZ49212.1hypothetical protein GPECTOR_22g802 [Gonium pectorale]Gonium_pectorale 72.40 0.00

TRINITY_DN46826_c0_g1PHU00427.1Polyubiquitin [Capsicum chinense]Capsicum_chinense 72.40 0.00

TRINITY_DN47457_c1_g1PNW77989.1hypothetical protein CHLRE_10g459900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.40 0.00

TRINITY_DN49129_c0_g3GAQ83325.1sumo conjugation enzyme 1 [Klebsormidium nitens]Klebsormidium_nitens 72.40 0.00

TRINITY_DN49210_c2_g11GAX77380.1hypothetical protein CEUSTIGMA_g4826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.40 0.00

TRINITY_DN50242_c2_g2GAX74483.1hypothetical protein CEUSTIGMA_g1932.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.40 0.00

TRINITY_DN14154_c0_g1RLM74350.160S ribosomal protein L23A [Panicum miliaceum]Panicum_miliaceum 72.30 0.00

TRINITY_DN29211_c0_g1XP_020268594.1cytochrome c oxidase copper chaperone-like [Asparagus officinalis]Asparagus_officinalis 72.30 0.00

TRINITY_DN34110_c0_g1GAQ86930.1hypothetical protein KFL_003210060 [Klebsormidium nitens]Klebsormidium_nitens 72.30 0.00

TRINITY_DN34215_c0_g5EPS72800.1hypothetical protein M569_01958 [Genlisea aurea]Genlisea_aurea 72.30 0.00

TRINITY_DN34954_c0_g1XP_002958386.1p300/CBP acetyl-transferase [Volvox carteri f. nagariensis]Volvox_carteri 72.30 0.00

TRINITY_DN35695_c0_g1XP_002957593.1isocitrate dehydrogenase, NADP-dependent, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 72.30 0.00

TRINITY_DN36807_c0_g1BAT85582.1hypothetical protein VIGAN_04314400 [Vigna angularis var. angularis]Vigna_angularis 72.30 0.00

TRINITY_DN38314_c0_g2PNW81835.1hypothetical protein CHLRE_06g262400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN40147_c1_g3XP_024361386.126S proteasome regulatory subunit 4 homolog B [Physcomitrella patens]Physcomitrella_patens 72.30 0.00

TRINITY_DN41783_c1_g4GAX80013.1hypothetical protein CEUSTIGMA_g7452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.30 0.00

TRINITY_DN41851_c0_g3XP_001691417.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN42327_c0_g1XP_024381669.1ribosome biogenesis protein NSA2 homolog [Physcomitrella patens]Physcomitrella_patens 72.30 0.00

TRINITY_DN42391_c0_g9KXZ45256.1hypothetical protein GPECTOR_56g352 [Gonium pectorale]Gonium_pectorale 72.30 0.00

TRINITY_DN43425_c0_g1GAX78660.1hypothetical protein CEUSTIGMA_g6098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.30 0.00

TRINITY_DN44113_c0_g2XP_001695317.1Qb-SNARE protein, Gos1/GS28-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN45804_c1_g1PNW78912.1hypothetical protein CHLRE_09g394251v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN47090_c0_g4XP_001694146.1O-linked N-acetylglucosamine transferase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN47791_c0_g1KXZ50156.1hypothetical protein GPECTOR_17g792 [Gonium pectorale]Gonium_pectorale 72.30 0.00

TRINITY_DN48592_c0_g5GAX72603.1hypothetical protein CEUSTIGMA_g59.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.30 0.00

TRINITY_DN49046_c0_g4OWM81295.1hypothetical protein CDL15_Pgr007333 [Punica granatum]Punica_granatum 72.30 0.00

TRINITY_DN49406_c0_g5XP_013906331.1OTU domain-containing protein 6B [Monoraphidium neglectum]Monoraphidium_neglectum 72.30 0.00

TRINITY_DN51765_c1_g1PNW82577.1hypothetical protein CHLRE_06g284700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.30 0.00

TRINITY_DN38292_c0_g1PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00

TRINITY_DN38832_c2_g1XP_024378423.1ras-related protein Rab7-like [Physcomitrella patens]Physcomitrella_patens 72.20 0.00

TRINITY_DN39091_c0_g4PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 72.20 0.00

TRINITY_DN40000_c0_g9PRW20509.1Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 [Chlorella sorokiniana]Chlorella_sorokiniana 72.20 0.00

TRINITY_DN40643_c0_g1XP_002984638.1ribonucleoside-diphosphate reductase large subunit [Selaginella moellendorffii]Selaginella_moellendorffii 72.20 0.00

TRINITY_DN41442_c0_g4XP_005651428.1PLP-dependent transferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 72.20 0.00

TRINITY_DN42024_c0_g1GAX82775.1hypothetical protein CEUSTIGMA_g10201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.20 0.00

TRINITY_DN42402_c1_g5KXZ54560.1hypothetical protein GPECTOR_4g625 [Gonium pectorale]Gonium_pectorale 72.20 0.00

TRINITY_DN42921_c0_g1PNW76723.1hypothetical protein CHLRE_11g468700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00

TRINITY_DN43745_c0_g2GBF91154.1hypothetical protein Rsub_04823 [Raphidocelis subcapitata]Raphidocelis_subcapitata 72.20 0.00

TRINITY_DN43854_c0_g3XP_005850116.1hypothetical protein CHLNCDRAFT_142204 [Chlorella variabilis]Chlorella_variabilis 72.20 0.00

TRINITY_DN44677_c0_g1KXZ49212.1hypothetical protein GPECTOR_22g802 [Gonium pectorale]Gonium_pectorale 72.20 0.00

TRINITY_DN44728_c0_g6XP_005650379.1FKBP-type peptidyl-prolyl cis-trans isomerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 72.20 0.00

TRINITY_DN45177_c0_g1GAX78762.1hypothetical protein CEUSTIGMA_g6199.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.20 0.00

TRINITY_DN45480_c0_g2PNW69897.1hypothetical protein CHLRE_17g697334v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00



TRINITY_DN46417_c0_g2KXZ53544.1hypothetical protein GPECTOR_7g994 [Gonium pectorale]Gonium_pectorale 72.20 0.00

TRINITY_DN46826_c0_g3XP_019434532.1PREDICTED: actin-7-like [Lupinus angustifolius]Lupinus_angustifolius 72.20 0.00

TRINITY_DN47742_c0_g2GAX84944.1hypothetical protein CEUSTIGMA_g12365.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.20 0.00

TRINITY_DN48847_c0_g1GAX76879.1hypothetical protein CEUSTIGMA_g4325.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.20 0.00

TRINITY_DN48957_c1_g2XP_001696900.1rubisco small subunit N-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00

TRINITY_DN49378_c0_g4PNW76800.1hypothetical protein CHLRE_11g476700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00

TRINITY_DN50078_c1_g2PNH08163.1Splicing regulatory glutamine/lysine-rich protein 1 [Tetrabaena socialis]Tetrabaena_socialis 72.20 0.00

TRINITY_DN50210_c0_g1XP_002949632.1succinate dehydrogenase subunit A, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 72.20 0.00

TRINITY_DN50368_c0_g1GAX77698.1hypothetical protein CEUSTIGMA_g5141.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.20 0

TRINITY_DN50512_c0_g1XP_013891691.1thiamine biosynthetic enzyme [Monoraphidium neglectum]Monoraphidium_neglectum 72.20 0.00

TRINITY_DN51091_c0_g1AWK67839.1ACOX [Dunaliella tertiolecta]Dunaliella_tertiolecta 72.20 0.00

TRINITY_DN51768_c1_g3PNW85682.1hypothetical protein CHLRE_03g197900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.20 0.00

TRINITY_DN52331_c1_g2KXZ53712.1hypothetical protein GPECTOR_6g629 [Gonium pectorale]Gonium_pectorale 72.20 0.00

TRINITY_DN52959_c0_g1ABK26510.1unknown [Picea sitchensis]Picea_sitchensis 72.20 0.00

TRINITY_DN53959_c0_g1ABK26510.1unknown [Picea sitchensis]Picea_sitchensis 72.20 0.00

TRINITY_DN35751_c2_g5KMS93274.1hypothetical protein BVRB_033130, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.10 0.00

TRINITY_DN36485_c0_g1PNH07376.1GTP-binding protein yptV4 [Tetrabaena socialis]Tetrabaena_socialis 72.10 0.00

TRINITY_DN37207_c0_g1GAX76309.1hypothetical protein CEUSTIGMA_g3755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.10 0.00

TRINITY_DN39127_c0_g7XP_002502415.1predicted protein [Micromonas commoda]Micromonas_commoda 72.10 0.00

TRINITY_DN40506_c0_g4XP_013902367.1hypothetical protein MNEG_4609 [Monoraphidium neglectum]Monoraphidium_neglectum 72.10 0.00

TRINITY_DN41135_c1_g1XP_007011506.1PREDICTED: cell division control protein 2 homolog isoform X2 [Theobroma cacao]Theobroma_cacao 72.10 0.00

TRINITY_DN41942_c0_g1KXZ50612.1hypothetical protein GPECTOR_15g295 [Gonium pectorale]Gonium_pectorale 72.10 0.00

TRINITY_DN42796_c0_g2XP_001698709.1sirohydrochlorin ferrochelatase, SIRB [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.10 0.00

TRINITY_DN43776_c1_g1XP_002948741.1hypothetical protein VOLCADRAFT_80390 [Volvox carteri f. nagariensis]Volvox_carteri 72.10 0.00

TRINITY_DN45200_c1_g3GAX86383.1hypothetical protein CEUSTIGMA_g13795.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.10 0.00

TRINITY_DN45570_c0_g1GAX82786.1hypothetical protein CEUSTIGMA_g10212.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.10 0.00

TRINITY_DN45951_c1_g6XP_020875465.1ATP-dependent 6-phosphofructokinase 6 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 72.10 0.00

TRINITY_DN48453_c0_g3GBF89565.1hypothetical protein Rsub_02283 [Raphidocelis subcapitata]Raphidocelis_subcapitata 72.10 0.00

TRINITY_DN48591_c0_g2KMZ59472.1Cyclin-dependent kinase E-1 [Zostera marina]Zostera_marina 72.10 0.00

TRINITY_DN48884_c0_g1PNW85267.1hypothetical protein CHLRE_03g178600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.10 0.00

TRINITY_DN49152_c1_g2GAX80935.1hypothetical protein CEUSTIGMA_g8370.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.10 0.00

TRINITY_DN49303_c0_g3GAX85748.1hypothetical protein CEUSTIGMA_g13163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.10 0.00

TRINITY_DN49647_c1_g2XP_019429164.1PREDICTED: pirin-like protein [Lupinus angustifolius]Lupinus_angustifolius 72.10 0.00

TRINITY_DN50930_c0_g3KXZ44332.1hypothetical protein GPECTOR_69g425 [Gonium pectorale]Gonium_pectorale 72.10 0.00

TRINITY_DN51132_c0_g2KXZ42649.1hypothetical protein GPECTOR_127g527 [Gonium pectorale]Gonium_pectorale 72.10 0.00

TRINITY_DN51143_c0_g3PNH05527.1Chaperone protein YajL [Tetrabaena socialis]Tetrabaena_socialis 72.10 0.00

TRINITY_DN52199_c1_g1XP_023006972.1ATP-dependent zinc metalloprotease FTSH 10, mitochondrial-like [Cucurbita maxima]Cucurbita_maxima 72.10 0.00

TRINITY_DN53038_c0_g1XP_010692136.1PREDICTED: CCR4-NOT transcription complex subunit 1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.10 0.00

TRINITY_DN1037_c0_g1XP_021275539.160S ribosomal protein L37-1-like [Herrania umbratica]Herrania_umbratica 72.00 0.00

TRINITY_DN34924_c0_g2OAE31958.1hypothetical protein AXG93_4421s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 72.00 0.00

TRINITY_DN39644_c1_g1ACN94453.1photosystem I light-harvesting cholrophyll-a/b protein 2 [Dunaliella salina]Dunaliella_salina 72.00 0.00

TRINITY_DN40630_c0_g1GAX74724.1hypothetical protein CEUSTIGMA_g2171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.00 0.00

TRINITY_DN41219_c0_g1XP_010691097.1PREDICTED: pre-mRNA-processing-splicing factor 8A [Beta vulgaris subsp. vulgaris]Beta_vulgaris 72.00 0.00

TRINITY_DN41537_c0_g1XP_009764205.1PREDICTED: enolase-like [Nicotiana sylvestris]Nicotiana_sylvestris 72.00 0.00

TRINITY_DN42755_c0_g8XP_002953779.1hypothetical protein VOLCADRAFT_94598 [Volvox carteri f. nagariensis]Volvox_carteri 72.00 0.00

TRINITY_DN43556_c0_g2ABD64591.1ribosomal protein S29 subunit [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 72.00 0.00

TRINITY_DN43727_c0_g8XP_005845875.1hypothetical protein CHLNCDRAFT_59731 [Chlorella variabilis]Chlorella_variabilis 72.00 0.00

TRINITY_DN43882_c0_g6GAX84584.1hypothetical protein CEUSTIGMA_g12005.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.00 0.00

TRINITY_DN45188_c2_g1GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 72.00 0.00

TRINITY_DN46603_c0_g1XP_001701515.1peroxisomal targeting signal 2 receptor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.00 0.00

TRINITY_DN486_c0_g1XP_024374206.126S proteasome non-ATPase regulatory subunit 14 homolog [Physcomitrella patens]Physcomitrella_patens 72.00 0.00

TRINITY_DN48785_c0_g1XP_001698209.1splicing factor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 72.00 0.00

TRINITY_DN50395_c0_g3GBF97232.1sec-independent translocase chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 72.00 0.00

TRINITY_DN10583_c0_g1XP_016504504.1PREDICTED: peptidyl-prolyl cis-trans isomerase CYP22-like [Nicotiana tabacum]Nicotiana_tabacum 71.90 0.00

TRINITY_DN24660_c0_g1XP_001693495.1ribosomal protein S16 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.90 0.00

TRINITY_DN32847_c0_g2XP_023870994.1uncharacterized protein LOC111983563 [Quercus suber]Quercus_suber 71.90 0.00

TRINITY_DN33511_c0_g1XP_001695222.1mitochondrial F1F0 ATP synthase associated 10.0 kDa protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.90 0.00

TRINITY_DN38003_c0_g2PNH02109.1hypothetical protein TSOC_011937 [Tetrabaena socialis]Tetrabaena_socialis 71.90 0.00

TRINITY_DN40425_c0_g2KXZ51555.1hypothetical protein GPECTOR_12g518 [Gonium pectorale]Gonium_pectorale 71.90 0.00

TRINITY_DN40905_c0_g2XP_002946269.1hypothetical protein VOLCADRAFT_86370 [Volvox carteri f. nagariensis]Volvox_carteri 71.90 0.00

TRINITY_DN42397_c0_g2XP_001694135.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.90 0.00

TRINITY_DN43865_c1_g3XP_005847305.1hypothetical protein CHLNCDRAFT_134426 [Chlorella variabilis]Chlorella_variabilis 71.90 0.00

TRINITY_DN44088_c0_g2GAX75437.1hypothetical protein CEUSTIGMA_g2881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.90 0.00

TRINITY_DN46065_c0_g1XP_001702578.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.90 0.00

TRINITY_DN46336_c2_g3GAX83249.1hypothetical protein CEUSTIGMA_g10675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.90 0.00

TRINITY_DN48910_c0_g1GAX80248.1hypothetical protein CEUSTIGMA_g7686.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.90 0.00



TRINITY_DN50015_c0_g1GAX80721.1hypothetical protein CEUSTIGMA_g8156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.90 0.00

TRINITY_DN2374_c0_g1XP_010676406.1PREDICTED: splicing factor 3B subunit 6-like protein [Beta vulgaris subsp. vulgaris]Beta_vulgaris 71.80 0.00

TRINITY_DN34636_c1_g2XP_008233807.1PREDICTED: 40S ribosomal protein S4-1 [Prunus mume]Prunus_mume 71.80 0.00

TRINITY_DN34636_c1_g6XP_008233807.1PREDICTED: 40S ribosomal protein S4-1 [Prunus mume]Prunus_mume 71.80 0.00

TRINITY_DN35572_c0_g1XP_001699533.1uroporphyrinogen-iii decarboxylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.80 0.00

TRINITY_DN37322_c0_g3AAO00863.1Unknown protein [Arabidopsis thaliana]Arabidopsis_thaliana 71.80 0.00

TRINITY_DN37453_c0_g1XP_020185234.1cytoplasmic tRNA 2-thiolation protein 1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 71.80 0.00

TRINITY_DN40309_c0_g1GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.80 0.00

TRINITY_DN41033_c1_g1GAX75491.1hypothetical protein CEUSTIGMA_g2934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.80 0.00

TRINITY_DN42051_c0_g5XP_001689413.1lipoate protein ligase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.80 0.00

TRINITY_DN44812_c0_g3PNW80349.1hypothetical protein CHLRE_07g313700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.80 0.00

TRINITY_DN45329_c1_g12GBF97134.1hypothetical protein Rsub_10321 [Raphidocelis subcapitata]Raphidocelis_subcapitata 71.80 0.00

TRINITY_DN45534_c0_g1GAX76659.1hypothetical protein CEUSTIGMA_g4105.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.80 0.00

TRINITY_DN48011_c0_g4PRW60787.1Ribosomal L37e [Chlorella sorokiniana]Chlorella_sorokiniana 71.80 0.00

TRINITY_DN48218_c1_g1GBF92959.1ubiquitin-conjugating enzyme E2-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 71.80 0.00

TRINITY_DN48228_c0_g2GAX79261.1hypothetical protein CEUSTIGMA_g6701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.80 0.00

TRINITY_DN49087_c1_g3XP_001691272.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.80 0.00

TRINITY_DN49134_c0_g1PNW80590.1hypothetical protein CHLRE_07g324050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.80 0.00

TRINITY_DN50443_c0_g1KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 71.80 0.00

TRINITY_DN51942_c1_g1GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.80 0.00

TRINITY_DN23402_c0_g1XP_024392632.1NEDD8-conjugating enzyme Ubc12-like [Physcomitrella patens]Physcomitrella_patens 71.70 0.00

TRINITY_DN36760_c0_g1XP_022735763.1uncharacterized protein LOC111289175 [Durio zibethinus]Durio_zibethinus 71.70 0.00

TRINITY_DN37323_c3_g1GAX80193.1hypothetical protein CEUSTIGMA_g7631.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN37667_c1_g4XP_002949781.1hypothetical protein VOLCADRAFT_120801 [Volvox carteri f. nagariensis]Volvox_carteri 71.70 0.00

TRINITY_DN38278_c0_g3GBG62922.1hypothetical protein CBR_g34293 [Chara braunii]Chara_braunii 71.70 0.00

TRINITY_DN38477_c0_g2BAK05600.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 71.70 0.00

TRINITY_DN38540_c0_g6XP_001700064.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.70 0.00

TRINITY_DN40311_c0_g7PNW86969.1hypothetical protein CHLRE_02g103450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.70 0.00

TRINITY_DN41101_c0_g1PNH07921.1Ribokinase [Tetrabaena socialis]Tetrabaena_socialis 71.70 0.00

TRINITY_DN41509_c0_g7KXZ47131.1hypothetical protein GPECTOR_38g369 [Gonium pectorale]Gonium_pectorale 71.70 0.00

TRINITY_DN42258_c0_g1PRW60631.1starch branching enzyme I [Chlorella sorokiniana]Chlorella_sorokiniana 71.70 0.00

TRINITY_DN42320_c1_g5GAX80960.1hypothetical protein CEUSTIGMA_g8395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN42624_c1_g2XP_002947115.1hypothetical protein VOLCADRAFT_73112 [Volvox carteri f. nagariensis]Volvox_carteri 71.70 0.00

TRINITY_DN43659_c0_g8XP_024399031.1ruvB-like protein 1 [Physcomitrella patens]Physcomitrella_patens 71.70 0.00

TRINITY_DN43729_c1_g1GAX82144.1hypothetical protein CEUSTIGMA_g9572.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN44176_c0_g5GAX86014.1hypothetical protein CEUSTIGMA_g13429.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN45225_c0_g5KXZ51620.1hypothetical protein GPECTOR_12g584 [Gonium pectorale]Gonium_pectorale 71.70 0.00

TRINITY_DN45343_c2_g4KXZ45060.1hypothetical protein GPECTOR_59g669 [Gonium pectorale]Gonium_pectorale 71.70 0.00

TRINITY_DN46506_c1_g6GAX73128.1hypothetical protein CEUSTIGMA_g581.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN47121_c0_g2XP_022896206.1heat shock 70 kDa protein, mitochondrial-like [Olea europaea var. sylvestris]Olea_europaea 71.70 0.00

TRINITY_DN47434_c1_g2GAX75387.1hypothetical protein CEUSTIGMA_g2831.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN47441_c0_g2YP_009463605.14-dihydroxy-2-butanone 4-phosphate synthase (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 71.70 0.00

TRINITY_DN48069_c0_g4GAX78214.1hypothetical protein CEUSTIGMA_g5656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN49096_c1_g1GAX75393.1hypothetical protein CEUSTIGMA_g2837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN49199_c0_g2PNW69577.1hypothetical protein CHLRE_50g761497v5, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.70 0.00

TRINITY_DN49838_c0_g1GAX80177.1hypothetical protein CEUSTIGMA_g7615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN49918_c1_g4XP_002946429.1hypothetical protein VOLCADRAFT_103021 [Volvox carteri f. nagariensis]Volvox_carteri 71.70 0.00

TRINITY_DN50303_c0_g1GAX76799.1hypothetical protein CEUSTIGMA_g4245.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0

TRINITY_DN50450_c0_g2PNH02322.1Histone H2B.3, partial [Tetrabaena socialis]Tetrabaena_socialis 71.70 0.00

TRINITY_DN50455_c0_g2GAX83623.1hypothetical protein CEUSTIGMA_g11047.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN50614_c0_g1GAX81924.1hypothetical protein CEUSTIGMA_g9352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.70 0.00

TRINITY_DN51276_c0_g4XP_013904592.1cytochrome c peroxidase [Monoraphidium neglectum]Monoraphidium_neglectum 71.70 0.00

TRINITY_DN52520_c1_g1XP_002948889.1hypothetical protein VOLCADRAFT_58602 [Volvox carteri f. nagariensis]Volvox_carteri 71.70 0.00

TRINITY_DN28934_c0_g1XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 71.60 0.00

TRINITY_DN30712_c0_g1XP_024524585.1DEAD-box ATP-dependent RNA helicase FANCM-like isoform X5 [Selaginella moellendorffii]Selaginella_moellendorffii 71.60 0.00

TRINITY_DN33318_c1_g2XP_015643087.1protein transport protein Sec61 subunit gamma-like [Oryza sativa Japonica Group]Oryza_sativa 71.60 0.00

TRINITY_DN34058_c0_g8XP_020581837.160S ribosomal protein L3 [Phalaenopsis equestris]Phalaenopsis_equestris 71.60 0.00

TRINITY_DN34215_c0_g4BAK00241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 71.60 0

TRINITY_DN35240_c0_g2XP_021678208.160S ribosomal protein L10-like [Hevea brasiliensis]Hevea_brasiliensis 71.60 0.00

TRINITY_DN37232_c0_g7XP_002963528.1peptidyl-prolyl cis-trans isomerase CYP19-1 [Selaginella moellendorffii]Selaginella_moellendorffii 71.60 0.00

TRINITY_DN42088_c0_g2KXZ50922.1hypothetical protein GPECTOR_14g169 [Gonium pectorale]Gonium_pectorale 71.60 0.00

TRINITY_DN42123_c1_g3PNW77923.1hypothetical protein CHLRE_10g457150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.60 0.00

TRINITY_DN42205_c0_g2XP_001699738.1dihydrodipicolinate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.60 0.00

TRINITY_DN45121_c0_g2KXZ55909.1hypothetical protein GPECTOR_2g1460 [Gonium pectorale]Gonium_pectorale 71.60 0.00

TRINITY_DN46551_c0_g7PNW73015.1hypothetical protein CHLRE_14g615500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.60 0.00

TRINITY_DN49176_c0_g2XP_001701180.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.60 0.00



TRINITY_DN50751_c1_g3XP_001694245.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.60 0.00

TRINITY_DN51659_c0_g1GAX73748.1hypothetical protein CEUSTIGMA_g1200.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.60 0.00

TRINITY_DN51855_c0_g2XP_013894074.1MAP kinase phosphatase 6 [Monoraphidium neglectum]Monoraphidium_neglectum 71.60 0.00

TRINITY_DN53000_c0_g1KGN62525.1hypothetical protein Csa_2G359940 [Cucumis sativus]Cucumis_sativus 71.60 0.00

TRINITY_DN33824_c0_g1XP_020218247.1ubiquitin-conjugating enzyme E2 5-like [Cajanus cajan]Cajanus_cajan 71.50 0.00

TRINITY_DN39675_c0_g1XP_001696618.1sulfate binding protein, component of chloroplast transporter SulP [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.50 0.00

TRINITY_DN40751_c2_g2KXZ52564.1hypothetical protein GPECTOR_9g608 [Gonium pectorale]Gonium_pectorale 71.50 0.00

TRINITY_DN42574_c0_g1GAX81345.1hypothetical protein CEUSTIGMA_g8776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.50 0.00

TRINITY_DN43037_c1_g4KXZ50178.1hypothetical protein GPECTOR_17g815 [Gonium pectorale]Gonium_pectorale 71.50 0.00

TRINITY_DN43875_c0_g1BAK01187.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 71.50 0.00



TRINITY_DN47478_c0_g1XP_002953537.1hypothetical protein VOLCADRAFT_75793 [Volvox carteri f. nagariensis]Volvox_carteri 71.50 0.00

TRINITY_DN48474_c1_g3XP_001689942.1deoxypusine synthase 1, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.50 0.00

TRINITY_DN48878_c2_g6PNW77593.1hypothetical protein CHLRE_10g443550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.50 0.00

TRINITY_DN49321_c0_g1GAX76784.1hypothetical protein CEUSTIGMA_g4230.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.50 0.00

TRINITY_DN49957_c0_g1GAX76470.1hypothetical protein CEUSTIGMA_g3915.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.50 0.00

TRINITY_DN50957_c2_g4XP_002955696.1meiotic cell division protein pelota [Volvox carteri f. nagariensis]Volvox_carteri 71.50 0.00

TRINITY_DN51822_c1_g1PNW73926.1hypothetical protein CHLRE_13g578451v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.50 0

TRINITY_DN13112_c0_g1XP_003056173.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 71.40 0.00

TRINITY_DN18937_c0_g1ACU24256.1unknown [Glycine max]Glycine_max 71.40 0.00

TRINITY_DN30570_c0_g2XP_003059855.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 71.40 0.00

TRINITY_DN34175_c0_g1ACT33369.1mago nashi [Lycoris radiata]Lycoris_radiata 71.40 0.00

TRINITY_DN35589_c0_g6BAK03491.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 71.40 0.00

TRINITY_DN35817_c1_g1PNH12876.1Mitochondrial import receptor subunit TOM22 2 [Tetrabaena socialis]Tetrabaena_socialis 71.40 0.00

TRINITY_DN36478_c0_g2XP_011016651.1PREDICTED: 26S protease regulatory subunit S10B homolog B-like, partial [Populus euphratica]Populus_euphratica 71.40 0.00

TRINITY_DN36668_c0_g3XP_013894324.1autophagy-related protein 7 [Monoraphidium neglectum]Monoraphidium_neglectum 71.40 0.00

TRINITY_DN36738_c2_g1XP_024399217.160S ribosomal protein L17-like [Physcomitrella patens]Physcomitrella_patens 71.40 0.00

TRINITY_DN38056_c0_g3PNH04467.1Methyltransferase-like protein 21D [Tetrabaena socialis]Tetrabaena_socialis 71.40 0.00

TRINITY_DN38144_c1_g1PIA58609.1hypothetical protein AQUCO_00500504v1 [Aquilegia coerulea]Aquilegia_coerulea 71.40 0.00

TRINITY_DN38259_c0_g1CCC55422.1S-adenosylmethionine synthase 1 [Pinus pinaster]Pinus_pinaster 71.40 0.00

TRINITY_DN39796_c0_g2GAX78892.1hypothetical protein CEUSTIGMA_g6331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN40787_c0_g1XP_001702520.1ubiquinone biosynthesis protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.40 0.00

TRINITY_DN41401_c0_g1PNW79612.1hypothetical protein CHLRE_08g360050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.40 0.00

TRINITY_DN42380_c0_g2PNH03720.1hypothetical protein TSOC_010197 [Tetrabaena socialis]Tetrabaena_socialis 71.40 0.00

TRINITY_DN42419_c0_g2PNW77493.1hypothetical protein CHLRE_10g439000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.40 0.00

TRINITY_DN42670_c0_g2PNH12733.1hypothetical protein TSOC_000311 [Tetrabaena socialis]Tetrabaena_socialis 71.40 0.00

TRINITY_DN43937_c0_g1XP_001692091.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.40 0.00

TRINITY_DN44878_c1_g8GAX78639.1hypothetical protein CEUSTIGMA_g6077.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN45348_c0_g1GAQ85287.1small nuclear ribonucleoprotein G [Klebsormidium nitens]Klebsormidium_nitens 71.40 0.00

TRINITY_DN45596_c1_g4GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN45613_c0_g2GAX79289.1hypothetical protein CEUSTIGMA_g6730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN46082_c0_g1KXZ43546.1hypothetical protein GPECTOR_87g408 [Gonium pectorale]Gonium_pectorale 71.40 0.00

TRINITY_DN46245_c0_g4KXZ51579.1hypothetical protein GPECTOR_12g542 [Gonium pectorale]Gonium_pectorale 71.40 0.00

TRINITY_DN46352_c0_g1XP_024541241.1putative aconitate hydratase, cytoplasmic [Selaginella moellendorffii]Selaginella_moellendorffii 71.40 0.00

TRINITY_DN46865_c0_g3GAX74145.1hypothetical protein CEUSTIGMA_g1594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN47003_c1_g2GAX82024.1hypothetical protein CEUSTIGMA_g9452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN47176_c0_g2XP_026412580.1pyruvate decarboxylase 1-like [Papaver somniferum]Papaver_somniferum 71.40 0.00

TRINITY_DN48411_c0_g2XP_001694251.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.40 0.00

TRINITY_DN49306_c0_g2GAX79143.1hypothetical protein CEUSTIGMA_g6583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN49335_c1_g4GAX84985.1hypothetical protein CEUSTIGMA_g12406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN51020_c0_g2GAX81139.1hypothetical protein CEUSTIGMA_g8573.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.40 0.00

TRINITY_DN51956_c1_g8ACG25031.160S ribosomal protein L37 [Zea mays]Zea_mays 71.40 0.00

TRINITY_DN11658_c0_g1XP_009406005.1PREDICTED: RNA-binding protein 42 [Musa acuminata subsp. malaccensis]Musa_acuminata 71.30 0.00

TRINITY_DN18838_c0_g1ADE77564.1unknown [Picea sitchensis]Picea_sitchensis 71.30 0.00

TRINITY_DN31471_c0_g1XP_024987198.1transcription factor MYB3R-1 isoform X2 [Cynara cardunculus var. scolymus]Cynara_cardunculus 71.30 0.00

TRINITY_DN33446_c1_g1AEG74028.1alpha-tubulin [Apopellia endiviifolia (species B)]Apopellia_endiviifolia_(species_B) 71.30 0.00

TRINITY_DN35103_c1_g7XP_023874610.140S ribosomal protein S6-B-like [Quercus suber]Quercus_suber 71.30 0.00

TRINITY_DN37236_c0_g2GAQ90682.1DNA repair protein RAD50 [Klebsormidium nitens]Klebsormidium_nitens 71.30 0.00

TRINITY_DN37264_c0_g11XP_011395498.1Tubulin beta chain [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 71.30 0.00

TRINITY_DN39958_c1_g1PNW80428.1hypothetical protein CHLRE_07g317300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.30 0.00

TRINITY_DN40578_c1_g2XP_001701617.1kinesin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.30 0.00

TRINITY_DN41958_c0_g2XP_001703248.1myo-inositol-1-phosphate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.30 0.00

TRINITY_DN46206_c0_g4PNH02790.1hypothetical protein TSOC_011175 [Tetrabaena socialis]Tetrabaena_socialis 71.30 0.00

TRINITY_DN46571_c0_g1XP_005649159.1formamidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 71.30 0.00

TRINITY_DN46871_c0_g1ABA01140.1chloroplast oxygen-evolving protein 3 [Chlamydomonas incerta]Chlamydomonas_incerta 71.30 0.00

TRINITY_DN49821_c0_g5XP_013898896.1ribulose-phosphate 3-epimerase [Monoraphidium neglectum]Monoraphidium_neglectum 71.30 0.00

TRINITY_DN49938_c0_g1PNW78932.1hypothetical protein CHLRE_09g394954v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.30 0.00

TRINITY_DN50387_c0_g3XP_002946116.1Kar3 member kinesin-like protein [Volvox carteri f. nagariensis]Volvox_carteri 71.30 0

TRINITY_DN50415_c0_g2GAX83470.1hypothetical protein CEUSTIGMA_g10895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.30 0.00

TRINITY_DN50773_c1_g7GAX84287.1hypothetical protein CEUSTIGMA_g11709.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.30 0.00

TRINITY_DN51734_c1_g3GAX78677.1hypothetical protein CEUSTIGMA_g6115.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.30 0.00

TRINITY_DN51852_c0_g2GAQ90760.1Inositol monophosphatase [Klebsormidium nitens]Klebsormidium_nitens 71.30 0.00

TRINITY_DN52086_c1_g1PNW76169.1hypothetical protein CHLRE_12g545101v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.30 0

TRINITY_DN1394_c0_g1EFJ16334.1hypothetical protein SELMODRAFT_116791 [Selaginella moellendorffii]Selaginella_moellendorffii 71.20 0.00

TRINITY_DN17788_c0_g1EMS68701.1Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 [Triticum urartu]Triticum_urartu 71.20 0.00

TRINITY_DN20226_c1_g1RLN24162.1hypothetical protein C2845_PM07G28150 [Panicum miliaceum]Panicum_miliaceum 71.20 0.00

TRINITY_DN21089_c0_g1XP_005648591.1threonyl-tRNA synthetase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 71.20 0.00



TRINITY_DN33866_c0_g1RLM86744.1hypothetical protein C2845_PM04G16400 [Panicum miliaceum]Panicum_miliaceum 71.20 0.00

TRINITY_DN35103_c1_g5XP_023874610.140S ribosomal protein S6-B-like [Quercus suber]Quercus_suber 71.20 0.00

TRINITY_DN36339_c0_g4XP_012849225.1PREDICTED: ras-related protein RABB1c [Erythranthe guttata]Erythranthe_guttata 71.20 0.00

TRINITY_DN36622_c0_g1XP_023887678.160S ribosomal protein L12 [Quercus suber]Quercus_suber 71.20 0.00

TRINITY_DN36622_c0_g10XP_023887678.160S ribosomal protein L12 [Quercus suber]Quercus_suber 71.20 0.00

TRINITY_DN37012_c1_g4XP_002951280.1hypothetical protein VOLCADRAFT_105037 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN37035_c1_g2XP_002950768.1hypothetical protein VOLCADRAFT_120915 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN37320_c0_g2XP_002956861.1hypothetical protein VOLCADRAFT_107417 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN37418_c0_g1XP_001695570.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.20 0.00

TRINITY_DN38309_c0_g6OEL22242.1Heat shock 70 kDa protein, mitochondrial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 71.20 0.00

TRINITY_DN38488_c0_g4PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 71.20 0.00

TRINITY_DN42739_c0_g7XP_002949623.1hypothetical protein VOLCADRAFT_104378 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN42771_c0_g1PRW57382.1FO synthase [Chlorella sorokiniana]Chlorella_sorokiniana 71.20 0.00

TRINITY_DN45735_c0_g7XP_002950440.1hypothetical protein VOLCADRAFT_60417 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN45966_c1_g3OUS42089.1PsaL photosystem I subunit XI precursor [Ostreococcus tauri]Ostreococcus_tauri 71.20 0.00

TRINITY_DN46174_c0_g1KXZ56693.1hypothetical protein GPECTOR_1g624 [Gonium pectorale]Gonium_pectorale 71.20 0.00

TRINITY_DN46512_c1_g1KXZ50302.1hypothetical protein GPECTOR_17g941 [Gonium pectorale]Gonium_pectorale 71.20 0.00

TRINITY_DN47382_c0_g1XP_002946522.1hypothetical protein VOLCADRAFT_79034 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN47660_c1_g4PNW84602.1hypothetical protein CHLRE_03g150800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.20 0.00

TRINITY_DN49489_c0_g4XP_013904848.1DNA ligase 1 [Monoraphidium neglectum]Monoraphidium_neglectum 71.20 0.00

TRINITY_DN50060_c0_g1GAX78824.1hypothetical protein CEUSTIGMA_g6261.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.20 0

TRINITY_DN50128_c1_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.20 0.00

TRINITY_DN50947_c1_g1XP_002947792.1hypothetical protein VOLCADRAFT_79814 [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN51935_c0_g2XP_002948307.1copper target 1 protein [Volvox carteri f. nagariensis]Volvox_carteri 71.20 0.00

TRINITY_DN52408_c1_g1KRH17792.1hypothetical protein GLYMA_13G016400 [Glycine max]Glycine_max 71.20 0.00

TRINITY_DN52431_c0_g3GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 71.20 0.00

TRINITY_DN26905_c0_g3GAX76339.1hypothetical protein CEUSTIGMA_g3785.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.10 0.00

TRINITY_DN34872_c0_g4XP_027907319.1ADP-ribosylation factor-like protein 2 [Vigna unguiculata]Vigna_unguiculata 71.10 0.00

TRINITY_DN35695_c0_g3XP_002957593.1isocitrate dehydrogenase, NADP-dependent, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 71.10 0.00

TRINITY_DN35822_c0_g2XP_001699599.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN36640_c0_g1XP_002946017.1hypothetical protein VOLCADRAFT_85849 [Volvox carteri f. nagariensis]Volvox_carteri 71.10 0.00

TRINITY_DN37765_c0_g1XP_001701906.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN37906_c1_g1GBF89971.1FAD dependent oxidoreductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 71.10 0.00

TRINITY_DN39212_c1_g3XP_001416526.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 71.10 0.00

TRINITY_DN39358_c0_g1PWZ24088.1ADP-ribosylation factor [Zea mays]Zea_mays 71.10 0.00

TRINITY_DN39452_c0_g3XP_021897962.1eukaryotic peptide chain release factor subunit 1-1 [Carica papaya]Carica_papaya 71.10 0.00

TRINITY_DN39782_c1_g7KXZ47614.1hypothetical protein GPECTOR_34g773 [Gonium pectorale]Gonium_pectorale 71.10 0.00

TRINITY_DN41003_c1_g8GAX82839.1hypothetical protein CEUSTIGMA_g10265.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.10 0.00

TRINITY_DN41791_c0_g1KXZ55977.1hypothetical protein GPECTOR_2g1529 [Gonium pectorale]Gonium_pectorale 71.10 0.00

TRINITY_DN42222_c2_g1GBF99296.1hypothetical protein Rsub_12077 [Raphidocelis subcapitata]Raphidocelis_subcapitata 71.10 0.00

TRINITY_DN45373_c1_g1GAX84151.1hypothetical protein CEUSTIGMA_g11574.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.10 0.00

TRINITY_DN45786_c0_g7XP_003059661.1mRNA splicing protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 71.10 0.00

TRINITY_DN45933_c0_g5PNW70456.1hypothetical protein CHLRE_17g720500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN45951_c1_g2PNW77250.1hypothetical protein CHLRE_10g428650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN46478_c0_g2XP_002955100.1hypothetical protein VOLCADRAFT_118925 [Volvox carteri f. nagariensis]Volvox_carteri 71.10 0.00

TRINITY_DN47196_c0_g2ADE77177.1unknown [Picea sitchensis]Picea_sitchensis 71.10 0.00

TRINITY_DN47343_c0_g1XP_001689651.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN47420_c0_g5XP_001694990.1N-acetylglutamate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN49227_c0_g6XP_001696577.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN49525_c2_g1PNH09081.1Prolyl 4-hydroxylase subunit alpha-1 [Tetrabaena socialis]Tetrabaena_socialis 71.10 0.00

TRINITY_DN49675_c0_g3PNH11228.1Peptidyl-prolyl cis-trans isomerase D [Tetrabaena socialis]Tetrabaena_socialis 71.10 0.00

TRINITY_DN49802_c2_g2GAX78904.1hypothetical protein CEUSTIGMA_g6343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.10 0.00

TRINITY_DN51664_c0_g1GAX85978.1hypothetical protein CEUSTIGMA_g13394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.10 0.00

TRINITY_DN52313_c1_g9ABU95018.1intraflagellar transport protein 139 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.10 0.00

TRINITY_DN12172_c0_g1XP_005646711.1hypothetical protein COCSUDRAFT_36935 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 71.00 0.00

TRINITY_DN22697_c0_g2XP_024024676.1H/ACA ribonucleoprotein complex subunit 3-like protein [Morus notabilis]Morus_notabilis 71.00 0.00

TRINITY_DN25535_c0_g1BAJ93879.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 71.00 0.00

TRINITY_DN31082_c0_g4XP_003062214.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 71.00 0.00

TRINITY_DN31742_c0_g2GAX78992.1hypothetical protein CEUSTIGMA_g6432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.00 0.00

TRINITY_DN37758_c0_g7PRW58060.1ribonucleoside-diphosphate reductase small chain isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 71.00 0.00

TRINITY_DN39199_c0_g3XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 71.00 0.00

TRINITY_DN41684_c0_g1GAX74924.1hypothetical protein CEUSTIGMA_g2370.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.00 0.00

TRINITY_DN41853_c0_g1XP_001698070.1light-harvesting protein of photosystem I [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN41888_c0_g3XP_001697175.1R-SNARE protein, YKT6-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN42136_c0_g1XP_005843420.1hypothetical protein CHLNCDRAFT_16757, partial [Chlorella variabilis]Chlorella_variabilis 71.00 0.00

TRINITY_DN43643_c0_g2XP_001690619.1inactive subunit of chloroplast ClpP complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00



TRINITY_DN43840_c0_g9PSC72230.1FO synthase [Micractinium conductrix]Micractinium_conductrix 71.00 0.00

TRINITY_DN44223_c0_g1PNW86277.1hypothetical protein CHLRE_02g079700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN44459_c1_g2XP_002955721.1hypothetical protein VOLCADRAFT_42256 [Volvox carteri f. nagariensis]Volvox_carteri 71.00 0.00

TRINITY_DN47586_c1_g1XP_001691994.1protein ser/thr phosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN47718_c0_g1KXZ43509.1hypothetical protein GPECTOR_88g452 [Gonium pectorale]Gonium_pectorale 71.00 0.00

TRINITY_DN48833_c1_g4XP_002949480.1flagellar inner dynein arm heavy chain 11 [Volvox carteri f. nagariensis]Volvox_carteri 71.00 0.00

TRINITY_DN48988_c0_g2PNW74154.1hypothetical protein CHLRE_13g587500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN50225_c0_g4GAX82278.1hypothetical protein CEUSTIGMA_g9707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.00 0.00

TRINITY_DN50631_c1_g6GAX78639.1hypothetical protein CEUSTIGMA_g6077.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 71.00 0.00

TRINITY_DN51632_c0_g3PNW85295.1hypothetical protein CHLRE_03g179860v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 71.00 0.00

TRINITY_DN52173_c1_g2KMS94345.1hypothetical protein BVRB_022340 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 71.00 0.00

TRINITY_DN53704_c0_g1XP_016711759.1PREDICTED: 60S acidic ribosomal protein P2-like [Gossypium hirsutum]Gossypium_hirsutum 71.00 0.00

TRINITY_DN8982_c0_g1XP_005850140.1hypothetical protein CHLNCDRAFT_34430 [Chlorella variabilis]Chlorella_variabilis 71.00 0.00

TRINITY_DN34875_c0_g1XP_005851875.1hypothetical protein CHLNCDRAFT_33597 [Chlorella variabilis]Chlorella_variabilis 70.90 0.00

TRINITY_DN35968_c0_g9RLN40242.1ubiquitin-conjugating enzyme E2 2-like [Panicum miliaceum]Panicum_miliaceum 70.90 0.00

TRINITY_DN36575_c1_g7XP_013904324.1hypothetical protein MNEG_2652 [Monoraphidium neglectum]Monoraphidium_neglectum 70.90 0.00

TRINITY_DN37174_c0_g1XP_025621136.160S ribosomal protein L3-1-like [Arachis hypogaea]Arachis_hypogaea 70.90 0.00

TRINITY_DN38226_c0_g3XP_002954668.1hypothetical protein VOLCADRAFT_109934 [Volvox carteri f. nagariensis]Volvox_carteri 70.90 0.00

TRINITY_DN38309_c0_g5OEL22242.1Heat shock 70 kDa protein, mitochondrial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 70.90 0.00

TRINITY_DN38511_c0_g6PNW71098.1hypothetical protein CHLRE_17g746547v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.90 0.00

TRINITY_DN39324_c1_g1GAX86279.1hypothetical protein CEUSTIGMA_g13691.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.90 0.00

TRINITY_DN39595_c0_g3KXZ55825.1hypothetical protein GPECTOR_2g1376 [Gonium pectorale]Gonium_pectorale 70.90 0.00

TRINITY_DN39926_c1_g3GAX72796.1hypothetical protein CEUSTIGMA_g251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.90 0.00

TRINITY_DN40877_c0_g2KXZ49376.1hypothetical protein GPECTOR_21g602 [Gonium pectorale]Gonium_pectorale 70.90 0.00

TRINITY_DN41394_c0_g2PNH03689.1Poly(rC)-binding protein 4 [Tetrabaena socialis]Tetrabaena_socialis 70.90 0.00

TRINITY_DN41442_c0_g5XP_024364536.1protein transport protein Sec61 subunit alpha-like [Physcomitrella patens]Physcomitrella_patens 70.90 0.00

TRINITY_DN42423_c0_g4XP_001690376.1mitochondrial substrate carrier [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.90 0.00

TRINITY_DN42760_c0_g9RAL47977.1hypothetical protein DM860_015764 [Cuscuta australis]Cuscuta_australis 70.90 0.00

TRINITY_DN44700_c0_g1XP_024024074.1DNA-directed RNA polymerase III subunit 2 [Morus notabilis]Morus_notabilis 70.90 0.00

TRINITY_DN46213_c1_g7ERM93721.1hypothetical protein AMTR_s00004p00244040 [Amborella trichopoda]Amborella_trichopoda 70.90 0.00

TRINITY_DN47678_c0_g1KXZ47661.1hypothetical protein GPECTOR_33g543 [Gonium pectorale]Gonium_pectorale 70.90 0.00

TRINITY_DN48615_c0_g1XP_002503973.1histone H2B [Micromonas commoda]Micromonas_commoda 70.90 0.00

TRINITY_DN48864_c2_g2GBF90616.1cadmium zinc-transporting ATPase, chloroplastic-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.90 0.00

TRINITY_DN48958_c0_g1ACF79020.1unknown [Zea mays]Zea_mays 70.90 0.00

TRINITY_DN49162_c0_g3GBF99376.13-hydroxybutyrate dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.90 0.00

TRINITY_DN50184_c0_g7XP_002955063.1ATP-dependent DNA ligase [Volvox carteri f. nagariensis]Volvox_carteri 70.90 0.00

TRINITY_DN51402_c0_g2PNW88614.1hypothetical protein CHLRE_01g037150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.90 0.00

TRINITY_DN51512_c1_g4GAX76945.1hypothetical protein CEUSTIGMA_g4392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.90 0.00

TRINITY_DN51878_c1_g5KXZ44933.1hypothetical protein GPECTOR_60g710 [Gonium pectorale]Gonium_pectorale 70.90 0.00

TRINITY_DN51915_c2_g2XP_001696437.1mitogen-activated protein kinase kinase 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.90 0.00

TRINITY_DN52080_c1_g1KXZ53948.1hypothetical protein GPECTOR_6g866 [Gonium pectorale]Gonium_pectorale 70.90 0.00

TRINITY_DN53768_c0_g1PTQ44217.1hypothetical protein MARPO_0021s0076 [Marchantia polymorpha]Marchantia_polymorpha 70.90 0.00

TRINITY_DN35612_c0_g1XP_002954822.1peroxiredoxin Q, thioredoxin dependent peroxidase chloroplast precursor [Volvox carteri f. nagariensis]Volvox_carteri 70.80 0.00

TRINITY_DN35710_c2_g6XP_002968663.1tubulin gamma chain [Selaginella moellendorffii]Selaginella_moellendorffii 70.80 0.00

TRINITY_DN37403_c0_g4PKA57162.1hypothetical protein AXF42_Ash002466 [Apostasia shenzhenica]Apostasia_shenzhenica 70.80 0.00

TRINITY_DN38488_c0_g3KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 70.80 0.00

TRINITY_DN39478_c1_g1XP_010548332.1PREDICTED: ADP-ribosylation factor-like protein 2 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 70.80 0.00

TRINITY_DN41407_c0_g12XP_023876754.1succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial-like, partial [Quercus suber]Quercus_suber 70.80 0.00

TRINITY_DN42059_c0_g3GAX80229.1hypothetical protein CEUSTIGMA_g7667.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN42812_c0_g9GAX75326.1hypothetical protein CEUSTIGMA_g2771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN45607_c0_g2GAX74930.1hypothetical protein CEUSTIGMA_g2376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN45988_c0_g3KXZ41939.1hypothetical protein GPECTOR_239g569 [Gonium pectorale]Gonium_pectorale 70.80 0.00

TRINITY_DN48012_c0_g3GAX77478.1hypothetical protein CEUSTIGMA_g4922.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN48344_c0_g3ONL98579.1P-loop containing nucleoside triphosphate hydrolase superfamily protein [Zea mays]Zea_mays 70.80 0.00

TRINITY_DN48611_c0_g3PSC73030.1asparagine-tRNA cytoplasmic 1-like [Micractinium conductrix]Micractinium_conductrix 70.80 0.00

TRINITY_DN48642_c0_g2GAX83160.1hypothetical protein CEUSTIGMA_g10586.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN48766_c0_g1XP_001689569.1DegP-type protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.80 0.00

TRINITY_DN49560_c1_g6KXZ55934.1hypothetical protein GPECTOR_2g1485 [Gonium pectorale]Gonium_pectorale 70.80 0.00

TRINITY_DN49600_c0_g1GAX75445.1hypothetical protein CEUSTIGMA_g2889.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.80 0.00

TRINITY_DN49969_c0_g1KXZ49705.1hypothetical protein GPECTOR_20g562 [Gonium pectorale]Gonium_pectorale 70.80 0.00

TRINITY_DN50026_c1_g3XP_002953044.1hypothetical protein VOLCADRAFT_63082 [Volvox carteri f. nagariensis]Volvox_carteri 70.80 0.00

TRINITY_DN53569_c0_g1PTQ44217.1hypothetical protein MARPO_0021s0076 [Marchantia polymorpha]Marchantia_polymorpha 70.80 0.00

TRINITY_DN11167_c0_g1XP_005843938.1hypothetical protein CHLNCDRAFT_27566, partial [Chlorella variabilis]Chlorella_variabilis 70.70 0.00

TRINITY_DN12652_c0_g1XP_010922436.1PREDICTED: 60S ribosomal protein L35 [Elaeis guineensis]Elaeis_guineensis 70.70 0.00

TRINITY_DN32688_c0_g3XP_019173138.1PREDICTED: 60S ribosomal protein L26-1-like [Ipomoea nil]Ipomoea_nil 70.70 0.00

TRINITY_DN35809_c0_g1XP_001692857.1DNA-directed RNA polymerase II, 19 kDa polypeptide [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.70 0.00



TRINITY_DN40745_c1_g4XP_002951868.1hypothetical protein VOLCADRAFT_61858 [Volvox carteri f. nagariensis]Volvox_carteri 70.70 0.00

TRINITY_DN41178_c0_g2PNH04645.1putative sugar phosphate/phosphate translocator [Tetrabaena socialis]Tetrabaena_socialis 70.70 0.00

TRINITY_DN42507_c0_g1GAX73269.1hypothetical protein CEUSTIGMA_g723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN42712_c0_g7XP_020576958.1AP-4 complex subunit sigma [Phalaenopsis equestris]Phalaenopsis_equestris 70.70 0.00

TRINITY_DN43358_c0_g2XP_001692085.1nickel chaperone for hydrogenase or urease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.70 0.00

TRINITY_DN44166_c0_g7PTQ42669.1hypothetical protein MARPO_0029s0154 [Marchantia polymorpha]Marchantia_polymorpha 70.70 0.00

TRINITY_DN45080_c0_g3GAX74877.1hypothetical protein CEUSTIGMA_g2323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN45230_c0_g1GAX79135.1hypothetical protein CEUSTIGMA_g6575.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN45323_c1_g8GAX72726.1hypothetical protein CEUSTIGMA_g182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN46690_c1_g4PNW82498.1hypothetical protein CHLRE_06g281350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.70 0.00

TRINITY_DN48075_c0_g2KXZ52805.1hypothetical protein GPECTOR_8g191 [Gonium pectorale]Gonium_pectorale 70.70 0.00

TRINITY_DN48787_c0_g1PNW72005.1hypothetical protein CHLRE_16g686400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.70 0.00

TRINITY_DN48925_c0_g2GAX73974.1hypothetical protein CEUSTIGMA_g1424.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN49501_c0_g1XP_001690194.1glutathione S-transferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.70 0.00

TRINITY_DN51386_c1_g1GAX74821.1hypothetical protein CEUSTIGMA_g2268.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.70 0.00

TRINITY_DN16759_c0_g1XP_023926506.126S proteasome regulatory subunit rpn-8-like [Quercus suber]Quercus_suber 70.60 0.00

TRINITY_DN36010_c0_g5BAK02449.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 70.60 0.00

TRINITY_DN36059_c0_g9PPD66877.1hypothetical protein GOBAR_DD36248 [Gossypium barbadense]Gossypium_barbadense 70.60 0.00

TRINITY_DN37248_c1_g2GAX76891.1hypothetical protein CEUSTIGMA_g4337.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN37836_c0_g9EFJ23123.1hypothetical protein SELMODRAFT_103994 [Selaginella moellendorffii]Selaginella_moellendorffii 70.60 0.00

TRINITY_DN37983_c0_g2XP_008789629.1diphthamide biosynthesis protein 3-like [Phoenix dactylifera]Phoenix_dactylifera 70.60 0.00

TRINITY_DN38084_c1_g6GAX76016.1hypothetical protein CEUSTIGMA_g3459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN38471_c0_g9GAX83344.1hypothetical protein CEUSTIGMA_g10769.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN40387_c0_g6XP_023733258.1histone H3.2-like [Lactuca sativa]Lactuca_sativa 70.60 0.00

TRINITY_DN40544_c0_g1GBF90537.120S proteasome beta type 4 [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.60 0.00

TRINITY_DN44314_c0_g3GAX82711.1hypothetical protein CEUSTIGMA_g10137.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN45205_c0_g1XP_002948212.1hypothetical protein VOLCADRAFT_116798 [Volvox carteri f. nagariensis]Volvox_carteri 70.60 0.00

TRINITY_DN45484_c1_g5XP_001697281.1isocitrate dehydrogenase, NAD-dependent [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.60 0.00

TRINITY_DN46494_c1_g8GAX77797.1hypothetical protein CEUSTIGMA_g5240.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN46814_c0_g4GAQ78926.1Dynein light chain type 1 family protein [Klebsormidium nitens]Klebsormidium_nitens 70.60 0.00

TRINITY_DN47181_c0_g10GAX77543.1hypothetical protein CEUSTIGMA_g4987.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN48634_c0_g4BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 70.60 0.00

TRINITY_DN48929_c1_g4GAX86540.1hypothetical protein CEUSTIGMA_g13947.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.60 0.00

TRINITY_DN49647_c1_g10XP_018815774.1PREDICTED: pirin-like protein [Juglans regia]Juglans_regia 70.60 0.00

TRINITY_DN50660_c0_g7XP_002948083.1hypothetical protein VOLCADRAFT_57696 [Volvox carteri f. nagariensis]Volvox_carteri 70.60 0.00

TRINITY_DN52360_c1_g1XP_001695827.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.60 0.00

TRINITY_DN25535_c0_g2BAJ93879.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 70.50 0.00

TRINITY_DN28853_c0_g1XP_009388638.1PREDICTED: 60S ribosomal protein L35-like [Musa acuminata subsp. malaccensis]Musa_acuminata 70.50 0.00

TRINITY_DN36410_c1_g5PNW83110.1hypothetical protein CHLRE_06g306950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.50 0.00

TRINITY_DN38080_c0_g2XP_001691320.1riboflavin synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.50 0.00

TRINITY_DN38173_c0_g3PNW71163.1hypothetical protein CHLRE_16g695100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.50 0.00

TRINITY_DN38418_c0_g1XP_019417522.1PREDICTED: elongator complex protein 3-like [Lupinus angustifolius]Lupinus_angustifolius 70.50 0.00

TRINITY_DN39032_c1_g1GAX80354.1hypothetical protein CEUSTIGMA_g7793.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN39669_c2_g8GAX81523.1hypothetical protein CEUSTIGMA_g8951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN41743_c0_g4GAX82525.1hypothetical protein CEUSTIGMA_g9952.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN42154_c0_g2XP_002945691.1hypothetical protein VOLCADRAFT_78672 [Volvox carteri f. nagariensis]Volvox_carteri 70.50 0.00

TRINITY_DN42207_c0_g2GAX81425.1hypothetical protein CEUSTIGMA_g8855.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN42605_c1_g4XP_013900220.1arogenate/prephenate dehydratase [Monoraphidium neglectum]Monoraphidium_neglectum 70.50 0.00

TRINITY_DN42614_c1_g1BAU71138.1cysteine synthase A [Parachlorella kessleri]Parachlorella_kessleri 70.50 0.00

TRINITY_DN43468_c0_g1PNH08805.1V-type proton ATPase subunit D [Tetrabaena socialis]Tetrabaena_socialis 70.50 0.00

TRINITY_DN43654_c0_g1GAX79080.1hypothetical protein CEUSTIGMA_g6520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN44471_c1_g3GAX79064.1hypothetical protein CEUSTIGMA_g6504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN45931_c0_g2GAX83908.1hypothetical protein CEUSTIGMA_g11332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN46771_c0_g2KXZ42814.1hypothetical protein GPECTOR_116g346 [Gonium pectorale]Gonium_pectorale 70.50 0.00

TRINITY_DN46878_c1_g4P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 70.50 0.00

TRINITY_DN47325_c1_g3XP_002953403.1L-aspartate oxidase [Volvox carteri f. nagariensis]Volvox_carteri 70.50 0.00

TRINITY_DN47916_c0_g3XP_001703014.1mitochondrial inner membrane translocase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.50 0.00

TRINITY_DN48792_c1_g1GAX75143.1hypothetical protein CEUSTIGMA_g2587.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0

TRINITY_DN49546_c1_g2RRT35352.1hypothetical protein B296_00045609 [Ensete ventricosum]Ensete_ventricosum 70.50 0.00

TRINITY_DN50062_c1_g1GAX76766.1hypothetical protein CEUSTIGMA_g4213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0.00

TRINITY_DN50324_c0_g1GAX81383.1hypothetical protein CEUSTIGMA_g8814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.50 0

TRINITY_DN52231_c4_g1XP_001693105.1triacylglycerol lipase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.50 0.00

TRINITY_DN52491_c3_g1XP_002957031.1light-harvesting chlorophyll-a/b protein of photosystem I [Volvox carteri f. nagariensis]Volvox_carteri 70.50 0.00

TRINITY_DN28738_c1_g1XP_011398857.160S ribosomal protein L10a-3 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 70.40 0.00

TRINITY_DN29268_c0_g1PRW60964.1pre-mRNA-processing-splicing factor 8 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 70.40 0.00

TRINITY_DN37463_c1_g3PRW61433.1Proteasome subunit alpha type-5 [Chlorella sorokiniana]Chlorella_sorokiniana 70.40 0.00



TRINITY_DN37467_c2_g1PNH05623.1ribonucleoprotein, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 70.40 0.00

TRINITY_DN38635_c0_g2XP_001695426.1methionine aminopeptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.40 0.00

TRINITY_DN39537_c0_g3GAX73768.1hypothetical protein CEUSTIGMA_g1219.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.40 0.00

TRINITY_DN39584_c1_g6GAX81558.1hypothetical protein CEUSTIGMA_g8986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.40 0.00

TRINITY_DN42148_c0_g1PNH12176.1hypothetical protein TSOC_000941 [Tetrabaena socialis]Tetrabaena_socialis 70.40 0.00

TRINITY_DN42461_c0_g1XP_001699002.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.40 0.00

TRINITY_DN43305_c0_g3XP_002946710.1hypothetical protein VOLCADRAFT_127315 [Volvox carteri f. nagariensis]Volvox_carteri 70.40 0.00

TRINITY_DN43578_c0_g4AAB61311.1htrA-like protein [Haematococcus lacustris]Haematococcus_lacustris 70.40 0.00

TRINITY_DN46625_c0_g3GAQ89617.1nucleotide kinase activity [Klebsormidium nitens]Klebsormidium_nitens 70.40 0.00

TRINITY_DN48803_c1_g4PRW59753.1Propionyl- carboxylase beta mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 70.40 0.00

TRINITY_DN48963_c0_g7GBG79290.1hypothetical protein CBR_g29440 [Chara braunii]Chara_braunii 70.40 0.00

TRINITY_DN49801_c0_g4GAX78992.1hypothetical protein CEUSTIGMA_g6432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.40 0.00

TRINITY_DN50327_c0_g2PNH11630.1Two-component response regulator ARR2 [Tetrabaena socialis]Tetrabaena_socialis 70.40 0.00

TRINITY_DN51520_c1_g1GAX79064.1hypothetical protein CEUSTIGMA_g6504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.40 0.00

TRINITY_DN52124_c2_g1GAX73566.1hypothetical protein CEUSTIGMA_g1017.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.40 0.00

TRINITY_DN52175_c0_g6GBF93736.1hypothetical protein Rsub_06068 [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.40 0.00

TRINITY_DN52278_c1_g1PSC72804.1replication factor C subunit 2 [Micractinium conductrix]Micractinium_conductrix 70.40 0.00

TRINITY_DN34598_c0_g11BAK00385.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 70.30 0.00

TRINITY_DN35274_c0_g1XP_005651075.1nucleic acid-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 70.30 0.00

TRINITY_DN36274_c0_g2XP_024398035.1ubiquitin-fold modifier-conjugating enzyme 1-like [Physcomitrella patens]Physcomitrella_patens 70.30 0.00

TRINITY_DN38471_c0_g1PRW32849.1S-adenosyl-L-homocysteine hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 70.30 0.00

TRINITY_DN38698_c0_g3XP_002503691.1predicted protein [Micromonas commoda]Micromonas_commoda 70.30 0.00

TRINITY_DN41215_c0_g2KJB07265.1hypothetical protein B456_001G015600 [Gossypium raimondii]Gossypium_raimondii 70.30 0.00

TRINITY_DN41587_c0_g5KFK27360.1hypothetical protein AALP_AA8G372700 [Arabis alpina]Arabis_alpina 70.30 0.00

TRINITY_DN43452_c0_g3GAX75984.1hypothetical protein CEUSTIGMA_g3427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.30 0.00

TRINITY_DN44245_c0_g2XP_015649819.1DNA-directed RNA polymerase II subunit 1 [Oryza sativa Japonica Group]Oryza_sativa 70.30 0.00

TRINITY_DN46041_c0_g2XP_021756510.1cytoplasmic tRNA 2-thiolation protein 1-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 70.30 0.00

TRINITY_DN46536_c1_g1XP_002952265.1hypothetical protein VOLCADRAFT_81773 [Volvox carteri f. nagariensis]Volvox_carteri 70.30 0

TRINITY_DN47331_c0_g2P54209.1RecName: Full=Cation-transporting ATPase CA1Dunaliella_bioculata 70.30 0.00

TRINITY_DN47498_c0_g1XP_001698017.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.30 0.00

TRINITY_DN48706_c0_g1XP_022838502.1Zinc finger, CCCH-type [Ostreococcus tauri]Ostreococcus_tauri 70.30 0.00

TRINITY_DN50981_c1_g3XP_001703518.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.30 0.00

TRINITY_DN51512_c1_g2GAX76945.1hypothetical protein CEUSTIGMA_g4392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.30 0.00

TRINITY_DN51956_c1_g10ACG25031.160S ribosomal protein L37 [Zea mays]Zea_mays 70.30 0.00

TRINITY_DN5590_c0_g3XP_002954629.1flagellar alpha dynein [Volvox carteri f. nagariensis]Volvox_carteri 70.30 0.00

TRINITY_DN7818_c0_g1RAL40849.1hypothetical protein DM860_008547 [Cuscuta australis]Cuscuta_australis 70.30 0.00

TRINITY_DN18167_c0_g1XP_002300273.2DNA polymerase kappa isoform X1 [Populus trichocarpa]Populus_trichocarpa 70.20 0.00

TRINITY_DN32707_c0_g4XP_019422195.1PREDICTED: casein kinase II subunit alpha-like [Lupinus angustifolius]Lupinus_angustifolius 70.20 0.00

TRINITY_DN35787_c0_g4GBG87398.1hypothetical protein CBR_g45455 [Chara braunii]Chara_braunii 70.20 0.00

TRINITY_DN37914_c0_g1GAX75126.1hypothetical protein CEUSTIGMA_g2570.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN38402_c0_g5XP_001697658.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.20 0.00

TRINITY_DN39088_c0_g10PIA39064.1hypothetical protein AQUCO_02700321v1 [Aquilegia coerulea]Aquilegia_coerulea 70.20 0.00

TRINITY_DN39695_c0_g1PNW88835.1hypothetical protein CHLRE_01g046850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.20 0.00

TRINITY_DN40038_c0_g8OAE32442.1hypothetical protein AXG93_3218s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 70.20 0.00

TRINITY_DN40581_c0_g2EXC01912.1hypothetical protein L484_018823 [Morus notabilis]Morus_notabilis 70.20 0.00

TRINITY_DN41423_c0_g1KXZ51234.1hypothetical protein GPECTOR_13g721 [Gonium pectorale]Gonium_pectorale 70.20 0.00

TRINITY_DN42140_c0_g6PNH05039.1Histone acetyltransferase HAC1 [Tetrabaena socialis]Tetrabaena_socialis 70.20 0.00

TRINITY_DN42208_c1_g10KXZ48381.1hypothetical protein GPECTOR_28g788 [Gonium pectorale]Gonium_pectorale 70.20 0.00

TRINITY_DN42392_c0_g1XP_011074042.1AP-1 complex subunit sigma-1 [Sesamum indicum]Sesamum_indicum 70.20 0.00

TRINITY_DN42592_c1_g5PNW83678.1hypothetical protein CHLRE_05g238950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.20 0.00

TRINITY_DN44686_c0_g2GAX76983.1hypothetical protein CEUSTIGMA_g4430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN46549_c1_g1XP_021747433.1ATP synthase subunit beta, mitochondrial [Chenopodium quinoa]Chenopodium_quinoa 70.20 0.00

TRINITY_DN46775_c0_g4GAX72735.1hypothetical protein CEUSTIGMA_g191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN50366_c0_g2GAX73599.1hypothetical protein CEUSTIGMA_g1050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN50581_c0_g3PNW72028.1hypothetical protein CHLRE_16g685450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.20 0

TRINITY_DN50920_c0_g3GAX77454.1hypothetical protein CEUSTIGMA_g4898.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN51475_c1_g1GAQ88233.1putative serine/threonine-protein kinase [Klebsormidium nitens]Klebsormidium_nitens 70.20 0.00

TRINITY_DN51675_c0_g1GAX74262.1hypothetical protein CEUSTIGMA_g1711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.20 0.00

TRINITY_DN52491_c2_g3ACN94454.1photosystem I light-harvesting cholrophyll-a/b protein 3 [Dunaliella salina]Dunaliella_salina 70.20 0.00

TRINITY_DN28508_c0_g2XP_006404335.1vacuolar protein sorting-associated protein 29 [Eutrema salsugineum]Eutrema_salsugineum 70.10 0.00

TRINITY_DN31966_c0_g3GBF94476.1hypothetical protein Rsub_07010 [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.10 0.00

TRINITY_DN33138_c0_g1GAX76074.1hypothetical protein CEUSTIGMA_g3517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN35926_c0_g1XP_005649021.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 70.10 0.00

TRINITY_DN36850_c0_g10KZV43402.1hypothetical protein F511_21994 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 70.10 0.00

TRINITY_DN38221_c0_g2GAX76895.1hypothetical protein CEUSTIGMA_g4341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN38640_c0_g3XP_005845230.1hypothetical protein CHLNCDRAFT_137490 [Chlorella variabilis]Chlorella_variabilis 70.10 0.00



TRINITY_DN40352_c0_g1XP_010536617.1PREDICTED: ruvB-like 2 [Tarenaya hassleriana]Tarenaya_hassleriana 70.10 0.00

TRINITY_DN41713_c0_g1AAC32209.1isopentenyl pyrophosphate:dimethylallyl pyrophosphate isomerase [Haematococcus lacustris]Haematococcus_lacustris 70.10 0.00

TRINITY_DN42221_c0_g3RAL51635.1hypothetical protein DM860_010353 [Cuscuta australis]Cuscuta_australis 70.10 0.00

TRINITY_DN42591_c0_g4OWM68833.1hypothetical protein CDL15_Pgr025020 [Punica granatum]Punica_granatum 70.10 0.00

TRINITY_DN43744_c0_g1XP_005851985.1hypothetical protein CHLNCDRAFT_132889 [Chlorella variabilis]Chlorella_variabilis 70.10 0.00

TRINITY_DN44883_c0_g4XP_001703277.1TspO/MBR-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.10 0.00

TRINITY_DN45751_c1_g5GAX82302.1hypothetical protein CEUSTIGMA_g9731.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN46889_c0_g5GAX85689.1hypothetical protein CEUSTIGMA_g13104.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN47300_c0_g3PNH09810.1hypothetical protein TSOC_003525 [Tetrabaena socialis]Tetrabaena_socialis 70.10 0.00

TRINITY_DN47766_c1_g3XP_001703119.1mitochondrial half-size ABC transporter, membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.10 0.00

TRINITY_DN48365_c1_g1GAX80523.1hypothetical protein CEUSTIGMA_g7961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN48844_c0_g4PON82037.1Ribosomal protein [Trema orientale]Trema_orientale 70.10 0.00

TRINITY_DN49371_c0_g2GBF93585.1hypothetical protein Rsub_06305 [Raphidocelis subcapitata]Raphidocelis_subcapitata 70.10 0.00

TRINITY_DN50008_c0_g1GAX73838.1hypothetical protein CEUSTIGMA_g1288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN50173_c1_g1GAX84909.1hypothetical protein CEUSTIGMA_g12330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.10 0.00

TRINITY_DN1505_c0_g1XP_001417778.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 70.00 0.00

TRINITY_DN16632_c0_g1XP_020571128.1ras-related protein Rab11C-like isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 70.00 0.00

TRINITY_DN34377_c0_g2GBG66831.1hypothetical protein CBR_g70709 [Chara braunii]Chara_braunii 70.00 0.00

TRINITY_DN35240_c0_g4XP_023926377.160S ribosomal protein L10-A-like [Quercus suber]Quercus_suber 70.00 0.00

TRINITY_DN36813_c0_g1PUZ50743.1hypothetical protein GQ55_6G083100 [Panicum hallii var. hallii]Panicum_hallii 70.00 0.00

TRINITY_DN36919_c1_g5GAX74254.1hypothetical protein CEUSTIGMA_g1703.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN37542_c1_g3GAX82296.1hypothetical protein CEUSTIGMA_g9725.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN38259_c1_g2GAX73601.1hypothetical protein CEUSTIGMA_g1052.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN38432_c0_g1XP_005652089.1hypothetical protein COCSUDRAFT_55543 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 70.00 0.00

TRINITY_DN39664_c1_g2GAX76713.1hypothetical protein CEUSTIGMA_g4159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN39903_c1_g1XP_001695791.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN41003_c1_g3XP_018839530.1PREDICTED: stromal 70 kDa heat shock-related protein, chloroplastic-like [Juglans regia]Juglans_regia 70.00 0.00

TRINITY_DN41022_c0_g3GAX79869.1hypothetical protein CEUSTIGMA_g7309.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN41527_c1_g4EFJ37754.1ATP-binding cassette transporter, subfamily C, member 7, SmABCC7 [Selaginella moellendorffii]Selaginella_moellendorffii 70.00 0.00

TRINITY_DN43771_c0_g5KMZ68121.1tubulin beta chain 4 [Zostera marina]Zostera_marina 70.00 0.00

TRINITY_DN44315_c0_g2KJB39322.1hypothetical protein B456_007G006400 [Gossypium raimondii]Gossypium_raimondii 70.00 0.00

TRINITY_DN45672_c1_g2XP_002946822.1hypothetical protein VOLCADRAFT_103235 [Volvox carteri f. nagariensis]Volvox_carteri 70.00 0.00

TRINITY_DN46289_c2_g3PNW73694.1hypothetical protein CHLRE_13g568750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN46803_c1_g3XP_002946892.1hypothetical protein VOLCADRAFT_103128 [Volvox carteri f. nagariensis]Volvox_carteri 70.00 0.00

TRINITY_DN47278_c0_g2XP_002946621.1serine hydroxymethyltransferase [Volvox carteri f. nagariensis]Volvox_carteri 70.00 0.00

TRINITY_DN47624_c2_g1PRW58429.1Peptidyl-prolyl cis-trans isomerase [Chlorella sorokiniana]Chlorella_sorokiniana 70.00 0.00

TRINITY_DN49294_c0_g2XP_001692963.1CDP-Ethanolamine synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN49497_c0_g2PNW81287.1hypothetical protein CHLRE_07g349700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN49850_c0_g5KXZ55064.1hypothetical protein GPECTOR_3g221 [Gonium pectorale]Gonium_pectorale 70.00 0.00

TRINITY_DN50352_c0_g2GAX75302.1hypothetical protein CEUSTIGMA_g2747.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 70.00 0.00

TRINITY_DN51238_c1_g6XP_001694454.1hybrid-cluster protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN51319_c1_g1PNW81868.1hypothetical protein CHLRE_06g263800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 70.00 0.00

TRINITY_DN51988_c0_g2PNH10600.1E3 ubiquitin-protein ligase [Tetrabaena socialis]Tetrabaena_socialis 70.00 0.00

TRINITY_DN52297_c1_g3KMS64494.1hypothetical protein BVRB_019710, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 70.00 0.00

TRINITY_DN53264_c0_g1KYP78757.1SsrA-binding protein [Cajanus cajan]Cajanus_cajan 70.00 0.00

TRINITY_DN12652_c0_g2XP_010922436.1PREDICTED: 60S ribosomal protein L35 [Elaeis guineensis]Elaeis_guineensis 69.90 0.00

TRINITY_DN38318_c0_g2GAX80107.1hypothetical protein CEUSTIGMA_g7545.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.90 0.00

TRINITY_DN38806_c1_g3GAX79678.1hypothetical protein CEUSTIGMA_g7119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.90 0.00

TRINITY_DN39488_c0_g1XP_007515232.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 69.90 0

TRINITY_DN39762_c0_g3PNH01944.1Diphthamide biosynthesis protein 3 [Tetrabaena socialis]Tetrabaena_socialis 69.90 0.00

TRINITY_DN40183_c0_g1XP_001697125.1mitochondrial ribosomal protein L11 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.90 0.00

TRINITY_DN41008_c0_g2CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 69.90 0.00

TRINITY_DN41031_c0_g1XP_001692930.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.90 0.00

TRINITY_DN42728_c0_g3XP_002946778.1hypothetical protein VOLCADRAFT_79371 [Volvox carteri f. nagariensis]Volvox_carteri 69.90 0.00

TRINITY_DN43105_c0_g5XP_005649694.1MT-A70-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 69.90 0.00

TRINITY_DN44250_c0_g3PNW71117.1hypothetical protein CHLRE_17g747297v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.90 0.00

TRINITY_DN47386_c1_g2XP_020675074.1tRNA (cytosine(34)-C(5))-methyltransferase [Dendrobium catenatum]Dendrobium_catenatum 69.90 0.00

TRINITY_DN47511_c0_g3KXZ56683.1hypothetical protein GPECTOR_1g615 [Gonium pectorale]Gonium_pectorale 69.90 0.00

TRINITY_DN48631_c0_g1KXZ50112.1hypothetical protein GPECTOR_18g87 [Gonium pectorale]Gonium_pectorale 69.90 0.00

TRINITY_DN48644_c1_g2XP_002950753.1cobalt transport protein [Volvox carteri f. nagariensis]Volvox_carteri 69.90 0.00

TRINITY_DN51790_c0_g2PNH10585.1Vacuolar transporter chaperone 4 [Tetrabaena socialis]Tetrabaena_socialis 69.90 0.00

TRINITY_DN34058_c0_g2PKA51702.160S ribosomal protein L3 [Apostasia shenzhenica]Apostasia_shenzhenica 69.80 0.00

TRINITY_DN34713_c0_g1GBG91254.1hypothetical protein CBR_g52140 [Chara braunii]Chara_braunii 69.80 0.00

TRINITY_DN35262_c2_g11ABK22790.1unknown [Picea sitchensis]Picea_sitchensis 69.80 0.00

TRINITY_DN36375_c0_g2PNH07865.1Mitogen-activated protein kinase 15 [Tetrabaena socialis]Tetrabaena_socialis 69.80 0.00

TRINITY_DN36622_c0_g2XP_020583481.160S ribosomal protein L22-3-like [Phalaenopsis equestris]Phalaenopsis_equestris 69.80 0.00



TRINITY_DN36760_c0_g2PNR26531.1hypothetical protein PHYPA_030011 [Physcomitrella patens]Physcomitrella_patens 69.80 0.00

TRINITY_DN39552_c0_g2XP_002958389.1hypothetical protein VOLCADRAFT_69398 [Volvox carteri f. nagariensis]Volvox_carteri 69.80 0.00

TRINITY_DN39877_c1_g1GAX84285.1hypothetical protein CEUSTIGMA_g11707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.80 0.00

TRINITY_DN40312_c0_g1A1JHN0.1RecName: Full=Homogentisate solanesyltransferase, chloroplastic; Short=CrHST; AltName: Full=Homogentisate prenyltransferase; Flags: PrecursorChlamydomonas_reinhardtii 69.80 0.00

TRINITY_DN40690_c1_g6XP_002957616.1hypothetical protein VOLCADRAFT_107753 [Volvox carteri f. nagariensis]Volvox_carteri 69.80 0.00

TRINITY_DN42513_c0_g1PRW57398.15-oxoprolinase [Chlorella sorokiniana]Chlorella_sorokiniana 69.80 0.00

TRINITY_DN42805_c0_g1GBF89372.1dihydropyrimidinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.80 0.00

TRINITY_DN43275_c1_g1PNG89305.1Pyruvate formate-lyase-activating enzyme, partial [Tetrabaena socialis]Tetrabaena_socialis 69.80 0.00

TRINITY_DN43483_c0_g1GAX77476.1hypothetical protein CEUSTIGMA_g4920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.80 0.00

TRINITY_DN43535_c0_g1XP_024368275.1ATP-dependent RNA helicase HAS1-like [Physcomitrella patens]Physcomitrella_patens 69.80 0.00

TRINITY_DN43888_c0_g5GBG00094.1COP9 signalosome complex subunit 5b-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.80 0.00

TRINITY_DN44236_c0_g1XP_011622020.140S ribosomal protein S9-2 [Amborella trichopoda]Amborella_trichopoda 69.80 0.00

TRINITY_DN44399_c0_g2AJR27236.14-diphosphocytidyl-2-C-methyl-D-erythritol kinase [Haematococcus lacustris]Haematococcus_lacustris 69.80 0.00

TRINITY_DN44414_c0_g2KXZ45032.1hypothetical protein GPECTOR_59g640 [Gonium pectorale]Gonium_pectorale 69.80 0.00

TRINITY_DN44572_c0_g1EOX99021.1Calcineurin-like metallo-phosphoesterase superfamily protein [Theobroma cacao]Theobroma_cacao 69.80 0.00

TRINITY_DN46719_c0_g1KMS64494.1hypothetical protein BVRB_019710, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 69.80 0.00

TRINITY_DN46794_c0_g1GAX82663.1hypothetical protein CEUSTIGMA_g10089.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.80 0.00

TRINITY_DN47121_c0_g1KZV17207.1luminal-binding protein 5-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 69.80 0.00

TRINITY_DN47121_c0_g4XP_008794364.1heat shock 70 kDa protein-like [Phoenix dactylifera]Phoenix_dactylifera 69.80 0.00

TRINITY_DN47124_c0_g2GAQ83185.1Protein-L-isoaspartate(D-aspartate) O-methyltransferase [Klebsormidium nitens]Klebsormidium_nitens 69.80 0.00

TRINITY_DN48642_c0_g3GAX82993.1hypothetical protein CEUSTIGMA_g10420.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.80 0.00

TRINITY_DN48730_c0_g3PNW77089.1hypothetical protein CHLRE_10g421700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.80 0.00

TRINITY_DN49401_c1_g2XP_006338922.1PREDICTED: polyadenylate-binding protein 7-like [Solanum tuberosum]Solanum_tuberosum 69.80 0.00

TRINITY_DN49482_c1_g2XP_013902321.1hypothetical protein MNEG_4652, partial [Monoraphidium neglectum]Monoraphidium_neglectum 69.80 0.00

TRINITY_DN49495_c0_g5AGT16090.1cyclophilin [Saccharum hybrid cultivar R570]Saccharum_hybrid_cultivar 69.80 0.00

TRINITY_DN50055_c0_g3PNH09567.1C-factor [Tetrabaena socialis]Tetrabaena_socialis 69.80 0.00

TRINITY_DN5050_c0_g1XP_007514321.1H/ACA ribonucleoprotein complex subunit 3 [Bathycoccus prasinos]Bathycoccus_prasinos 69.80 0.00

TRINITY_DN51579_c0_g2GAX74023.1hypothetical protein CEUSTIGMA_g1473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.80 0.00

TRINITY_DN51879_c1_g1PSC71603.1hypothetical protein C2E20_5130 [Micractinium conductrix]Micractinium_conductrix 69.80 0.00

TRINITY_DN52288_c2_g1KXZ56100.1hypothetical protein GPECTOR_2g982 [Gonium pectorale]Gonium_pectorale 69.80 0.00

TRINITY_DN19405_c0_g1BAJ90559.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.70 0.00

TRINITY_DN25745_c0_g1NP_001140280.1uncharacterized LOC100272324 [Zea mays]Zea_mays 69.70 0.00

TRINITY_DN32707_c0_g1EPS64136.1hypothetical protein M569_10645, partial [Genlisea aurea]Genlisea_aurea 69.70 0.00

TRINITY_DN33822_c0_g2GBF91863.1hypothetical protein Rsub_04968 [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.70 0.00

TRINITY_DN37061_c1_g3KXZ49444.1RSP3 protein [Gonium pectorale]Gonium_pectorale 69.70 0.00

TRINITY_DN37455_c1_g3XP_002956344.1hypothetical protein VOLCADRAFT_66969 [Volvox carteri f. nagariensis]Volvox_carteri 69.70 0.00

TRINITY_DN38698_c0_g5XP_002503691.1predicted protein [Micromonas commoda]Micromonas_commoda 69.70 0.00

TRINITY_DN40365_c0_g5XP_001697810.1flagellar/basal body protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.70 0.00

TRINITY_DN40681_c1_g1GBF98924.1appr-1-p processing enzyme family [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.70 0.00

TRINITY_DN40878_c0_g4PNW84951.1hypothetical protein CHLRE_03g165350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.70 0.00

TRINITY_DN41018_c1_g6Q9FPL6.1RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full=Methionine adenosyltransferase 2; Short=MAT 2Suaeda_salsa 69.70 0.00

TRINITY_DN41384_c0_g3XP_001702125.1radial spoke protein 10 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.70 0.00

TRINITY_DN41938_c1_g1XP_001701544.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.70 0.00

TRINITY_DN42163_c0_g2GAX77719.1hypothetical protein CEUSTIGMA_g5162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN43465_c0_g6GAX72848.1hypothetical protein CEUSTIGMA_g303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN43555_c0_g1GAX82222.1hypothetical protein CEUSTIGMA_g9650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN43927_c0_g1PTQ37952.1hypothetical protein MARPO_0054s0064 [Marchantia polymorpha]Marchantia_polymorpha 69.70 0.00

TRINITY_DN45468_c0_g3GBF89463.1GTP-binding protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.70 0.00

TRINITY_DN46236_c0_g1GAX83246.1hypothetical protein CEUSTIGMA_g10672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN46298_c0_g2GAX82226.1hypothetical protein CEUSTIGMA_g9654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN47532_c1_g2GAX85743.1hypothetical protein CEUSTIGMA_g13158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN48186_c1_g5KXZ52292.1hypothetical protein GPECTOR_10g924 [Gonium pectorale]Gonium_pectorale 69.70 0.00

TRINITY_DN48220_c0_g1GAX75961.1hypothetical protein CEUSTIGMA_g3404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN48675_c0_g4OAY68863.1Heat shock cognate 70 kDa protein [Ananas comosus]Ananas_comosus 69.70 0.00

TRINITY_DN51518_c1_g1GAX81647.1hypothetical protein CEUSTIGMA_g9075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.70 0.00

TRINITY_DN52581_c5_g4XP_005647874.1DUF92-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 69.70 0.00

TRINITY_DN33760_c0_g1XP_021658818.1protein BUD31 homolog 1-like [Hevea brasiliensis]Hevea_brasiliensis 69.60 0.00

TRINITY_DN33779_c0_g1KXZ51570.1hypothetical protein GPECTOR_12g533 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN35020_c0_g2RZC92320.1hypothetical protein C5167_003922, partial [Papaver somniferum]Papaver_somniferum 69.60 0.00

TRINITY_DN37210_c0_g2KXZ44036.1FTT1 1433 protein [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN37897_c1_g2XP_001699671.1serine/threonine protein kinase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN39575_c0_g2XP_002955672.1Selenoprotein H [Volvox carteri f. nagariensis]Volvox_carteri 69.60 0.00

TRINITY_DN39909_c1_g1XP_002947604.1membrane selenoprotein [Volvox carteri f. nagariensis]Volvox_carteri 69.60 0.00

TRINITY_DN40123_c3_g1XP_001689942.1deoxypusine synthase 1, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN40341_c0_g8AUE21889.1GADPH [Uncaria rhynchophylla]Uncaria_rhynchophylla 69.60 0.00

TRINITY_DN40499_c0_g2GAX75202.1hypothetical protein CEUSTIGMA_g2646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.60 0.00



TRINITY_DN42765_c0_g1KXZ46970.1hypothetical protein GPECTOR_39g464 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN44171_c0_g4KZV18905.1hypothetical protein F511_12010 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 69.60 0.00

TRINITY_DN44535_c0_g1KXZ48759.1hypothetical protein GPECTOR_25g343 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN45184_c0_g2OAE19107.1hypothetical protein AXG93_2062s1180 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 69.60 0.00

TRINITY_DN45187_c1_g1OAE33109.1hypothetical protein AXG93_862s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 69.60 0.00

TRINITY_DN45251_c0_g1XP_001695109.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN45605_c0_g1PNW80276.1hypothetical protein CHLRE_08g385050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN45711_c0_g3XP_002949549.1hypothetical protein VOLCADRAFT_59329 [Volvox carteri f. nagariensis]Volvox_carteri 69.60 0.00

TRINITY_DN46059_c0_g2XP_002955286.1hypothetical protein VOLCADRAFT_96206 [Volvox carteri f. nagariensis]Volvox_carteri 69.60 0.00

TRINITY_DN46518_c2_g4KXZ56906.1hypothetical protein GPECTOR_1g817 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN48049_c0_g1XP_002949287.1hypothetical protein VOLCADRAFT_74123 [Volvox carteri f. nagariensis]Volvox_carteri 69.60 0.00

TRINITY_DN48724_c0_g3XP_001690455.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN48757_c0_g3PNW84081.1hypothetical protein CHLRE_04g220200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN49303_c0_g7XP_001699759.1lysine decarboxylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.60 0.00

TRINITY_DN49333_c0_g2KXZ51509.1hypothetical protein GPECTOR_12g472 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN50716_c0_g1KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 69.60 0.00

TRINITY_DN51287_c0_g1GAX80029.1hypothetical protein CEUSTIGMA_g7468.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.60 0.00

TRINITY_DN51636_c0_g1GAX72664.1hypothetical protein CEUSTIGMA_g120.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.60 0.00

TRINITY_DN33822_c0_g5XP_010269589.1PREDICTED: 60S ribosomal protein L18-3 [Nelumbo nucifera]Nelumbo_nucifera 69.50 0.00

TRINITY_DN34329_c0_g1NP_001140410.1uncharacterized protein LOC100272466 [Zea mays]Zea_mays 69.50 0.00

TRINITY_DN34598_c0_g10BAJ85408.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.50 0.00

TRINITY_DN34969_c0_g1KVH91129.1Protein kinase, ATP binding site-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 69.50 0.00

TRINITY_DN35138_c0_g5O65353.1RecName: Full=60S ribosomal protein L5Helianthus_annuus 69.50 0.00

TRINITY_DN36050_c0_g1XP_001695720.1nuclease, Rad2 family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.50 0.00

TRINITY_DN36570_c0_g6KMS94345.1hypothetical protein BVRB_022340 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 69.50 0.00

TRINITY_DN38024_c1_g3PNH08957.1Transcription factor bHLH34 [Tetrabaena socialis]Tetrabaena_socialis 69.50 0.00

TRINITY_DN39088_c0_g4PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 69.50 0.00

TRINITY_DN39091_c0_g3KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 69.50 0.00

TRINITY_DN39353_c0_g3GAX72798.1hypothetical protein CEUSTIGMA_g253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN39973_c0_g5GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN43462_c1_g2KXZ46467.1hypothetical protein GPECTOR_43g903 [Gonium pectorale]Gonium_pectorale 69.50 0.00

TRINITY_DN43999_c0_g3XP_001702917.15,10-methylenetetrahydrofolate dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.50 0.00

TRINITY_DN46327_c0_g7GAX83399.1hypothetical protein CEUSTIGMA_g10824.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN47059_c0_g1XP_005843938.1hypothetical protein CHLNCDRAFT_27566, partial [Chlorella variabilis]Chlorella_variabilis 69.50 0.00

TRINITY_DN47059_c0_g3XP_005843938.1hypothetical protein CHLNCDRAFT_27566, partial [Chlorella variabilis]Chlorella_variabilis 69.50 0.00

TRINITY_DN47098_c0_g1GAX74037.1hypothetical protein CEUSTIGMA_g1487.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN47119_c0_g2XP_002958137.1hypothetical protein VOLCADRAFT_77822 [Volvox carteri f. nagariensis]Volvox_carteri 69.50 0.00

TRINITY_DN47259_c0_g1GAX73827.1hypothetical protein CEUSTIGMA_g1278.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN47735_c0_g1GAX85033.1hypothetical protein CEUSTIGMA_g12453.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0.00

TRINITY_DN49033_c1_g1KXZ54224.1hypothetical protein GPECTOR_5g316 [Gonium pectorale]Gonium_pectorale 69.50 0.00

TRINITY_DN49242_c0_g1XP_001695879.1DNA replication factor C complex subunit 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.50 0.00

TRINITY_DN49724_c0_g2XP_002949849.1hypothetical protein VOLCADRAFT_80852 [Volvox carteri f. nagariensis]Volvox_carteri 69.50 0.00

TRINITY_DN50112_c0_g2XP_001697086.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.50 0.00

TRINITY_DN51629_c0_g1GAX86022.1hypothetical protein CEUSTIGMA_g13437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.50 0

TRINITY_DN52366_c0_g1PNW84960.1hypothetical protein CHLRE_03g165750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.50 0

TRINITY_DN32837_c0_g1XP_001689775.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.40 0.00

TRINITY_DN34058_c0_g3OVA12388.1Proteasome component (PCI) domain [Macleaya cordata]Macleaya_cordata 69.40 0.00

TRINITY_DN34485_c0_g2XP_002511198.260S ribosomal protein L17-2 isoform X2 [Ricinus communis]Ricinus_communis 69.40 0.00

TRINITY_DN34485_c0_g3XP_002511198.260S ribosomal protein L17-2 isoform X2 [Ricinus communis]Ricinus_communis 69.40 0.00

TRINITY_DN35679_c0_g1XP_002950102.1hypothetical protein VOLCADRAFT_104607 [Volvox carteri f. nagariensis]Volvox_carteri 69.40 0.00

TRINITY_DN35761_c1_g10AAB86496.1calmodulin [Zea mays]Zea_mays 69.40 0.00

TRINITY_DN37091_c0_g9NP_001334101.1ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein [Solanum lycopersicum]Solanum_lycopersicum 69.40 0.00

TRINITY_DN38891_c1_g3KDD74974.1hypothetical protein H632_c953p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 69.40 0.00

TRINITY_DN39762_c0_g9XP_002959188.1hypothetical protein VOLCADRAFT_78266 [Volvox carteri f. nagariensis]Volvox_carteri 69.40 0.00

TRINITY_DN39809_c1_g12RWR76829.1Ribosomal protein L23/L25 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 69.40 0.00

TRINITY_DN39809_c1_g6RWR76829.1Ribosomal protein L23/L25 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 69.40 0.00

TRINITY_DN41315_c0_g1GAQ85021.1RNAse L inhibitor [Klebsormidium nitens]Klebsormidium_nitens 69.40 0.00

TRINITY_DN41442_c0_g1GAX84109.1hypothetical protein CEUSTIGMA_g11532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.40 0.00

TRINITY_DN41518_c0_g2XP_001690414.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.40 0.00

TRINITY_DN42050_c1_g4XP_002956700.1hypothetical protein VOLCADRAFT_107349 [Volvox carteri f. nagariensis]Volvox_carteri 69.40 0.00

TRINITY_DN44829_c1_g1AIJ00882.1multi-functional enolase [Dunaliella salina]Dunaliella_salina 69.40 0.00

TRINITY_DN45295_c0_g1XP_001693253.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.40 0.00

TRINITY_DN45405_c1_g4XP_010025503.1PREDICTED: developmentally-regulated G-protein 3 [Eucalyptus grandis]Eucalyptus_grandis 69.40 0.00

TRINITY_DN45607_c0_g3PNW88152.1hypothetical protein CHLRE_01g016556v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.40 0.00

TRINITY_DN45836_c0_g1GAX79774.1hypothetical protein CEUSTIGMA_g7214.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.40 0.00

TRINITY_DN46674_c0_g1PNW86554.1hypothetical protein CHLRE_02g091400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.40 0.00



TRINITY_DN47185_c0_g1BAJ95005.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.40 0.00

TRINITY_DN48458_c0_g1KXZ55677.1hypothetical protein GPECTOR_2g1227 [Gonium pectorale]Gonium_pectorale 69.40 0

TRINITY_DN48537_c1_g6GAX80569.1hypothetical protein CEUSTIGMA_g8006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.40 0.00

TRINITY_DN50084_c2_g1GAX73286.1hypothetical protein CEUSTIGMA_g740.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.40 0.00

TRINITY_DN52105_c1_g3XP_005847263.1hypothetical protein CHLNCDRAFT_9858, partial [Chlorella variabilis]Chlorella_variabilis 69.40 0.00

TRINITY_DN28738_c1_g3BAJ99731.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.30 0.00

TRINITY_DN32009_c0_g1XP_021285476.1histone H3.3-like [Herrania umbratica]Herrania_umbratica 69.30 0.00

TRINITY_DN32688_c0_g1RAL46610.1hypothetical protein DM860_004889 [Cuscuta australis]Cuscuta_australis 69.30 0.00

TRINITY_DN32688_c0_g2RAL46610.1hypothetical protein DM860_004889 [Cuscuta australis]Cuscuta_australis 69.30 0.00

TRINITY_DN32688_c0_g4RAL46610.1hypothetical protein DM860_004889 [Cuscuta australis]Cuscuta_australis 69.30 0.00

TRINITY_DN39314_c1_g2PNW82678.1hypothetical protein CHLRE_06g289150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.30 0.00

TRINITY_DN39635_c0_g4XP_002949282.1plastid/chloroplast ribosomal protein L21 [Volvox carteri f. nagariensis]Volvox_carteri 69.30 0.00

TRINITY_DN39906_c0_g1GAX76952.1hypothetical protein CEUSTIGMA_g4399.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.30 0.00

TRINITY_DN42226_c0_g1KXZ47536.1hypothetical protein GPECTOR_34g695 [Gonium pectorale]Gonium_pectorale 69.30 0.00

TRINITY_DN43599_c0_g1PRW60450.1aldehyde dehydrogenase [Chlorella sorokiniana]Chlorella_sorokiniana 69.30 0.00

TRINITY_DN43978_c0_g1XP_013898471.1hypothetical protein MNEG_8511 [Monoraphidium neglectum]Monoraphidium_neglectum 69.30 0.00

TRINITY_DN44898_c0_g4PNW86098.1hypothetical protein CHLRE_02g073200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.30 0.00

TRINITY_DN46491_c0_g4XP_002958086.1DEAH-box nuclear pre-mRNA splicing factor [Volvox carteri f. nagariensis]Volvox_carteri 69.30 0.00

TRINITY_DN46783_c1_g1GAX74631.1hypothetical protein CEUSTIGMA_g2079.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.30 0.00

TRINITY_DN47195_c0_g4GAQ89092.1GTP-binding ADP-ribosylation factor-like protein [Klebsormidium nitens]Klebsormidium_nitens 69.30 0.00

TRINITY_DN47485_c1_g1GAX77666.1hypothetical protein CEUSTIGMA_g5109.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.30 0.00

TRINITY_DN51438_c0_g1GAX78845.1hypothetical protein CEUSTIGMA_g6283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.30 0

TRINITY_DN51794_c1_g1GAX79678.1hypothetical protein CEUSTIGMA_g7119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.30 0.00

TRINITY_DN51853_c0_g5KXZ44735.1hypothetical protein GPECTOR_63g60 [Gonium pectorale]Gonium_pectorale 69.30 0.00

TRINITY_DN22396_c0_g1XP_021902243.1uncharacterized protein LOC110817833 [Carica papaya]Carica_papaya 69.20 0.00

TRINITY_DN35410_c0_g2XP_023906466.1serine/threonine-protein kinase tor2-like [Quercus suber]Quercus_suber 69.20 0.00

TRINITY_DN35951_c0_g7XP_001693105.1triacylglycerol lipase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.20 0.00

TRINITY_DN36515_c0_g2XP_024376045.1uncharacterized protein LOC112282553 isoform X1 [Physcomitrella patens]Physcomitrella_patens 69.20 0.00

TRINITY_DN37165_c0_g5GAX83156.1hypothetical protein CEUSTIGMA_g10582.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN37702_c1_g1KMS93274.1hypothetical protein BVRB_033130, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 69.20 0.00

TRINITY_DN37859_c0_g1GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 69.20 0.00

TRINITY_DN38412_c0_g2GAX76670.1hypothetical protein CEUSTIGMA_g4116.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN38864_c0_g5XP_013897207.1hypothetical protein MNEG_9772 [Monoraphidium neglectum]Monoraphidium_neglectum 69.20 0.00

TRINITY_DN39320_c0_g1XP_011397336.1Deoxycytidylate deaminase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 69.20 0.00

TRINITY_DN40280_c0_g4GBF98414.1hypothetical protein Rsub_10479 [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.20 0.00

TRINITY_DN41080_c0_g3GAX78996.1hypothetical protein CEUSTIGMA_g6436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN41340_c0_g1GBF93266.1U6 snRNA-associated Sm [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.20 0.00

TRINITY_DN42398_c0_g3XP_001696518.1nucleic acid binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.20 0.00

TRINITY_DN44166_c0_g1GAX73068.1hypothetical protein CEUSTIGMA_g521.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN44945_c1_g1XP_002958607.1hypothetical protein VOLCADRAFT_84510 [Volvox carteri f. nagariensis]Volvox_carteri 69.20 0.00

TRINITY_DN45530_c0_g6XP_018809750.1PREDICTED: cullin-4-like [Juglans regia]Juglans_regia 69.20 0.00

TRINITY_DN47656_c0_g8XP_002956427.1hypothetical protein VOLCADRAFT_66894 [Volvox carteri f. nagariensis]Volvox_carteri 69.20 0.00

TRINITY_DN48056_c1_g1KXZ40909.1hypothetical protein GPECTOR_1376g598 [Gonium pectorale]Gonium_pectorale 69.20 0.00

TRINITY_DN48509_c1_g4GAX81886.1hypothetical protein CEUSTIGMA_g9314.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN48866_c0_g2XP_001699213.1AP2-domain transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.20 0.00

TRINITY_DN49714_c0_g3KXZ48211.1DHC-9 protein [Gonium pectorale]Gonium_pectorale 69.20 0.00

TRINITY_DN50312_c1_g1XP_005644703.1hypothetical protein COCSUDRAFT_57886 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 69.20 0.00

TRINITY_DN50590_c0_g1GAX82550.1hypothetical protein CEUSTIGMA_g9976.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN50697_c4_g5GAX85259.1hypothetical protein CEUSTIGMA_g12678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN50702_c0_g4GAX74687.1hypothetical protein CEUSTIGMA_g2135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN51009_c1_g1PNH09678.1DNA-binding protein SMUBP-2 [Tetrabaena socialis]Tetrabaena_socialis 69.20 0.00

TRINITY_DN51393_c0_g3XP_022839575.1Proteasome/cyclosome repeat [Ostreococcus tauri]Ostreococcus_tauri 69.20 0.00

TRINITY_DN51443_c0_g1GAX78449.1hypothetical protein CEUSTIGMA_g5889.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.20 0.00

TRINITY_DN52268_c1_g1GBF92611.1chloroplast stem-loop binding protein of 41 kDa, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.20 0.00

TRINITY_DN17019_c0_g1XP_002508917.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 69.10 0.00

TRINITY_DN19673_c0_g1XP_023874610.140S ribosomal protein S6-B-like [Quercus suber]Quercus_suber 69.10 0.00

TRINITY_DN20887_c0_g1PSC76694.160S acidic ribosomal P2 [Micractinium conductrix]Micractinium_conductrix 69.10 0.00

TRINITY_DN34012_c0_g1XP_010525886.1PREDICTED: ADP-ribosylation factor 1 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 69.10 0.00

TRINITY_DN35721_c0_g1GAX86545.1hypothetical protein CEUSTIGMA_g13952.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.10 0.00

TRINITY_DN35967_c0_g1KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 69.10 0.00

TRINITY_DN37347_c0_g1GAX77522.1hypothetical protein CEUSTIGMA_g4966.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.10 0.00

TRINITY_DN37931_c1_g7BAK02898.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.10 0.00

TRINITY_DN38004_c1_g7CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 69.10 0.00

TRINITY_DN38211_c0_g1PNH04402.1Glutathione S-transferase C-terminal domain-containing protein [Tetrabaena socialis]Tetrabaena_socialis 69.10 0.00

TRINITY_DN38761_c0_g1XP_002954539.1hypothetical protein VOLCADRAFT_95342 [Volvox carteri f. nagariensis]Volvox_carteri 69.10 0.00

TRINITY_DN38989_c0_g5XP_009404674.1PREDICTED: alpha-galactosidase 3 [Musa acuminata subsp. malaccensis]Musa_acuminata 69.10 0.00



TRINITY_DN41815_c0_g3PRW60273.1glyoxylate succinic semialdehyde reductase chloroplastic [Chlorella sorokiniana]Chlorella_sorokiniana 69.10 0.00

TRINITY_DN41951_c0_g2GAX80204.1hypothetical protein CEUSTIGMA_g7642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.10 0.00

TRINITY_DN42164_c0_g1XP_002955022.1photosystem II subunit W, chloroplast precursor [Volvox carteri f. nagariensis]Volvox_carteri 69.10 0.00

TRINITY_DN45013_c1_g1GBF98446.1DNA topoisomerase [Raphidocelis subcapitata]Raphidocelis_subcapitata 69.10 0.00

TRINITY_DN45998_c1_g1PNH00743.1Serine/threonine-protein kinase atg1 [Tetrabaena socialis]Tetrabaena_socialis 69.10 0.00

TRINITY_DN46141_c0_g1XP_002956555.1hypothetical protein VOLCADRAFT_107297 [Volvox carteri f. nagariensis]Volvox_carteri 69.10 0.00

TRINITY_DN46702_c1_g1PNW70423.1hypothetical protein CHLRE_17g719250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.10 0.00

TRINITY_DN46889_c0_g2GAX82949.1hypothetical protein CEUSTIGMA_g10376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.10 0.00

TRINITY_DN47239_c0_g1GAX85463.1hypothetical protein CEUSTIGMA_g12879.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.10 0.00

TRINITY_DN47724_c1_g1KXZ49449.1hypothetical protein GPECTOR_21g675 [Gonium pectorale]Gonium_pectorale 69.10 0.00

TRINITY_DN48134_c0_g4XP_001692246.1UDP-glucose pyrophosphorylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.10 0.00

TRINITY_DN48414_c0_g1KXZ53955.1hypothetical protein GPECTOR_6g874 [Gonium pectorale]Gonium_pectorale 69.10 0.00

TRINITY_DN50827_c0_g2XP_002958444.1hypothetical protein VOLCADRAFT_99703 [Volvox carteri f. nagariensis]Volvox_carteri 69.10 0.00

TRINITY_DN51624_c0_g1XP_002946233.1hypothetical protein VOLCADRAFT_120230 [Volvox carteri f. nagariensis]Volvox_carteri 69.10 0.00

TRINITY_DN5954_c0_g1XP_001418612.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 69.10 0.00

TRINITY_DN34696_c1_g1GAX78858.1hypothetical protein CEUSTIGMA_g6296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN36470_c1_g1GAQ93074.1mitochondrial electron transfer flavoprotein subunit beta [Klebsormidium nitens]Klebsormidium_nitens 69.00 0.00

TRINITY_DN36774_c0_g4GAQ83932.1Ubiquitin-fold modifier-conjugating enzyme [Klebsormidium nitens]Klebsormidium_nitens 69.00 0.00

TRINITY_DN36862_c0_g4PSC72623.1DEAD-box ATP-dependent RNA helicase 20 [Micractinium conductrix]Micractinium_conductrix 69.00 0.00

TRINITY_DN37473_c0_g1GAX80609.1hypothetical protein CEUSTIGMA_g8044.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN37626_c0_g1XP_002955216.1hypothetical protein VOLCADRAFT_83067 [Volvox carteri f. nagariensis]Volvox_carteri 69.00 0.00

TRINITY_DN39580_c0_g6GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN40288_c2_g5XP_002958882.1DEAD/DEAH box helicase [Volvox carteri f. nagariensis]Volvox_carteri 69.00 0.00

TRINITY_DN41099_c0_g3XP_024363998.1double-strand break repair protein MRE11-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 69.00 0.00

TRINITY_DN41238_c0_g1KXZ55053.1hypothetical protein GPECTOR_3g211 [Gonium pectorale]Gonium_pectorale 69.00 0.00

TRINITY_DN41570_c0_g4XP_013900535.1ESCRT-II complex subunit VPS36 [Monoraphidium neglectum]Monoraphidium_neglectum 69.00 0.00

TRINITY_DN43075_c1_g2GAX82931.1hypothetical protein CEUSTIGMA_g10358.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN44086_c0_g1GAX83625.1hypothetical protein CEUSTIGMA_g11049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN44404_c0_g2KXZ51335.1hypothetical protein GPECTOR_13g822 [Gonium pectorale]Gonium_pectorale 69.00 0.00

TRINITY_DN44464_c0_g3GAX76513.1hypothetical protein CEUSTIGMA_g3959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN46138_c0_g5XP_027904306.1developmentally-regulated G-protein 3 [Vigna unguiculata]Vigna_unguiculata 69.00 0.00

TRINITY_DN46252_c1_g3PNW77767.1hypothetical protein CHLRE_10g450879v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.00 0.00

TRINITY_DN46613_c1_g1PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.00 0.00

TRINITY_DN47346_c0_g4XP_001693119.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.00 0.00

TRINITY_DN49667_c0_g8BAJ96063.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 69.00 0.00

TRINITY_DN49949_c1_g6PNW80286.1hypothetical protein CHLRE_08g385500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.00 0.00

TRINITY_DN50365_c0_g6XP_002947140.1hypothetical protein VOLCADRAFT_103365 [Volvox carteri f. nagariensis]Volvox_carteri 69.00 0.00

TRINITY_DN50549_c1_g1GAX85702.1hypothetical protein CEUSTIGMA_g13116.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 69.00 0.00

TRINITY_DN50716_c0_g2KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 69.00 0.00

TRINITY_DN52451_c0_g1XP_001702513.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 69.00 0.00

TRINITY_DN11615_c0_g1XP_002499959.1predicted protein [Micromonas commoda]Micromonas_commoda 68.90 0.00

TRINITY_DN23961_c0_g1ADI46891.1PR46af [Volvox carteri f. nagariensis]Volvox_carteri 68.90 0.00

TRINITY_DN26125_c0_g2BAJ21569.1cytochrome c oxidase subunit 1, partial (mitochondrion) [Prasinococcus capsulatus]Prasinococcus_capsulatus 68.90 0.00

TRINITY_DN28370_c0_g1GAX78260.1hypothetical protein CEUSTIGMA_g5702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.90 0.00

TRINITY_DN37318_c0_g1KXZ44805.1hypothetical protein GPECTOR_62g920 [Gonium pectorale]Gonium_pectorale 68.90 0.00

TRINITY_DN37879_c0_g4GAX83352.1hypothetical protein CEUSTIGMA_g10777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.90 0.00

TRINITY_DN37961_c0_g2OWM88093.1hypothetical protein CDL15_Pgr016666 [Punica granatum]Punica_granatum 68.90 0.00

TRINITY_DN38672_c0_g1RWW90787.1hypothetical protein BHE74_00036533 [Ensete ventricosum]Ensete_ventricosum 68.90 0.00

TRINITY_DN39018_c0_g3PSC75329.1low-CO2-inducible chloroplast envelope [Micractinium conductrix]Micractinium_conductrix 68.90 0.00

TRINITY_DN40395_c0_g2XP_002955875.1hypothetical protein VOLCADRAFT_66358 [Volvox carteri f. nagariensis]Volvox_carteri 68.90 0.00

TRINITY_DN42027_c1_g6XP_016573158.1PREDICTED: DExH-box ATP-dependent RNA helicase DExH10 [Capsicum annuum]Capsicum_annuum 68.90 0.00

TRINITY_DN43537_c1_g3PTQ43117.1hypothetical protein MARPO_0026s0018 [Marchantia polymorpha]Marchantia_polymorpha 68.90 0.00

TRINITY_DN44244_c0_g6GAQ86818.1Isovaleryl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 68.90 0.00

TRINITY_DN45112_c1_g1GAX75825.1hypothetical protein CEUSTIGMA_g3268.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.90 0.00

TRINITY_DN45146_c0_g2PNH08091.1NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 [Tetrabaena socialis]Tetrabaena_socialis 68.90 0.00

TRINITY_DN45161_c1_g2PNH10461.1Leucine-rich repeat-containing protein ODA7 [Tetrabaena socialis]Tetrabaena_socialis 68.90 0.00

TRINITY_DN45801_c0_g4XP_027768604.1uncharacterized protein LOC114074811 [Solanum pennellii]Solanum_pennellii 68.90 0.00

TRINITY_DN48714_c0_g3XP_002955444.1hypothetical protein VOLCADRAFT_96291 [Volvox carteri f. nagariensis]Volvox_carteri 68.90 0.00

TRINITY_DN48750_c1_g3PNW88301.1hypothetical protein CHLRE_01g023350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.90 0.00

TRINITY_DN4888_c0_g1BAJ99430.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 68.90 0.00

TRINITY_DN49193_c0_g4PRW20971.1phosphopantothenate--cysteine ligase 2-like isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 68.90 0.00

TRINITY_DN49899_c0_g6PNW84382.1hypothetical protein CHLRE_03g143887v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.90 0.00

TRINITY_DN50162_c1_g2XP_005644706.1hypothetical protein COCSUDRAFT_34056 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 68.90 0.00

TRINITY_DN51612_c0_g3OMP14120.1hypothetical protein COLO4_00281 [Corchorus olitorius]Corchorus_olitorius 68.90 0.00

TRINITY_DN19684_c0_g1XP_026419349.1ubiquitin-conjugating enzyme E2-23 kDa-like [Papaver somniferum]Papaver_somniferum 68.80 0.00

TRINITY_DN20673_c0_g1XP_020260347.1nifU-like protein 4, mitochondrial [Asparagus officinalis]Asparagus_officinalis 68.80 0.00



TRINITY_DN22606_c0_g1XP_023896224.1eukaryotic translation initiation factor 2 subunit beta-like [Quercus suber]Quercus_suber 68.80 0.00

TRINITY_DN24817_c0_g2XP_024396461.1uncharacterized protein LOC112292342 isoform X2 [Physcomitrella patens]Physcomitrella_patens 68.80 0.00

TRINITY_DN3036_c0_g1VDC83802.1unnamed protein product [Brassica rapa]Brassica_rapa 68.80 0.00

TRINITY_DN32000_c0_g2GAQ91677.1methionine sulfoxide reductase B [Klebsormidium nitens]Klebsormidium_nitens 68.80 0.00

TRINITY_DN36996_c0_g3KMS64782.1hypothetical protein BVRB_042720, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 68.80 0.00

TRINITY_DN37425_c1_g4GAX85059.1hypothetical protein CEUSTIGMA_g12479.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN38209_c0_g2GAX76494.1hypothetical protein CEUSTIGMA_g3939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN40272_c0_g1GAX75468.1hypothetical protein CEUSTIGMA_g2911.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN40677_c2_g1XP_002956578.1hypothetical protein VOLCADRAFT_97625 [Volvox carteri f. nagariensis]Volvox_carteri 68.80 0.00

TRINITY_DN41188_c2_g5KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 68.80 0.00

TRINITY_DN41542_c0_g8XP_012830565.1PREDICTED: pyruvate dehydrogenase E1 component subunit beta-1, mitochondrial [Erythranthe guttata]Erythranthe_guttata 68.80 0.00

TRINITY_DN41566_c1_g2GAX84178.1hypothetical protein CEUSTIGMA_g11601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN41803_c0_g2PRW56067.1beta-ureidopropionase [Chlorella sorokiniana]Chlorella_sorokiniana 68.80 0.00

TRINITY_DN42040_c0_g4GAX74958.1hypothetical protein CEUSTIGMA_g2404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN42782_c0_g1GAX84404.1hypothetical protein CEUSTIGMA_g11826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN42936_c1_g1GAX83494.1hypothetical protein CEUSTIGMA_g10919.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN43371_c1_g1PNW86513.1hypothetical protein CHLRE_02g089608v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.80 0.00

TRINITY_DN43615_c0_g1GAX83450.1hypothetical protein CEUSTIGMA_g10875.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN43631_c1_g1GAX72891.1hypothetical protein CEUSTIGMA_g346.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN44455_c0_g3PNW81732.1hypothetical protein CHLRE_06g257950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.80 0.00

TRINITY_DN44959_c0_g5GAX82773.1hypothetical protein CEUSTIGMA_g10199.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN45728_c0_g2GAX85660.1hypothetical protein CEUSTIGMA_g13075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN45849_c0_g1XP_002946763.1hypothetical protein VOLCADRAFT_72951 [Volvox carteri f. nagariensis]Volvox_carteri 68.80 0.00

TRINITY_DN46393_c0_g4XP_001696630.1hydroxyethylthiazole kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.80 0.00

TRINITY_DN48465_c0_g3XP_002953835.1hypothetical protein VOLCADRAFT_106113 [Volvox carteri f. nagariensis]Volvox_carteri 68.80 0.00

TRINITY_DN48497_c0_g4XP_002947347.1hypothetical protein VOLCADRAFT_87637 [Volvox carteri f. nagariensis]Volvox_carteri 68.80 0.00

TRINITY_DN49159_c1_g3GAX74015.1hypothetical protein CEUSTIGMA_g1465.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.80 0.00

TRINITY_DN50782_c0_g2KXZ55380.1hypothetical protein GPECTOR_3g507 [Gonium pectorale]Gonium_pectorale 68.80 0.00

TRINITY_DN52137_c1_g2PNW75691.1hypothetical protein CHLRE_12g537100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.80 0.00

TRINITY_DN52292_c1_g1PNW80338.1hypothetical protein CHLRE_07g313250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.80 0.00

TRINITY_DN20649_c0_g1XP_005649793.1hypothetical protein COCSUDRAFT_40556 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 68.70 0.00

TRINITY_DN31095_c0_g2OWM74069.1hypothetical protein CDL15_Pgr008380 [Punica granatum]Punica_granatum 68.70 0.00

TRINITY_DN36199_c0_g1XP_027340134.1isocitrate dehydrogenase [NADP]-like isoform X2 [Abrus precatorius]Abrus_precatorius 68.70 0.00

TRINITY_DN38275_c2_g7GAX85053.1hypothetical protein CEUSTIGMA_g12473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.70 0.00

TRINITY_DN40951_c1_g11GAX74421.1hypothetical protein CEUSTIGMA_g1870.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.70 0.00

TRINITY_DN43288_c0_g2GBF89372.1dihydropyrimidinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.70 0.00

TRINITY_DN46269_c0_g1GAX76373.1hypothetical protein CEUSTIGMA_g3819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.70 0.00

TRINITY_DN47481_c0_g2KXZ48343.1hypothetical protein GPECTOR_28g750 [Gonium pectorale]Gonium_pectorale 68.70 0.00

TRINITY_DN48814_c0_g5XP_013904952.1RAN GTPase-activating protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 68.70 0.00

TRINITY_DN49203_c0_g4PNH06569.1Chaperone protein dnaJ 10 [Tetrabaena socialis]Tetrabaena_socialis 68.70 0.00

TRINITY_DN49843_c0_g1XP_002948135.1hypothetical protein VOLCADRAFT_73622 [Volvox carteri f. nagariensis]Volvox_carteri 68.70 0.00

TRINITY_DN49858_c0_g3KXZ44027.1hypothetical protein GPECTOR_75g751 [Gonium pectorale]Gonium_pectorale 68.70 0.00

TRINITY_DN50203_c1_g1XP_001696415.1NADP-dependent malic enzyme [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.70 0.00

TRINITY_DN51111_c1_g4AAY42381.1soluble starch synthase III [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.70 0.00

TRINITY_DN51139_c1_g2PNH10165.1Serine acetyltransferase 5 [Tetrabaena socialis]Tetrabaena_socialis 68.70 0.00

TRINITY_DN15878_c0_g2KYP57004.1Putative selenium-binding protein [Cajanus cajan]Cajanus_cajan 68.60 0.00

TRINITY_DN29907_c0_g1KDD75734.1hypothetical protein H632_c524p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 68.60 0.00

TRINITY_DN36563_c0_g12XP_001691212.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.60 0.00

TRINITY_DN37530_c0_g1XP_001695782.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.60 0.00

TRINITY_DN37611_c0_g1BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 68.60 0.00

TRINITY_DN38104_c0_g3PNH11960.1hypothetical protein TSOC_001148 [Tetrabaena socialis]Tetrabaena_socialis 68.60 0.00

TRINITY_DN39021_c0_g3PNW83553.1hypothetical protein CHLRE_05g234665v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.60 0.00

TRINITY_DN39172_c0_g2ACL97363.1elongation factor-1 alpha, partial [Ignatius tetrasporus]Ignatius_tetrasporus 68.60 0.00

TRINITY_DN40094_c0_g1PIN08631.1Chaperonin complex component, TCP-1 beta subunit (CCT2) [Handroanthus impetiginosus]Handroanthus_impetiginosus 68.60 0.00

TRINITY_DN40824_c0_g2KXZ47669.1hypothetical protein GPECTOR_33g551 [Gonium pectorale]Gonium_pectorale 68.60 0.00

TRINITY_DN41203_c2_g3XP_002948574.1hypothetical protein VOLCADRAFT_116833 [Volvox carteri f. nagariensis]Volvox_carteri 68.60 0.00

TRINITY_DN41634_c0_g8XP_005851475.1hypothetical protein CHLNCDRAFT_137844 [Chlorella variabilis]Chlorella_variabilis 68.60 0.00

TRINITY_DN43037_c1_g3XP_013905531.1NudC domain-containing protein 2 [Monoraphidium neglectum]Monoraphidium_neglectum 68.60 0.00

TRINITY_DN45793_c1_g2GAX75256.1hypothetical protein CEUSTIGMA_g2701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0.00

TRINITY_DN45931_c0_g3OUS43008.1hypothetical protein BE221DRAFT_195002 [Ostreococcus tauri]Ostreococcus_tauri 68.60 0.00

TRINITY_DN46513_c0_g1GAX82983.1hypothetical protein CEUSTIGMA_g10410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0.00

TRINITY_DN46676_c0_g3PNH01916.1Pantothenate kinase 2 [Tetrabaena socialis]Tetrabaena_socialis 68.60 0.00

TRINITY_DN46941_c1_g8GAX74680.1hypothetical protein CEUSTIGMA_g2128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0.00

TRINITY_DN47405_c0_g5XP_002948641.1hypothetical protein VOLCADRAFT_88948 [Volvox carteri f. nagariensis]Volvox_carteri 68.60 0.00

TRINITY_DN49964_c2_g2XP_001703479.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.60 0.00

TRINITY_DN50168_c0_g2KXZ43316.1hypothetical protein GPECTOR_94g638 [Gonium pectorale]Gonium_pectorale 68.60 0.00



TRINITY_DN50332_c0_g2GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0

TRINITY_DN50716_c0_g4KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 68.60 0.00

TRINITY_DN50955_c0_g2GAX79988.1hypothetical protein CEUSTIGMA_g7427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0.00

TRINITY_DN51065_c0_g3KXZ47816.1hypothetical protein GPECTOR_32g428 [Gonium pectorale]Gonium_pectorale 68.60 0

TRINITY_DN52575_c1_g2PRW58497.1secondary thiamine-phosphate synthase enzyme isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 68.60 0.00

TRINITY_DN52613_c0_g2GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.60 0

TRINITY_DN21747_c0_g3XP_001702303.1ribosomal protein S9, component of cytosolic 80S ribosome and 40S small subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN25154_c0_g1BAK00460.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 68.50 0.00

TRINITY_DN25154_c0_g2BAK00460.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 68.50 0.00

TRINITY_DN26725_c0_g3PON57522.1ATPase, AAA-type, core [Trema orientale]Trema_orientale 68.50 0.00

TRINITY_DN37572_c1_g5KXZ56683.1hypothetical protein GPECTOR_1g615 [Gonium pectorale]Gonium_pectorale 68.50 0.00

TRINITY_DN37677_c0_g6XP_001690129.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN38239_c0_g2XP_001699794.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN38403_c0_g1KXZ50796.1hypothetical protein GPECTOR_15g482 [Gonium pectorale]Gonium_pectorale 68.50 0.00

TRINITY_DN39347_c0_g1XP_001697508.1esterase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN40157_c0_g1XP_002946093.1hypothetical protein VOLCADRAFT_127322 [Volvox carteri f. nagariensis]Volvox_carteri 68.50 0.00

TRINITY_DN41451_c1_g3PNH08164.1Conserved oligomeric Golgi complex subunit 8 [Tetrabaena socialis]Tetrabaena_socialis 68.50 0.00

TRINITY_DN42025_c1_g1XP_004508049.1DNA repair protein RAD51 homolog 1 [Cicer arietinum]Cicer_arietinum 68.50 0.00

TRINITY_DN42121_c0_g1OAE20320.1hypothetical protein AXG93_2338s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 68.50 0.00

TRINITY_DN42257_c1_g3KXZ49014.1hypothetical protein GPECTOR_23g103 [Gonium pectorale]Gonium_pectorale 68.50 0.00

TRINITY_DN44630_c1_g1GAX76342.1hypothetical protein CEUSTIGMA_g3788.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.50 0

TRINITY_DN44684_c0_g8PNW88706.1hypothetical protein CHLRE_01g041050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN48193_c0_g5XP_002502528.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 68.50 0.00

TRINITY_DN48432_c1_g1PNW87617.1hypothetical protein CHLRE_02g141706v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN48609_c1_g5GBG60638.1hypothetical protein CBR_g8658 [Chara braunii]Chara_braunii 68.50 0.00

TRINITY_DN48909_c0_g3ACH87586.1trehalose-6-phosphate synthase/phosphatase [Dunaliella viridis]Dunaliella_viridis 68.50 0.00

TRINITY_DN49310_c0_g1GAX74487.1hypothetical protein CEUSTIGMA_g1936.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.50 0.00

TRINITY_DN49961_c1_g6ADW09020.1ammonium transporter 1;2 [Dunaliella viridis]Dunaliella_viridis 68.50 0.00

TRINITY_DN52107_c0_g2XP_001702400.1sterol sensing 5-transmembrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN52613_c0_g1XP_001692092.1dynein heavy chain 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.50 0.00

TRINITY_DN53557_c0_g1BAK00460.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 68.50 0.00

TRINITY_DN53558_c0_g1OAE33365.1hypothetical protein AXG93_3296s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 68.50 0.00

TRINITY_DN9485_c0_g1GBG58831.1hypothetical protein CBR_g231 [Chara braunii]Chara_braunii 68.50 0.00

TRINITY_DN23808_c0_g1GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 68.40 0.00

TRINITY_DN25742_c0_g1KZN01008.1hypothetical protein DCAR_009762 [Daucus carota subsp. sativus]Daucus_carota 68.40 0.00

TRINITY_DN29794_c0_g4XP_002977832.1calmodulin [Selaginella moellendorffii]Selaginella_moellendorffii 68.40 0.00

TRINITY_DN31095_c0_g1RWR72599.1Ribosomal protein L22e [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 68.40 0.00

TRINITY_DN36205_c0_g5XP_007205881.160S ribosomal protein L10a [Prunus persica]Prunus_persica 68.40 0.00

TRINITY_DN37193_c0_g3XP_001695070.1small rab-related GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.40 0.00

TRINITY_DN38241_c0_g1GBG59151.1hypothetical protein CBR_g32167 [Chara braunii]Chara_braunii 68.40 0.00

TRINITY_DN38647_c0_g5KCW55923.1hypothetical protein EUGRSUZ_I01720 [Eucalyptus grandis]Eucalyptus_grandis 68.40 0.00

TRINITY_DN42055_c0_g3XP_023883116.1protein pyrABCN-like [Quercus suber]Quercus_suber 68.40 0.00

TRINITY_DN43781_c0_g2GAX74727.1hypothetical protein CEUSTIGMA_g2174.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.40 0.00

TRINITY_DN44343_c0_g1XP_024382971.1probable glutamate carboxypeptidase LAMP1 [Physcomitrella patens]Physcomitrella_patens 68.40 0.00

TRINITY_DN44456_c0_g9XP_002950063.1hypothetical protein VOLCADRAFT_40621 [Volvox carteri f. nagariensis]Volvox_carteri 68.40 0.00

TRINITY_DN45966_c1_g1GBF94744.1photosystem I reaction center subunit XI [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.40 0.00

TRINITY_DN46888_c1_g1GAX83212.1hypothetical protein CEUSTIGMA_g10638.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.40 0.00

TRINITY_DN46920_c0_g2XP_013906790.1Ribosome-recycling factor [Monoraphidium neglectum]Monoraphidium_neglectum 68.40 0.00

TRINITY_DN48650_c0_g3XP_002959953.1hypothetical protein VOLCADRAFT_101471 [Volvox carteri f. nagariensis]Volvox_carteri 68.40 0.00

TRINITY_DN49406_c0_g3GAX75746.1hypothetical protein CEUSTIGMA_g3189.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.40 0.00

TRINITY_DN49867_c0_g1XP_001691593.1PsaB RNA binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.40 0.00

TRINITY_DN50759_c1_g3XP_001699679.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.40 0.00

TRINITY_DN51216_c1_g1GAX80279.1hypothetical protein CEUSTIGMA_g7717.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.40 0.00

TRINITY_DN15619_c0_g1RYR51498.1hypothetical protein Ahy_A06g026517 [Arachis hypogaea]Arachis_hypogaea 68.30 0.00

TRINITY_DN33076_c0_g1XP_002954635.1hypothetical protein VOLCADRAFT_102213 [Volvox carteri f. nagariensis]Volvox_carteri 68.30 0.00

TRINITY_DN33298_c0_g1ACV83439.2QM-like protein, partial [Zea mays]Zea_mays 68.30 0.00

TRINITY_DN35830_c0_g11XP_005649021.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 68.30 0.00

TRINITY_DN38200_c1_g3XP_001701896.1DNA repair glycosylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN38680_c0_g7XP_008242718.1PREDICTED: GTP-binding nuclear protein Ran-3-like [Prunus mume]Prunus_mume 68.30 0.00

TRINITY_DN38990_c0_g1GAX76802.1hypothetical protein CEUSTIGMA_g4248.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN39308_c1_g11XP_013906033.1Uncharacterized protein ycf36 [Monoraphidium neglectum]Monoraphidium_neglectum 68.30 0.00

TRINITY_DN39959_c0_g1GAX86023.1hypothetical protein CEUSTIGMA_g13438.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN40582_c1_g7PNW86915.1hypothetical protein CHLRE_02g101100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN42153_c1_g2XP_001693114.1pyruvate dehydrogenase E1 beta subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN42186_c1_g5XP_005648245.1small nucleolar ribonucleo protein U3 component [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 68.30 0.00

TRINITY_DN43452_c0_g1PNW70032.1hypothetical protein CHLRE_17g702950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00



TRINITY_DN43596_c0_g2GBF87876.1hypothetical protein Rsub_00588 [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.30 0.00

TRINITY_DN43627_c1_g3PNW75739.1hypothetical protein CHLRE_12g539100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN43749_c0_g1GAX75042.1hypothetical protein CEUSTIGMA_g2486.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN44303_c0_g2PNW76321.1hypothetical protein CHLRE_12g543902v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN44808_c0_g2GBF95883.1hypothetical protein Rsub_08474 [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.30 0.00

TRINITY_DN45515_c0_g2AAT02516.1unknown [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN46836_c1_g3GAX80652.1hypothetical protein CEUSTIGMA_g8087.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN46858_c0_g4PRW57180.1Proteasome subunit alpha type-7 [Chlorella sorokiniana]Chlorella_sorokiniana 68.30 0.00

TRINITY_DN47108_c1_g2XP_002953885.1hypothetical protein VOLCADRAFT_106158 [Volvox carteri f. nagariensis]Volvox_carteri 68.30 0.00

TRINITY_DN47579_c0_g2PNW81235.1hypothetical protein CHLRE_07g347650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN47664_c0_g2GAX82561.1hypothetical protein CEUSTIGMA_g9987.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN47763_c0_g8GAX83689.1hypothetical protein CEUSTIGMA_g11114.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN48872_c0_g5XP_001689987.1EMP/nonaspanin domain family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN49081_c0_g1PNW89022.1hypothetical protein CHLRE_01g055151v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN49553_c1_g2GAX73094.1hypothetical protein CEUSTIGMA_g547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.30 0.00

TRINITY_DN49792_c0_g8PNW88858.1hypothetical protein CHLRE_01g047900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN50693_c0_g3KXZ44665.1hypothetical protein GPECTOR_64g84 [Gonium pectorale]Gonium_pectorale 68.30 0.00

TRINITY_DN52141_c0_g2ACF98531.1delta-9 desaturase-like protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN52385_c0_g1XP_001695439.1pyruvate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.30 0.00

TRINITY_DN28984_c0_g1CAJ34818.1methionine sulfoxide reductase [Plantago major]Plantago_major 68.20 0.00

TRINITY_DN33330_c0_g1XP_009125944.1PREDICTED: N-alpha-acetyltransferase daf-31 [Brassica rapa]Brassica_rapa 68.20 0.00

TRINITY_DN36022_c0_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 68.20 0.00

TRINITY_DN36957_c0_g2XP_002953499.1hypothetical protein VOLCADRAFT_82214 [Volvox carteri f. nagariensis]Volvox_carteri 68.20 0.00

TRINITY_DN37126_c0_g8XP_001694675.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN38368_c0_g4PNW77133.1hypothetical protein CHLRE_10g423500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN38876_c1_g5PNW69586.1hypothetical protein CHLRE_46g761047v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN39872_c1_g1XP_005851323.1hypothetical protein CHLNCDRAFT_138182 [Chlorella variabilis]Chlorella_variabilis 68.20 0.00

TRINITY_DN41522_c1_g4XP_026390069.1serine/threonine-protein kinase TOR-like [Papaver somniferum]Papaver_somniferum 68.20 0.00

TRINITY_DN41936_c0_g1XP_013905388.1hypothetical protein MNEG_1596 [Monoraphidium neglectum]Monoraphidium_neglectum 68.20 0.00

TRINITY_DN42230_c0_g1PNW87344.1hypothetical protein CHLRE_02g118900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN42926_c0_g7XP_026433902.1AMP deaminase-like [Papaver somniferum]Papaver_somniferum 68.20 0.00

TRINITY_DN42952_c0_g10KXZ43299.1hypothetical protein GPECTOR_95g688 [Gonium pectorale]Gonium_pectorale 68.20 0.00

TRINITY_DN43513_c0_g1XP_001697837.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN44443_c1_g3GAX79106.1hypothetical protein CEUSTIGMA_g6546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.20 0.00

TRINITY_DN44738_c1_g3RWR91504.1mitochondrial inner membrane protease subunit 2 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 68.20 0.00

TRINITY_DN45425_c0_g1KXZ51064.1hypothetical protein GPECTOR_14g5 [Gonium pectorale]Gonium_pectorale 68.20 0.00

TRINITY_DN46162_c0_g2GAX85650.1hypothetical protein CEUSTIGMA_g13065.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.20 0.00

TRINITY_DN47159_c0_g5P54213.1RecName: Full=Caltractin; AltName: Full=CentrinDunaliella_salina 68.20 0.00

TRINITY_DN47648_c1_g2XP_002953414.1dynein light chain, type I [Volvox carteri f. nagariensis]Volvox_carteri 68.20 0.00

TRINITY_DN48400_c0_g1GAX80352.1hypothetical protein CEUSTIGMA_g7791.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.20 0.00

TRINITY_DN48596_c0_g4GBF99558.1ABC transporter G family member-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.20 0.00

TRINITY_DN48765_c0_g1KXZ48893.1hypothetical protein GPECTOR_24g182 [Gonium pectorale]Gonium_pectorale 68.20 0.00

TRINITY_DN49100_c0_g2PSC70851.1G8 domain-containing [Micractinium conductrix]Micractinium_conductrix 68.20 0.00

TRINITY_DN52433_c1_g1XP_001703358.1selenium binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.20 0.00

TRINITY_DN32522_c0_g1XP_002500834.1predicted protein [Micromonas commoda]Micromonas_commoda 68.10 0.00

TRINITY_DN35383_c0_g7XP_023871843.1probable glucan endo-1,3-beta-glucosidase ARB_02077 [Quercus suber]Quercus_suber 68.10 0.00

TRINITY_DN35912_c0_g1XP_001700637.1pyruvate kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN35949_c0_g1OAE18773.1hypothetical protein AXG93_2396s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 68.10 0.00

TRINITY_DN36800_c0_g6PHT25412.1hypothetical protein CQW23_34958 [Capsicum baccatum]Capsicum_baccatum 68.10 0.00

TRINITY_DN37451_c0_g7XP_001693710.1ribosomal protein S3a [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN37971_c0_g6XP_021842366.1pre-mRNA cleavage factor Im 25 kDa subunit 2-like [Spinacia oleracea]Spinacia_oleracea 68.10 0.00

TRINITY_DN38857_c1_g4GAX76942.1hypothetical protein CEUSTIGMA_g4389.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN39309_c0_g1PNH05045.1putative anion transporter 4, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 68.10 0.00

TRINITY_DN39809_c1_g4XP_002462554.1heat shock protein 81-2 [Sorghum bicolor]Sorghum_bicolor 68.10 0.00

TRINITY_DN3_c0_g1CDP18264.1unnamed protein product [Coffea canephora]Coffea_canephora 68.10 0.00

TRINITY_DN40111_c0_g1AAO45752.1pol protein [Cucumis melo subsp. melo]Cucumis_melo 68.10 0.00

TRINITY_DN40294_c1_g4GAX81853.1hypothetical protein CEUSTIGMA_g9281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN41043_c0_g1GAX78289.1hypothetical protein CEUSTIGMA_g5731.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN42667_c0_g4GBF90356.1tRNA modification GTPase-like protein, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.10 0.00

TRINITY_DN43043_c0_g2XP_002958081.1hypothetical protein VOLCADRAFT_68978 [Volvox carteri f. nagariensis]Volvox_carteri 68.10 0.00

TRINITY_DN44578_c0_g1GAX75958.1hypothetical protein CEUSTIGMA_g3401.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN44672_c0_g3XP_001702826.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN45601_c0_g1P04464.3RecName: Full=Calmodulin; Short=CaMTriticum_aestivum 68.10 0.00

TRINITY_DN46758_c1_g1GAX80419.1hypothetical protein CEUSTIGMA_g7858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN47140_c0_g9GAX80062.1hypothetical protein CEUSTIGMA_g7501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN47384_c0_g1XP_005851103.1hypothetical protein CHLNCDRAFT_29451 [Chlorella variabilis]Chlorella_variabilis 68.10 0.00



TRINITY_DN48091_c1_g1AAG29839.14-alpha-glucanotransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN48171_c0_g1GBF88574.1hypothetical protein Rsub_01289 [Raphidocelis subcapitata]Raphidocelis_subcapitata 68.10 0.00

TRINITY_DN48385_c0_g1PNW73625.1hypothetical protein CHLRE_13g566300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN48896_c1_g6PNH03569.1Heat shock protein STI [Tetrabaena socialis]Tetrabaena_socialis 68.10 0.00

TRINITY_DN49717_c1_g1PNW70620.1hypothetical protein CHLRE_17g727400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN50066_c0_g6GAX74807.1hypothetical protein CEUSTIGMA_g2254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN50176_c1_g2XP_021638492.114-3-3-like protein B isoform X4 [Hevea brasiliensis]Hevea_brasiliensis 68.10 0.00

TRINITY_DN51333_c0_g1PNW74974.1hypothetical protein CHLRE_12g502000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN51497_c1_g3PNW76835.1hypothetical protein CHLRE_11g478184v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.10 0.00

TRINITY_DN51544_c0_g1GAX80591.1hypothetical protein CEUSTIGMA_g8028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.10 0.00

TRINITY_DN18148_c0_g1XP_024194836.1actin-related protein 3 [Rosa chinensis]Rosa_chinensis 68.00 0.00

TRINITY_DN24402_c0_g2XP_001689921.1casein kinase 2 beta chain, CK2B, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN25453_c0_g2NP_001237204.1uncharacterized protein LOC100306335 [Glycine max]Glycine_max 68.00 0.00

TRINITY_DN36370_c1_g4PNW89075.1hypothetical protein CHLRE_01g063632v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN36509_c1_g2AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN38618_c0_g3GAX83563.1hypothetical protein CEUSTIGMA_g10988.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN40046_c0_g9XP_002949463.1hypothetical protein VOLCADRAFT_89713 [Volvox carteri f. nagariensis]Volvox_carteri 68.00 0.00

TRINITY_DN40440_c0_g3PNW78346.1hypothetical protein CHLRE_09g400950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN41858_c0_g1KXZ50758.1hypothetical protein GPECTOR_15g443 [Gonium pectorale]Gonium_pectorale 68.00 0.00

TRINITY_DN42226_c0_g2XP_002951835.1hypothetical protein VOLCADRAFT_92398 [Volvox carteri f. nagariensis]Volvox_carteri 68.00 0.00

TRINITY_DN42599_c0_g2GAX74110.1hypothetical protein CEUSTIGMA_g1559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN44337_c0_g1KXZ42742.1hypothetical protein GPECTOR_121g443 [Gonium pectorale]Gonium_pectorale 68.00 0

TRINITY_DN44641_c0_g1KXZ49383.1hypothetical protein GPECTOR_21g609 [Gonium pectorale]Gonium_pectorale 68.00 0.00

TRINITY_DN44713_c1_g3XP_013900353.1hypothetical protein MNEG_6627 [Monoraphidium neglectum]Monoraphidium_neglectum 68.00 0.00

TRINITY_DN44973_c0_g2GAX76053.1hypothetical protein CEUSTIGMA_g3496.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN45242_c0_g1PNW82367.1hypothetical protein CHLRE_06g278254v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN46311_c0_g1XP_001703257.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN47159_c0_g1KXZ52990.1hypothetical protein GPECTOR_8g360 [Gonium pectorale]Gonium_pectorale 68.00 0.00

TRINITY_DN48075_c0_g5GAX72717.1hypothetical protein CEUSTIGMA_g173.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN48140_c1_g2PNW78499.1hypothetical protein CHLRE_09g394850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN49719_c1_g1GAX73233.1hypothetical protein CEUSTIGMA_g686.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN50515_c0_g4PNW84984.1hypothetical protein CHLRE_03g166900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 68.00 0.00

TRINITY_DN51074_c0_g4KXZ55370.1hypothetical protein GPECTOR_3g499 [Gonium pectorale]Gonium_pectorale 68.00 0.00

TRINITY_DN5136_c0_g1XP_005651467.1hypothetical protein COCSUDRAFT_46284 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 68.00 0.00

TRINITY_DN51916_c0_g1OWM79329.1hypothetical protein CDL15_Pgr003502 [Punica granatum]Punica_granatum 68.00 0.00

TRINITY_DN52095_c2_g4GAX79021.1hypothetical protein CEUSTIGMA_g6461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 68.00 0.00

TRINITY_DN5889_c0_g1XP_023915239.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 68.00 0.00

TRINITY_DN6342_c0_g1NP_001130110.1uncharacterized protein LOC100191203 [Zea mays]Zea_mays 68.00 0.00

TRINITY_DN28029_c0_g1GAX86420.1hypothetical protein CEUSTIGMA_g13830.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN36301_c1_g3PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN36326_c1_g11YP_009047476.1cytochrome b (mitochondrion) [Buxbaumia aphylla]Buxbaumia_aphylla 67.90 0.00

TRINITY_DN37300_c0_g2PNW75488.1hypothetical protein CHLRE_12g528700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN37302_c0_g7XP_001699426.1mitochondrial substrate carrier protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN38144_c1_g2XP_022892361.1ABC transporter B family member 9-like [Olea europaea var. sylvestris]Olea_europaea 67.90 0.00

TRINITY_DN38935_c0_g5XP_011396200.1Oxygen-evolving enhancer protein 2, chloroplastic [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 67.90 0.00

TRINITY_DN40261_c0_g1XP_002954301.1hypothetical protein VOLCADRAFT_106317 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN42354_c1_g5RMZ52234.1hypothetical protein APUTEX25_001624, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 67.90 0.00

TRINITY_DN42452_c0_g2GAX73726.1hypothetical protein CEUSTIGMA_g1179.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN42745_c0_g1XP_002954755.1hypothetical protein VOLCADRAFT_106536 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN42801_c0_g4GAX76945.1hypothetical protein CEUSTIGMA_g4392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN42808_c0_g3GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN44893_c0_g7XP_002957341.1hypothetical protein VOLCADRAFT_47214 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN45061_c0_g3GAX76382.1hypothetical protein CEUSTIGMA_g3828.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN45242_c0_g2KXZ45785.1hypothetical protein GPECTOR_50g578 [Gonium pectorale]Gonium_pectorale 67.90 0.00

TRINITY_DN46854_c0_g5PRW57572.1ornithine decarboxylase [Chlorella sorokiniana]Chlorella_sorokiniana 67.90 0.00

TRINITY_DN47001_c0_g3PNW84615.1hypothetical protein CHLRE_03g151400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN47121_c0_g6AFC88846.1putative luminal binding protein 7B4, partial [Tetragonia tetragonioides]Tetragonia_tetragonioides 67.90 0.00

TRINITY_DN47445_c1_g7XP_002952548.1hypothetical protein VOLCADRAFT_105595 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN47531_c2_g2KXZ44338.1hypothetical protein GPECTOR_69g431 [Gonium pectorale]Gonium_pectorale 67.90 0.00

TRINITY_DN47881_c0_g2PSC68215.1GPI mannosyltransferase 1 [Micractinium conductrix]Micractinium_conductrix 67.90 0.00

TRINITY_DN48074_c3_g2XP_002947167.1hypothetical protein VOLCADRAFT_79596 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN49234_c0_g1PNW71706.1hypothetical protein CHLRE_16g665650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN49305_c0_g1XP_006340832.1PREDICTED: catalase isozyme 2 [Solanum tuberosum]Solanum_tuberosum 67.90 0.00

TRINITY_DN50495_c0_g1XP_002957019.1hypothetical protein VOLCADRAFT_67654 [Volvox carteri f. nagariensis]Volvox_carteri 67.90 0.00

TRINITY_DN50741_c0_g1GAX75179.1hypothetical protein CEUSTIGMA_g2623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN50752_c0_g1KXZ49781.1hypothetical protein GPECTOR_19g232 [Gonium pectorale]Gonium_pectorale 67.90 0.00



TRINITY_DN51222_c0_g3GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.90 0.00

TRINITY_DN51227_c2_g5KXZ48233.1hypothetical protein GPECTOR_29g14 [Gonium pectorale]Gonium_pectorale 67.90 0.00

TRINITY_DN51420_c0_g2GBG66953.1hypothetical protein CBR_g74640 [Chara braunii]Chara_braunii 67.90 0.00

TRINITY_DN51544_c1_g2PNW70823.1hypothetical protein CHLRE_17g734900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.90 0.00

TRINITY_DN1602_c0_g1XP_017227211.1PREDICTED: N-alpha-acetyltransferase 11-like [Daucus carota subsp. sativus]Daucus_carota 67.80 0.00

TRINITY_DN37451_c0_g3XP_001693710.1ribosomal protein S3a [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.80 0.00

TRINITY_DN37719_c1_g2XP_001700529.1plastid ribosomal protein S16 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.80 0.00

TRINITY_DN3817_c0_g1GBG89574.1hypothetical protein CBR_g49363 [Chara braunii]Chara_braunii 67.80 0.00

TRINITY_DN38415_c0_g13XP_023883653.1DNA repair protein rhp51-like [Quercus suber]Quercus_suber 67.80 0.00

TRINITY_DN39319_c1_g2XP_001698755.1mitochondrial inner membrane signal peptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.80 0.00

TRINITY_DN41451_c0_g6GAX84818.1hypothetical protein CEUSTIGMA_g12239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0.00

TRINITY_DN42617_c0_g6XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 67.80 0.00

TRINITY_DN43126_c1_g8XP_021891754.1proliferating cell nuclear antigen [Carica papaya]Carica_papaya 67.80 0.00

TRINITY_DN44910_c0_g4GBG77697.1hypothetical protein CBR_g24143 [Chara braunii]Chara_braunii 67.80 0.00

TRINITY_DN45458_c0_g5GAX74312.1hypothetical protein CEUSTIGMA_g1761.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0.00

TRINITY_DN47808_c0_g7ABK24758.1unknown [Picea sitchensis]Picea_sitchensis 67.80 0.00

TRINITY_DN48056_c1_g6PNH08429.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 67.80 0.00

TRINITY_DN48242_c0_g5GAX79377.1hypothetical protein CEUSTIGMA_g6819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0.00

TRINITY_DN49083_c1_g2GAX80263.1hypothetical protein CEUSTIGMA_g7701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0.00

TRINITY_DN49097_c0_g1GAX72643.1hypothetical protein CEUSTIGMA_g99.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0.00

TRINITY_DN50989_c0_g6KXZ46869.1hypothetical protein GPECTOR_40g603 [Gonium pectorale]Gonium_pectorale 67.80 0.00

TRINITY_DN51559_c0_g1KXZ47301.1hypothetical protein GPECTOR_36g27 [Gonium pectorale]Gonium_pectorale 67.80 0.00

TRINITY_DN52393_c0_g1GAX79235.1hypothetical protein CEUSTIGMA_g6675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.80 0

TRINITY_DN31455_c0_g3ONK75735.1uncharacterized protein A4U43_C03F19990 [Asparagus officinalis]Asparagus_officinalis 67.70 0.00

TRINITY_DN35589_c0_g4XP_005651922.1nucleosome remodeling factor [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 67.70 0.00

TRINITY_DN35779_c0_g1KXZ55462.1hypothetical protein GPECTOR_2g1011 [Gonium pectorale]Gonium_pectorale 67.70 0.00

TRINITY_DN36959_c1_g2XP_001699846.1regulator of CO2-responsive genes [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN39558_c0_g1GAX79238.1hypothetical protein CEUSTIGMA_g6678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.70 0.00

TRINITY_DN41954_c0_g2XP_001697055.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN42085_c0_g7GAX77020.1hypothetical protein CEUSTIGMA_g4467.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.70 0.00

TRINITY_DN42206_c1_g2XP_002952148.1fumarate hydratase [Volvox carteri f. nagariensis]Volvox_carteri 67.70 0.00

TRINITY_DN42357_c0_g2PNW88639.1hypothetical protein CHLRE_01g038250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN42470_c0_g1XP_001700799.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN42816_c0_g4GAX72861.1hypothetical protein CEUSTIGMA_g316.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.70 0.00

TRINITY_DN43280_c1_g2RAL52929.1hypothetical protein DM860_007697 [Cuscuta australis]Cuscuta_australis 67.70 0.00

TRINITY_DN43447_c1_g5PNW80134.1hypothetical protein CHLRE_08g379300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN44156_c0_g4XP_001693999.1ser/thr kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN44559_c0_g3PNW71679.1hypothetical protein CHLRE_16g664350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN48454_c0_g8XP_002950585.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 67.70 0.00

TRINITY_DN48724_c0_g5XP_022838502.1Zinc finger, CCCH-type [Ostreococcus tauri]Ostreococcus_tauri 67.70 0.00

TRINITY_DN48724_c0_g6XP_022838502.1Zinc finger, CCCH-type [Ostreococcus tauri]Ostreococcus_tauri 67.70 0.00

TRINITY_DN48786_c0_g2XP_002951189.1hypothetical protein VOLCADRAFT_81413 [Volvox carteri f. nagariensis]Volvox_carteri 67.70 0.00

TRINITY_DN49026_c1_g1XP_002952842.1hypothetical protein VOLCADRAFT_81971 [Volvox carteri f. nagariensis]Volvox_carteri 67.70 0.00

TRINITY_DN49627_c0_g9PNW77779.1hypothetical protein CHLRE_10g451400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN50289_c0_g2XP_002947977.1hypothetical protein VOLCADRAFT_103611 [Volvox carteri f. nagariensis]Volvox_carteri 67.70 0.00

TRINITY_DN50632_c0_g8PNH10835.1Helicase POLQ-like [Tetrabaena socialis]Tetrabaena_socialis 67.70 0.00

TRINITY_DN51379_c0_g1KXZ50323.1hypothetical protein GPECTOR_17g962 [Gonium pectorale]Gonium_pectorale 67.70 0

TRINITY_DN51414_c1_g1PNW69696.1hypothetical protein CHLRE_24g755597v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN52659_c1_g3GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.70 0.00

TRINITY_DN52678_c0_g2XP_001698413.1N-ethylmaleimide sensitive fusion protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.70 0.00

TRINITY_DN20887_c0_g2PSC76694.160S acidic ribosomal P2 [Micractinium conductrix]Micractinium_conductrix 67.60 0.00

TRINITY_DN25873_c0_g1GAQ81505.1Selenocysteine-specific elongation factor [Klebsormidium nitens]Klebsormidium_nitens 67.60 0.00

TRINITY_DN30502_c0_g1XP_003056933.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 67.60 0.00

TRINITY_DN30527_c1_g1RMZ55856.1hypothetical protein APUTEX25_003822 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 67.60 0.00

TRINITY_DN35695_c0_g2XP_002957593.1isocitrate dehydrogenase, NADP-dependent, mitochondrial [Volvox carteri f. nagariensis]Volvox_carteri 67.60 0.00

TRINITY_DN35854_c0_g2KXZ41934.1hypothetical protein GPECTOR_240g576 [Gonium pectorale]Gonium_pectorale 67.60 0.00

TRINITY_DN35888_c0_g4GAX81863.1hypothetical protein CEUSTIGMA_g9291.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00

TRINITY_DN37477_c0_g3XP_002283793.1PREDICTED: 40S ribosomal protein S2-3 [Vitis vinifera]Vitis_vinifera 67.60 0.00

TRINITY_DN37756_c2_g6GBF92566.1hypothetical protein Rsub_05180 [Raphidocelis subcapitata]Raphidocelis_subcapitata 67.60 0.00

TRINITY_DN40067_c0_g3XP_002955124.1hypothetical protein VOLCADRAFT_76547 [Volvox carteri f. nagariensis]Volvox_carteri 67.60 0.00

TRINITY_DN40405_c0_g2XP_001701053.1molybdopterin synthase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN40675_c0_g1KXZ53096.1hypothetical protein GPECTOR_8g87 [Gonium pectorale]Gonium_pectorale 67.60 0.00

TRINITY_DN40724_c0_g1XP_003061034.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 67.60 0.00

TRINITY_DN40859_c1_g4GAX80419.1hypothetical protein CEUSTIGMA_g7858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00

TRINITY_DN41196_c0_g4KNA03059.1hypothetical protein SOVF_212770, partial [Spinacia oleracea]Spinacia_oleracea 67.60 0.00

TRINITY_DN41368_c0_g1GAX74056.1hypothetical protein CEUSTIGMA_g1506.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00



TRINITY_DN41540_c1_g3AFI57622.1Rpn8 [Dunaliella salina]Dunaliella_salina 67.60 0.00

TRINITY_DN4190_c0_g1XP_006660411.1PREDICTED: pre-mRNA-splicing factor 38 [Oryza brachyantha]Oryza_brachyantha 67.60 0.00

TRINITY_DN42377_c1_g1GAX80861.1hypothetical protein CEUSTIGMA_g8296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00

TRINITY_DN42622_c0_g3GAX79646.1hypothetical protein CEUSTIGMA_g7087.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00

TRINITY_DN43573_c0_g1KXZ53964.1hypothetical protein GPECTOR_6g883 [Gonium pectorale]Gonium_pectorale 67.60 0.00

TRINITY_DN44237_c0_g3PNH07195.1Elicitor-responsive protein 3 [Tetrabaena socialis]Tetrabaena_socialis 67.60 0.00

TRINITY_DN44434_c0_g1XP_001690298.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN46217_c0_g1PNW69788.1hypothetical protein CHLRE_19g750197v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN46515_c1_g2XP_002303429.2heat shock factor protein HSF8 [Populus trichocarpa]Populus_trichocarpa 67.60 0.00

TRINITY_DN46740_c0_g1GAX85297.1hypothetical protein CEUSTIGMA_g12714.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00



TRINITY_DN47404_c0_g5GBG85060.1hypothetical protein CBR_g39523 [Chara braunii]Chara_braunii 67.60 0.00

TRINITY_DN48119_c0_g1GBG75458.1hypothetical protein CBR_g20089 [Chara braunii]Chara_braunii 67.60 0.00

TRINITY_DN48138_c0_g1PNW84524.1hypothetical protein CHLRE_03g146527v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN48379_c0_g5XP_005645950.1ribosomal protein L24 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 67.60 0.00

TRINITY_DN49209_c0_g1PNW81805.1hypothetical protein CHLRE_06g261000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN49909_c0_g2PSC76291.1integral membrane Yip1-family isoform A [Micractinium conductrix]Micractinium_conductrix 67.60 0.00

TRINITY_DN50413_c0_g3XP_002952139.1hypothetical protein VOLCADRAFT_81738 [Volvox carteri f. nagariensis]Volvox_carteri 67.60 0

TRINITY_DN50604_c0_g1GAQ89712.1GTP-binding ADP-ribosylation factor-like protein ARL2 [Klebsormidium nitens]Klebsormidium_nitens 67.60 0.00

TRINITY_DN51026_c0_g3GAX77463.1hypothetical protein CEUSTIGMA_g4907.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.60 0.00

TRINITY_DN51801_c0_g3PNW79647.1hypothetical protein CHLRE_08g361400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN52580_c1_g1PNW70677.1hypothetical protein CHLRE_17g729950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.60 0.00

TRINITY_DN32085_c0_g1XP_009419192.1PREDICTED: ubiquitin-conjugating enzyme E2 5A [Musa acuminata subsp. malaccensis]Musa_acuminata 67.50 0.00

TRINITY_DN35616_c0_g3XP_002949352.1mitochondrial substrate carrier [Volvox carteri f. nagariensis]Volvox_carteri 67.50 0.00

TRINITY_DN36391_c0_g12XP_021676437.160S ribosomal protein L3-like [Hevea brasiliensis]Hevea_brasiliensis 67.50 0.00

TRINITY_DN37987_c2_g1KZV15208.1hypothetical protein F511_29957 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 67.50 0.00

TRINITY_DN39309_c0_g2KXZ57010.1hypothetical protein GPECTOR_1g912 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN40382_c0_g4ANE10539.1gamma carbonic anhydrase 3 [Dunaliella salina]Dunaliella_salina 67.50 0.00

TRINITY_DN40566_c0_g2XP_002954182.1hypothetical protein VOLCADRAFT_106267 [Volvox carteri f. nagariensis]Volvox_carteri 67.50 0.00

TRINITY_DN41280_c1_g5AAB61311.1htrA-like protein [Haematococcus lacustris]Haematococcus_lacustris 67.50 0.00

TRINITY_DN41359_c1_g1GAX78833.1hypothetical protein CEUSTIGMA_g6270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN42051_c0_g1KXZ46374.1hypothetical protein GPECTOR_44g50 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN42261_c0_g1XP_005644277.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 67.50 0.00

TRINITY_DN43688_c0_g5XP_005649894.1polyadenylate binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 67.50 0.00

TRINITY_DN43881_c3_g5GAX80188.1hypothetical protein CEUSTIGMA_g7626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN44815_c1_g4KXZ56733.1hypothetical protein GPECTOR_1g660 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN45330_c0_g2GAX77787.1hypothetical protein CEUSTIGMA_g5230.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN46007_c0_g5XP_001699230.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.50 0.00

TRINITY_DN46189_c0_g1GAX72810.1hypothetical protein CEUSTIGMA_g265.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN46295_c0_g1XP_001691046.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.50 0.00

TRINITY_DN47073_c0_g1GAX74771.1hypothetical protein CEUSTIGMA_g2218.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN47829_c1_g1XP_002955374.1hypothetical protein VOLCADRAFT_106773 [Volvox carteri f. nagariensis]Volvox_carteri 67.50 0.00

TRINITY_DN48004_c0_g3KXZ47480.1hypothetical protein GPECTOR_35g918 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN48288_c0_g3KXZ54697.1hypothetical protein GPECTOR_4g765 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN48865_c0_g4KXZ44986.1hypothetical protein GPECTOR_60g765 [Gonium pectorale]Gonium_pectorale 67.50 0.00

TRINITY_DN49332_c0_g4XP_002952744.1NimA-related protein kinase 5 [Volvox carteri f. nagariensis]Volvox_carteri 67.50 0.00

TRINITY_DN49349_c0_g1GAX79097.1hypothetical protein CEUSTIGMA_g6537.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.50 0.00

TRINITY_DN26600_c0_g2XP_014515872.1(6-4)DNA photolyase isoform X1 [Vigna radiata var. radiata]Vigna_radiata 67.40 0.00

TRINITY_DN32279_c0_g1BAJ93795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 67.40 0.00

TRINITY_DN32676_c0_g1XP_002508386.1predicted protein [Micromonas commoda]Micromonas_commoda 67.40 0.00

TRINITY_DN33318_c1_g6GBG68263.1hypothetical protein CBR_g2812 [Chara braunii]Chara_braunii 67.40 0.00

TRINITY_DN33822_c1_g9CBI22977.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 67.40 0.00

TRINITY_DN35096_c1_g3BAJ89237.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 67.40 0.00

TRINITY_DN35508_c0_g1XP_013901712.1glycine C-acetyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 67.40 0.00

TRINITY_DN36327_c0_g1XP_023871320.1cysteine synthase 1-like [Quercus suber]Quercus_suber 67.40 0.00

TRINITY_DN36723_c1_g7PHT83173.1hypothetical protein T459_11616 [Capsicum annuum]Capsicum_annuum 67.40 0.00

TRINITY_DN37787_c0_g1XP_001698044.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.40 0.00

TRINITY_DN38181_c0_g6XP_001693470.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.40 0.00

TRINITY_DN38497_c0_g2GAX76340.1hypothetical protein CEUSTIGMA_g3786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN38891_c1_g1XP_002952037.1hypothetical protein VOLCADRAFT_121038 [Volvox carteri f. nagariensis]Volvox_carteri 67.40 0.00

TRINITY_DN39035_c0_g2XP_022973163.1ras-related protein RABB1c-like [Cucurbita maxima]Cucurbita_maxima 67.40 0.00

TRINITY_DN39244_c0_g1GAX79373.1hypothetical protein CEUSTIGMA_g6815.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN40284_c0_g1GAX83630.1hypothetical protein CEUSTIGMA_g11054.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN41353_c1_g1GBF95552.1hypothetical protein Rsub_08533 [Raphidocelis subcapitata]Raphidocelis_subcapitata 67.40 0.00

TRINITY_DN42240_c0_g4XP_002953977.1hypothetical protein VOLCADRAFT_94705 [Volvox carteri f. nagariensis]Volvox_carteri 67.40 0.00

TRINITY_DN42603_c0_g2KXZ43497.1hypothetical protein GPECTOR_88g440 [Gonium pectorale]Gonium_pectorale 67.40 0.00

TRINITY_DN44093_c0_g1GAX81187.1hypothetical protein CEUSTIGMA_g8620.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN44888_c0_g1GAX83496.1hypothetical protein CEUSTIGMA_g10921.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN45009_c0_g2XP_002955983.1hypothetical protein VOLCADRAFT_96976 [Volvox carteri f. nagariensis]Volvox_carteri 67.40 0.00

TRINITY_DN46766_c0_g2KXZ46063.1hypothetical protein GPECTOR_47g338 [Gonium pectorale]Gonium_pectorale 67.40 0.00

TRINITY_DN48045_c0_g2GAX80910.1hypothetical protein CEUSTIGMA_g8345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN48515_c0_g1GAX73981.1hypothetical protein CEUSTIGMA_g1431.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN49934_c0_g3KXZ47032.1hypothetical protein GPECTOR_38g269 [Gonium pectorale]Gonium_pectorale 67.40 0.00

TRINITY_DN50966_c0_g1XP_002946617.1hypothetical protein VOLCADRAFT_103034 [Volvox carteri f. nagariensis]Volvox_carteri 67.40 0

TRINITY_DN51598_c0_g5PTQ46033.1hypothetical protein MARPO_0012s0012 [Marchantia polymorpha]Marchantia_polymorpha 67.40 0.00

TRINITY_DN51670_c0_g3GAX79256.1hypothetical protein CEUSTIGMA_g6696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.40 0.00

TRINITY_DN29315_c0_g2BAJ94097.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 67.30 0.00



TRINITY_DN37001_c0_g2XP_011013113.1PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC105117228 [Populus euphratica]Populus_euphratica 67.30 0.00

TRINITY_DN37232_c0_g8GAQ83029.1rotamase CYP 7 [Klebsormidium nitens]Klebsormidium_nitens 67.30 0.00

TRINITY_DN38278_c0_g1PIN04537.1Molecular chaperones GRP78/BiP/KAR2, HSP70 superfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 67.30 0.00

TRINITY_DN38435_c0_g1KXZ52730.1hypothetical protein GPECTOR_8g123 [Gonium pectorale]Gonium_pectorale 67.30 0.00

TRINITY_DN38486_c0_g1GAX83936.1hypothetical protein CEUSTIGMA_g11360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN38703_c1_g1GAX84812.1hypothetical protein CEUSTIGMA_g12233.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN38854_c0_g3XP_001698058.1ubiquinone/menaquinone biosynthesis methyltransferase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.30 0.00

TRINITY_DN40038_c0_g3XP_024389844.1phytochrome-associated serine/threonine-protein phosphatase-like [Physcomitrella patens]Physcomitrella_patens 67.30 0.00

TRINITY_DN40383_c0_g1GAX79850.1hypothetical protein CEUSTIGMA_g7290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN40566_c0_g1GAX82856.1hypothetical protein CEUSTIGMA_g10282.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN41643_c0_g1KXZ55839.1hypothetical protein GPECTOR_2g1390 [Gonium pectorale]Gonium_pectorale 67.30 0.00

TRINITY_DN43077_c1_g4GAX74122.1hypothetical protein CEUSTIGMA_g1571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN44239_c1_g2GAX82192.1hypothetical protein CEUSTIGMA_g9620.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN45315_c1_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 67.30 0.00

TRINITY_DN45691_c0_g3KXZ48244.1hypothetical protein GPECTOR_29g24 [Gonium pectorale]Gonium_pectorale 67.30 0.00

TRINITY_DN46177_c1_g1PNW86340.1hypothetical protein CHLRE_02g082700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.30 0.00

TRINITY_DN47428_c1_g2GAX84677.1hypothetical protein CEUSTIGMA_g12098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN47482_c1_g3OWM83054.1hypothetical protein CDL15_Pgr011736 [Punica granatum]Punica_granatum 67.30 0.00

TRINITY_DN48754_c0_g1XP_001701966.1intraflagellar transport particle protein 20 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.30 0.00

TRINITY_DN49008_c0_g1XP_001698704.1isocitrate dehydrogenase, NADP-dependent [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.30 0.00

TRINITY_DN49474_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 67.30 0.00

TRINITY_DN49554_c0_g1XP_013899342.120S proteasome subunit beta 4 [Monoraphidium neglectum]Monoraphidium_neglectum 67.30 0.00

TRINITY_DN50069_c0_g2GAX84464.1hypothetical protein CEUSTIGMA_g11884.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN50810_c0_g3PNW70017.1hypothetical protein CHLRE_17g702250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.30 0.00

TRINITY_DN50904_c0_g1GAX79506.1hypothetical protein CEUSTIGMA_g6947.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN51816_c1_g3GAX82660.1hypothetical protein CEUSTIGMA_g10086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN51862_c1_g2GAX80150.1hypothetical protein CEUSTIGMA_g7588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN52613_c1_g2GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.30 0.00

TRINITY_DN22088_c0_g1KXZ42628.1hypothetical protein GPECTOR_129g558 [Gonium pectorale]Gonium_pectorale 67.20 0.00

TRINITY_DN29852_c0_g1XP_005849450.1hypothetical protein CHLNCDRAFT_20902 [Chlorella variabilis]Chlorella_variabilis 67.20 0.00

TRINITY_DN33822_c1_g3CBI22977.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 67.20 0.00

TRINITY_DN36885_c1_g2ALM55014.1DEAD box RNA helicase CiRH59, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 67.20 0.00

TRINITY_DN37094_c0_g3PNH08946.1hypothetical protein TSOC_004468 [Tetrabaena socialis]Tetrabaena_socialis 67.20 0.00

TRINITY_DN37963_c0_g1PNW77599.1hypothetical protein CHLRE_10g443850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.20 0.00

TRINITY_DN38488_c0_g2PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 67.20 0.00

TRINITY_DN39188_c0_g1XP_002956610.1hypothetical protein VOLCADRAFT_67166 [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN39600_c1_g11KXZ57021.1hypothetical protein GPECTOR_1g922 [Gonium pectorale]Gonium_pectorale 67.20 0.00

TRINITY_DN39869_c3_g6GAX74145.1hypothetical protein CEUSTIGMA_g1594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN40274_c0_g2XP_002956310.1hypothetical protein VOLCADRAFT_97250 [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN40431_c0_g2XP_002950865.1Hsp70 protein Hsp70D [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN40927_c0_g4GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN41580_c0_g1GAX78826.1hypothetical protein CEUSTIGMA_g6263.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN43213_c0_g1GAX81651.1hypothetical protein CEUSTIGMA_g9079.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN43340_c1_g6XP_018491329.1PREDICTED: vacuolar-processing enzyme delta-isozyme [Raphanus sativus]Raphanus_sativus 67.20 0.00

TRINITY_DN44106_c0_g2GAX79835.1hypothetical protein CEUSTIGMA_g7275.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN44142_c0_g1AEF79969.1phosphoserine phosphatase [Dunaliella salina]Dunaliella_salina 67.20 0.00

TRINITY_DN44663_c1_g4PRW59942.1pfkB family carbohydrate kinase [Chlorella sorokiniana]Chlorella_sorokiniana 67.20 0.00

TRINITY_DN45800_c0_g1KXZ41552.1hypothetical protein GPECTOR_399g227 [Gonium pectorale]Gonium_pectorale 67.20 0.00

TRINITY_DN46157_c0_g3XP_002955581.1hypothetical protein VOLCADRAFT_96486 [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN46753_c1_g2XP_002948381.1hypothetical protein VOLCADRAFT_120612 [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN46857_c0_g1GAX76062.1hypothetical protein CEUSTIGMA_g3505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN47340_c0_g1ABL09485.1omega-3 fatty acid desaturase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.20 0.00

TRINITY_DN47817_c1_g1GAX74061.1hypothetical protein CEUSTIGMA_g1511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN50223_c0_g1GAX80061.1hypothetical protein CEUSTIGMA_g7500.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN50697_c4_g1QBG38064.1NADH dehydrogenase subunit 1 (mitochondrion) [Chlorosarcinopsis eremi]Chlorosarcinopsis_eremi 67.20 0.00

TRINITY_DN51411_c0_g2GAX76672.1hypothetical protein CEUSTIGMA_g4118.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN52099_c0_g2GAX82040.1hypothetical protein CEUSTIGMA_g9468.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN52525_c1_g4XP_002951833.12-oxoglutarate dehydrogenase, E2 component [Volvox carteri f. nagariensis]Volvox_carteri 67.20 0.00

TRINITY_DN52582_c0_g1GAX84605.1hypothetical protein CEUSTIGMA_g12026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.20 0.00

TRINITY_DN25665_c0_g2ABS11216.1protein disulfide isomerase precursor, partial [Oldenlandia affinis]Oldenlandia_affinis 67.10 0.00

TRINITY_DN32367_c0_g1XP_021999838.1uracil-DNA glycosylase, mitochondrial-like [Helianthus annuus]Helianthus_annuus 67.10 0.00

TRINITY_DN34131_c0_g3RWR94121.1ISWI chromatin-remodeling complex ATPase CHR11 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 67.10 0.00

TRINITY_DN35483_c0_g8EPS62643.1hypothetical protein M569_12145, partial [Genlisea aurea]Genlisea_aurea 67.10 0.00

TRINITY_DN35728_c0_g3PTQ36915.1hypothetical protein MARPO_0060s0011 [Marchantia polymorpha]Marchantia_polymorpha 67.10 0.00

TRINITY_DN37129_c0_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 67.10 0.00

TRINITY_DN37912_c0_g3RWW90787.1hypothetical protein BHE74_00036533 [Ensete ventricosum]Ensete_ventricosum 67.10 0.00



TRINITY_DN38111_c0_g1XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 67.10 0.00

TRINITY_DN38551_c0_g4XP_002946131.1hypothetical protein VOLCADRAFT_72391 [Volvox carteri f. nagariensis]Volvox_carteri 67.10 0.00

TRINITY_DN38971_c0_g1KXZ52061.1hypothetical protein GPECTOR_10g1084 [Gonium pectorale]Gonium_pectorale 67.10 0.00

TRINITY_DN41591_c0_g4KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 67.10 0.00

TRINITY_DN44535_c0_g2XP_002956699.1hypothetical protein VOLCADRAFT_107348 [Volvox carteri f. nagariensis]Volvox_carteri 67.10 0.00

TRINITY_DN45573_c1_g2GAX77866.1hypothetical protein CEUSTIGMA_g5308.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN46815_c0_g3GAX82883.1hypothetical protein CEUSTIGMA_g10309.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN47006_c0_g1XP_002950063.1hypothetical protein VOLCADRAFT_40621 [Volvox carteri f. nagariensis]Volvox_carteri 67.10 0.00

TRINITY_DN47121_c0_g9GAX73174.1hypothetical protein CEUSTIGMA_g627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN47326_c0_g6KXZ53534.1hypothetical protein GPECTOR_7g984 [Gonium pectorale]Gonium_pectorale 67.10 0.00

TRINITY_DN48392_c0_g1GAX82776.1hypothetical protein CEUSTIGMA_g10202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN48796_c0_g4KXZ44027.1hypothetical protein GPECTOR_75g751 [Gonium pectorale]Gonium_pectorale 67.10 0.00

TRINITY_DN49999_c0_g3XP_002957458.1hypothetical protein VOLCADRAFT_107667 [Volvox carteri f. nagariensis]Volvox_carteri 67.10 0.00

TRINITY_DN50355_c0_g4GAX84258.1hypothetical protein CEUSTIGMA_g11681.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN51136_c1_g1GAX74005.1hypothetical protein CEUSTIGMA_g1455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0

TRINITY_DN51193_c1_g4GAX82575.1hypothetical protein CEUSTIGMA_g10001.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0.00

TRINITY_DN51363_c0_g1XP_010545251.1PREDICTED: serine/threonine-protein phosphatase PP-X isozyme 2 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 67.10 0.00

TRINITY_DN52339_c0_g3KXZ47313.1hypothetical protein GPECTOR_36g38 [Gonium pectorale]Gonium_pectorale 67.10 0.00

TRINITY_DN52346_c1_g2PSC73956.1flagellar outer dynein arm heavy chain gamma [Micractinium conductrix]Micractinium_conductrix 67.10 0.00

TRINITY_DN52482_c2_g3GAX73586.1hypothetical protein CEUSTIGMA_g1037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.10 0

TRINITY_DN33333_c0_g1OVA12339.1K Homology domain [Macleaya cordata]Macleaya_cordata 67.00 0.00

TRINITY_DN34681_c0_g1XP_022842148.1ABC transporter A family member 1 [Olea europaea var. sylvestris]Olea_europaea 67.00 0.00

TRINITY_DN37098_c0_g1KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 67.00 0.00

TRINITY_DN37167_c1_g4XP_023906415.1septum-promoting GTP-binding protein 1-like [Quercus suber]Quercus_suber 67.00 0.00

TRINITY_DN37458_c0_g1XP_002958061.1hypothetical protein VOLCADRAFT_77768 [Volvox carteri f. nagariensis]Volvox_carteri 67.00 0.00

TRINITY_DN38339_c3_g6XP_017620193.1PREDICTED: casein kinase I-like [Gossypium arboreum]Gossypium_arboreum 67.00 0.00

TRINITY_DN39196_c0_g1GAX77804.1hypothetical protein CEUSTIGMA_g5247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN39336_c0_g1KXZ48910.1hypothetical protein GPECTOR_24g199 [Gonium pectorale]Gonium_pectorale 67.00 0.00

TRINITY_DN39396_c0_g6XP_013899730.1hypothetical protein MNEG_7254 [Monoraphidium neglectum]Monoraphidium_neglectum 67.00 0.00

TRINITY_DN39879_c0_g1GAX77118.1hypothetical protein CEUSTIGMA_g4564.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN41115_c0_g1XP_026386601.1agmatine deiminase-like [Papaver somniferum]Papaver_somniferum 67.00 0.00

TRINITY_DN43048_c1_g2GAX83518.1hypothetical protein CEUSTIGMA_g10943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN43293_c2_g5PNW73366.1hypothetical protein CHLRE_14g629650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.00 0.00

TRINITY_DN43831_c0_g1KXZ55204.1hypothetical protein GPECTOR_3g348 [Gonium pectorale]Gonium_pectorale 67.00 0.00

TRINITY_DN43946_c0_g2KXZ56835.1hypothetical protein GPECTOR_1g753 [Gonium pectorale]Gonium_pectorale 67.00 0.00

TRINITY_DN44893_c0_g3PNW80057.1hypothetical protein CHLRE_08g376100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.00 0.00

TRINITY_DN45190_c0_g1KXZ46611.1hypothetical protein GPECTOR_42g822 [Gonium pectorale]Gonium_pectorale 67.00 0.00

TRINITY_DN45404_c0_g8GAX80077.1hypothetical protein CEUSTIGMA_g7515.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN46317_c1_g3GBG78327.1hypothetical protein CBR_g26355 [Chara braunii]Chara_braunii 67.00 0.00

TRINITY_DN47851_c1_g1XP_002957345.1hypothetical protein VOLCADRAFT_98451 [Volvox carteri f. nagariensis]Volvox_carteri 67.00 0.00

TRINITY_DN48842_c0_g3KXZ45278.1hypothetical protein GPECTOR_56g374 [Gonium pectorale]Gonium_pectorale 67.00 0.00

TRINITY_DN49809_c0_g2XP_001695195.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 67.00 0.00

TRINITY_DN50151_c0_g1XP_013895371.1hypothetical protein MNEG_11610 [Monoraphidium neglectum]Monoraphidium_neglectum 67.00 0.00

TRINITY_DN51063_c0_g3XP_002956130.1hypothetical protein VOLCADRAFT_33669 [Volvox carteri f. nagariensis]Volvox_carteri 67.00 0.00

TRINITY_DN51503_c1_g1GAX83107.1hypothetical protein CEUSTIGMA_g10533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN52174_c1_g6GAX75276.1hypothetical protein CEUSTIGMA_g2721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 67.00 0.00

TRINITY_DN32135_c0_g10XP_023882697.1nucleoside diphosphate kinase-like [Quercus suber]Quercus_suber 66.90 0.00

TRINITY_DN34542_c0_g2AWW16521.1phosphomannomutase [Ipomoea pes-caprae]Ipomoea_pes-caprae 66.90 0.00

TRINITY_DN35194_c0_g1KXZ50468.1hypothetical protein GPECTOR_16g642 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN36435_c0_g1YP_006073039.1cox1 gene product (mitochondrion) [Nitella hyalina]Nitella_hyalina 66.90 0.00

TRINITY_DN37503_c0_g8PSC73502.1cytochrome b-c1 complex subunit Rieske-mitochondrial-like [Micractinium conductrix]Micractinium_conductrix 66.90 0.00

TRINITY_DN38374_c0_g2XP_001693263.1mitogen activated protein kinase kinase kinase 3, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN38837_c0_g1GAX77556.1hypothetical protein CEUSTIGMA_g5000.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.90 0.00

TRINITY_DN39438_c0_g2XP_002958388.1hypothetical protein VOLCADRAFT_108119 [Volvox carteri f. nagariensis]Volvox_carteri 66.90 0.00

TRINITY_DN39590_c0_g3XP_001697528.1T-complex protein, epsilon subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN40237_c0_g1GAX83836.1hypothetical protein CEUSTIGMA_g11260.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.90 0.00

TRINITY_DN40567_c1_g3KXZ46129.1hypothetical protein GPECTOR_46g198 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN40897_c0_g1XP_002956417.1hypothetical protein VOLCADRAFT_97355 [Volvox carteri f. nagariensis]Volvox_carteri 66.90 0.00

TRINITY_DN41416_c0_g4GAX81833.1hypothetical protein CEUSTIGMA_g9261.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.90 0.00

TRINITY_DN41601_c3_g3XP_001698808.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN42758_c0_g2GAX75475.1hypothetical protein CEUSTIGMA_g2918.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.90 0.00

TRINITY_DN43788_c1_g1XP_001694243.1phosphate/phosphoenolpyruvate translocator [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN44486_c0_g3XP_002953553.1hypothetical protein VOLCADRAFT_82302 [Volvox carteri f. nagariensis]Volvox_carteri 66.90 0.00

TRINITY_DN44832_c0_g3KXZ46387.1hypothetical protein GPECTOR_44g62 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN46876_c0_g2KXZ51289.1hypothetical protein GPECTOR_13g776 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN47548_c1_g1GAX74602.1hypothetical protein CEUSTIGMA_g2050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.90 0.00



TRINITY_DN47800_c1_g3PNW76185.1hypothetical protein CHLRE_12g544400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN48170_c2_g1KXZ54267.1hypothetical protein GPECTOR_5g356 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN48732_c1_g2PNW84065.1hypothetical protein CHLRE_04g219750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN48797_c0_g1PNW81828.1hypothetical protein CHLRE_06g262100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.90 0.00

TRINITY_DN49190_c1_g2KXZ52394.1hypothetical protein GPECTOR_9g438 [Gonium pectorale]Gonium_pectorale 66.90 0.00

TRINITY_DN38397_c0_g8OMO78468.1Pyruvate carboxyltransferase [Corchorus olitorius]Corchorus_olitorius 66.80 0.00

TRINITY_DN40228_c0_g1GAQ80628.1mitochondrail-like 3-methylcrotonyl-CoA carboxylase beta chain [Klebsormidium nitens]Klebsormidium_nitens 66.80 0.00

TRINITY_DN40580_c0_g1XP_002956139.1hypothetical protein VOLCADRAFT_107069 [Volvox carteri f. nagariensis]Volvox_carteri 66.80 0.00

TRINITY_DN40805_c0_g6GBF97454.1DEAD-box ATP-dependent RNA helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.80 0.00

TRINITY_DN42427_c2_g1PNW75145.1hypothetical protein CHLRE_12g514600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.80 0.00

TRINITY_DN42484_c0_g1GAX76328.1hypothetical protein CEUSTIGMA_g3774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN42888_c0_g5OEL33898.1Calreticulin, partial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 66.80 0.00

TRINITY_DN43547_c2_g1GAX78152.1hypothetical protein CEUSTIGMA_g5594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN44715_c1_g1XP_002946783.1hypothetical protein VOLCADRAFT_56216 [Volvox carteri f. nagariensis]Volvox_carteri 66.80 0.00

TRINITY_DN45023_c0_g1GAX83429.1hypothetical protein CEUSTIGMA_g10854.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN46025_c1_g3GAX83113.1hypothetical protein CEUSTIGMA_g10539.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN46316_c0_g1GAX79050.1hypothetical protein CEUSTIGMA_g6490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN47117_c0_g1GAX85402.1hypothetical protein CEUSTIGMA_g12818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN48509_c1_g3GAX74909.1hypothetical protein CEUSTIGMA_g2355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.80 0.00

TRINITY_DN48902_c0_g5XP_024395578.1angio-associated migratory cell protein-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 66.80 0.00

TRINITY_DN51219_c0_g1KXZ42134.1hypothetical protein GPECTOR_198g350 [Gonium pectorale]Gonium_pectorale 66.80 0.00

TRINITY_DN51352_c0_g3XP_002947352.1hypothetical protein VOLCADRAFT_103448 [Volvox carteri f. nagariensis]Volvox_carteri 66.80 0

TRINITY_DN51492_c1_g1KXZ56144.1hypothetical protein GPECTOR_1g122 [Gonium pectorale]Gonium_pectorale 66.80 0.00

TRINITY_DN15323_c0_g1EFJ07339.1hypothetical protein SELMODRAFT_429905 [Selaginella moellendorffii]Selaginella_moellendorffii 66.70 0.00

TRINITY_DN21558_c0_g1PSS14475.126S proteasome non-ATPase regulatory subunit 2 A like [Actinidia chinensis var. chinensis]Actinidia_chinensis 66.70 0.00

TRINITY_DN2281_c0_g1XP_006468983.1ras-related protein Rab11D [Citrus sinensis]Citrus_sinensis 66.70 0.00

TRINITY_DN25608_c0_g1XP_018445169.1PREDICTED: probable N-acetylglucosaminyl-phosphatidylinositol de-N-acetylase [Raphanus sativus]Raphanus_sativus 66.70 0.00

TRINITY_DN30827_c0_g1A8ISN6.2RecName: Full=ADP-ribosylation factor-like protein 3Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN31360_c0_g3YP_009138112.1cytochrome c oxidase subunit 3 (mitochondrion) [Lobosphaera incisa]Lobosphaera_incisa 66.70 0.00

TRINITY_DN31480_c0_g1XP_018490919.1PREDICTED: ATP-dependent helicase rhp16-like isoform X1 [Raphanus sativus]Raphanus_sativus 66.70 0.00

TRINITY_DN32382_c0_g1RXI06913.1hypothetical protein DVH24_026049 [Malus domestica]Malus_domestica 66.70 0.00

TRINITY_DN32996_c0_g1XP_003062804.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 66.70 0.00

TRINITY_DN33168_c0_g2XP_003078141.1Pyridoxal phosphate-dependent transferase, major region, subdomain 2 [Ostreococcus tauri]Ostreococcus_tauri 66.70 0.00

TRINITY_DN33495_c0_g1XP_022838771.1Cytochrome c, class IA/ IB [Ostreococcus tauri]Ostreococcus_tauri 66.70 0.00

TRINITY_DN33920_c0_g1XP_023871143.1ubiquitin-conjugating enzyme E2-18 kDa-like [Quercus suber]Quercus_suber 66.70 0.00

TRINITY_DN34801_c0_g1XP_021601916.1ribonucleoside-diphosphate reductase large subunit-like isoform X2 [Manihot esculenta]Manihot_esculenta 66.70 0.00

TRINITY_DN35031_c0_g1NP_001105342.1cell division control protein 2 homolog [Zea mays]Zea_mays 66.70 0.00

TRINITY_DN35072_c0_g1PNW81835.1hypothetical protein CHLRE_06g262400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN35800_c0_g5GBF96605.1hypothetical protein Rsub_09351 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.70 0.00

TRINITY_DN35805_c0_g5XP_002946589.1hypothetical protein VOLCADRAFT_115992 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN35809_c0_g2XP_002950773.1hypothetical protein VOLCADRAFT_74791 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN36597_c0_g8QBB20001.1heat shock protein hsp70-A1 [Ettlia sp. YC001]Ettlia_sp._YC001 66.70 0.00

TRINITY_DN36668_c0_g2KXZ41939.1hypothetical protein GPECTOR_239g569 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN36924_c0_g7GAX79932.1hypothetical protein CEUSTIGMA_g7372.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN36987_c0_g2ADC45376.1actin [Cleistogenes songorica]Cleistogenes_songorica 66.70 0.00

TRINITY_DN37097_c0_g1PNH03631.1Phosphatase IMPL1, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 66.70 0.00

TRINITY_DN37682_c3_g8XP_002945684.1hypothetical protein VOLCADRAFT_102656 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN38044_c1_g7GBF96972.1hypothetical protein Rsub_09769 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.70 0.00

TRINITY_DN38229_c0_g1KZV58695.1hypothetical protein F511_30254 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 66.70 0.00

TRINITY_DN38477_c0_g10AKR14032.1translation elongation factor 1-alpha, partial [Tengia sp. MEN-2015]Tengia_sp._MEN-2015 66.70 0.00

TRINITY_DN38779_c0_g2XP_001697076.1hypothetical protein CHLREDRAFT_184951 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN39609_c0_g4KXZ51346.1hypothetical protein GPECTOR_13g834 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN39624_c1_g2PNW70957.1hypothetical protein CHLRE_17g740430v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN40208_c0_g6PRW60274.1sm LSM8 [Chlorella sorokiniana]Chlorella_sorokiniana 66.70 0.00

TRINITY_DN40413_c0_g1XP_002949576.1luminal binding protein Bip1 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN40471_c0_g6XP_002956067.1hypothetical protein VOLCADRAFT_66570 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN40521_c0_g1XP_002958735.1hypothetical protein VOLCADRAFT_84620 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN41099_c0_g2XP_021758718.1LOW QUALITY PROTEIN: double-strand break repair protein MRE11-like [Chenopodium quinoa]Chenopodium_quinoa 66.70 0.00

TRINITY_DN41278_c0_g2AGH55992.1acyl CoA:diacylglycerol acyltransferase [Tetraena mongolica]Tetraena_mongolica 66.70 0.00

TRINITY_DN41414_c0_g3PNW73862.1hypothetical protein CHLRE_13g575800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN41489_c0_g1PNH10011.1hypothetical protein TSOC_003315 [Tetrabaena socialis]Tetrabaena_socialis 66.70 0.00

TRINITY_DN41606_c0_g3KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN41628_c1_g2GAX72623.1hypothetical protein CEUSTIGMA_g79.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN41801_c0_g4PNW71386.1hypothetical protein CHLRE_16g652150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN42398_c0_g4KXZ45793.1hypothetical protein GPECTOR_50g587 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN42455_c0_g1GAX75605.1hypothetical protein CEUSTIGMA_g3049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00



TRINITY_DN44019_c1_g1XP_001694377.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN44213_c0_g1GAX72908.1hypothetical protein CEUSTIGMA_g363.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN44449_c0_g1GAX84843.1hypothetical protein CEUSTIGMA_g12264.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN44572_c0_g3KMZ65423.1Phytochrome-associated serine/threonine-protein phosphatase [Zostera marina]Zostera_marina 66.70 0.00

TRINITY_DN44665_c1_g7XP_005845455.1hypothetical protein CHLNCDRAFT_58625 [Chlorella variabilis]Chlorella_variabilis 66.70 0.00

TRINITY_DN44893_c0_g4GAX82617.1hypothetical protein CEUSTIGMA_g10043.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN45261_c0_g2KMS91954.1hypothetical protein BVRB_033440, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 66.70 0.00

TRINITY_DN45453_c2_g7PNH06819.1hypothetical protein TSOC_006761 [Tetrabaena socialis]Tetrabaena_socialis 66.70 0.00

TRINITY_DN45827_c0_g5XP_002947239.1hypothetical protein VOLCADRAFT_103320 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN46364_c0_g8ONM18921.1ABC transporter B family member 19 [Zea mays]Zea_mays 66.70 0.00

TRINITY_DN46658_c1_g1GAX82432.1hypothetical protein CEUSTIGMA_g9860.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN46837_c0_g1XP_007511005.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 66.70 0.00

TRINITY_DN47280_c1_g5PRW44853.1tRNA-specific adenosine deaminase 2 [Chlorella sorokiniana]Chlorella_sorokiniana 66.70 0.00

TRINITY_DN47610_c0_g3XP_005649093.1hypothetical protein COCSUDRAFT_32746 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.70 0.00

TRINITY_DN47952_c0_g4XP_002948901.1hypothetical protein VOLCADRAFT_89239 [Volvox carteri f. nagariensis]Volvox_carteri 66.70 0.00

TRINITY_DN48056_c1_g3XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 66.70 0.00

TRINITY_DN49169_c0_g1GAX80939.1hypothetical protein CEUSTIGMA_g8374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN49743_c1_g1KXZ41310.1hypothetical protein GPECTOR_563g588 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN49792_c0_g11PNW88858.1hypothetical protein CHLRE_01g047900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN49906_c1_g6PNW76800.1hypothetical protein CHLRE_11g476700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN50130_c0_g6PRW44928.1nuclear condensin complex subunit isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 66.70 0.00

TRINITY_DN50722_c1_g3GBF88376.1hypothetical protein Rsub_01088 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.70 0.00

TRINITY_DN50743_c1_g1XP_005649337.1Aldo/keto reductase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.70 0.00

TRINITY_DN50750_c1_g4GAX82949.1hypothetical protein CEUSTIGMA_g10376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN50800_c0_g3KXZ41819.1hypothetical protein GPECTOR_273g713 [Gonium pectorale]Gonium_pectorale 66.70 0.00

TRINITY_DN50820_c0_g1PNW72964.1hypothetical protein CHLRE_14g613450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.70 0.00

TRINITY_DN51581_c0_g1XP_005645235.1glutathione peroxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.70 0.00

TRINITY_DN51583_c1_g8GAX84161.1hypothetical protein CEUSTIGMA_g11584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.70 0.00

TRINITY_DN53989_c0_g1KZV15020.1ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 66.70 0.00

TRINITY_DN9757_c0_g1XP_022154788.1peroxisomal acyl-coenzyme A oxidase 1 [Momordica charantia]Momordica_charantia 66.70 0.00

TRINITY_DN34884_c0_g1XP_024529370.1U3 small nucleolar ribonucleoprotein protein IMP4 [Selaginella moellendorffii]Selaginella_moellendorffii 66.60 0.00

TRINITY_DN37932_c0_g2XP_023894262.1phosphoglycerate kinase-like [Quercus suber]Quercus_suber 66.60 0.00

TRINITY_DN38397_c0_g6OMO78468.1Pyruvate carboxyltransferase [Corchorus olitorius]Corchorus_olitorius 66.60 0.00

TRINITY_DN44179_c1_g4XP_002957272.1Deoxyribodipyrimidine photolyase, class 1 [Volvox carteri f. nagariensis]Volvox_carteri 66.60 0.00

TRINITY_DN44339_c0_g1KXZ54712.1hypothetical protein GPECTOR_4g780 [Gonium pectorale]Gonium_pectorale 66.60 0.00

TRINITY_DN44433_c0_g1GAX84353.1hypothetical protein CEUSTIGMA_g11775.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.60 0.00

TRINITY_DN46763_c0_g1GAX73802.1hypothetical protein CEUSTIGMA_g1253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.60 0.00

TRINITY_DN47318_c0_g3GAX73201.1hypothetical protein CEUSTIGMA_g654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.60 0.00

TRINITY_DN48585_c0_g2PNW79674.1hypothetical protein CHLRE_08g362450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.60 0.00

TRINITY_DN49288_c0_g3GAX84732.1hypothetical protein CEUSTIGMA_g12154.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.60 0.00

TRINITY_DN49945_c1_g1GAX79512.1hypothetical protein CEUSTIGMA_g6953.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.60 0.00

TRINITY_DN22880_c0_g1XP_015949904.160S ribosomal protein L13a-4 [Arachis duranensis]Arachis_duranensis 66.50 0.00

TRINITY_DN30635_c0_g1GAQ91252.1oxoprolinase [Klebsormidium nitens]Klebsormidium_nitens 66.50 0.00

TRINITY_DN36485_c0_g4XP_001703227.1SM/Sec1-family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.50 0.00

TRINITY_DN36530_c0_g2BAK02363.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 66.50 0.00

TRINITY_DN36689_c0_g2GAQ83528.1Alanine-glyoxylate aminotransferase AGT2 [Klebsormidium nitens]Klebsormidium_nitens 66.50 0.00

TRINITY_DN37336_c0_g1KXZ53925.1hypothetical protein GPECTOR_6g843 [Gonium pectorale]Gonium_pectorale 66.50 0.00

TRINITY_DN38978_c0_g3GBF93536.1hypothetical protein Rsub_06256 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.50 0.00

TRINITY_DN40271_c0_g3XP_002953389.1hypothetical protein VOLCADRAFT_118323 [Volvox carteri f. nagariensis]Volvox_carteri 66.50 0.00

TRINITY_DN41333_c0_g1KXZ49319.1hypothetical protein GPECTOR_22g913 [Gonium pectorale]Gonium_pectorale 66.50 0.00

TRINITY_DN42263_c0_g6KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 66.50 0.00

TRINITY_DN43065_c1_g7RRT33576.1hypothetical protein B296_00058470 [Ensete ventricosum]Ensete_ventricosum 66.50 0.00

TRINITY_DN43654_c0_g4GAX79081.1hypothetical protein CEUSTIGMA_g6521.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.50 0.00

TRINITY_DN43719_c1_g1GAX82090.1hypothetical protein CEUSTIGMA_g9518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.50 0.00

TRINITY_DN44720_c0_g5XP_019462638.1PREDICTED: ribonucleoside-diphosphate reductase large subunit [Lupinus angustifolius]Lupinus_angustifolius 66.50 0.00

TRINITY_DN45908_c0_g1PNH07830.1NADPH--cytochrome P450 reductase 1 [Tetrabaena socialis]Tetrabaena_socialis 66.50 0.00

TRINITY_DN46037_c0_g1PNH07466.1Dihydrolipoyllysine-residue acetyltransferase [Tetrabaena socialis]Tetrabaena_socialis 66.50 0.00

TRINITY_DN46221_c1_g2PNW84989.1hypothetical protein CHLRE_03g167051v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.50 0.00

TRINITY_DN46671_c0_g1XP_002959612.1hypothetical protein VOLCADRAFT_110114 [Volvox carteri f. nagariensis]Volvox_carteri 66.50 0.00

TRINITY_DN48005_c1_g5XP_021862602.1fumarate hydratase 1, mitochondrial [Spinacia oleracea]Spinacia_oleracea 66.50 0.00

TRINITY_DN50231_c0_g2ADE92943.1mitochondrial ATP synthase subunit delta [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 66.50 0.00

TRINITY_DN51160_c0_g1GAX81765.1hypothetical protein CEUSTIGMA_g9193.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.50 0

TRINITY_DN52078_c1_g3GAX78813.1hypothetical protein CEUSTIGMA_g6250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.50 0.00

TRINITY_DN52315_c0_g1PNW71496.1hypothetical protein CHLRE_16g656650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.50 0.00

TRINITY_DN30686_c0_g1OIV93733.1hypothetical protein TanjilG_16584 [Lupinus angustifolius]Lupinus_angustifolius 66.40 0.00

TRINITY_DN38564_c0_g3AAT73619.1calmodulin cam-206 [Daucus carota]Daucus_carota 66.40 0.00



TRINITY_DN38863_c1_g3YP_009123591.1NADH dehydrogenase subunit 6 (mitochondrion) [Dunaliella viridis]Dunaliella_viridis 66.40 0.00

TRINITY_DN39035_c1_g6XP_008343182.1PREDICTED: probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH2 [Malus domestica]Malus_domestica 66.40 0.00

TRINITY_DN41053_c0_g2EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 66.40 0.00

TRINITY_DN41418_c1_g3PNW77485.1hypothetical protein CHLRE_10g438700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.40 0.00

TRINITY_DN43112_c0_g2GAX75461.1hypothetical protein CEUSTIGMA_g2904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.40 0.00

TRINITY_DN43507_c0_g5GBF87921.1superoxide dismutase [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.40 0.00

TRINITY_DN44721_c2_g2KXZ49062.1hypothetical protein GPECTOR_23g147 [Gonium pectorale]Gonium_pectorale 66.40 0.00

TRINITY_DN44847_c0_g3AAL79356.1assimilatory nitrate reductase [Dunaliella tertiolecta]Dunaliella_tertiolecta 66.40 0

TRINITY_DN45405_c1_g2GBG00631.1ATP-dependent RNA helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.40 0.00

TRINITY_DN45847_c0_g10XP_017612666.1PREDICTED: developmentally-regulated G-protein 2-like [Gossypium arboreum]Gossypium_arboreum 66.40 0.00

TRINITY_DN46415_c0_g4KXZ51346.1hypothetical protein GPECTOR_13g834 [Gonium pectorale]Gonium_pectorale 66.40 0.00

TRINITY_DN46778_c0_g1GAX82322.1hypothetical protein CEUSTIGMA_g9751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.40 0.00

TRINITY_DN47886_c1_g1XP_024526575.1bifunctional bis(5'-adenosyl)-triphosphatase/adenylylsulfatase FHIT isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 66.40 0.00

TRINITY_DN48658_c1_g2XP_021993966.140S ribosomal protein S17 [Helianthus annuus]Helianthus_annuus 66.40 0.00

TRINITY_DN49803_c0_g7GAX80865.1hypothetical protein CEUSTIGMA_g8300.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.40 0.00

TRINITY_DN50071_c1_g3PNW75925.1hypothetical protein CHLRE_12g554650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.40 0.00

TRINITY_DN50605_c1_g1GAX73999.1hypothetical protein CEUSTIGMA_g1449.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.40 0.00

TRINITY_DN51289_c0_g3GAX82621.1hypothetical protein CEUSTIGMA_g10047.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.40 0.00

TRINITY_DN52491_c2_g1ABD37904.1light-harvesting chlorophyll-a/b binding protein Lhca2, partial [Chlamydomonas incerta]Chlamydomonas_incerta 66.40 0.00

TRINITY_DN6896_c0_g1BAJ99430.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 66.40 0.00

TRINITY_DN24264_c0_g1XP_005647407.1prokaryotic type I DNA topoisomerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.30 0.00

TRINITY_DN24928_c0_g1OTG04903.1putative LSM domain, Like-Sm (LSM) domain containing protein, LSm4/SmD1/SmD3 [Helianthus annuus]Helianthus_annuus 66.30 0.00

TRINITY_DN29273_c0_g2PRW58972.1transmembrane CLPTM1 family [Chlorella sorokiniana]Chlorella_sorokiniana 66.30 0.00

TRINITY_DN32124_c0_g4XP_024378246.1protein SPIRRIG-like [Physcomitrella patens]Physcomitrella_patens 66.30 0.00

TRINITY_DN32745_c0_g1KXZ45013.1hypothetical protein GPECTOR_59g620 [Gonium pectorale]Gonium_pectorale 66.30 0.00

TRINITY_DN33964_c0_g1PNR37154.1hypothetical protein PHYPA_020261 [Physcomitrella patens]Physcomitrella_patens 66.30 0.00

TRINITY_DN36565_c0_g2XP_002951672.1hypothetical protein VOLCADRAFT_105191 [Volvox carteri f. nagariensis]Volvox_carteri 66.30 0.00

TRINITY_DN36980_c0_g1GAQ82917.1Acyl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 66.30 0.00

TRINITY_DN37122_c1_g3BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 66.30 0.00

TRINITY_DN37369_c1_g5KXZ44026.1hypothetical protein GPECTOR_75g750 [Gonium pectorale]Gonium_pectorale 66.30 0.00

TRINITY_DN37544_c0_g2XP_010482029.1PREDICTED: eukaryotic peptide chain release factor subunit 1-1-like [Camelina sativa]Camelina_sativa 66.30 0.00

TRINITY_DN39032_c1_g2XP_013898554.1hypothetical protein MNEG_8430 [Monoraphidium neglectum]Monoraphidium_neglectum 66.30 0.00

TRINITY_DN39305_c0_g4XP_005646783.1NAD(P)-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.30 0.00

TRINITY_DN39484_c0_g3XP_002951908.1hypothetical protein VOLCADRAFT_92551 [Volvox carteri f. nagariensis]Volvox_carteri 66.30 0.00

TRINITY_DN40921_c0_g1EFJ24224.1hypothetical protein SELMODRAFT_102150 [Selaginella moellendorffii]Selaginella_moellendorffii 66.30 0.00

TRINITY_DN41662_c1_g6P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 66.30 0.00

TRINITY_DN42276_c2_g1XP_006430139.1peptidyl-prolyl cis-trans isomerase CYP18-2 [Citrus clementina]Citrus_clementina 66.30 0.00

TRINITY_DN42344_c1_g1GAX83661.1hypothetical protein CEUSTIGMA_g11086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.30 0.00

TRINITY_DN44169_c0_g6KXZ50885.1hypothetical protein GPECTOR_14g134 [Gonium pectorale]Gonium_pectorale 66.30 0.00

TRINITY_DN44172_c0_g1GAX86224.1hypothetical protein CEUSTIGMA_g13637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.30 0.00

TRINITY_DN44682_c0_g1PNW79570.1hypothetical protein CHLRE_08g358579v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.30 0.00

TRINITY_DN46145_c1_g1XP_001703291.1zinc finger protein, RING-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.30 0.00

TRINITY_DN46629_c0_g2XP_005648349.1PRP38-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 66.30 0.00

TRINITY_DN46813_c1_g2XP_022839661.1Ribosomal protein L18e, conserved site [Ostreococcus tauri]Ostreococcus_tauri 66.30 0.00

TRINITY_DN47217_c1_g1PRW45173.1Malonyl- -acyl carrier mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 66.30 0.00

TRINITY_DN49274_c1_g1XP_001700670.1ubiquinol:cytochrome c oxidoreductase biogenesis factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.30 0.00

TRINITY_DN49351_c0_g3XP_015963676.1regulator of nonsense transcripts 1 homolog [Arachis duranensis]Arachis_duranensis 66.30 0

TRINITY_DN49676_c0_g2KXZ52444.1hypothetical protein GPECTOR_9g488 [Gonium pectorale]Gonium_pectorale 66.30 0.00

TRINITY_DN50142_c0_g1GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.30 0.00

TRINITY_DN50268_c0_g4KXZ47073.1hypothetical protein GPECTOR_38g310 [Gonium pectorale]Gonium_pectorale 66.30 0.00

TRINITY_DN51392_c0_g7GAQ81168.1hypothetical protein KFL_000730050 [Klebsormidium nitens]Klebsormidium_nitens 66.30 0.00

TRINITY_DN1849_c0_g1XP_024028840.11,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2 [Morus notabilis]Morus_notabilis 66.20 0.00

TRINITY_DN19753_c0_g1GBG89525.1hypothetical protein CBR_g49315 [Chara braunii]Chara_braunii 66.20 0.00

TRINITY_DN22583_c0_g1XP_006368844.1DNA replication licensing factor MCM2 [Populus trichocarpa]Populus_trichocarpa 66.20 0.00

TRINITY_DN23422_c0_g1XP_019464488.1PREDICTED: 60S ribosomal protein L27a-3-like [Lupinus angustifolius]Lupinus_angustifolius 66.20 0.00

TRINITY_DN27861_c0_g1GAQ78449.1Coatomer beta subunit [Klebsormidium nitens]Klebsormidium_nitens 66.20 0.00

TRINITY_DN31742_c0_g1GAX78992.1hypothetical protein CEUSTIGMA_g6432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN36187_c0_g1XP_017239000.1PREDICTED: 2-oxoisovalerate dehydrogenase subunit beta 1, mitochondrial [Daucus carota subsp. sativus]Daucus_carota 66.20 0.00

TRINITY_DN36353_c0_g9EFJ21806.1hypothetical protein SELMODRAFT_106549 [Selaginella moellendorffii]Selaginella_moellendorffii 66.20 0.00

TRINITY_DN36448_c0_g1XP_001700026.1alpha-SNAP [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00

TRINITY_DN36505_c0_g4XP_002957219.1hypothetical protein VOLCADRAFT_110055 [Volvox carteri f. nagariensis]Volvox_carteri 66.20 0.00

TRINITY_DN36739_c0_g1GAQ79025.1Regulatory protein MLP and related LIM proteins [Klebsormidium nitens]Klebsormidium_nitens 66.20 0.00

TRINITY_DN37067_c0_g5PIN07335.1hypothetical protein CDL12_20104 [Handroanthus impetiginosus]Handroanthus_impetiginosus 66.20 0.00

TRINITY_DN37098_c0_g4PKI33291.1hypothetical protein CRG98_046318 [Punica granatum]Punica_granatum 66.20 0.00

TRINITY_DN37331_c0_g3GAX73857.1hypothetical protein CEUSTIGMA_g1307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN37983_c0_g1XP_001690816.1plasma membrane calcium ATPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00



TRINITY_DN39388_c0_g8GBF89762.1hypothetical protein Rsub_02932 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.20 0.00

TRINITY_DN39400_c1_g3XP_002957107.1hypothetical protein VOLCADRAFT_83939 [Volvox carteri f. nagariensis]Volvox_carteri 66.20 0.00

TRINITY_DN40040_c0_g6GAQ84757.1putative phosphatidylinositol kinase, partial [Klebsormidium nitens]Klebsormidium_nitens 66.20 0.00

TRINITY_DN40046_c1_g1KXZ46309.1hypothetical protein GPECTOR_45g179 [Gonium pectorale]Gonium_pectorale 66.20 0.00

TRINITY_DN40554_c0_g1KXZ49072.1hypothetical protein GPECTOR_23g157 [Gonium pectorale]Gonium_pectorale 66.20 0.00

TRINITY_DN42562_c0_g4XP_002953399.1flagellar outer dynein arm light chain 3, thioredoxin-like protein [Volvox carteri f. nagariensis]Volvox_carteri 66.20 0.00

TRINITY_DN42834_c0_g4ABR21759.1calmodulin [Actinidia deliciosa var. chlorocarpa]Actinidia_deliciosa 66.20 0.00

TRINITY_DN43286_c1_g2PNW84728.1hypothetical protein CHLRE_03g156300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00

TRINITY_DN43517_c1_g1GAX72783.1hypothetical protein CEUSTIGMA_g239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN44602_c0_g4PNH08115.1Peroxiredoxin-2E, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 66.20 0.00

TRINITY_DN44676_c0_g1GAX82630.1hypothetical protein CEUSTIGMA_g10056.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN45837_c0_g1KXZ48399.1hypothetical protein GPECTOR_28g806 [Gonium pectorale]Gonium_pectorale 66.20 0.00

TRINITY_DN45894_c0_g4KXZ56275.1hypothetical protein GPECTOR_1g240 [Gonium pectorale]Gonium_pectorale 66.20 0.00

TRINITY_DN46046_c1_g2GAX78445.1hypothetical protein CEUSTIGMA_g5886.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN46612_c2_g4XP_002957122.1CF0 ATP synthase subunit II precursor [Volvox carteri f. nagariensis]Volvox_carteri 66.20 0.00

TRINITY_DN46861_c0_g1GBF92560.1hypothetical protein Rsub_05174 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.20 0.00

TRINITY_DN48632_c0_g1GBF99462.1hypothetical protein Rsub_12130 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.20 0.00

TRINITY_DN48982_c0_g3GAX79708.1hypothetical protein CEUSTIGMA_g7149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN49813_c0_g3XP_015647321.1ras-related protein RABE1d [Oryza sativa Japonica Group]Oryza_sativa 66.20 0.00

TRINITY_DN50130_c0_g2PNW71230.1hypothetical protein CHLRE_16g692300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00

TRINITY_DN5095_c0_g1ACF87913.1unknown [Zea mays]Zea_mays 66.20 0.00

TRINITY_DN51154_c0_g2PNW70131.1hypothetical protein CHLRE_17g707050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00

TRINITY_DN51412_c0_g1PNW69797.1hypothetical protein CHLRE_19g750547v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.20 0.00

TRINITY_DN51780_c1_g2KXZ46408.1hypothetical protein GPECTOR_44g82 [Gonium pectorale]Gonium_pectorale 66.20 0.00

TRINITY_DN51888_c0_g4XP_002957662.1hypothetical protein VOLCADRAFT_107761 [Volvox carteri f. nagariensis]Volvox_carteri 66.20 0.00

TRINITY_DN52308_c1_g1GAX78238.1hypothetical protein CEUSTIGMA_g5680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.20 0.00

TRINITY_DN9697_c0_g1XP_008798370.1kinesin-like protein KIN-1 isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 66.20 0.00

TRINITY_DN17942_c0_g1XP_002508917.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 66.10 0.00

TRINITY_DN28408_c0_g1PNW84602.1hypothetical protein CHLRE_03g150800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.10 0.00

TRINITY_DN35985_c1_g8GAX85351.1hypothetical protein CEUSTIGMA_g12768.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0.00

TRINITY_DN37598_c0_g1XP_017414608.1PREDICTED: cleavage and polyadenylation specificity factor subunit 3-II isoform X1 [Vigna angularis]Vigna_angularis 66.10 0.00

TRINITY_DN39359_c1_g6XP_002954005.1transcription factor Myb2 [Volvox carteri f. nagariensis]Volvox_carteri 66.10 0.00

TRINITY_DN40637_c0_g5XP_024521182.1aconitate hydratase, cytoplasmic [Selaginella moellendorffii]Selaginella_moellendorffii 66.10 0

TRINITY_DN40819_c0_g2PNH08913.1Vacuolar protein sorting-associated protein 33 [Tetrabaena socialis]Tetrabaena_socialis 66.10 0.00

TRINITY_DN42025_c1_g4XP_004508049.1DNA repair protein RAD51 homolog 1 [Cicer arietinum]Cicer_arietinum 66.10 0.00

TRINITY_DN42971_c1_g3XP_023891157.1flocculation protein FLO11-like [Quercus suber]Quercus_suber 66.10 0.00

TRINITY_DN43008_c0_g1KXZ48819.1hypothetical protein GPECTOR_25g404 [Gonium pectorale]Gonium_pectorale 66.10 0.00

TRINITY_DN43498_c0_g1GAX78060.1hypothetical protein CEUSTIGMA_g5502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0.00

TRINITY_DN43532_c0_g2GAX84826.1hypothetical protein CEUSTIGMA_g12247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0.00

TRINITY_DN43836_c0_g3PRW55889.1alpha-1,3 1,6-mannosyltransferase ALG2 [Chlorella sorokiniana]Chlorella_sorokiniana 66.10 0.00

TRINITY_DN43901_c0_g2AAZ31184.1central apparatus associated protein C1a-18 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.10 0.00

TRINITY_DN44013_c1_g5P81831.2RecName: Full=Phosphoenolpyruvate carboxylase 1; Short=PEP carboxylase 1; Short=PEPC 1; Short=PEPCase 1Chlamydomonas_reinhardtii 66.10 0.00

TRINITY_DN45438_c0_g3XP_006283562.1inositol-3-phosphate synthase [Capsella rubella]Capsella_rubella 66.10 0.00

TRINITY_DN47026_c0_g1PNW81070.1hypothetical protein CHLRE_07g342350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.10 0.00

TRINITY_DN47487_c1_g1GBF98872.1hypothetical protein Rsub_11476 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.10 0.00

TRINITY_DN47487_c1_g3GAQ90432.1Histone deacetylase complex catalytic component RPD3 [Klebsormidium nitens]Klebsormidium_nitens 66.10 0.00

TRINITY_DN48454_c0_g2PSC76139.1nucleoside diphosphate sugar epimerase [Micractinium conductrix]Micractinium_conductrix 66.10 0.00

TRINITY_DN48678_c0_g1GAX78150.1hypothetical protein CEUSTIGMA_g5592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0

TRINITY_DN49215_c0_g2ALM55004.1DEAD box RNA helicase CiRH43, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 66.10 0.00

TRINITY_DN49401_c0_g1XP_002954016.1hypothetical protein VOLCADRAFT_82578 [Volvox carteri f. nagariensis]Volvox_carteri 66.10 0.00

TRINITY_DN49511_c0_g1KXZ49584.1hypothetical protein GPECTOR_20g440 [Gonium pectorale]Gonium_pectorale 66.10 0.00

TRINITY_DN49761_c0_g4GAX77344.1hypothetical protein CEUSTIGMA_g4790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0.00

TRINITY_DN51504_c1_g2PNW74821.1hypothetical protein CHLRE_12g508350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.10 0.00

TRINITY_DN51899_c0_g2GAX82457.1hypothetical protein CEUSTIGMA_g9884.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.10 0.00

TRINITY_DN52220_c1_g1GBF92304.1hypothetical protein Rsub_05506 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.10 0.00

TRINITY_DN35335_c0_g2XP_008653962.1uncharacterized protein LOC103634138 [Zea mays]Zea_mays 66.00 0.00

TRINITY_DN36151_c1_g1XP_002502211.1long flagella protein LF4 [Micromonas commoda]Micromonas_commoda 66.00 0.00

TRINITY_DN37191_c1_g2GAX85084.1hypothetical protein CEUSTIGMA_g12504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN37674_c0_g1KXZ54656.1hypothetical protein GPECTOR_4g722 [Gonium pectorale]Gonium_pectorale 66.00 0.00

TRINITY_DN38046_c0_g6PNW73325.1hypothetical protein CHLRE_14g627850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN38257_c0_g1GAX77127.1hypothetical protein CEUSTIGMA_g4573.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN38431_c0_g1XP_002947898.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN38530_c0_g8XP_002958386.1p300/CBP acetyl-transferase [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN38711_c0_g6PNW85495.1hypothetical protein CHLRE_03g189200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN39265_c0_g6XP_010530960.1PREDICTED: ubiquitin domain-containing protein DSK2b-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 66.00 0.00

TRINITY_DN41141_c1_g3PNW73456.1hypothetical protein CHLRE_14g632767v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00



TRINITY_DN41491_c1_g4XP_001698265.1proline oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN41623_c0_g7XP_001700849.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN43177_c0_g11BAJ93233.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 66.00 0.00

TRINITY_DN43275_c1_g2XP_013904634.1pyruvate formate lyase activating enzyme [Monoraphidium neglectum]Monoraphidium_neglectum 66.00 0.00

TRINITY_DN44166_c0_g8AAB86496.1calmodulin [Zea mays]Zea_mays 66.00 0.00

TRINITY_DN44559_c0_g1XP_002952568.1hypothetical protein VOLCADRAFT_105550 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN44563_c0_g1GBF93124.1alpha beta-Hydrolase [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.00 0.00

TRINITY_DN44868_c0_g3KXZ45653.1hypothetical protein GPECTOR_52g52 [Gonium pectorale]Gonium_pectorale 66.00 0.00

TRINITY_DN45199_c0_g3XP_001702629.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN45441_c0_g3GBF88634.1hypothetical protein Rsub_01349 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.00 0.00

TRINITY_DN45659_c0_g4XP_002948573.1hypothetical protein VOLCADRAFT_73771 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN46099_c2_g1XP_002946140.1hypothetical protein VOLCADRAFT_55634 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN46470_c1_g1GAX74281.1hypothetical protein CEUSTIGMA_g1730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN46640_c0_g5XP_001695565.1carotenoid cleavage dioxygenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN47994_c1_g1XP_002952548.1hypothetical protein VOLCADRAFT_105595 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN48071_c0_g2GBF92264.1hypothetical protein Rsub_05347 [Raphidocelis subcapitata]Raphidocelis_subcapitata 66.00 0.00

TRINITY_DN48634_c0_g3XP_024362557.160S ribosomal protein L4-like [Physcomitrella patens]Physcomitrella_patens 66.00 0.00

TRINITY_DN48803_c1_g5GAQ83491.1propionyl-CoA carboxylase beta chain [Klebsormidium nitens]Klebsormidium_nitens 66.00 0.00

TRINITY_DN50048_c2_g1XP_001691447.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 66.00 0.00

TRINITY_DN50177_c0_g1GAX76424.1hypothetical protein CEUSTIGMA_g3869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN50596_c0_g1XP_002953548.1hypothetical protein VOLCADRAFT_40714 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN50678_c0_g1KXZ56012.1hypothetical protein GPECTOR_2g1564 [Gonium pectorale]Gonium_pectorale 66.00 0

TRINITY_DN50683_c0_g2GAX82532.1hypothetical protein CEUSTIGMA_g9959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN50830_c0_g10EXC26760.1hypothetical protein L484_023376 [Morus notabilis]Morus_notabilis 66.00 0.00

TRINITY_DN50830_c0_g9EXC26760.1hypothetical protein L484_023376 [Morus notabilis]Morus_notabilis 66.00 0.00

TRINITY_DN50920_c0_g1GAX81238.1hypothetical protein CEUSTIGMA_g8670.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN52329_c1_g2XP_002951745.1hypothetical protein VOLCADRAFT_61636 [Volvox carteri f. nagariensis]Volvox_carteri 66.00 0.00

TRINITY_DN52409_c1_g1GAX76750.1hypothetical protein CEUSTIGMA_g4197.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 66.00 0.00

TRINITY_DN1158_c0_g1XP_023898420.160S ribosomal protein L15 [Quercus suber]Quercus_suber 65.90 0.00

TRINITY_DN13538_c0_g1XP_016560947.1PREDICTED: peptidyl-prolyl cis-trans isomerase CYP65 [Capsicum annuum]Capsicum_annuum 65.90 0.00

TRINITY_DN21983_c0_g1KXZ50454.1hypothetical protein GPECTOR_16g628 [Gonium pectorale]Gonium_pectorale 65.90 0.00

TRINITY_DN2370_c0_g1XP_001698939.1SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN28833_c0_g5XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 65.90 0.00

TRINITY_DN32933_c0_g1XP_010498872.1PREDICTED: cilia- and flagella-associated protein 20 [Camelina sativa]Camelina_sativa 65.90 0.00

TRINITY_DN34224_c0_g1XP_009350962.1PREDICTED: GTP-binding nuclear protein Ran [Pyrus x bretschneideri]Pyrus_x_bretschneideri 65.90 0.00

TRINITY_DN38056_c0_g2XP_002957406.1hypothetical protein VOLCADRAFT_98497 [Volvox carteri f. nagariensis]Volvox_carteri 65.90 0.00

TRINITY_DN38433_c0_g6PNH10140.1hypothetical protein TSOC_003150 [Tetrabaena socialis]Tetrabaena_socialis 65.90 0.00

TRINITY_DN38481_c1_g2XP_002955818.1hypothetical protein VOLCADRAFT_66302 [Volvox carteri f. nagariensis]Volvox_carteri 65.90 0.00

TRINITY_DN38964_c0_g3AKI32385.1DNA meiotic recombinase 1 [Watanabea reniformis]Watanabea_reniformis 65.90 0.00

TRINITY_DN39652_c0_g4KXZ52061.1hypothetical protein GPECTOR_10g1084 [Gonium pectorale]Gonium_pectorale 65.90 0.00

TRINITY_DN39677_c0_g1BAJ93713.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.90 0.00

TRINITY_DN39866_c0_g3XP_001701607.1cyclophilin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN39975_c1_g6KXZ55975.1hypothetical protein GPECTOR_2g1527 [Gonium pectorale]Gonium_pectorale 65.90 0.00

TRINITY_DN40410_c0_g1GAX82851.1hypothetical protein CEUSTIGMA_g10277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN40529_c2_g2GAX80807.1hypothetical protein CEUSTIGMA_g8243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN41976_c0_g2GAU18298.1hypothetical protein TSUD_201850 [Trifolium subterraneum]Trifolium_subterraneum 65.90 0.00

TRINITY_DN42579_c0_g1KXZ49249.1hypothetical protein GPECTOR_22g841 [Gonium pectorale]Gonium_pectorale 65.90 0.00

TRINITY_DN42903_c0_g1GAX81821.1hypothetical protein CEUSTIGMA_g9249.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN43278_c1_g1GAX79378.1hypothetical protein CEUSTIGMA_g6820.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN44063_c0_g7XP_021847260.1fructose-bisphosphate aldolase, cytoplasmic isozyme [Spinacia oleracea]Spinacia_oleracea 65.90 0.00

TRINITY_DN44942_c1_g11XP_011399845.1V-type proton ATPase catalytic subunit A isoform 1 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 65.90 0.00

TRINITY_DN45630_c0_g1XP_001701851.1sterol reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN46976_c0_g2GAX79883.1hypothetical protein CEUSTIGMA_g7323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN47284_c1_g1XP_005846885.1hypothetical protein CHLNCDRAFT_134734 [Chlorella variabilis]Chlorella_variabilis 65.90 0.00

TRINITY_DN47340_c0_g2XP_001689663.1chloroplast glycerolipid omega-3-fatty acid desaturase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN47401_c1_g1GAX73637.1hypothetical protein CEUSTIGMA_g1088.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN47633_c0_g1GAX85703.1hypothetical protein CEUSTIGMA_g13117.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN47933_c0_g1XP_001699836.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN48484_c1_g2XP_002954276.1hypothetical protein VOLCADRAFT_106292 [Volvox carteri f. nagariensis]Volvox_carteri 65.90 0.00

TRINITY_DN49565_c1_g2XP_005845272.1hypothetical protein CHLNCDRAFT_136970 [Chlorella variabilis]Chlorella_variabilis 65.90 0.00

TRINITY_DN51846_c0_g2XP_001702736.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.90 0.00

TRINITY_DN52370_c1_g2GAX75899.1hypothetical protein CEUSTIGMA_g3342.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.90 0.00

TRINITY_DN36552_c0_g4XP_001419588.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 65.80 0.00

TRINITY_DN38004_c1_g6CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 65.80 0.00

TRINITY_DN38431_c0_g2XP_002947898.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 65.80 0.00

TRINITY_DN39036_c1_g8KXZ50106.1hypothetical protein GPECTOR_18g81 [Gonium pectorale]Gonium_pectorale 65.80 0.00



TRINITY_DN39082_c1_g4XP_013897215.1aquaporin, glycerol transport activity [Monoraphidium neglectum]Monoraphidium_neglectum 65.80 0.00

TRINITY_DN39668_c0_g6XP_002949662.1hypothetical protein VOLCADRAFT_74350 [Volvox carteri f. nagariensis]Volvox_carteri 65.80 0.00

TRINITY_DN40111_c0_g5CAE75981.1B1160F02.12 [Oryza sativa Japonica Group]Oryza_sativa 65.80 0.00

TRINITY_DN40609_c0_g1GAX80591.1hypothetical protein CEUSTIGMA_g8028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN40962_c0_g1XP_002949693.1hypothetical protein VOLCADRAFT_80696 [Volvox carteri f. nagariensis]Volvox_carteri 65.80 0.00

TRINITY_DN41563_c1_g4XP_002955919.1hypothetical protein VOLCADRAFT_96838 [Volvox carteri f. nagariensis]Volvox_carteri 65.80 0.00

TRINITY_DN42453_c0_g1XP_027360079.1UDP-glucose 4-epimerase GEPI48-like [Abrus precatorius]Abrus_precatorius 65.80 0.00

TRINITY_DN42713_c0_g1KXZ42325.1hypothetical protein GPECTOR_161g124 [Gonium pectorale]Gonium_pectorale 65.80 0.00

TRINITY_DN42722_c0_g1PNW73794.1hypothetical protein CHLRE_13g572850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.80 0.00

TRINITY_DN43129_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 65.80 0.00

TRINITY_DN43894_c0_g5PNH12751.1F-box-like/WD repeat domain-containing protein [Tetrabaena socialis]Tetrabaena_socialis 65.80 0.00

TRINITY_DN44982_c0_g1GAX82581.1hypothetical protein CEUSTIGMA_g10007.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN45246_c1_g2PNW74497.1hypothetical protein CHLRE_12g494000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.80 0.00

TRINITY_DN46001_c0_g1GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN46544_c2_g1XP_001693537.1bifunctional phosphoribosyl-AMP cyclohydrolase/phosphoribosyl-ATP pyrophosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.80 0.00

TRINITY_DN46737_c0_g6KXZ55547.1hypothetical protein GPECTOR_2g1096 [Gonium pectorale]Gonium_pectorale 65.80 0.00

TRINITY_DN47051_c0_g2XP_001693735.1component of TRAPP complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.80 0.00

TRINITY_DN47417_c0_g2GAX77228.1hypothetical protein CEUSTIGMA_g4674.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN48312_c2_g3PNH03318.1SUN domain-containing protein 2 [Tetrabaena socialis]Tetrabaena_socialis 65.80 0.00

TRINITY_DN48837_c0_g1GAX76615.1hypothetical protein CEUSTIGMA_g4061.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN49208_c0_g1GBF87462.1quinolinate, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.80 0.00

TRINITY_DN49707_c1_g1XP_005650215.1galactose mutarotase-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 65.80 0.00

TRINITY_DN50027_c1_g9XP_023882697.1nucleoside diphosphate kinase-like [Quercus suber]Quercus_suber 65.80 0.00

TRINITY_DN50651_c0_g1GAX84816.1hypothetical protein CEUSTIGMA_g12237.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.80 0.00

TRINITY_DN51533_c1_g3KXZ42459.1hypothetical protein GPECTOR_144g722 [Gonium pectorale]Gonium_pectorale 65.80 0.00

TRINITY_DN51614_c0_g1KXZ49298.1hypothetical protein GPECTOR_22g892 [Gonium pectorale]Gonium_pectorale 65.80 0

TRINITY_DN22363_c0_g2PNR45218.1hypothetical protein PHYPA_014989 [Physcomitrella patens]Physcomitrella_patens 65.70 0.00

TRINITY_DN30953_c0_g2RVW69187.1Zinc finger CCCH domain-containing protein 48 [Vitis vinifera]Vitis_vinifera 65.70 0.00

TRINITY_DN34918_c0_g2GAX78858.1hypothetical protein CEUSTIGMA_g6296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN35103_c1_g4GAQ80419.140S ribosomal protein S6 [Klebsormidium nitens]Klebsormidium_nitens 65.70 0.00

TRINITY_DN35262_c1_g3YP_008816172.1cytochrome c oxidase subunit 1 (mitochondrion) [Roya obtusa]Roya_obtusa 65.70 0.00

TRINITY_DN38904_c0_g1GAQ78943.1methylmalonyl-coenzyme A mutase [Klebsormidium nitens]Klebsormidium_nitens 65.70 0.00

TRINITY_DN39412_c0_g4KXZ50930.1hypothetical protein GPECTOR_14g176 [Gonium pectorale]Gonium_pectorale 65.70 0.00

TRINITY_DN40425_c0_g7GAX75759.1hypothetical protein CEUSTIGMA_g3202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN40828_c3_g1GBF97375.1hypothetical protein Rsub_11022 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.70 0.00

TRINITY_DN41522_c1_g7KNA09350.1hypothetical protein SOVF_154470 [Spinacia oleracea]Spinacia_oleracea 65.70 0.00

TRINITY_DN42542_c0_g2AER58219.1channelopsin 1 [Haematococcus lacustris]Haematococcus_lacustris 65.70 0.00

TRINITY_DN42802_c0_g2GAX84249.1hypothetical protein CEUSTIGMA_g11672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN43541_c1_g3KDD74537.1protein kinase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 65.70 0.00

TRINITY_DN43884_c0_g2GAX82716.1hypothetical protein CEUSTIGMA_g10142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN43916_c0_g5GAX79250.1hypothetical protein CEUSTIGMA_g6690.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN44257_c0_g3PSC68273.1diphthamide biosynthesis 2 [Micractinium conductrix]Micractinium_conductrix 65.70 0.00

TRINITY_DN44659_c0_g3PNW71615.1hypothetical protein CHLRE_16g661650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN44997_c1_g1GAX74581.1hypothetical protein CEUSTIGMA_g2030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN45241_c0_g2KXZ52148.1hypothetical protein GPECTOR_10g777 [Gonium pectorale]Gonium_pectorale 65.70 0.00

TRINITY_DN45337_c0_g2GAX77615.1hypothetical protein CEUSTIGMA_g5059.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.70 0.00

TRINITY_DN45495_c0_g1XP_002957581.1hypothetical protein VOLCADRAFT_98696 [Volvox carteri f. nagariensis]Volvox_carteri 65.70 0.00

TRINITY_DN45706_c0_g5KXZ52857.1hypothetical protein GPECTOR_8g239 [Gonium pectorale]Gonium_pectorale 65.70 0.00

TRINITY_DN46250_c0_g3XP_002946823.1hypothetical protein VOLCADRAFT_120406 [Volvox carteri f. nagariensis]Volvox_carteri 65.70 0.00

TRINITY_DN46522_c0_g2GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 65.70 0.00

TRINITY_DN46595_c0_g1NP_191274.1homologue of NAP57 [Arabidopsis thaliana]Arabidopsis_thaliana 65.70 0.00

TRINITY_DN47174_c1_g4PNW81009.1hypothetical protein CHLRE_07g339100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN50030_c0_g1KXZ50900.1hypothetical protein GPECTOR_14g148 [Gonium pectorale]Gonium_pectorale 65.70 0.00

TRINITY_DN50313_c0_g2PNW73634.1hypothetical protein CHLRE_13g566650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN50782_c0_g4PNW88553.1hypothetical protein CHLRE_01g034350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN51686_c1_g1PNW84782.1hypothetical protein CHLRE_03g158500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN51895_c1_g1PNW86443.1hypothetical protein CHLRE_02g086550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.70 0.00

TRINITY_DN53109_c0_g1XP_023891956.1GTP-binding nuclear protein Ran1A-like [Quercus suber]Quercus_suber 65.70 0.00

TRINITY_DN8796_c0_g1XP_024364000.140S ribosomal protein S10-1-like [Physcomitrella patens]Physcomitrella_patens 65.70 0.00

TRINITY_DN25365_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 65.60 0.00

TRINITY_DN34222_c0_g1ACJ85890.1unknown [Medicago truncatula]Medicago_truncatula 65.60 0.00

TRINITY_DN34712_c0_g1BAK02493.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.60 0.00

TRINITY_DN36530_c0_g1BAK02363.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.60 0.00

TRINITY_DN37037_c0_g7PNW77176.1hypothetical protein CHLRE_10g425550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN38372_c0_g5XP_001690504.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN39308_c1_g1PNW83618.1hypothetical protein CHLRE_05g237050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00



TRINITY_DN40981_c2_g5P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 65.60 0.00

TRINITY_DN41478_c1_g2GAX74404.1hypothetical protein CEUSTIGMA_g1852.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.60 0.00

TRINITY_DN41971_c1_g8PNW75091.1hypothetical protein CHLRE_12g496950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN42492_c0_g5XP_002954431.1hypothetical protein VOLCADRAFT_95200 [Volvox carteri f. nagariensis]Volvox_carteri 65.60 0.00

TRINITY_DN42891_c1_g1KXZ56469.1hypothetical protein GPECTOR_1g42 [Gonium pectorale]Gonium_pectorale 65.60 0.00

TRINITY_DN43471_c0_g4GAX75992.1hypothetical protein CEUSTIGMA_g3435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.60 0.00

TRINITY_DN43883_c0_g1KXZ47132.1hypothetical protein GPECTOR_38g370 [Gonium pectorale]Gonium_pectorale 65.60 0.00

TRINITY_DN45200_c1_g6GAX77008.1hypothetical protein CEUSTIGMA_g4455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.60 0.00

TRINITY_DN46116_c1_g2KXZ44082.1hypothetical protein GPECTOR_74g696 [Gonium pectorale]Gonium_pectorale 65.60 0.00

TRINITY_DN46341_c1_g2XP_001700109.1photosystem I subunit O [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN46490_c1_g3GAX80936.1hypothetical protein CEUSTIGMA_g8371.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.60 0.00

TRINITY_DN46881_c0_g1GBF95525.1hypothetical protein Rsub_08506 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.60 0.00

TRINITY_DN47261_c1_g5GAX84621.1hypothetical protein CEUSTIGMA_g12042.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.60 0.00

TRINITY_DN47368_c1_g10XP_001695767.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN47448_c1_g10PNW78539.1hypothetical protein CHLRE_09g393050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN48005_c0_g3PSC69495.1Altered inheritance rate of mitochondria 25 [Micractinium conductrix]Micractinium_conductrix 65.60 0.00

TRINITY_DN48948_c1_g10PSC74501.1Serine threonine-kinase rio2 [Micractinium conductrix]Micractinium_conductrix 65.60 0.00

TRINITY_DN48989_c0_g5XP_002984377.126S proteasome non-ATPase regulatory subunit 2 homolog A [Selaginella moellendorffii]Selaginella_moellendorffii 65.60 0.00

TRINITY_DN50762_c0_g5KDD76553.1GTP-binding elongation factor EF-Tu/EF-1A [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 65.60 0.00

TRINITY_DN51648_c0_g3PNW79609.1hypothetical protein CHLRE_08g359900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.60 0.00

TRINITY_DN30635_c0_g2XP_002993359.15-oxoprolinase [Selaginella moellendorffii]Selaginella_moellendorffii 65.50 0.00

TRINITY_DN30877_c1_g1KZN03552.1hypothetical protein DCAR_012308 [Daucus carota subsp. sativus]Daucus_carota 65.50 0.00

TRINITY_DN31098_c0_g1XP_001421694.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 65.50 0.00

TRINITY_DN31226_c0_g1XP_004290797.1PREDICTED: 60S ribosomal protein L22-2 [Fragaria vesca subsp. vesca]Fragaria_vesca 65.50 0.00

TRINITY_DN31915_c0_g2GBF88604.1cytosolic oligopeptidase A-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.50 0.00

TRINITY_DN36140_c1_g3GAX78491.1hypothetical protein CEUSTIGMA_g5930.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN38007_c0_g5XP_021757399.1ubiquitin-conjugating enzyme E2 2-like [Chenopodium quinoa]Chenopodium_quinoa 65.50 0.00

TRINITY_DN40600_c0_g2GAX77956.1hypothetical protein CEUSTIGMA_g5398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN41681_c0_g1XP_005851278.1hypothetical protein CHLNCDRAFT_138066 [Chlorella variabilis]Chlorella_variabilis 65.50 0.00

TRINITY_DN41991_c0_g2KXZ45928.1hypothetical protein GPECTOR_49g512 [Gonium pectorale]Gonium_pectorale 65.50 0.00

TRINITY_DN42055_c0_g2BAK05241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.50 0.00

TRINITY_DN43551_c1_g1PNW70906.1hypothetical protein CHLRE_17g738400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.50 0.00

TRINITY_DN44046_c0_g4GBF93690.1hypothetical protein Rsub_06793 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.50 0.00

TRINITY_DN44490_c0_g4BAG12189.1Parkin-co-regulated gene product [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.50 0.00

TRINITY_DN45811_c0_g1GAX82949.1hypothetical protein CEUSTIGMA_g10376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN46088_c0_g2GAQ84546.13'-5'-exoribonuclease family protein [Klebsormidium nitens]Klebsormidium_nitens 65.50 0.00

TRINITY_DN46156_c0_g3XP_024376532.1RNA cytidine acetyltransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 65.50 0.00

TRINITY_DN47370_c0_g1GAX85242.1hypothetical protein CEUSTIGMA_g12662.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN47551_c0_g1GAX74338.1hypothetical protein CEUSTIGMA_g1787.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN47579_c0_g7KXZ53682.1hypothetical protein GPECTOR_6g599 [Gonium pectorale]Gonium_pectorale 65.50 0.00

TRINITY_DN50413_c0_g4XP_027933809.1actin-related protein 2 [Vigna unguiculata]Vigna_unguiculata 65.50 0.00

TRINITY_DN50434_c1_g3XP_001698761.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.50 0.00

TRINITY_DN51576_c0_g5KXZ51190.1hypothetical protein GPECTOR_13g677 [Gonium pectorale]Gonium_pectorale 65.50 0.00

TRINITY_DN51998_c1_g2GAX73592.1hypothetical protein CEUSTIGMA_g1043.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.50 0.00

TRINITY_DN21091_c0_g1XP_005651987.1beach-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 65.40 0.00

TRINITY_DN32179_c0_g1BAJ93074.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.40 0.00

TRINITY_DN33116_c0_g1RID78408.1hypothetical protein BRARA_A01244 [Brassica rapa]Brassica_rapa 65.40 0.00

TRINITY_DN35262_c2_g2XP_018471404.1PREDICTED: fructose-bisphosphate aldolase 7, cytosolic [Raphanus sativus]Raphanus_sativus 65.40 0.00

TRINITY_DN36584_c1_g3PSC72161.1carbohydrate kinase [Micractinium conductrix]Micractinium_conductrix 65.40 0.00

TRINITY_DN36606_c0_g1XP_001419390.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 65.40 0.00

TRINITY_DN37831_c0_g2GAX82822.1hypothetical protein CEUSTIGMA_g10248.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN37879_c0_g6GAX74910.1hypothetical protein CEUSTIGMA_g2356.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN39572_c1_g6EFJ11196.1hypothetical protein SELMODRAFT_126404 [Selaginella moellendorffii]Selaginella_moellendorffii 65.40 0.00

TRINITY_DN39783_c1_g2GAX86170.1hypothetical protein CEUSTIGMA_g13583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN40945_c0_g1GBF88109.1hypothetical protein Rsub_00821 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.40 0.00

TRINITY_DN41148_c0_g4XP_002954028.1hypothetical protein VOLCADRAFT_106207 [Volvox carteri f. nagariensis]Volvox_carteri 65.40 0.00

TRINITY_DN41701_c1_g2XP_002954283.1hypothetical protein VOLCADRAFT_118653 [Volvox carteri f. nagariensis]Volvox_carteri 65.40 0.00

TRINITY_DN41796_c1_g3PNW77038.1hypothetical protein CHLRE_10g419700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.40 0.00

TRINITY_DN41963_c0_g3XP_001700834.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.40 0.00

TRINITY_DN41966_c0_g5GBF88298.1hypothetical protein Rsub_01010 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.40 0.00

TRINITY_DN42371_c0_g1GAX82119.1hypothetical protein CEUSTIGMA_g9547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN43305_c0_g4XP_001703401.1cyclin dependent kinase regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.40 0.00

TRINITY_DN44383_c1_g2XP_002947398.1hypothetical protein VOLCADRAFT_79704 [Volvox carteri f. nagariensis]Volvox_carteri 65.40 0.00

TRINITY_DN45959_c0_g4XP_002508292.1predicted protein [Micromonas commoda]Micromonas_commoda 65.40 0.00

TRINITY_DN46441_c1_g1GAX73229.1hypothetical protein CEUSTIGMA_g682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN47137_c0_g2GBF99877.1hypothetical protein Rsub_12673 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.40 0.00



TRINITY_DN47742_c0_g1KXZ56970.1hypothetical protein GPECTOR_1g876 [Gonium pectorale]Gonium_pectorale 65.40 0.00

TRINITY_DN49209_c1_g3KXZ42745.1hypothetical protein GPECTOR_121g446 [Gonium pectorale]Gonium_pectorale 65.40 0.00

TRINITY_DN50243_c0_g3KXZ54029.1hypothetical protein GPECTOR_5g139 [Gonium pectorale]Gonium_pectorale 65.40 0.00

TRINITY_DN50393_c0_g1GAX76596.1hypothetical protein CEUSTIGMA_g4042.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN51589_c0_g2PNW81221.1hypothetical protein CHLRE_07g347050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.40 0.00

TRINITY_DN51604_c0_g1GAX72913.1hypothetical protein CEUSTIGMA_g368.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.40 0.00

TRINITY_DN51956_c1_g2ABM74386.1major light-harvesting chlorophyll a/b protein 3 [Dunaliella salina]Dunaliella_salina 65.40 0.00

TRINITY_DN5635_c0_g1XP_002949129.1hypothetical protein VOLCADRAFT_89530 [Volvox carteri f. nagariensis]Volvox_carteri 65.40 0.00

TRINITY_DN28563_c0_g1GAQ91252.1oxoprolinase [Klebsormidium nitens]Klebsormidium_nitens 65.30 0.00

TRINITY_DN29140_c0_g1XP_021970409.1casein kinase 1-like protein 1 [Helianthus annuus]Helianthus_annuus 65.30 0.00

TRINITY_DN36376_c0_g2ESQ53991.1hypothetical protein EUTSA_v10027006mg [Eutrema salsugineum]Eutrema_salsugineum 65.30 0.00

TRINITY_DN36491_c0_g1EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 65.30 0.00

TRINITY_DN36829_c0_g3KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 65.30 0.00

TRINITY_DN37451_c0_g6BAJ96378.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 65.30 0.00

TRINITY_DN37523_c0_g1GBG75672.1hypothetical protein CBR_g20299 [Chara braunii]Chara_braunii 65.30 0.00

TRINITY_DN38339_c3_g3XP_003627159.1casein kinase 1-like protein 2 [Medicago truncatula]Medicago_truncatula 65.30 0.00

TRINITY_DN38854_c0_g5XP_023888651.1uncharacterized protein LOC112000722 [Quercus suber]Quercus_suber 65.30 0.00

TRINITY_DN39545_c1_g3PNW75796.1hypothetical protein CHLRE_12g560250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.30 0.00

TRINITY_DN42719_c0_g2GAQ90662.1Cleavage and polyadenylation specificity factor 2 [Klebsormidium nitens]Klebsormidium_nitens 65.30 0.00

TRINITY_DN43044_c0_g1XP_020581168.1V-type proton ATPase catalytic subunit A [Phalaenopsis equestris]Phalaenopsis_equestris 65.30 0.00

TRINITY_DN43206_c0_g2XP_025798430.1casein kinase II subunit alpha-2 [Panicum hallii]Panicum_hallii 65.30 0.00

TRINITY_DN43460_c0_g2PNW71073.1hypothetical protein CHLRE_17g745447v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.30 0.00

TRINITY_DN43693_c0_g5XP_001696356.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.30 0.00

TRINITY_DN43725_c0_g2GAX81753.1hypothetical protein CEUSTIGMA_g9181.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.30 0.00

TRINITY_DN44221_c0_g8PRW59514.1Rab family GTPase [Chlorella sorokiniana]Chlorella_sorokiniana 65.30 0.00

TRINITY_DN45596_c1_g6GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.30 0.00

TRINITY_DN45642_c1_g1GBF95662.1hypothetical protein Rsub_08644 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.30 0.00

TRINITY_DN45747_c0_g2KXZ54551.1hypothetical protein GPECTOR_4g616 [Gonium pectorale]Gonium_pectorale 65.30 0.00

TRINITY_DN46160_c0_g6EFJ17267.1hypothetical protein SELMODRAFT_179097 [Selaginella moellendorffii]Selaginella_moellendorffii 65.30 0.00

TRINITY_DN46932_c0_g6XP_027112964.1T-complex protein 1 subunit alpha [Coffea arabica]Coffea_arabica 65.30 0.00

TRINITY_DN47550_c0_g1GAX73560.1hypothetical protein CEUSTIGMA_g1011.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.30 0.00

TRINITY_DN48237_c0_g2KXZ54384.1hypothetical protein GPECTOR_5g462 [Gonium pectorale]Gonium_pectorale 65.30 0.00

TRINITY_DN48260_c0_g4GBF96400.1malate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.30 0.00

TRINITY_DN48967_c0_g1XP_002984466.1anaphase-promoting complex subunit 8 [Selaginella moellendorffii]Selaginella_moellendorffii 65.30 0.00

TRINITY_DN49173_c0_g2XP_002956003.1chaperonin complex component [Volvox carteri f. nagariensis]Volvox_carteri 65.30 0.00

TRINITY_DN50650_c0_g1XP_002951824.1hypothetical protein VOLCADRAFT_81612 [Volvox carteri f. nagariensis]Volvox_carteri 65.30 0.00

TRINITY_DN50821_c1_g10XP_017620193.1PREDICTED: casein kinase I-like [Gossypium arboreum]Gossypium_arboreum 65.30 0.00

TRINITY_DN51554_c1_g2GAX83225.1hypothetical protein CEUSTIGMA_g10651.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.30 0

TRINITY_DN53820_c0_g1ONM03513.160S ribosomal protein L38 [Zea mays]Zea_mays 65.30 0.00

TRINITY_DN28548_c0_g3XP_003057104.1flagellar inner arm heavy dynein chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 65.20 0.00

TRINITY_DN35621_c0_g1KNA03059.1hypothetical protein SOVF_212770, partial [Spinacia oleracea]Spinacia_oleracea 65.20 0.00

TRINITY_DN35900_c2_g6GAQ87689.1AAA-type ATPase family protein [Klebsormidium nitens]Klebsormidium_nitens 65.20 0.00

TRINITY_DN37971_c0_g5XP_024382860.1pre-mRNA cleavage factor Im 25 kDa subunit 2-like [Physcomitrella patens]Physcomitrella_patens 65.20 0.00

TRINITY_DN38360_c1_g1KXZ43264.1hypothetical protein GPECTOR_96g730 [Gonium pectorale]Gonium_pectorale 65.20 0.00

TRINITY_DN39957_c0_g1KXZ54073.1hypothetical protein GPECTOR_5g18 [Gonium pectorale]Gonium_pectorale 65.20 0.00

TRINITY_DN40204_c0_g5PNW85179.1hypothetical protein CHLRE_03g175000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.20 0.00

TRINITY_DN40467_c0_g1PNW86346.1hypothetical protein CHLRE_02g082900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.20 0.00

TRINITY_DN40505_c0_g3XP_001699953.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.20 0.00

TRINITY_DN40662_c0_g3XP_024390865.1spliceosome-associated protein 130 A-like [Physcomitrella patens]Physcomitrella_patens 65.20 0.00

TRINITY_DN41033_c1_g2KXZ43165.1hypothetical protein GPECTOR_99g800 [Gonium pectorale]Gonium_pectorale 65.20 0.00

TRINITY_DN41142_c0_g1PNW84615.1hypothetical protein CHLRE_03g151400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.20 0.00

TRINITY_DN41706_c0_g1KXZ50291.1hypothetical protein GPECTOR_17g930 [Gonium pectorale]Gonium_pectorale 65.20 0.00

TRINITY_DN41861_c1_g3XP_005851875.1hypothetical protein CHLNCDRAFT_33597 [Chlorella variabilis]Chlorella_variabilis 65.20 0.00

TRINITY_DN42004_c0_g1XP_001699082.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.20 0.00

TRINITY_DN43255_c0_g7GBG00251.160S acidic ribosomal protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.20 0.00

TRINITY_DN43370_c1_g2GAX82244.1hypothetical protein CEUSTIGMA_g9672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.20 0.00

TRINITY_DN43688_c0_g13XP_027366581.1U1 small nuclear ribonucleoprotein C isoform X1 [Abrus precatorius]Abrus_precatorius 65.20 0.00

TRINITY_DN44135_c0_g3XP_023735208.1ras-related protein RABB1b [Lactuca sativa]Lactuca_sativa 65.20 0.00

TRINITY_DN45364_c1_g1PNH11643.1hypothetical protein TSOC_001501 [Tetrabaena socialis]Tetrabaena_socialis 65.20 0.00

TRINITY_DN47187_c0_g3RIA05609.1hypothetical protein BRARA_K00127 [Brassica rapa]Brassica_rapa 65.20 0.00

TRINITY_DN47235_c0_g5XP_013899222.1amidase [Monoraphidium neglectum]Monoraphidium_neglectum 65.20 0.00

TRINITY_DN48821_c0_g1GAX76906.1hypothetical protein CEUSTIGMA_g4352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.20 0.00

TRINITY_DN51599_c0_g1GBF95304.1mitochondrial carrier protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.20 0.00

TRINITY_DN51754_c1_g6GAX76090.1hypothetical protein CEUSTIGMA_g3533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.20 0.00

TRINITY_DN52465_c0_g4GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.20 0.00

TRINITY_DN5888_c0_g1KCW50239.1hypothetical protein EUGRSUZ_J00035 [Eucalyptus grandis]Eucalyptus_grandis 65.20 0.00



TRINITY_DN36449_c1_g10XP_005847362.1hypothetical protein CHLNCDRAFT_56162 [Chlorella variabilis]Chlorella_variabilis 65.10 0.00

TRINITY_DN36624_c0_g2XP_024368754.1DExH-box ATP-dependent RNA helicase DExH14-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 65.10 0.00

TRINITY_DN36761_c0_g1PPD70748.1hypothetical protein GOBAR_DD32374 [Gossypium barbadense]Gossypium_barbadense 65.10 0.00

TRINITY_DN37583_c0_g7XP_013894848.1hypothetical protein MNEG_12137 [Monoraphidium neglectum]Monoraphidium_neglectum 65.10 0.00

TRINITY_DN38410_c0_g3XP_002954639.1hypothetical protein VOLCADRAFT_106495 [Volvox carteri f. nagariensis]Volvox_carteri 65.10 0.00

TRINITY_DN38879_c2_g1GAX82413.1hypothetical protein CEUSTIGMA_g9841.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0.00

TRINITY_DN39170_c0_g2GAX77204.1hypothetical protein CEUSTIGMA_g4650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0.00

TRINITY_DN40269_c1_g1AEY80027.11-deoxy-D-xylulose 5-phosphate reductoisomerase [Haematococcus lacustris]Haematococcus_lacustris 65.10 0.00

TRINITY_DN40560_c0_g11KXZ56460.1hypothetical protein GPECTOR_1g411 [Gonium pectorale]Gonium_pectorale 65.10 0.00

TRINITY_DN40749_c0_g2XP_002953224.1hypothetical protein VOLCADRAFT_63318 [Volvox carteri f. nagariensis]Volvox_carteri 65.10 0.00

TRINITY_DN41244_c1_g2XP_002955353.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 65.10 0.00

TRINITY_DN41358_c1_g3PNG99855.1Nuclear control of ATPase protein 2, partial [Tetrabaena socialis]Tetrabaena_socialis 65.10 0.00

TRINITY_DN42205_c0_g4ALM55011.1DEAD box RNA helicase CiRH56, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 65.10 0.00

TRINITY_DN42735_c1_g1PNW78717.1hypothetical protein CHLRE_09g387763v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.10 0.00

TRINITY_DN43283_c1_g1XP_013905944.1Vacuolar cation/proton exchanger 3 [Monoraphidium neglectum]Monoraphidium_neglectum 65.10 0.00

TRINITY_DN43326_c0_g4XP_019445139.1PREDICTED: uncharacterized protein LOC109348967 [Lupinus angustifolius]Lupinus_angustifolius 65.10 0.00

TRINITY_DN43527_c0_g1XP_013906150.1aldo-keto reductase, putative [Monoraphidium neglectum]Monoraphidium_neglectum 65.10 0.00

TRINITY_DN44569_c0_g2XP_001697223.1inositol monophosphatase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.10 0.00

TRINITY_DN44640_c1_g3PNH03908.1hypothetical protein TSOC_009991 [Tetrabaena socialis]Tetrabaena_socialis 65.10 0.00

TRINITY_DN44729_c1_g5XP_001701173.1glycosyl transferase, group 1, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.10 0.00

TRINITY_DN45146_c0_g4PWA70694.1DNA polymerase delta catalytic subunit [Artemisia annua]Artemisia_annua 65.10 0.00

TRINITY_DN46181_c2_g1XP_024379104.1110 kDa U5 small nuclear ribonucleoprotein component CLO-like [Physcomitrella patens]Physcomitrella_patens 65.10 0.00

TRINITY_DN46889_c0_g4XP_001692001.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.10 0.00

TRINITY_DN47865_c0_g1PNH00507.1hypothetical protein TSOC_013667 [Tetrabaena socialis]Tetrabaena_socialis 65.10 0.00

TRINITY_DN48033_c0_g1PNH10380.1Intraflagellar transport protein 27 [Tetrabaena socialis]Tetrabaena_socialis 65.10 0.00

TRINITY_DN48251_c0_g1KXZ45586.1hypothetical protein GPECTOR_53g79 [Gonium pectorale]Gonium_pectorale 65.10 0.00

TRINITY_DN48719_c0_g1GAX73160.1hypothetical protein CEUSTIGMA_g613.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0.00

TRINITY_DN48833_c1_g8GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0

TRINITY_DN48896_c1_g2GAX84207.1hypothetical protein CEUSTIGMA_g11630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0.00

TRINITY_DN49009_c0_g1GAX78346.1hypothetical protein CEUSTIGMA_g5788.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.10 0.00

TRINITY_DN49093_c0_g3KXZ56965.1hypothetical protein GPECTOR_1g871 [Gonium pectorale]Gonium_pectorale 65.10 0.00

TRINITY_DN50674_c1_g2PNW86026.1hypothetical protein CHLRE_03g206481v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.10 0.00

TRINITY_DN51484_c1_g2KXZ45175.1hypothetical protein GPECTOR_57g465 [Gonium pectorale]Gonium_pectorale 65.10 0.00

TRINITY_DN51920_c0_g3AKI32383.1DNA mismatch repair protein MSH5 [Watanabea reniformis]Watanabea_reniformis 65.10 0.00

TRINITY_DN21956_c0_g1XP_023902866.1phosphoglycerate kinase-like [Quercus suber]Quercus_suber 65.00 0.00

TRINITY_DN27007_c0_g1RZC93243.1hypothetical protein C5167_030363, partial [Papaver somniferum]Papaver_somniferum 65.00 0.00

TRINITY_DN34695_c0_g1XP_004309437.1PREDICTED: isocitrate dehydrogenase [NADP] [Fragaria vesca subsp. vesca]Fragaria_vesca 65.00 0.00

TRINITY_DN35213_c0_g7EXC35991.1Ribulose bisphosphate carboxylase large chain [Morus notabilis]Morus_notabilis 65.00 0.00

TRINITY_DN36479_c0_g4XP_003063243.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 65.00 0.00

TRINITY_DN37451_c0_g10YP_006073039.1cox1 gene product (mitochondrion) [Nitella hyalina]Nitella_hyalina 65.00 0.00

TRINITY_DN37779_c0_g10XP_002949719.1hypothetical protein VOLCADRAFT_90020 [Volvox carteri f. nagariensis]Volvox_carteri 65.00 0.00

TRINITY_DN37898_c0_g2XP_014493056.160S ribosomal protein L19-2 [Vigna radiata var. radiata]Vigna_radiata 65.00 0.00

TRINITY_DN40315_c1_g2KXZ56690.1hypothetical protein GPECTOR_1g621 [Gonium pectorale]Gonium_pectorale 65.00 0.00

TRINITY_DN40635_c0_g4OAE21011.1hypothetical protein AXG93_2024s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 65.00 0.00

TRINITY_DN40760_c0_g2GAX77887.1hypothetical protein CEUSTIGMA_g5329.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.00 0.00

TRINITY_DN40933_c1_g1GBF95537.1hypothetical protein Rsub_08518 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.00 0.00

TRINITY_DN41874_c1_g2GAX80285.1hypothetical protein CEUSTIGMA_g7723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.00 0.00

TRINITY_DN42066_c0_g1GBF90772.1hypothetical protein Rsub_03073 [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.00 0.00

TRINITY_DN42594_c0_g2XP_005646424.1hypothetical protein COCSUDRAFT_47970 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 65.00 0.00

TRINITY_DN42730_c1_g1PNW86627.1hypothetical protein CHLRE_02g094300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN43027_c1_g4GAX83989.1hypothetical protein CEUSTIGMA_g11414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.00 0.00

TRINITY_DN43242_c0_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN45408_c1_g2XP_001703183.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN45792_c0_g2XP_001691322.1isovaleryl-CoA dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN46131_c0_g3PNW72802.1hypothetical protein CHLRE_15g643600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN46398_c0_g4GAX73330.1hypothetical protein CEUSTIGMA_g784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.00 0.00

TRINITY_DN46920_c0_g6XP_002947872.1hypothetical protein VOLCADRAFT_73445 [Volvox carteri f. nagariensis]Volvox_carteri 65.00 0.00

TRINITY_DN46990_c0_g2XP_001695939.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN47082_c0_g1GAX72950.1hypothetical protein CEUSTIGMA_g405.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 65.00 0.00

TRINITY_DN47813_c0_g1GBF89852.1proline iminopeptidase [Raphidocelis subcapitata]Raphidocelis_subcapitata 65.00 0.00

TRINITY_DN48822_c1_g3XP_002951317.1hypothetical protein VOLCADRAFT_61387 [Volvox carteri f. nagariensis]Volvox_carteri 65.00 0.00

TRINITY_DN48991_c2_g4RYQ82032.1hypothetical protein Ahy_B10g100608 [Arachis hypogaea]Arachis_hypogaea 65.00 0.00

TRINITY_DN49647_c1_g1XP_002956902.1hypothetical protein VOLCADRAFT_110035 [Volvox carteri f. nagariensis]Volvox_carteri 65.00 0.00

TRINITY_DN49899_c0_g3XP_020703696.1protein transport protein Sec61 subunit alpha-like [Dendrobium catenatum]Dendrobium_catenatum 65.00 0.00

TRINITY_DN51745_c1_g3PNW87924.1hypothetical protein CHLRE_01g007200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 65.00 0.00

TRINITY_DN24850_c0_g1XP_022768590.1uncharacterized protein LOC111312520 [Durio zibethinus]Durio_zibethinus 64.90 0.00



TRINITY_DN30562_c0_g2AFK37839.1unknown [Medicago truncatula]Medicago_truncatula 64.90 0.00

TRINITY_DN32263_c0_g2XP_010522315.1PREDICTED: choline-phosphate cytidylyltransferase 1 [Tarenaya hassleriana]Tarenaya_hassleriana 64.90 0.00

TRINITY_DN35229_c0_g1NP_001141987.1putative beta-ketoacyl synthase family protein [Zea mays]Zea_mays 64.90 0.00

TRINITY_DN36552_c0_g7XP_006282104.1regulator of nonsense transcripts 1 homolog [Capsella rubella]Capsella_rubella 64.90 0.00

TRINITY_DN36648_c0_g1PRW33904.1Ubiquitin-conjugating enzyme E2 E1 [Chlorella sorokiniana]Chlorella_sorokiniana 64.90 0.00

TRINITY_DN36812_c0_g1GAX74259.1hypothetical protein CEUSTIGMA_g1708.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.90 0.00

TRINITY_DN37019_c0_g3GBF94956.1hypothetical protein Rsub_07457 [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.90 0.00

TRINITY_DN37626_c1_g1CAC14917.1triosephosphat-isomerase [Triticum aestivum]Triticum_aestivum 64.90 0.00

TRINITY_DN37960_c0_g1KXZ50062.1hypothetical protein GPECTOR_18g41 [Gonium pectorale]Gonium_pectorale 64.90 0.00

TRINITY_DN38786_c1_g3KXZ47408.1hypothetical protein GPECTOR_35g846 [Gonium pectorale]Gonium_pectorale 64.90 0.00

TRINITY_DN40166_c0_g2XP_001701608.1cyclophilin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN40940_c0_g3XP_002954499.1hypothetical protein VOLCADRAFT_109931 [Volvox carteri f. nagariensis]Volvox_carteri 64.90 0.00

TRINITY_DN41591_c0_g1KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 64.90 0.00

TRINITY_DN41655_c0_g2XP_001695194.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN42327_c0_g3RDX83436.1T-complex protein 1 subunit eta [Mucuna pruriens]Mucuna_pruriens 64.90 0.00

TRINITY_DN42573_c0_g4XP_005643716.1SHMT-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.90 0.00

TRINITY_DN42873_c0_g1PNW88442.1hypothetical protein CHLRE_01g029750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN45123_c1_g1XP_024378111.1probable ATP-dependent RNA helicase DDX47 [Physcomitrella patens]Physcomitrella_patens 64.90 0.00

TRINITY_DN46350_c1_g2XP_001701469.1soluble starch synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN47090_c0_g1PNH05044.1Cyclin-dependent kinase inhibitor 3 [Tetrabaena socialis]Tetrabaena_socialis 64.90 0.00

TRINITY_DN47121_c0_g12GAQ86498.1mitochondrial (or chloroplast) chaperonin-60 [Klebsormidium nitens]Klebsormidium_nitens 64.90 0.00

TRINITY_DN48386_c0_g1PNW83733.1hypothetical protein CHLRE_05g241000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN48570_c0_g2XP_002953760.1hypothetical protein VOLCADRAFT_94566 [Volvox carteri f. nagariensis]Volvox_carteri 64.90 0.00

TRINITY_DN48833_c1_g2KXZ49103.1hypothetical protein GPECTOR_23g34 [Gonium pectorale]Gonium_pectorale 64.90 0.00

TRINITY_DN49175_c0_g1GAX83157.1hypothetical protein CEUSTIGMA_g10583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.90 0.00

TRINITY_DN50092_c1_g3PNW82235.1hypothetical protein CHLRE_06g278124v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.90 0.00

TRINITY_DN51447_c0_g1XP_002953884.1hypothetical protein VOLCADRAFT_64274 [Volvox carteri f. nagariensis]Volvox_carteri 64.90 0.00

TRINITY_DN51825_c0_g1GAX82215.1hypothetical protein CEUSTIGMA_g9643.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.90 0.00

TRINITY_DN33948_c0_g1GBG65241.1hypothetical protein CBR_g50283 [Chara braunii]Chara_braunii 64.80 0.00

TRINITY_DN34452_c1_g3PNH10722.1hypothetical protein TSOC_002496 [Tetrabaena socialis]Tetrabaena_socialis 64.80 0.00

TRINITY_DN34598_c0_g2GAQ81501.1hypothetical protein KFL_000820080 [Klebsormidium nitens]Klebsormidium_nitens 64.80 0.00

TRINITY_DN35470_c1_g6XP_010692382.1PREDICTED: DNA-directed RNA polymerases II, IV and V subunit 6A [Beta vulgaris subsp. vulgaris]Beta_vulgaris 64.80 0.00

TRINITY_DN36358_c0_g1OAE20756.1hypothetical protein AXG93_2269s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 64.80 0.00

TRINITY_DN36542_c0_g5PNW77229.1hypothetical protein CHLRE_10g427750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN36841_c0_g2XP_001703555.15'-methylthioadenosine nucleosidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN37588_c1_g2XP_024026848.1peroxisomal acyl-coenzyme A oxidase 1 isoform X2 [Morus notabilis]Morus_notabilis 64.80 0.00

TRINITY_DN37608_c0_g2KXZ42759.1hypothetical protein GPECTOR_120g426 [Gonium pectorale]Gonium_pectorale 64.80 0.00

TRINITY_DN37864_c0_g5GBG73751.1hypothetical protein CBR_g17091 [Chara braunii]Chara_braunii 64.80 0.00

TRINITY_DN39234_c0_g5XP_002951982.1small Arf-related GTPase [Volvox carteri f. nagariensis]Volvox_carteri 64.80 0.00

TRINITY_DN41044_c0_g1KMS64610.1hypothetical protein BVRB_018500 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 64.80 0.00

TRINITY_DN42049_c0_g1XP_013902000.1Uncharacterized protein MNEG_4983 [Monoraphidium neglectum]Monoraphidium_neglectum 64.80 0.00

TRINITY_DN42416_c0_g5XP_013897250.1hypothetical protein MNEG_9731 [Monoraphidium neglectum]Monoraphidium_neglectum 64.80 0.00

TRINITY_DN42630_c1_g4GAX73834.1hypothetical protein CEUSTIGMA_g1284.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.80 0.00

TRINITY_DN43009_c0_g5GAX76723.1hypothetical protein CEUSTIGMA_g4170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.80 0.00

TRINITY_DN43221_c0_g1PNW85567.1hypothetical protein CHLRE_03g192850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN44203_c1_g1GAX83461.1hypothetical protein CEUSTIGMA_g10886.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.80 0.00

TRINITY_DN44849_c0_g8XP_001690470.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN45290_c0_g4XP_001692357.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN45766_c3_g5XP_002947202.1mitochondrial ribosomal protein L30 [Volvox carteri f. nagariensis]Volvox_carteri 64.80 0.00

TRINITY_DN45969_c0_g3XP_002958728.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 64.80 0.00

TRINITY_DN46433_c0_g4PNW85618.1hypothetical protein CHLRE_03g195050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN46622_c0_g1KXZ50575.1hypothetical protein GPECTOR_16g750 [Gonium pectorale]Gonium_pectorale 64.80 0.00

TRINITY_DN47055_c0_g1XP_002946375.1hypothetical protein VOLCADRAFT_72671 [Volvox carteri f. nagariensis]Volvox_carteri 64.80 0.00

TRINITY_DN47107_c0_g6XP_001701500.1F1F0 ATP synthase subunit 9, isoform B [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN47194_c1_g4XP_001691182.1haloacid dehalogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN49375_c1_g4PNW72567.1hypothetical protein CHLRE_16g692116v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN49585_c1_g1PNW74645.1hypothetical protein CHLRE_12g488850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN49585_c1_g2PNW74645.1hypothetical protein CHLRE_12g488850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN51075_c1_g4RYR01403.1hypothetical protein Ahy_B06g080268 isoform D [Arachis hypogaea]Arachis_hypogaea 64.80 0.00

TRINITY_DN51239_c0_g3PNW75461.1hypothetical protein CHLRE_12g527400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.80 0.00

TRINITY_DN52026_c3_g1KXZ47560.1hypothetical protein GPECTOR_34g719 [Gonium pectorale]Gonium_pectorale 64.80 0.00

TRINITY_DN52769_c0_g1CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 64.80 0.00

TRINITY_DN1563_c0_g1XP_013898025.1U6 snRNA-associated Sm-like protein LSm7 [Monoraphidium neglectum]Monoraphidium_neglectum 64.70 0.00

TRINITY_DN16316_c0_g1KVH96981.1Ran GTPase, partial [Cynara cardunculus var. scolymus]Cynara_cardunculus 64.70 0.00

TRINITY_DN22778_c0_g1GBF94875.1polynucleotide 5 -hydroxyl-kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.70 0.00

TRINITY_DN23326_c0_g1BAK02675.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.70 0.00



TRINITY_DN25151_c0_g1AMP82925.1ABC transporter A family member 1 [Catalpa bungei]Catalpa_bungei 64.70 0.00

TRINITY_DN28548_c0_g5AML30860.1axonemal inner arm dynein heavy chain 4 [Marsilea vestita]Marsilea_vestita 64.70 0.00

TRINITY_DN30544_c0_g1XP_024369124.114 kDa zinc-binding protein-like [Physcomitrella patens]Physcomitrella_patens 64.70 0.00

TRINITY_DN30686_c0_g3XP_021850593.1aldehyde dehydrogenase family 2 member B4, mitochondrial-like [Spinacia oleracea]Spinacia_oleracea 64.70 0.00

TRINITY_DN3204_c0_g1XP_024364000.140S ribosomal protein S10-1-like [Physcomitrella patens]Physcomitrella_patens 64.70 0.00

TRINITY_DN32301_c0_g1XP_021852071.1ubiquitin-conjugating enzyme E2 2-like [Spinacia oleracea]Spinacia_oleracea 64.70 0.00

TRINITY_DN37193_c0_g6XP_003057806.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 64.70 0.00

TRINITY_DN37737_c0_g9XP_024026848.1peroxisomal acyl-coenzyme A oxidase 1 isoform X2 [Morus notabilis]Morus_notabilis 64.70 0.00

TRINITY_DN38431_c0_g3GAX76061.1hypothetical protein CEUSTIGMA_g3504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.70 0.00

TRINITY_DN38877_c0_g2GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 64.70 0.00

TRINITY_DN38916_c1_g1GBF88475.1hypothetical protein Rsub_01188 [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.70 0.00

TRINITY_DN39283_c0_g8EFJ29406.1inner arm dynein, group 5 [Selaginella moellendorffii]Selaginella_moellendorffii 64.70 0.00

TRINITY_DN40368_c0_g5PNH07543.1Ubiquitin-conjugating enzyme E2 34 [Tetrabaena socialis]Tetrabaena_socialis 64.70 0.00

TRINITY_DN40705_c0_g5XP_013904222.1hypothetical protein MNEG_2757 [Monoraphidium neglectum]Monoraphidium_neglectum 64.70 0.00

TRINITY_DN41763_c0_g1XP_001695966.1subunit of the ESCRT-I complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN42140_c0_g3PNW85740.1hypothetical protein CHLRE_03g207400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN42849_c1_g5P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 64.70 0.00

TRINITY_DN43120_c0_g1XP_001697493.1lysyl-trna synthetase, LysRS [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN44493_c0_g2KXZ56164.1hypothetical protein GPECTOR_1g140 [Gonium pectorale]Gonium_pectorale 64.70 0.00

TRINITY_DN44795_c0_g4QBG38066.1NADH dehydrogenase subunit 5 (mitochondrion) [Chlorosarcinopsis eremi]Chlorosarcinopsis_eremi 64.70 0.00

TRINITY_DN45436_c0_g11GAX75403.1hypothetical protein CEUSTIGMA_g2847.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.70 0.00

TRINITY_DN45476_c1_g1XP_010913770.1PREDICTED: pumilio homolog 5-like isoform X2 [Elaeis guineensis]Elaeis_guineensis 64.70 0.00

TRINITY_DN45532_c1_g3XP_002947343.120S proteasome alpha subunit F [Volvox carteri f. nagariensis]Volvox_carteri 64.70 0.00

TRINITY_DN45796_c0_g2GAX80415.1hypothetical protein CEUSTIGMA_g7854.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.70 0.00

TRINITY_DN46734_c0_g1GAX83506.1hypothetical protein CEUSTIGMA_g10931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.70 0.00

TRINITY_DN46901_c0_g4XP_002947898.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 64.70 0.00

TRINITY_DN47047_c0_g3XP_001690406.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN47099_c1_g1XP_013898749.1pyridoxamine 5'-phosphate oxidase-related, FMN-binding protein [Monoraphidium neglectum]Monoraphidium_neglectum 64.70 0.00

TRINITY_DN47345_c0_g3XP_001690795.1glycerol-3-phosphate permease-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN47518_c1_g7XP_002952370.1hypothetical protein VOLCADRAFT_118102 [Volvox carteri f. nagariensis]Volvox_carteri 64.70 0.00

TRINITY_DN47755_c0_g3GAX76900.1hypothetical protein CEUSTIGMA_g4346.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.70 0.00

TRINITY_DN47848_c0_g2XP_001692020.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN48777_c0_g4KXZ50765.1hypothetical protein GPECTOR_15g450 [Gonium pectorale]Gonium_pectorale 64.70 0.00

TRINITY_DN49590_c1_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN50830_c0_g2XP_002499568.1predicted protein [Micromonas commoda]Micromonas_commoda 64.70 0.00

TRINITY_DN50884_c1_g1XP_001690837.1Qa-SNARE protein, Tlg2/Syntaxin16-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN51398_c2_g7PNW84930.1hypothetical protein CHLRE_03g164550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0.00

TRINITY_DN52162_c2_g4XP_001694047.1dynein heavy chain 11, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.70 0

TRINITY_DN52180_c1_g2ADQ00181.1histone H2B [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 64.70 0.00

TRINITY_DN52641_c0_g3PNH09220.1Granule-bound starch synthase 2, chloroplastic/amyloplastic [Tetrabaena socialis]Tetrabaena_socialis 64.70 0.00

TRINITY_DN12080_c0_g1XP_012083759.1acyl carrier protein 1, mitochondrial [Jatropha curcas]Jatropha_curcas 64.60 0.00

TRINITY_DN23022_c0_g3XP_005643792.1UBC-like protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.60 0.00

TRINITY_DN28683_c0_g1BAJ93795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.60 0.00

TRINITY_DN34543_c0_g1EMS63054.1Nucleoside diphosphate kinase IV, chloroplastic/mitochondrial [Triticum urartu]Triticum_urartu 64.60 0.00

TRINITY_DN35262_c2_g16ABK22790.1unknown [Picea sitchensis]Picea_sitchensis 64.60 0.00

TRINITY_DN35262_c2_g5ABK22790.1unknown [Picea sitchensis]Picea_sitchensis 64.60 0.00

TRINITY_DN35893_c0_g3XP_002956032.1hypothetical protein VOLCADRAFT_107031 [Volvox carteri f. nagariensis]Volvox_carteri 64.60 0.00

TRINITY_DN36484_c0_g1GAX80279.1hypothetical protein CEUSTIGMA_g7717.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN36956_c1_g12OVA10185.1Cation-transporting P-type ATPase [Macleaya cordata]Macleaya_cordata 64.60 0.00

TRINITY_DN37451_c0_g1YP_006073039.1cox1 gene product (mitochondrion) [Nitella hyalina]Nitella_hyalina 64.60 0.00

TRINITY_DN37921_c0_g4PRW61499.1tryptophan--tRNA cytoplasmic [Chlorella sorokiniana]Chlorella_sorokiniana 64.60 0.00

TRINITY_DN38512_c0_g4XP_002955608.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 64.60 0.00

TRINITY_DN39423_c0_g4PSC76321.1Phosphoribosylaminoimidazole-succinocarboxam ide chloroplastic [Micractinium conductrix]Micractinium_conductrix 64.60 0.00

TRINITY_DN40308_c0_g1GAX75740.1hypothetical protein CEUSTIGMA_g3183.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN40733_c0_g2XP_001694134.1NADPH-dependent flavin reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.60 0.00

TRINITY_DN41221_c0_g1XP_001698642.1glyoxylase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.60 0.00

TRINITY_DN42203_c0_g5KXZ47678.1hypothetical protein GPECTOR_33g560 [Gonium pectorale]Gonium_pectorale 64.60 0.00

TRINITY_DN42482_c1_g1KXZ50174.1hypothetical protein GPECTOR_17g810 [Gonium pectorale]Gonium_pectorale 64.60 0.00

TRINITY_DN42801_c0_g2GAQ86825.1dynein heavy chain [Klebsormidium nitens]Klebsormidium_nitens 64.60 0.00

TRINITY_DN43329_c0_g1GAX81782.1hypothetical protein CEUSTIGMA_g9210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN43479_c0_g2GBF91728.1isoleucyl-tRNA synthetase [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.60 0.00

TRINITY_DN43564_c2_g5XP_013894499.1pyridoxal (pyridoxine, vitamin B6) phosphatase [Monoraphidium neglectum]Monoraphidium_neglectum 64.60 0.00

TRINITY_DN43837_c0_g5PNW84202.1hypothetical protein CHLRE_04g225050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.60 0.00

TRINITY_DN44255_c1_g2XP_002946462.1hypothetical protein VOLCADRAFT_116049 [Volvox carteri f. nagariensis]Volvox_carteri 64.60 0.00

TRINITY_DN44876_c0_g5KXZ43695.1hypothetical protein GPECTOR_83g307 [Gonium pectorale]Gonium_pectorale 64.60 0.00

TRINITY_DN46078_c2_g4XP_009619647.1PREDICTED: 40S ribosomal protein S27-3-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 64.60 0.00



TRINITY_DN46701_c1_g2PNW87793.1hypothetical protein CHLRE_01g002250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.60 0.00

TRINITY_DN46851_c0_g6PNY11310.1casein kinase i isoform delta-like protein [Trifolium pratense]Trifolium_pratense 64.60 0.00

TRINITY_DN468_c0_g1PNR31830.1hypothetical protein PHYPA_025953, partial [Physcomitrella patens]Physcomitrella_patens 64.60 0.00

TRINITY_DN47037_c0_g2GAX76494.1hypothetical protein CEUSTIGMA_g3939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN47114_c1_g6KXZ48180.1hypothetical protein GPECTOR_30g276 [Gonium pectorale]Gonium_pectorale 64.60 0.00

TRINITY_DN47704_c0_g4GBF99534.1hypothetical protein Rsub_11968, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.60 0.00

TRINITY_DN48018_c0_g3PNW72528.1hypothetical protein CHLRE_16g688526v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.60 0.00

TRINITY_DN48343_c1_g2EFH68411.1predicted protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 64.60 0.00

TRINITY_DN49459_c0_g2GBG00079.1hypothetical protein Rsub_12776 [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.60 0.00

TRINITY_DN51174_c0_g2KXZ54311.1hypothetical protein GPECTOR_5g396 [Gonium pectorale]Gonium_pectorale 64.60 0.00

TRINITY_DN51463_c0_g1GAX73046.1hypothetical protein CEUSTIGMA_g499.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN51900_c2_g1GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN52081_c0_g2GAX75038.1hypothetical protein CEUSTIGMA_g2482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.60 0.00

TRINITY_DN26402_c0_g1XP_011091211.1electron transfer flavoprotein subunit beta, mitochondrial isoform X1 [Sesamum indicum]Sesamum_indicum 64.50 0.00

TRINITY_DN35734_c0_g1XP_009142133.1PREDICTED: LOW QUALITY PROTEIN: pyruvate dehydrogenase E1 component subunit beta-1, mitochondrial-like [Brassica rapa]Brassica_rapa 64.50 0.00

TRINITY_DN36024_c0_g5PTQ38097.1hypothetical protein MARPO_0053s0041 [Marchantia polymorpha]Marchantia_polymorpha 64.50 0.00

TRINITY_DN36131_c0_g2XP_024379518.1ubiquitin-conjugating enzyme E2 32-like [Physcomitrella patens]Physcomitrella_patens 64.50 0.00

TRINITY_DN36145_c1_g1GAX85796.1hypothetical protein CEUSTIGMA_g13211.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN36415_c0_g6KNA12208.1hypothetical protein SOVF_127240 [Spinacia oleracea]Spinacia_oleracea 64.50 0.00

TRINITY_DN38536_c1_g2KXZ51706.1hypothetical protein GPECTOR_11g155 [Gonium pectorale]Gonium_pectorale 64.50 0.00

TRINITY_DN39131_c0_g1KXZ47567.1hypothetical protein GPECTOR_34g726 [Gonium pectorale]Gonium_pectorale 64.50 0.00

TRINITY_DN39635_c0_g2XP_002949120.1peptide methionine-S-sulfoxide reductase [Volvox carteri f. nagariensis]Volvox_carteri 64.50 0.00

TRINITY_DN40585_c1_g2PNW78850.1hypothetical protein CHLRE_09g392208v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.50 0.00

TRINITY_DN40589_c0_g4PNW72301.1hypothetical protein CHLRE_16g673900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.50 0.00

TRINITY_DN4105_c0_g1XP_013906154.150S ribosomal protein L11 [Monoraphidium neglectum]Monoraphidium_neglectum 64.50 0.00

TRINITY_DN41079_c0_g3GAX83525.1hypothetical protein CEUSTIGMA_g10950.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN41801_c0_g3GAX82532.1hypothetical protein CEUSTIGMA_g9959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN42230_c0_g3GAX81043.1hypothetical protein CEUSTIGMA_g8478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN42405_c0_g5XP_008368744.1PREDICTED: protein REVEILLE 1-like [Malus domestica]Malus_domestica 64.50 0.00

TRINITY_DN42791_c0_g1PNW89016.1hypothetical protein CHLRE_01g054850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.50 0.00

TRINITY_DN43959_c1_g5XP_002954005.1transcription factor Myb2 [Volvox carteri f. nagariensis]Volvox_carteri 64.50 0.00

TRINITY_DN44156_c0_g2XP_015890690.1casein kinase 1-like protein 2 [Ziziphus jujuba]Ziziphus_jujuba 64.50 0.00

TRINITY_DN44288_c0_g3XP_001693710.1ribosomal protein S3a [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.50 0.00

TRINITY_DN45127_c0_g2XP_001698351.1tail-specific protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.50 0.00

TRINITY_DN45854_c0_g1GAX82369.1hypothetical protein CEUSTIGMA_g9798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN46086_c0_g1GAQ83620.1HEAT repeat protein [Klebsormidium nitens]Klebsormidium_nitens 64.50 0.00

TRINITY_DN46230_c0_g1KXZ53341.1hypothetical protein GPECTOR_7g1236 [Gonium pectorale]Gonium_pectorale 64.50 0.00

TRINITY_DN47165_c0_g7XP_009594162.1PREDICTED: actin-104 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 64.50 0.00

TRINITY_DN47705_c0_g2GAX79482.1hypothetical protein CEUSTIGMA_g6923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN48605_c0_g4XP_001420015.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 64.50 0.00

TRINITY_DN48813_c0_g1GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN49123_c0_g1GAX73007.1hypothetical protein CEUSTIGMA_g459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN49221_c0_g3GAX79427.1hypothetical protein CEUSTIGMA_g6868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.50 0.00

TRINITY_DN50195_c2_g2KXZ47016.1hypothetical protein GPECTOR_38g252 [Gonium pectorale]Gonium_pectorale 64.50 0.00

TRINITY_DN51102_c1_g1XP_001419376.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 64.50 0.00

TRINITY_DN52263_c2_g1XP_002947244.1hypothetical protein VOLCADRAFT_79505 [Volvox carteri f. nagariensis]Volvox_carteri 64.50 0

TRINITY_DN53702_c0_g1XP_013905786.1peptide-methionine (S)-S-oxidereductase [Monoraphidium neglectum]Monoraphidium_neglectum 64.50 0.00

TRINITY_DN17339_c0_g1GBF99952.1chorismate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.40 0.00

TRINITY_DN27612_c0_g3BAK02685.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.40 0.00

TRINITY_DN30628_c0_g5RVW33583.1hypothetical protein CK203_080027 [Vitis vinifera]Vitis_vinifera 64.40 0.00

TRINITY_DN35643_c0_g1KZV42150.1proline iminopeptidase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 64.40 0.00

TRINITY_DN36341_c0_g4PNW72266.1hypothetical protein CHLRE_16g675300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00

TRINITY_DN37769_c0_g1XP_002956888.1photosystem I reaction center subunit VI, chloroplast precursor [Volvox carteri f. nagariensis]Volvox_carteri 64.40 0.00

TRINITY_DN38322_c0_g1GAX79282.1hypothetical protein CEUSTIGMA_g6722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0.00

TRINITY_DN39198_c0_g3PNW83238.1hypothetical protein CHLRE_05g234100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00

TRINITY_DN39302_c0_g1GAX78734.1hypothetical protein CEUSTIGMA_g6171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0.00

TRINITY_DN39670_c0_g1XP_001698684.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00

TRINITY_DN39680_c0_g2KXZ53960.1hypothetical protein GPECTOR_6g879 [Gonium pectorale]Gonium_pectorale 64.40 0.00

TRINITY_DN39948_c1_g6XP_022838144.1Cation-transporting P-type ATPase, C-terminal [Ostreococcus tauri]Ostreococcus_tauri 64.40 0.00

TRINITY_DN40571_c0_g3XP_019177374.1PREDICTED: RNA-binding protein pno1 [Ipomoea nil]Ipomoea_nil 64.40 0.00

TRINITY_DN41203_c2_g10GAX84032.1hypothetical protein CEUSTIGMA_g11456.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0.00

TRINITY_DN41769_c0_g6XP_005644985.1hypothetical protein COCSUDRAFT_43885 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.40 0.00

TRINITY_DN43252_c0_g2XP_015648364.1methionine aminopeptidase 2A isoform X4 [Oryza sativa Japonica Group]Oryza_sativa 64.40 0.00

TRINITY_DN43306_c0_g2XP_005649476.1mitochondrial carrier [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.40 0.00

TRINITY_DN43729_c1_g6XP_009591432.1PREDICTED: pirin-like protein [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 64.40 0.00

TRINITY_DN44727_c0_g2XP_001698462.1DNA damage-sensing protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00



TRINITY_DN45879_c0_g1XP_002959475.1hypothetical protein VOLCADRAFT_100944 [Volvox carteri f. nagariensis]Volvox_carteri 64.40 0.00

TRINITY_DN45886_c1_g2GAX75546.1hypothetical protein CEUSTIGMA_g2989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0.00

TRINITY_DN45908_c0_g4XP_001694872.1sodium/phosphate symporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00

TRINITY_DN47107_c0_g3GAQ90652.1Alpha-L RNA-binding motif/Ribosomal protein S4 family protein [Klebsormidium nitens]Klebsormidium_nitens 64.40 0.00

TRINITY_DN48236_c0_g2PNH01280.1Bifunctional protein FolD [Tetrabaena socialis]Tetrabaena_socialis 64.40 0.00

TRINITY_DN48494_c0_g1XP_002949424.1hypothetical protein VOLCADRAFT_89865 [Volvox carteri f. nagariensis]Volvox_carteri 64.40 0.00

TRINITY_DN48506_c0_g7KXZ50689.1hypothetical protein GPECTOR_15g373 [Gonium pectorale]Gonium_pectorale 64.40 0.00

TRINITY_DN48682_c0_g2PNW71553.1hypothetical protein CHLRE_16g659050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.40 0.00

TRINITY_DN49549_c0_g5KXZ44021.1hypothetical protein GPECTOR_75g745 [Gonium pectorale]Gonium_pectorale 64.40 0.00

TRINITY_DN50993_c0_g1GAX81853.1hypothetical protein CEUSTIGMA_g9281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0.00



TRINITY_DN51657_c1_g1KXZ42022.1VAM5/VAMP75 protein [Gonium pectorale]Gonium_pectorale 64.40 0.00

TRINITY_DN52280_c2_g1GAX83107.1hypothetical protein CEUSTIGMA_g10533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.40 0

TRINITY_DN52698_c0_g1KGN62516.1hypothetical protein Csa_2G358870 [Cucumis sativus]Cucumis_sativus 64.40 0.00

TRINITY_DN23288_c0_g1XP_024383735.1transcription initiation factor IIA subunit 2-like [Physcomitrella patens]Physcomitrella_patens 64.30 0.00

TRINITY_DN28078_c0_g1XP_003063087.1target of rapamycin kinase, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 64.30 0.00

TRINITY_DN28356_c0_g1GAX81039.1hypothetical protein CEUSTIGMA_g8474.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN30047_c0_g1XP_023891019.1guanine nucleotide-binding protein subunit beta-like [Quercus suber]Quercus_suber 64.30 0.00

TRINITY_DN30566_c0_g1XP_018842805.1PREDICTED: cytochrome b5-like [Juglans regia]Juglans_regia 64.30 0.00

TRINITY_DN33318_c1_g14XP_010671859.1PREDICTED: 60S ribosomal protein L36-2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 64.30 0.00

TRINITY_DN35383_c0_g10XP_023877337.1probable glucan endo-1,3-beta-glucosidase ARB_02077 [Quercus suber]Quercus_suber 64.30 0.00

TRINITY_DN35639_c0_g2XP_002956966.1hypothetical protein VOLCADRAFT_98030 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN36392_c0_g2XP_013906624.1anaphase-promoting complex subunit 8 [Monoraphidium neglectum]Monoraphidium_neglectum 64.30 0.00

TRINITY_DN36765_c0_g7GAX74519.1hypothetical protein CEUSTIGMA_g1968.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN36768_c0_g1EPS74717.1hypothetical protein M569_00042, partial [Genlisea aurea]Genlisea_aurea 64.30 0.00

TRINITY_DN37028_c0_g1KXZ46836.1hypothetical protein GPECTOR_40g570 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN37202_c0_g1XP_022884388.1splicing factor 3B subunit 4 [Olea europaea var. sylvestris]Olea_europaea 64.30 0.00

TRINITY_DN37519_c1_g5XP_024521803.1queuine tRNA-ribosyltransferase catalytic subunit 1 [Selaginella moellendorffii]Selaginella_moellendorffii 64.30 0.00

TRINITY_DN38462_c0_g2PNH07835.1GATA transcription factor 23 [Tetrabaena socialis]Tetrabaena_socialis 64.30 0.00

TRINITY_DN38791_c1_g3XP_002946186.1hypothetical protein VOLCADRAFT_86206 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN38877_c0_g4GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 64.30 0.00

TRINITY_DN39082_c1_g7XP_001691667.1major intrinsic protein superfamily, aquaporin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN40665_c0_g2BAU03701.1hypothetical protein VIGAN_UM160600, partial [Vigna angularis var. angularis]Vigna_angularis 64.30 0.00

TRINITY_DN40714_c1_g3GAX76021.1hypothetical protein CEUSTIGMA_g3464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN40985_c1_g6XP_005642561.1ALG6, ALG8 glycosyltransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.30 0.00

TRINITY_DN41190_c1_g4XP_001694295.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN41203_c2_g8XP_001689776.1DEAD/DEAH box helicase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN41430_c0_g1KXZ41814.1hypothetical protein GPECTOR_274g716 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN4166_c0_g1XP_002946396.1hypothetical protein VOLCADRAFT_102981 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN41705_c0_g1GAX73308.1hypothetical protein CEUSTIGMA_g762.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN42535_c1_g3PNH03285.1Uroporphyrinogen-III synthase, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 64.30 0.00

TRINITY_DN42540_c0_g1XP_021747399.1dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B-like [Chenopodium quinoa]Chenopodium_quinoa 64.30 0.00

TRINITY_DN43428_c0_g3GAX84323.1hypothetical protein CEUSTIGMA_g11745.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN43507_c0_g8XP_002306780.140S ribosomal protein S18 [Populus trichocarpa]Populus_trichocarpa 64.30 0.00

TRINITY_DN44084_c0_g5GAX79473.1hypothetical protein CEUSTIGMA_g6914.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN45700_c1_g1XP_002946045.1hypothetical protein VOLCADRAFT_72272 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN45985_c0_g1KXZ42994.1hypothetical protein GPECTOR_108g189 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN46301_c0_g4PRW05739.1Gag-Pol poly [Chlorella sorokiniana]Chlorella_sorokiniana 64.30 0.00

TRINITY_DN46625_c0_g7GAX82247.1hypothetical protein CEUSTIGMA_g9675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN47051_c0_g1PNW73765.1hypothetical protein CHLRE_13g571800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN47312_c0_g4GAX82417.1hypothetical protein CEUSTIGMA_g9845.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN47318_c0_g5GAX77417.1hypothetical protein CEUSTIGMA_g4862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN47626_c1_g1KXZ53206.1hypothetical protein GPECTOR_7g1099 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN48456_c0_g5GAX82406.1hypothetical protein CEUSTIGMA_g9834.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN48851_c0_g1GAX77541.1hypothetical protein CEUSTIGMA_g4985.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN48976_c0_g1XP_001694445.1O-acetyltransferase-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN49316_c0_g2XP_001690230.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN49401_c1_g3XP_002954016.1hypothetical protein VOLCADRAFT_82578 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN49833_c0_g3AAL35383.1putative ABC transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN50134_c0_g1KXZ42158.1hypothetical protein GPECTOR_194g326 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN50316_c0_g5GAX84605.1hypothetical protein CEUSTIGMA_g12026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN50470_c1_g1XP_002947831.1hypothetical protein VOLCADRAFT_120515 [Volvox carteri f. nagariensis]Volvox_carteri 64.30 0.00

TRINITY_DN50588_c0_g1GAX84180.1hypothetical protein CEUSTIGMA_g11603.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.30 0.00

TRINITY_DN51614_c0_g3KXZ49298.1hypothetical protein GPECTOR_22g892 [Gonium pectorale]Gonium_pectorale 64.30 0.00

TRINITY_DN51637_c0_g4PNW76114.1hypothetical protein CHLRE_12g547300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.30 0.00

TRINITY_DN52297_c2_g1EPS74717.1hypothetical protein M569_00042, partial [Genlisea aurea]Genlisea_aurea 64.30 0.00

TRINITY_DN7768_c0_g1PRQ36381.1putative proteinase inhibitor I13, potato inhibitor I [Rosa chinensis]Rosa_chinensis 64.30 0.00

TRINITY_DN18916_c0_g1BAJ98303.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.20 0.00

TRINITY_DN26725_c0_g2XP_003056725.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 64.20 0.00

TRINITY_DN31360_c0_g2NP_042253.1cytochrome oxidase, subunit III [Prototheca wickerhamii]Prototheca_wickerhamii 64.20 0.00

TRINITY_DN31366_c0_g1XP_010418415.1PREDICTED: ubiquitin-conjugating enzyme E2 5-like [Camelina sativa]Camelina_sativa 64.20 0.00

TRINITY_DN31941_c0_g1GBF92513.1eukaryotic translation initiation factor [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.20 0.00

TRINITY_DN34969_c0_g3XP_020247142.1cell division control protein 2 homolog A-like [Asparagus officinalis]Asparagus_officinalis 64.20 0.00

TRINITY_DN35339_c0_g3BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.20 0.00

TRINITY_DN37157_c0_g1PNW73801.1hypothetical protein CHLRE_13g573150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN37931_c1_g5XP_002951120.1mitogen-activated protein kinase 5 [Volvox carteri f. nagariensis]Volvox_carteri 64.20 0.00

TRINITY_DN38309_c0_g3XP_013898000.1heat shock 70kDa protein 1/8 [Monoraphidium neglectum]Monoraphidium_neglectum 64.20 0.00



TRINITY_DN38558_c0_g1GAX81601.1hypothetical protein CEUSTIGMA_g9029.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.20 0.00

TRINITY_DN38595_c0_g4XP_021617549.1putative disease resistance protein RGA3 isoform X1 [Manihot esculenta]Manihot_esculenta 64.20 0.00

TRINITY_DN39468_c0_g4PNW70756.1hypothetical protein CHLRE_17g733150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN39483_c1_g2PNW88162.1hypothetical protein CHLRE_01g017050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN40344_c1_g6GAX81151.1hypothetical protein CEUSTIGMA_g8584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.20 0.00

TRINITY_DN40569_c0_g1KXZ47755.1hypothetical protein GPECTOR_33g637 [Gonium pectorale]Gonium_pectorale 64.20 0.00

TRINITY_DN40796_c1_g5ABD96891.1hypothetical protein [Tarenaya spinosa]Tarenaya_spinosa 64.20 0.00

TRINITY_DN40835_c0_g2XP_023890536.1serine/threonine-protein kinase 3-like [Quercus suber]Quercus_suber 64.20 0.00

TRINITY_DN41352_c0_g1XP_002946106.1hypothetical protein VOLCADRAFT_127349 [Volvox carteri f. nagariensis]Volvox_carteri 64.20 0.00

TRINITY_DN41410_c1_g6XP_002508719.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 64.20 0.00

TRINITY_DN42056_c0_g3XP_002949785.1hypothetical protein VOLCADRAFT_104441 [Volvox carteri f. nagariensis]Volvox_carteri 64.20 0.00

TRINITY_DN42751_c3_g10PWA41646.1rab GDP dissociation inhibitor alpha [Artemisia annua]Artemisia_annua 64.20 0.00

TRINITY_DN43166_c1_g3XP_013891803.1DNA polymerase kappa subunit [Monoraphidium neglectum]Monoraphidium_neglectum 64.20 0.00

TRINITY_DN45428_c0_g3GAX82599.1hypothetical protein CEUSTIGMA_g10025.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.20 0.00

TRINITY_DN45484_c1_g2PON78487.1Isocitrate and isopropylmalate dehydrogenases family [Trema orientale]Trema_orientale 64.20 0.00

TRINITY_DN46352_c1_g4GAQ88566.1aconitate hydratase [Klebsormidium nitens]Klebsormidium_nitens 64.20 0

TRINITY_DN46768_c1_g1XP_001694212.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN46955_c1_g2ALM55018.1DEAD box RNA helicase CiRH63, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 64.20 0.00

TRINITY_DN47152_c1_g4PNW74037.1hypothetical protein CHLRE_13g582800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN48347_c0_g1ABK25168.1unknown [Picea sitchensis]Picea_sitchensis 64.20 0.00

TRINITY_DN48485_c1_g5OAE30915.1hypothetical protein AXG93_4586s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 64.20 0.00

TRINITY_DN49268_c1_g2KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 64.20 0.00

TRINITY_DN49502_c0_g8XP_023883222.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 64.20 0.00

TRINITY_DN50624_c0_g3XP_014496556.160S ribosomal protein L13a-4 [Vigna radiata var. radiata]Vigna_radiata 64.20 0.00

TRINITY_DN51053_c0_g3XP_022845786.1cell division control protein 2 homolog A-like [Olea europaea var. sylvestris]Olea_europaea 64.20 0.00

TRINITY_DN51640_c1_g6XP_001694146.1O-linked N-acetylglucosamine transferase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.20 0.00

TRINITY_DN52551_c2_g4GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.20 0.00

TRINITY_DN14068_c0_g1XP_001703199.1glyceraldehyde 3-phosphate dehydrogenase, dominant splicing variant [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN18631_c0_g1GAQ89586.1alpha-1,2-mannosyltransferase [Klebsormidium nitens]Klebsormidium_nitens 64.10 0.00

TRINITY_DN26600_c0_g3GBG80215.1hypothetical protein CBR_g30582 [Chara braunii]Chara_braunii 64.10 0.00

TRINITY_DN29112_c0_g1XP_016577661.1PREDICTED: transcription initiation factor TFIID subunit 15b [Capsicum annuum]Capsicum_annuum 64.10 0.00

TRINITY_DN30957_c0_g1XP_013902846.160S acidic ribosomal protein P1 [Monoraphidium neglectum]Monoraphidium_neglectum 64.10 0.00

TRINITY_DN30957_c0_g2XP_013902846.160S acidic ribosomal protein P1 [Monoraphidium neglectum]Monoraphidium_neglectum 64.10 0.00

TRINITY_DN31770_c0_g2XP_009775818.1PREDICTED: probable mitochondrial-processing peptidase subunit beta [Nicotiana sylvestris]Nicotiana_sylvestris 64.10 0.00

TRINITY_DN32713_c0_g2XP_023873679.1threonine synthase-like [Quercus suber]Quercus_suber 64.10 0.00

TRINITY_DN36973_c0_g1PSC76731.1E3 ubiquitin-ligase RNF123 [Micractinium conductrix]Micractinium_conductrix 64.10 0.00

TRINITY_DN36987_c0_g7ACQ83479.1CBL-interacting protein kinase 07 [Physcomitrella patens]Physcomitrella_patens 64.10 0.00

TRINITY_DN37961_c0_g1RVW99748.1Serine hydroxymethyltransferase 4 [Vitis vinifera]Vitis_vinifera 64.10 0.00

TRINITY_DN38497_c0_g4XP_013898810.1ethanolaminephosphotransferase [Monoraphidium neglectum]Monoraphidium_neglectum 64.10 0.00

TRINITY_DN39774_c0_g3PNH04056.1CCR4-NOT transcription complex subunit 1 [Tetrabaena socialis]Tetrabaena_socialis 64.10 0.00

TRINITY_DN40731_c0_g3GAX82101.1hypothetical protein CEUSTIGMA_g9529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.10 0.00

TRINITY_DN40975_c1_g4XP_001693615.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN41050_c0_g3GBF94731.1IAA-amino acid hydrolase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.10 0.00

TRINITY_DN42255_c0_g2KXZ45714.1hypothetical protein GPECTOR_51g700 [Gonium pectorale]Gonium_pectorale 64.10 0.00

TRINITY_DN42585_c0_g2XP_001701887.1peroxiredoxin type II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN42984_c0_g3GAX79879.1hypothetical protein CEUSTIGMA_g7319.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.10 0.00

TRINITY_DN43517_c1_g2XP_002958758.1hypothetical protein VOLCADRAFT_121755 [Volvox carteri f. nagariensis]Volvox_carteri 64.10 0.00

TRINITY_DN43875_c0_g2GAX85249.1hypothetical protein CEUSTIGMA_g12669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.10 0.00

TRINITY_DN44421_c2_g4PNR62023.1hypothetical protein PHYPA_000447 [Physcomitrella patens]Physcomitrella_patens 64.10 0.00

TRINITY_DN44574_c0_g4PNW73286.1hypothetical protein CHLRE_14g626466v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN45006_c0_g1GAQ86988.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 64.10 0.00

TRINITY_DN45667_c1_g3XP_024394213.1uncharacterized protein LOC112291274 [Physcomitrella patens]Physcomitrella_patens 64.10 0.00

TRINITY_DN46197_c0_g5XP_012845479.1PREDICTED: lariat debranching enzyme [Erythranthe guttata]Erythranthe_guttata 64.10 0.00

TRINITY_DN47145_c0_g1XP_013905274.1coproporphyrinogen III oxidase [Monoraphidium neglectum]Monoraphidium_neglectum 64.10 0.00

TRINITY_DN47246_c0_g1XP_001696253.1bardet-biedl syndrome 5 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN48058_c0_g1XP_001697130.1mitochondrial processing peptidase alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.10 0.00

TRINITY_DN48237_c0_g6KXZ54384.1hypothetical protein GPECTOR_5g462 [Gonium pectorale]Gonium_pectorale 64.10 0.00

TRINITY_DN48850_c0_g1GAX75371.1hypothetical protein CEUSTIGMA_g2815.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.10 0.00

TRINITY_DN50972_c0_g6GAX74193.1hypothetical protein CEUSTIGMA_g1642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.10 0.00

TRINITY_DN51035_c0_g1KXZ55064.1hypothetical protein GPECTOR_3g221 [Gonium pectorale]Gonium_pectorale 64.10 0.00

TRINITY_DN12221_c0_g1XP_010546979.1PREDICTED: ubiquitin-conjugating enzyme E2 32-like [Tarenaya hassleriana]Tarenaya_hassleriana 64.00 0.00

TRINITY_DN24324_c0_g2GBG64374.1hypothetical protein CBR_g41575 [Chara braunii]Chara_braunii 64.00 0.00

TRINITY_DN24603_c0_g1KMZ59895.1putative Phospholipid-transporting ATPase, partial [Zostera marina]Zostera_marina 64.00 0.00

TRINITY_DN36631_c0_g3BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 64.00 0.00

TRINITY_DN37891_c0_g2PSC74470.160S ribosomal L18-3 [Micractinium conductrix]Micractinium_conductrix 64.00 0.00

TRINITY_DN38597_c0_g1KXZ56552.1hypothetical protein GPECTOR_1g496 [Gonium pectorale]Gonium_pectorale 64.00 0.00



TRINITY_DN38627_c0_g1XP_002949582.1hypothetical protein VOLCADRAFT_74263 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN39029_c0_g2KXZ43041.1hypothetical protein GPECTOR_106g135 [Gonium pectorale]Gonium_pectorale 64.00 0.00

TRINITY_DN39068_c0_g2GAX82981.1hypothetical protein CEUSTIGMA_g10408.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN39936_c0_g1GAX80829.1hypothetical protein CEUSTIGMA_g8264.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN40041_c3_g5XP_001702652.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.00 0.00

TRINITY_DN40787_c0_g5XP_002952685.1diacylglycerol kinase [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN40795_c0_g7XP_002957357.1hypothetical protein VOLCADRAFT_42666 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN41662_c1_g1P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 64.00 0.00

TRINITY_DN41787_c0_g3KXZ51597.1hypothetical protein GPECTOR_12g561 [Gonium pectorale]Gonium_pectorale 64.00 0.00

TRINITY_DN41961_c1_g2KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 64.00 0.00

TRINITY_DN42004_c0_g2GAX77364.1hypothetical protein CEUSTIGMA_g4810.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN43164_c1_g4GBF93615.1zeaxanthin epoxidase [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.00 0.00

TRINITY_DN43248_c0_g1XP_021810295.1flavin-containing monooxygenase FMO GS-OX-like 4 isoform X1 [Prunus avium]Prunus_avium 64.00 0.00

TRINITY_DN43667_c1_g1GAX74989.1hypothetical protein CEUSTIGMA_g2435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN43954_c0_g3GAX79819.1hypothetical protein CEUSTIGMA_g7259.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN45421_c0_g5GAX75810.1hypothetical protein CEUSTIGMA_g3253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN45776_c0_g1GAX81341.1hypothetical protein CEUSTIGMA_g8772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN45814_c0_g1XP_002958191.1hypothetical protein VOLCADRAFT_84379 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN45825_c0_g2XP_002953923.1hypothetical protein VOLCADRAFT_64280 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN45984_c0_g1GAX73288.1hypothetical protein CEUSTIGMA_g742.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN46527_c0_g2GAX72737.1hypothetical protein CEUSTIGMA_g193.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0

TRINITY_DN47738_c0_g2XP_005652169.1TPR-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 64.00 0.00

TRINITY_DN48479_c0_g1PNW70419.1hypothetical protein CHLRE_17g719050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 64.00 0.00

TRINITY_DN48544_c1_g1GAX76466.1hypothetical protein CEUSTIGMA_g3911.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN48914_c0_g4XP_024532582.1DNA-directed RNA polymerase II subunit RPB2 [Selaginella moellendorffii]Selaginella_moellendorffii 64.00 0

TRINITY_DN49220_c0_g1PNH12173.1Golgi apparatus protein 1 [Tetrabaena socialis]Tetrabaena_socialis 64.00 0.00

TRINITY_DN49445_c1_g2XP_002950281.1hypothetical protein VOLCADRAFT_74579 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN49570_c0_g2XP_002946102.1hypothetical protein VOLCADRAFT_101579 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN49570_c0_g4XP_002946102.1hypothetical protein VOLCADRAFT_101579 [Volvox carteri f. nagariensis]Volvox_carteri 64.00 0.00

TRINITY_DN49709_c0_g1KXZ49758.1hypothetical protein GPECTOR_19g209 [Gonium pectorale]Gonium_pectorale 64.00 0.00

TRINITY_DN49814_c1_g2GBF97031.1amino acid transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.00 0.00

TRINITY_DN51040_c0_g2GAX77489.1hypothetical protein CEUSTIGMA_g4933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 64.00 0.00

TRINITY_DN51064_c1_g1KXZ51618.1hypothetical protein GPECTOR_12g582 [Gonium pectorale]Gonium_pectorale 64.00 0.00

TRINITY_DN51777_c0_g4GBF87381.1N-acetyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 64.00 0.00

TRINITY_DN16610_c0_g1AFK36347.1unknown [Lotus japonicus]Lotus_japonicus 63.90 0.00

TRINITY_DN35265_c0_g2GBG84961.1hypothetical protein CBR_g39424 [Chara braunii]Chara_braunii 63.90 0.00

TRINITY_DN36755_c0_g8GAQ77648.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 63.90 0.00

TRINITY_DN36890_c0_g1GAX80604.1hypothetical protein CEUSTIGMA_g8039.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN37539_c0_g7GAX72792.1hypothetical protein CEUSTIGMA_g247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN37792_c0_g3GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN37828_c1_g9GAX73284.1hypothetical protein CEUSTIGMA_g738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN37833_c0_g5XP_002501695.1predicted protein [Micromonas commoda]Micromonas_commoda 63.90 0.00

TRINITY_DN38332_c0_g3PRW56270.1Deoxyhypusine synthase [Chlorella sorokiniana]Chlorella_sorokiniana 63.90 0.00

TRINITY_DN39518_c0_g2GAX82062.1hypothetical protein CEUSTIGMA_g9490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN40152_c0_g2PRW60116.13-oxoacyl-[acyl-carrier] mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 63.90 0.00

TRINITY_DN40559_c0_g2PNW71355.1hypothetical protein CHLRE_16g650800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN40582_c1_g4GAX83348.1hypothetical protein CEUSTIGMA_g10773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN40779_c0_g3XP_003608509.1WD-40 repeat-containing protein MSI1 [Medicago truncatula]Medicago_truncatula 63.90 0.00

TRINITY_DN40915_c1_g1GAX82477.1hypothetical protein CEUSTIGMA_g9904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN41055_c0_g7BAJ90795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.90 0.00

TRINITY_DN41199_c0_g2XP_013895285.1hypothetical protein MNEG_11695 [Monoraphidium neglectum]Monoraphidium_neglectum 63.90 0.00

TRINITY_DN42234_c0_g4GAX84579.1hypothetical protein CEUSTIGMA_g12000.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN42331_c1_g1KXZ52799.1hypothetical protein GPECTOR_8g186 [Gonium pectorale]Gonium_pectorale 63.90 0.00

TRINITY_DN42704_c0_g3GAX76959.1hypothetical protein CEUSTIGMA_g4406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN43553_c2_g5XP_001703269.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN44154_c0_g4XP_005650953.1putative O-sialoglyco protein endopeptidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 63.90 0.00

TRINITY_DN44338_c0_g7XP_002954358.1hypothetical protein VOLCADRAFT_118717 [Volvox carteri f. nagariensis]Volvox_carteri 63.90 0.00

TRINITY_DN45217_c0_g1PNH09542.1Vacuolar protein sorting-associated protein 2 3 [Tetrabaena socialis]Tetrabaena_socialis 63.90 0.00

TRINITY_DN45705_c0_g2XP_001691547.1ARF-related small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN46218_c0_g7GAX83216.1hypothetical protein CEUSTIGMA_g10642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN46866_c0_g1GAX76630.1hypothetical protein CEUSTIGMA_g4076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0.00

TRINITY_DN47751_c0_g6XP_001693941.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN48597_c1_g1GAX83903.1hypothetical protein CEUSTIGMA_g11327.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0

TRINITY_DN49590_c0_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN50786_c0_g1XP_008780415.1actin, muscle, partial [Phoenix dactylifera]Phoenix_dactylifera 63.90 0.00

TRINITY_DN51053_c0_g4AAP85534.1isoamylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0



TRINITY_DN51142_c1_g7XP_020695577.1splicing factor 3B subunit 6-like protein [Dendrobium catenatum]Dendrobium_catenatum 63.90 0.00

TRINITY_DN51710_c0_g1GAX73304.1hypothetical protein CEUSTIGMA_g758.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.90 0

TRINITY_DN51945_c0_g2PNW70372.1hypothetical protein CHLRE_17g717050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.90 0.00

TRINITY_DN51956_c1_g1XP_002957416.1light-harvesting protein of photosystem I [Volvox carteri f. nagariensis]Volvox_carteri 63.90 0.00

TRINITY_DN15210_c0_g1GAQ83573.1RNA ligase/cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 63.80 0.00

TRINITY_DN16722_c0_g1GAQ80988.1Anaphase-promoting complex subunit 10 [Klebsormidium nitens]Klebsormidium_nitens 63.80 0.00

TRINITY_DN31806_c0_g1GAQ91565.1clathrin adaptor complex small [Klebsormidium nitens]Klebsormidium_nitens 63.80 0.00

TRINITY_DN31878_c0_g2PRW60832.1chitinase [Chlorella sorokiniana]Chlorella_sorokiniana 63.80 0.00

TRINITY_DN35160_c0_g1XP_015931396.1BEL1-like homeodomain protein 9 [Arachis duranensis]Arachis_duranensis 63.80 0.00

TRINITY_DN35213_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 63.80 0.00

TRINITY_DN35330_c0_g9XP_010029092.1PREDICTED: probable aldehyde dehydrogenase isoform X2 [Eucalyptus grandis]Eucalyptus_grandis 63.80 0.00

TRINITY_DN35523_c0_g2GBG00438.1hypothetical protein Rsub_13094 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.80 0.00

TRINITY_DN35724_c0_g1PRW60623.1ATPase ASNA1-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 63.80 0.00

TRINITY_DN36085_c2_g6XP_001703229.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.80 0.00

TRINITY_DN36591_c0_g2GAQ79025.1Regulatory protein MLP and related LIM proteins [Klebsormidium nitens]Klebsormidium_nitens 63.80 0.00

TRINITY_DN37101_c0_g5XP_020149913.1DNA polymerase delta catalytic subunit [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 63.80 0.00

TRINITY_DN3866_c0_g1XP_011396202.1Serine/threonine-protein kinase 36 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 63.80 0.00

TRINITY_DN40787_c0_g3XP_002446490.140S ribosomal protein S10-1 [Sorghum bicolor]Sorghum_bicolor 63.80 0.00

TRINITY_DN41210_c0_g2XP_013900334.1Beclin-1-like protein, partial [Monoraphidium neglectum]Monoraphidium_neglectum 63.80 0.00

TRINITY_DN41315_c0_g7XP_018471820.1PREDICTED: ABC transporter E family member 2-like [Raphanus sativus]Raphanus_sativus 63.80 0.00

TRINITY_DN41495_c0_g3PNW87105.1hypothetical protein CHLRE_02g109250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.80 0.00

TRINITY_DN42729_c0_g1PNW74115.1hypothetical protein CHLRE_13g585900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.80 0.00

TRINITY_DN43191_c0_g5XP_002962473.160S ribosomal protein L13-1 [Selaginella moellendorffii]Selaginella_moellendorffii 63.80 0.00

TRINITY_DN43290_c0_g1XP_013892051.1ATP-dependent RNA helicase DHX8/PRP22 [Monoraphidium neglectum]Monoraphidium_neglectum 63.80 0.00

TRINITY_DN43303_c1_g1XP_005650274.1oxygenase-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 63.80 0.00

TRINITY_DN44154_c0_g3XP_005844273.1hypothetical protein CHLNCDRAFT_27124 [Chlorella variabilis]Chlorella_variabilis 63.80 0.00

TRINITY_DN44192_c0_g1GAX83866.1hypothetical protein CEUSTIGMA_g11291.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN44435_c1_g2GAX73417.1hypothetical protein CEUSTIGMA_g869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN44564_c0_g3GAX84705.1hypothetical protein CEUSTIGMA_g12127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN45097_c0_g2XP_001692952.1guanylate cyclase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.80 0.00

TRINITY_DN45141_c0_g1GAX78085.1hypothetical protein CEUSTIGMA_g5527.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN45168_c2_g6KXZ49418.1hypothetical protein GPECTOR_21g644 [Gonium pectorale]Gonium_pectorale 63.80 0.00

TRINITY_DN47646_c0_g3KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 63.80 0.00

TRINITY_DN48202_c0_g7KXZ41410.1hypothetical protein GPECTOR_485g427 [Gonium pectorale]Gonium_pectorale 63.80 0.00

TRINITY_DN48928_c0_g2GAX74379.1hypothetical protein CEUSTIGMA_g1827.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN49300_c0_g1KXZ55559.1hypothetical protein GPECTOR_2g1108 [Gonium pectorale]Gonium_pectorale 63.80 0.00

TRINITY_DN49822_c0_g1XP_001702823.1mitochondrial ribosomal protein S6 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.80 0.00

TRINITY_DN50151_c1_g2GBF88757.1hypothetical protein Rsub_01658 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.80 0.00

TRINITY_DN50425_c0_g3GAX80072.1hypothetical protein CEUSTIGMA_g7510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0

TRINITY_DN50895_c0_g3GAX78554.1hypothetical protein CEUSTIGMA_g5994.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN51078_c0_g4XP_013893601.1UDP-sulfoquinovose synthase [Monoraphidium neglectum]Monoraphidium_neglectum 63.80 0.00

TRINITY_DN51302_c0_g1XP_002957273.1hypothetical protein VOLCADRAFT_98357 [Volvox carteri f. nagariensis]Volvox_carteri 63.80 0.00

TRINITY_DN51315_c0_g1ADW09020.1ammonium transporter 1;2 [Dunaliella viridis]Dunaliella_viridis 63.80 0.00

TRINITY_DN51510_c0_g1KXZ48158.1hypothetical protein GPECTOR_30g254 [Gonium pectorale]Gonium_pectorale 63.80 0.00

TRINITY_DN51778_c1_g1GAX82082.1hypothetical protein CEUSTIGMA_g9510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.80 0.00

TRINITY_DN8712_c0_g1RID80605.1hypothetical protein BRARA_A03256 [Brassica rapa]Brassica_rapa 63.80 0.00

TRINITY_DN36468_c0_g1RDY12947.1Splicing factor U2af small subunit A, partial [Mucuna pruriens]Mucuna_pruriens 63.70 0.00

TRINITY_DN38032_c0_g1PNW78134.1hypothetical protein CHLRE_10g465550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.70 0.00

TRINITY_DN38800_c0_g5RMZ56147.1hypothetical protein APUTEX25_004571 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 63.70 0.00

TRINITY_DN39009_c0_g2GAX73115.1hypothetical protein CEUSTIGMA_g568.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN39347_c0_g7XP_020243736.1proliferating cell nuclear antigen-like [Asparagus officinalis]Asparagus_officinalis 63.70 0.00

TRINITY_DN39745_c0_g1KZV15356.1hypothetical protein F511_28052 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 63.70 0.00

TRINITY_DN40963_c0_g3XP_018815583.1PREDICTED: ras-related protein RABD2c [Juglans regia]Juglans_regia 63.70 0.00

TRINITY_DN42048_c0_g2GAX72781.1hypothetical protein CEUSTIGMA_g237.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN44112_c1_g2XP_005650052.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 63.70 0.00

TRINITY_DN44887_c0_g1KXZ50497.1hypothetical protein GPECTOR_16g672 [Gonium pectorale]Gonium_pectorale 63.70 0.00

TRINITY_DN46344_c1_g3GBF88998.1plastidic glucose transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.70 0.00

TRINITY_DN47415_c0_g5GAX83522.1hypothetical protein CEUSTIGMA_g10947.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN47631_c0_g1GAX80229.1hypothetical protein CEUSTIGMA_g7667.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN48774_c0_g1GAX78572.1hypothetical protein CEUSTIGMA_g6012.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN49182_c1_g2GAX75705.1hypothetical protein CEUSTIGMA_g3148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN49298_c0_g2KXZ44254.1hypothetical protein GPECTOR_70g485 [Gonium pectorale]Gonium_pectorale 63.70 0.00

TRINITY_DN50056_c0_g2XP_001701510.1kinesin-ii motor protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.70 0.00

TRINITY_DN50624_c0_g1KHN07182.160S ribosomal protein L13a-1 [Glycine soja]Glycine_soja 63.70 0.00

TRINITY_DN51024_c1_g5RYR01403.1hypothetical protein Ahy_B06g080268 isoform D [Arachis hypogaea]Arachis_hypogaea 63.70 0.00

TRINITY_DN51298_c0_g4KXZ49558.1hypothetical protein GPECTOR_20g412 [Gonium pectorale]Gonium_pectorale 63.70 0.00



TRINITY_DN51469_c0_g2GAX74477.1hypothetical protein CEUSTIGMA_g1926.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.70 0.00

TRINITY_DN12369_c0_g1PSC76051.1parvulin-type peptidyl-prolyl cis-trans isomerase [Micractinium conductrix]Micractinium_conductrix 63.60 0.00

TRINITY_DN12559_c0_g1KXZ44601.1hypothetical protein GPECTOR_65g219 [Gonium pectorale]Gonium_pectorale 63.60 0.00

TRINITY_DN218_c0_g1XP_002955734.1hypothetical protein VOLCADRAFT_66220 [Volvox carteri f. nagariensis]Volvox_carteri 63.60 0.00

TRINITY_DN25453_c0_g1NP_001237204.1uncharacterized protein LOC100306335 [Glycine max]Glycine_max 63.60 0.00

TRINITY_DN26019_c0_g1XP_013900357.1vacuolar protein-sorting-associated protein 4 [Monoraphidium neglectum]Monoraphidium_neglectum 63.60 0.00

TRINITY_DN26458_c0_g1XP_011089322.1protein transport protein Sec61 subunit beta [Sesamum indicum]Sesamum_indicum 63.60 0.00

TRINITY_DN31440_c0_g1RMZ54510.1hypothetical protein APUTEX25_002086, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 63.60 0.00

TRINITY_DN32732_c0_g1GAQ87496.1RNA recognition motif domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 63.60 0.00

TRINITY_DN33287_c0_g1GAQ81838.120S proteasome regulatory subunit beta protein [Klebsormidium nitens]Klebsormidium_nitens 63.60 0.00

TRINITY_DN33425_c0_g2PSC75682.1Equilibrative nucleoside transporter 4 [Micractinium conductrix]Micractinium_conductrix 63.60 0.00

TRINITY_DN34450_c0_g1PTQ26781.1hypothetical protein MARPO_0383s0001 [Marchantia polymorpha]Marchantia_polymorpha 63.60 0.00

TRINITY_DN34658_c0_g1XP_001702729.1ubiquitin-related modifier [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN35178_c0_g2OIW10003.1hypothetical protein TanjilG_32743 [Lupinus angustifolius]Lupinus_angustifolius 63.60 0.00

TRINITY_DN35946_c0_g1PWA44137.1cofactor of nitrate reductase and xanthine dehydrogenase 2 [Artemisia annua]Artemisia_annua 63.60 0.00

TRINITY_DN37208_c1_g2ADK79127.1astaxanthin vesicles associated protein [Haematococcus lacustris]Haematococcus_lacustris 63.60 0.00

TRINITY_DN37463_c1_g5XP_020087835.1protein kish [Ananas comosus]Ananas_comosus 63.60 0.00

TRINITY_DN37670_c0_g1XP_002958707.1hypothetical protein VOLCADRAFT_108274 [Volvox carteri f. nagariensis]Volvox_carteri 63.60 0.00

TRINITY_DN37671_c1_g6GAX81673.1hypothetical protein CEUSTIGMA_g9101.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN37679_c0_g1XP_001702611.1photosystem I 8.1 kDa reaction center subunit IV [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN37899_c0_g5OAE32442.1hypothetical protein AXG93_3218s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.60 0.00

TRINITY_DN38152_c1_g2GAX82827.1hypothetical protein CEUSTIGMA_g10253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN38709_c1_g5PNW81330.1hypothetical protein CHLRE_07g351450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN38856_c0_g3PNW88489.1hypothetical protein CHLRE_01g031750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN38857_c1_g2PNH08541.1hypothetical protein TSOC_004896 [Tetrabaena socialis]Tetrabaena_socialis 63.60 0.00

TRINITY_DN38992_c0_g2BAJ11784.1dehydration responsive protein, partial [Corchorus olitorius]Corchorus_olitorius 63.60 0.00

TRINITY_DN39164_c0_g1KXZ41952.1hypothetical protein GPECTOR_236g556 [Gonium pectorale]Gonium_pectorale 63.60 0.00

TRINITY_DN39578_c0_g2XP_023890524.1uncharacterized protein LOC112002605 [Quercus suber]Quercus_suber 63.60 0.00

TRINITY_DN39786_c1_g6XP_001697865.1mitogen-activated protein kinase 7, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN40578_c1_g1XP_002955674.1RabC/Rab18 [Volvox carteri f. nagariensis]Volvox_carteri 63.60 0.00

TRINITY_DN40808_c0_g3GAX72848.1hypothetical protein CEUSTIGMA_g303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN41605_c0_g2XP_010940988.1PREDICTED: ornithine aminotransferase, mitochondrial isoform X1 [Elaeis guineensis]Elaeis_guineensis 63.60 0.00

TRINITY_DN43468_c0_g3XP_020250660.140S ribosomal protein S17-like [Asparagus officinalis]Asparagus_officinalis 63.60 0.00

TRINITY_DN43600_c0_g1PNW82526.1hypothetical protein CHLRE_06g282450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN43868_c0_g1XP_024370758.1CTP synthase-like [Physcomitrella patens]Physcomitrella_patens 63.60 0.00

TRINITY_DN43929_c0_g1GAX84640.1hypothetical protein CEUSTIGMA_g12061.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN44070_c0_g3XP_001691361.1serine/threonine protein phosphatase 2A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN44155_c1_g2XP_006412113.1cysteine protease XCP1 [Eutrema salsugineum]Eutrema_salsugineum 63.60 0.00

TRINITY_DN44249_c1_g1GBF87781.1hypothetical protein Rsub_00492 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.60 0.00

TRINITY_DN44699_c1_g2PNW70942.1hypothetical protein CHLRE_17g739850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN44995_c0_g4OAE35429.1hypothetical protein AXG93_2587s1440 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.60 0.00

TRINITY_DN45735_c0_g2PNW77130.1hypothetical protein CHLRE_10g423400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN45803_c0_g3XP_022018608.1chaperone protein ClpB1 [Helianthus annuus]Helianthus_annuus 63.60 0.00

TRINITY_DN46810_c1_g1XP_024389224.1protein LST8 homolog [Physcomitrella patens]Physcomitrella_patens 63.60 0.00

TRINITY_DN47101_c0_g2XP_001700643.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN47195_c0_g1GAX79511.1hypothetical protein CEUSTIGMA_g6952.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN47669_c0_g1PNW84992.1hypothetical protein CHLRE_03g167200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.60 0.00

TRINITY_DN48276_c0_g9GAX78341.1hypothetical protein CEUSTIGMA_g5783.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN48465_c0_g2GBF95700.1aspartate aminotransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.60 0.00

TRINITY_DN48997_c0_g11PNH08983.1Selenocysteine insertion sequence-binding protein 2-like [Tetrabaena socialis]Tetrabaena_socialis 63.60 0.00

TRINITY_DN49130_c0_g4GAX85979.1hypothetical protein CEUSTIGMA_g13395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN49496_c1_g1GAX83444.1hypothetical protein CEUSTIGMA_g10869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN50146_c0_g4GAX81523.1hypothetical protein CEUSTIGMA_g8951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN50301_c0_g3GBG69032.1hypothetical protein CBR_g3730 [Chara braunii]Chara_braunii 63.60 0.00

TRINITY_DN50332_c0_g3GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0

TRINITY_DN50698_c1_g2GAX75416.1hypothetical protein CEUSTIGMA_g2860.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN50913_c0_g1GAX82495.1hypothetical protein CEUSTIGMA_g9922.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN51315_c0_g4KXZ53813.1hypothetical protein GPECTOR_6g731 [Gonium pectorale]Gonium_pectorale 63.60 0.00

TRINITY_DN51899_c0_g1GAX77220.1hypothetical protein CEUSTIGMA_g4666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.60 0.00

TRINITY_DN52531_c0_g1KXZ55500.1hypothetical protein GPECTOR_2g1049 [Gonium pectorale]Gonium_pectorale 63.60 0.00

TRINITY_DN53684_c0_g1GBF93403.1serine hydroxymethyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.60 0.00

TRINITY_DN28283_c0_g1GAQ79454.1DNA topoisomerase III beta [Klebsormidium nitens]Klebsormidium_nitens 63.50 0.00

TRINITY_DN34151_c0_g1XP_005850712.1hypothetical protein CHLNCDRAFT_140806 [Chlorella variabilis]Chlorella_variabilis 63.50 0.00

TRINITY_DN36562_c2_g11PLY68696.1hypothetical protein LSAT_7X58981 [Lactuca sativa]Lactuca_sativa 63.50 0.00

TRINITY_DN37459_c0_g4GAX74013.1hypothetical protein CEUSTIGMA_g1463.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.50 0.00

TRINITY_DN37984_c0_g8PNW84885.1hypothetical protein CHLRE_03g162400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.50 0.00



TRINITY_DN38138_c0_g1PNH02009.1RNA pseudourine synthase 2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 63.50 0.00

TRINITY_DN38149_c0_g5XP_002951313.1hypothetical protein VOLCADRAFT_105065 [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN38326_c0_g6XP_002953883.1hypothetical protein VOLCADRAFT_94677 [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN38448_c0_g1XP_002947516.1hypothetical protein VOLCADRAFT_116428 [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN38582_c0_g8XP_005848279.1hypothetical protein CHLNCDRAFT_22427, partial [Chlorella variabilis]Chlorella_variabilis 63.50 0.00

TRINITY_DN38802_c0_g3PNR62520.1hypothetical protein PHYPA_000944 [Physcomitrella patens]Physcomitrella_patens 63.50 0.00

TRINITY_DN38953_c0_g1KXZ43255.1hypothetical protein GPECTOR_96g721 [Gonium pectorale]Gonium_pectorale 63.50 0.00

TRINITY_DN38989_c0_g4BAJ95779.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.50 0.00

TRINITY_DN39283_c0_g3GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.50 0.00

TRINITY_DN39596_c0_g3XP_020686898.1poly [ADP-ribose] polymerase 2-A [Dendrobium catenatum]Dendrobium_catenatum 63.50 0.00

TRINITY_DN39936_c0_g2PNH05710.1hypothetical protein TSOC_008011, partial [Tetrabaena socialis]Tetrabaena_socialis 63.50 0.00

TRINITY_DN40525_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.50 0.00

TRINITY_DN40637_c0_g2OAE32838.1hypothetical protein AXG93_1409s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.50 0

TRINITY_DN42594_c0_g6PSC67547.1hypothetical protein C2E20_8767 [Micractinium conductrix]Micractinium_conductrix 63.50 0.00

TRINITY_DN42868_c0_g1XP_019182951.1PREDICTED: cyclin-dependent kinase C-1-like [Ipomoea nil]Ipomoea_nil 63.50 0.00

TRINITY_DN43458_c1_g4PNH10002.1hypothetical protein TSOC_003319 [Tetrabaena socialis]Tetrabaena_socialis 63.50 0.00

TRINITY_DN44237_c0_g1XP_002955288.1hypothetical protein VOLCADRAFT_106750 [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN44713_c1_g8GAX81113.1hypothetical protein CEUSTIGMA_g8547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.50 0.00

TRINITY_DN45600_c0_g3XP_015062594.1SUMO-activating enzyme subunit 2 isoform X1 [Solanum pennellii]Solanum_pennellii 63.50 0.00

TRINITY_DN46637_c0_g4XP_002947021.1acetylglucosaminyltransferase [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN48039_c0_g2GAX83028.1hypothetical protein CEUSTIGMA_g10455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.50 0.00

TRINITY_DN48128_c0_g1ADI46856.1DHC1bf [Volvox carteri f. nagariensis]Volvox_carteri 63.50 0.00

TRINITY_DN48379_c0_g2GAX75984.1hypothetical protein CEUSTIGMA_g3427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.50 0.00

TRINITY_DN50511_c0_g2XP_003084010.1Ribosomal protein S8e/ribosomal biogenesis NSA2 [Ostreococcus tauri]Ostreococcus_tauri 63.50 0.00

TRINITY_DN50676_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 63.50 0.00

TRINITY_DN51322_c1_g1PNW81971.1hypothetical protein CHLRE_06g268550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.50 0.00

TRINITY_DN23293_c0_g1XP_002953779.1hypothetical protein VOLCADRAFT_94598 [Volvox carteri f. nagariensis]Volvox_carteri 63.40 0.00

TRINITY_DN31531_c0_g2PSC72612.1mRNA (2 -O-methyladenosine-N6-)-methyltransferase [Micractinium conductrix]Micractinium_conductrix 63.40 0.00

TRINITY_DN35789_c0_g2BAJ98875.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.40 0.00

TRINITY_DN36509_c1_g5AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN37949_c0_g3XP_002950586.1hypothetical protein VOLCADRAFT_60499 [Volvox carteri f. nagariensis]Volvox_carteri 63.40 0.00

TRINITY_DN38255_c1_g4GAQ78596.1Rab family GTPase [Klebsormidium nitens]Klebsormidium_nitens 63.40 0.00

TRINITY_DN38877_c0_g3GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 63.40 0.00

TRINITY_DN39126_c1_g4PNW81806.1hypothetical protein CHLRE_06g261026v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN39177_c1_g4XP_001695604.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN41426_c0_g1GAX82426.1hypothetical protein CEUSTIGMA_g9854.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN42769_c1_g1XP_001691712.1subunit of ESCRT-II complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN42944_c1_g3KXZ47536.1hypothetical protein GPECTOR_34g695 [Gonium pectorale]Gonium_pectorale 63.40 0.00

TRINITY_DN43012_c0_g1XP_001697603.1mitochondrial ribosomal protein L13 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN43360_c0_g4XP_013901889.1heme peroxidase-related protein [Monoraphidium neglectum]Monoraphidium_neglectum 63.40 0.00

TRINITY_DN43712_c0_g1XP_005847279.1hypothetical protein CHLNCDRAFT_35599 [Chlorella variabilis]Chlorella_variabilis 63.40 0.00

TRINITY_DN43921_c0_g7GAQ82764.1Actin-related protein Arp2/3 complex subunit Arp3 [Klebsormidium nitens]Klebsormidium_nitens 63.40 0.00

TRINITY_DN44657_c0_g3XP_001701330.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN44876_c0_g3XP_002950176.1hypothetical protein VOLCADRAFT_104579 [Volvox carteri f. nagariensis]Volvox_carteri 63.40 0.00

TRINITY_DN45835_c0_g2ONK70235.1uncharacterized protein A4U43_C05F31650 [Asparagus officinalis]Asparagus_officinalis 63.40 0.00

TRINITY_DN46101_c0_g1XP_027113691.160S ribosomal protein L31 [Coffea arabica]Coffea_arabica 63.40 0.00

TRINITY_DN46692_c0_g1KXZ48038.1hypothetical protein GPECTOR_31g402 [Gonium pectorale]Gonium_pectorale 63.40 0.00

TRINITY_DN47470_c0_g2PNW79097.1hypothetical protein CHLRE_09g400553v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN47518_c1_g3GAX81903.1hypothetical protein CEUSTIGMA_g9331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN47545_c1_g1PNW78068.1hypothetical protein CHLRE_10g463026v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.40 0.00

TRINITY_DN48701_c0_g3GAX78110.1hypothetical protein CEUSTIGMA_g5552.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN48728_c0_g1XP_002948829.1hypothetical protein VOLCADRAFT_73914 [Volvox carteri f. nagariensis]Volvox_carteri 63.40 0.00

TRINITY_DN49670_c0_g2GAX82978.1hypothetical protein CEUSTIGMA_g10405.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN51735_c0_g1GAX85580.1hypothetical protein CEUSTIGMA_g12995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN54118_c0_g1GAX73482.1hypothetical protein CEUSTIGMA_g934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.40 0.00

TRINITY_DN6489_c0_g1XP_013453178.1mitochondrial import inner membrane translocase subunit TIM17-2 [Medicago truncatula]Medicago_truncatula 63.40 0.00

TRINITY_DN20472_c0_g1XP_007008975.2PREDICTED: peptidyl-prolyl cis-trans isomerase CYP20-1 [Theobroma cacao]Theobroma_cacao 63.30 0.00

TRINITY_DN31868_c0_g1GAQ88316.1hypothetical protein KFL_004170140 [Klebsormidium nitens]Klebsormidium_nitens 63.30 0.00

TRINITY_DN34728_c0_g2GBF91269.1ABC transporter B family member, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.30 0.00

TRINITY_DN35262_c2_g12AAL32644.1fructose-bisphosphate aldolase-like protein [Arabidopsis thaliana]Arabidopsis_thaliana 63.30 0.00

TRINITY_DN35410_c0_g4GAX78992.1hypothetical protein CEUSTIGMA_g6432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN35698_c0_g1XP_010917184.1PREDICTED: MOB kinase activator-like 1A [Elaeis guineensis]Elaeis_guineensis 63.30 0.00

TRINITY_DN35741_c1_g4PNW74826.1hypothetical protein CHLRE_12g508200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN35887_c0_g2XP_017610677.1PREDICTED: uncharacterized protein LOC108456623 [Gossypium arboreum]Gossypium_arboreum 63.30 0.00

TRINITY_DN35893_c0_g1OAE32120.1hypothetical protein AXG93_2912s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.30 0.00

TRINITY_DN36424_c0_g1EXC34899.1Metal transporter Nramp5 [Morus notabilis]Morus_notabilis 63.30 0.00



TRINITY_DN36835_c1_g3GBF93736.1hypothetical protein Rsub_06068 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.30 0.00

TRINITY_DN37231_c0_g4GAX74987.1hypothetical protein CEUSTIGMA_g2433.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN38570_c0_g2GBG92399.1hypothetical protein CBR_g55332 [Chara braunii]Chara_braunii 63.30 0.00

TRINITY_DN38718_c0_g2PNH09611.1putative sugar phosphate/phosphate translocator [Tetrabaena socialis]Tetrabaena_socialis 63.30 0.00

TRINITY_DN38919_c0_g8GBF90736.1nitrile hydratase subunit alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.30 0.00

TRINITY_DN39816_c0_g1GBF95211.1hypothetical protein Rsub_07926 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.30 0.00

TRINITY_DN39915_c0_g2XP_001703401.1cyclin dependent kinase regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN40071_c0_g3KXZ54894.1hypothetical protein GPECTOR_4g966 [Gonium pectorale]Gonium_pectorale 63.30 0.00

TRINITY_DN40206_c0_g3GBF94187.1tRNA (guanine(37)-N1)-methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.30 0.00

TRINITY_DN40958_c0_g3GAX78987.1hypothetical protein CEUSTIGMA_g6427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN41955_c0_g5GAX76217.1hypothetical protein CEUSTIGMA_g3661.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN42296_c0_g5XP_002949485.1hypothetical protein VOLCADRAFT_80645 [Volvox carteri f. nagariensis]Volvox_carteri 63.30 0.00

TRINITY_DN42301_c1_g3XP_023925413.1eukaryotic translation initiation factor 5A-like [Quercus suber]Quercus_suber 63.30 0.00

TRINITY_DN42731_c0_g3GAX78405.1hypothetical protein CEUSTIGMA_g5847.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN43363_c0_g2XP_001697491.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN43593_c2_g3XP_001696429.1vacuolar H+ ATPase V1 sector, subunit C [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN43683_c0_g1GAX82481.1hypothetical protein CEUSTIGMA_g9908.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN45136_c0_g2XP_001702341.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN45779_c0_g2CAA66233.1cyclin-dependent kinase [Antirrhinum majus]Antirrhinum_majus 63.30 0.00

TRINITY_DN46657_c0_g5PNW79200.1hypothetical protein CHLRE_09g405900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN46977_c0_g1PNW77368.1hypothetical protein CHLRE_10g433600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN47286_c0_g2GAQ78655.1Ribosome biogenesis protein:Nop56p/Sik1p [Klebsormidium nitens]Klebsormidium_nitens 63.30 0.00

TRINITY_DN47308_c0_g2GAQ83118.1Fumarase [Klebsormidium nitens]Klebsormidium_nitens 63.30 0.00

TRINITY_DN47526_c1_g5KXZ44195.1hypothetical protein GPECTOR_71g556 [Gonium pectorale]Gonium_pectorale 63.30 0.00

TRINITY_DN48200_c0_g1PNW75836.1hypothetical protein CHLRE_12g558650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN48210_c0_g5GAX79417.1hypothetical protein CEUSTIGMA_g6858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN49531_c1_g5KXZ47821.1hypothetical protein GPECTOR_32g433 [Gonium pectorale]Gonium_pectorale 63.30 0.00

TRINITY_DN50093_c0_g1XP_001696022.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN51394_c0_g1XP_002945924.1hypothetical protein VOLCADRAFT_102878 [Volvox carteri f. nagariensis]Volvox_carteri 63.30 0.00

TRINITY_DN51557_c0_g1PNW85149.1hypothetical protein CHLRE_03g173800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN52053_c1_g1XP_002957618.1hypothetical protein VOLCADRAFT_98721 [Volvox carteri f. nagariensis]Volvox_carteri 63.30 0.00

TRINITY_DN52494_c4_g1GAX83154.1hypothetical protein CEUSTIGMA_g10580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.30 0.00

TRINITY_DN52670_c1_g14PNW74476.1hypothetical protein CHLRE_12g485500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.30 0.00

TRINITY_DN53648_c0_g1BAK02675.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.30 0.00

TRINITY_DN19341_c0_g1XP_002505995.1hypothetical protein MICPUN_106506 [Micromonas commoda]Micromonas_commoda 63.20 0.00

TRINITY_DN29365_c0_g2XP_022940671.1pirin-like protein [Cucurbita moschata]Cucurbita_moschata 63.20 0.00

TRINITY_DN32847_c0_g1XP_023870994.1uncharacterized protein LOC111983563 [Quercus suber]Quercus_suber 63.20 0.00

TRINITY_DN33353_c0_g3RWR92500.1AP-4 complex subunit mu-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 63.20 0.00

TRINITY_DN35339_c0_g4BAK00960.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.20 0.00

TRINITY_DN35960_c1_g8XP_002949116.1hypothetical protein VOLCADRAFT_80513 [Volvox carteri f. nagariensis]Volvox_carteri 63.20 0.00

TRINITY_DN36353_c0_g6XP_006652713.2PREDICTED: putative ABC transporter C family member 15 isoform X1 [Oryza brachyantha]Oryza_brachyantha 63.20 0.00

TRINITY_DN36723_c1_g6A9NUH8.1RecName: Full=S-adenosylmethionine synthase 1; Short=AdoMet synthase 1; AltName: Full=Methionine adenosyltransferase 1; Short=MAT 1Picea_sitchensis 63.20 0.00

TRINITY_DN36789_c1_g5PNH11554.1hypothetical protein TSOC_001641 [Tetrabaena socialis]Tetrabaena_socialis 63.20 0.00

TRINITY_DN36987_c0_g4XP_001703266.1actin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN37147_c0_g2PRW59938.1RNA 3 -terminal phosphate cyclase [Chlorella sorokiniana]Chlorella_sorokiniana 63.20 0.00

TRINITY_DN37184_c1_g1XP_002953712.1hypothetical protein VOLCADRAFT_106063 [Volvox carteri f. nagariensis]Volvox_carteri 63.20 0.00

TRINITY_DN3740_c0_g1XP_011401585.1hypothetical protein F751_0292 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 63.20 0.00

TRINITY_DN37598_c0_g2OAE21134.1hypothetical protein AXG93_872s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.20 0.00

TRINITY_DN37992_c0_g3OVA19828.1WD40 repeat [Macleaya cordata]Macleaya_cordata 63.20 0.00

TRINITY_DN39508_c0_g5GAX73519.1hypothetical protein CEUSTIGMA_g971.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN39613_c0_g2GAX85649.1hypothetical protein CEUSTIGMA_g13064.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN40875_c0_g2PNW86805.1hypothetical protein CHLRE_02g096400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN41172_c1_g1GAX86300.1hypothetical protein CEUSTIGMA_g13712.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN43159_c0_g3GAX75092.1hypothetical protein CEUSTIGMA_g2536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN43569_c1_g1GAX82825.1hypothetical protein CEUSTIGMA_g10251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN43654_c0_g2KXZ53426.1hypothetical protein GPECTOR_7g1324 [Gonium pectorale]Gonium_pectorale 63.20 0.00

TRINITY_DN43695_c1_g4PNW69893.1hypothetical protein CHLRE_17g697150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN43910_c0_g1GAX81687.1hypothetical protein CEUSTIGMA_g9115.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN44782_c0_g11KXZ46941.1hypothetical protein GPECTOR_39g435 [Gonium pectorale]Gonium_pectorale 63.20 0.00

TRINITY_DN45937_c2_g3XP_001693547.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN46075_c0_g2XP_002269657.1PREDICTED: 40S ribosomal protein S19-1 [Vitis vinifera]Vitis_vinifera 63.20 0.00

TRINITY_DN46694_c0_g1XP_002950024.1hypothetical protein VOLCADRAFT_117441 [Volvox carteri f. nagariensis]Volvox_carteri 63.20 0.00

TRINITY_DN46843_c2_g4XP_002955424.1hypothetical protein VOLCADRAFT_96377 [Volvox carteri f. nagariensis]Volvox_carteri 63.20 0.00

TRINITY_DN47843_c0_g8GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 63.20 0.00

TRINITY_DN48276_c0_g6GAX75585.1hypothetical protein CEUSTIGMA_g3029.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00

TRINITY_DN49854_c0_g5GAX75222.1hypothetical protein CEUSTIGMA_g2666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.20 0.00



TRINITY_DN50626_c0_g4KXZ43307.1hypothetical protein GPECTOR_95g696 [Gonium pectorale]Gonium_pectorale 63.20 0.00

TRINITY_DN50797_c1_g2XP_001690026.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN51697_c0_g4KXZ56708.1hypothetical protein GPECTOR_1g638 [Gonium pectorale]Gonium_pectorale 63.20 0.00

TRINITY_DN52590_c2_g4AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.20 0.00

TRINITY_DN52598_c0_g1GBF97615.1hypothetical protein Rsub_10751 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.20 0.00

TRINITY_DN15030_c0_g1OAE25193.1hypothetical protein AXG93_925s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 63.10 0.00

TRINITY_DN28186_c0_g1RDY12535.1ADP-ribosylation factor 1 [Mucuna pruriens]Mucuna_pruriens 63.10 0.00

TRINITY_DN37067_c0_g7GAX72640.1hypothetical protein CEUSTIGMA_g96.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.10 0.00

TRINITY_DN37555_c0_g1PRW44490.1translation initiation factor [Chlorella sorokiniana]Chlorella_sorokiniana 63.10 0.00

TRINITY_DN38154_c0_g1XP_024541654.1isocitrate dehydrogenase [NAD] catalytic subunit 5, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 63.10 0.00

TRINITY_DN38170_c0_g3XP_024373093.1eukaryotic translation initiation factor 3 subunit I-like [Physcomitrella patens]Physcomitrella_patens 63.10 0.00

TRINITY_DN39456_c1_g2GAX79612.1hypothetical protein CEUSTIGMA_g7053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.10 0.00

TRINITY_DN40120_c0_g2XP_002958461.1hypothetical protein VOLCADRAFT_69480 [Volvox carteri f. nagariensis]Volvox_carteri 63.10 0.00

TRINITY_DN40843_c0_g2PNW74641.1hypothetical protein CHLRE_12g489050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.10 0.00

TRINITY_DN41240_c1_g5GAX76712.1hypothetical protein CEUSTIGMA_g4158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.10 0.00

TRINITY_DN41757_c0_g8XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 63.10 0.00

TRINITY_DN43098_c0_g1PNW83260.1hypothetical protein CHLRE_05g233305v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.10 0.00

TRINITY_DN43743_c0_g9AIU80189.1acyl-CoA-binding protein [Chlorella sp. KQ-2014]Chlorella_sp._KQ-2014 63.10 0.00

TRINITY_DN43967_c0_g1NP_563695.2dual specificity kinase 1 [Arabidopsis thaliana]Arabidopsis_thaliana 63.10 0.00

TRINITY_DN44331_c0_g2AGC12987.1long flagella protein 5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.10 0.00

TRINITY_DN44952_c0_g2XP_013894499.1pyridoxal (pyridoxine, vitamin B6) phosphatase [Monoraphidium neglectum]Monoraphidium_neglectum 63.10 0.00

TRINITY_DN47095_c1_g5XP_001696938.1CAX family of cation antiporters, membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.10 0.00

TRINITY_DN47586_c2_g3KXZ49758.1hypothetical protein GPECTOR_19g209 [Gonium pectorale]Gonium_pectorale 63.10 0.00

TRINITY_DN47772_c0_g2XP_003081842.1FERM/acyl-CoA-binding protein, 3-helical bundle [Ostreococcus tauri]Ostreococcus_tauri 63.10 0.00

TRINITY_DN50254_c0_g1XP_002504082.1predicted protein [Micromonas commoda]Micromonas_commoda 63.10 0.00

TRINITY_DN1791_c0_g1BAK00461.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 63.00 0.00

TRINITY_DN23082_c0_g1XP_024388851.1selenium-binding protein 2-like [Physcomitrella patens]Physcomitrella_patens 63.00 0.00

TRINITY_DN31798_c0_g1XP_023917648.1dolichol-phosphate mannosyltransferase-like [Quercus suber]Quercus_suber 63.00 0.00

TRINITY_DN33866_c0_g3RWR81703.1ubiquitin-conjugating enzyme E2 10 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 63.00 0.00

TRINITY_DN35836_c0_g3KXZ44241.1hypothetical protein GPECTOR_70g471 [Gonium pectorale]Gonium_pectorale 63.00 0.00

TRINITY_DN35976_c0_g1XP_008804920.1uncharacterized protein LOC103718059 [Phoenix dactylifera]Phoenix_dactylifera 63.00 0.00

TRINITY_DN36558_c0_g2XP_022840948.1Ribosomal protein S14, conserved site [Ostreococcus tauri]Ostreococcus_tauri 63.00 0.00

TRINITY_DN36668_c0_g1XP_002951349.1hypothetical protein VOLCADRAFT_105086 [Volvox carteri f. nagariensis]Volvox_carteri 63.00 0.00

TRINITY_DN37167_c1_g5XP_013893519.1hypothetical protein MNEG_13464 [Monoraphidium neglectum]Monoraphidium_neglectum 63.00 0.00

TRINITY_DN38017_c0_g2ABF93569.1Cell division control protein 2, putative, expressed [Oryza sativa Japonica Group]Oryza_sativa 63.00 0.00

TRINITY_DN38059_c0_g3AXU98877.1hypothetical protein (mitochondrion) [Brassica juncea]Brassica_juncea 63.00 0.00

TRINITY_DN38800_c0_g1KXZ47429.1hypothetical protein GPECTOR_35g867 [Gonium pectorale]Gonium_pectorale 63.00 0.00

TRINITY_DN38931_c0_g1GAX74014.1hypothetical protein CEUSTIGMA_g1464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN39411_c0_g1XP_002953263.1hypothetical protein VOLCADRAFT_94032 [Volvox carteri f. nagariensis]Volvox_carteri 63.00 0.00

TRINITY_DN39730_c0_g1XP_005845624.1hypothetical protein CHLNCDRAFT_25734 [Chlorella variabilis]Chlorella_variabilis 63.00 0.00

TRINITY_DN39824_c0_g1XP_001699993.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN40218_c0_g3XP_011011189.1PREDICTED: protein translation factor SUI1 homolog 2 [Populus euphratica]Populus_euphratica 63.00 0.00

TRINITY_DN40220_c1_g2XP_002949480.1flagellar inner dynein arm heavy chain 11 [Volvox carteri f. nagariensis]Volvox_carteri 63.00 0.00

TRINITY_DN40460_c0_g4XP_013892918.1myo-inositol-1(or 4)-monophosphatase [Monoraphidium neglectum]Monoraphidium_neglectum 63.00 0.00

TRINITY_DN40595_c1_g10GAX83106.1hypothetical protein CEUSTIGMA_g10532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN41433_c1_g5PNW76206.1hypothetical protein CHLRE_12g543850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN4144_c0_g1XP_001415596.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 63.00 0.00

TRINITY_DN42079_c1_g10GBF93543.1hypothetical protein Rsub_06263 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.00 0.00

TRINITY_DN42407_c0_g8GAX81652.1hypothetical protein CEUSTIGMA_g9080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN42849_c1_g2PNW83113.1hypothetical protein CHLRE_06g307100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN43496_c0_g1PNW81486.1hypothetical protein CHLRE_07g357900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN43865_c1_g6XP_020700169.1uncharacterized protein LOC110112322 isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 63.00 0.00

TRINITY_DN43933_c0_g1PTQ36959.1hypothetical protein MARPO_0060s0046 [Marchantia polymorpha]Marchantia_polymorpha 63.00 0.00

TRINITY_DN43982_c1_g1GAX86426.1hypothetical protein CEUSTIGMA_g13836.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN44064_c0_g1PNH10976.1Interferon-induced guanylate-binding protein 1 [Tetrabaena socialis]Tetrabaena_socialis 63.00 0.00

TRINITY_DN44630_c1_g2XP_022945170.1intron-binding protein aquarius-like [Cucurbita moschata]Cucurbita_moschata 63.00 0.00

TRINITY_DN45834_c1_g2GBF89357.1hypothetical protein Rsub_02235 [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.00 0.00

TRINITY_DN45838_c2_g2XP_005643723.1hypothetical protein COCSUDRAFT_19880 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 63.00 0.00

TRINITY_DN47190_c1_g1XP_013900358.1Uncharacterized protein MNEG_6623 [Monoraphidium neglectum]Monoraphidium_neglectum 63.00 0.00

TRINITY_DN47467_c0_g8XP_022929074.1ubiquitin-conjugating enzyme E2 4-like [Cucurbita moschata]Cucurbita_moschata 63.00 0.00

TRINITY_DN47610_c0_g1PNW71822.1hypothetical protein CHLRE_16g689700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN47864_c0_g5XP_013897685.1type I polyketide synthase [Monoraphidium neglectum]Monoraphidium_neglectum 63.00 0.00

TRINITY_DN48597_c1_g3XP_016720854.1PREDICTED: GATA transcription factor 15-like [Gossypium hirsutum]Gossypium_hirsutum 63.00 0.00

TRINITY_DN48711_c0_g2PNW82722.1hypothetical protein CHLRE_06g291400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00

TRINITY_DN49518_c0_g2PNR31107.1hypothetical protein PHYPA_027423 [Physcomitrella patens]Physcomitrella_patens 63.00 0.00

TRINITY_DN49540_c0_g1XP_001689968.1beta-ureidopropionase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 63.00 0.00



TRINITY_DN49832_c0_g1GAX78983.1hypothetical protein CEUSTIGMA_g6423.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN50209_c0_g4XP_007510825.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 63.00 0.00

TRINITY_DN50516_c0_g1GAX73810.1hypothetical protein CEUSTIGMA_g1261.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN51031_c0_g1GBF88664.1diacylglycerol acyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.00 0.00

TRINITY_DN51608_c0_g1KXZ44826.1hypothetical protein GPECTOR_61g779 [Gonium pectorale]Gonium_pectorale 63.00 0.00

TRINITY_DN51979_c0_g1PRW45261.1apurinic endonuclease-redox [Chlorella sorokiniana]Chlorella_sorokiniana 63.00 0.00

TRINITY_DN52196_c1_g2GBF91973.1methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 63.00 0.00

TRINITY_DN52624_c0_g2GAX76483.1hypothetical protein CEUSTIGMA_g3928.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 63.00 0.00

TRINITY_DN52993_c0_g1KXZ51899.1hypothetical protein GPECTOR_11g332 [Gonium pectorale]Gonium_pectorale 63.00 0.00

TRINITY_DN14342_c0_g1XP_011395498.1Tubulin beta chain [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 62.90 0.00

TRINITY_DN24950_c0_g1XP_001689997.1hydin-like protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.90 0.00

TRINITY_DN250_c0_g1XP_002955734.1hypothetical protein VOLCADRAFT_66220 [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN26160_c0_g2XP_022838518.1Histidine phosphatase superfamily, clade-2 [Ostreococcus tauri]Ostreococcus_tauri 62.90 0.00

TRINITY_DN28562_c0_g2XP_001702520.1ubiquinone biosynthesis protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.90 0.00

TRINITY_DN35339_c0_g1PNH01533.1actin [Tetrabaena socialis]Tetrabaena_socialis 62.90 0.00

TRINITY_DN35661_c0_g2XP_025818543.1V-type proton ATPase 16 kDa proteolipid subunit-like [Panicum hallii]Panicum_hallii 62.90 0.00

TRINITY_DN36202_c0_g6XP_023870994.1uncharacterized protein LOC111983563 [Quercus suber]Quercus_suber 62.90 0.00

TRINITY_DN37037_c0_g1XP_002951682.1Mg2+ transporter protein [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN37751_c0_g1XP_002953764.1hypothetical protein VOLCADRAFT_75978 [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN38516_c1_g3GBF88399.1WD repeat-containing protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.90 0.00

TRINITY_DN39843_c0_g1GBF92633.1hypothetical protein Rsub_05247 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.90 0.00

TRINITY_DN39872_c0_g1PSC74389.1ethylene-responsive transcription factor RAP2-12-like isoform X2 [Micractinium conductrix]Micractinium_conductrix 62.90 0.00

TRINITY_DN40710_c1_g1GAX83597.1hypothetical protein CEUSTIGMA_g11022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0.00

TRINITY_DN41169_c0_g4XP_001695212.1NAD-dependent epimerase/dehydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.90 0.00

TRINITY_DN41868_c0_g3PRW56251.120S proteasome beta subunit type beta 5 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 62.90 0.00

TRINITY_DN41916_c0_g2KXZ48383.1hypothetical protein GPECTOR_28g790 [Gonium pectorale]Gonium_pectorale 62.90 0.00

TRINITY_DN42305_c0_g1XP_002946637.1hypothetical protein VOLCADRAFT_86788 [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN42754_c0_g1PNH11748.1hypothetical protein TSOC_001390 [Tetrabaena socialis]Tetrabaena_socialis 62.90 0.00

TRINITY_DN43171_c0_g2XP_013902952.1baculoviral IAP repeat-containingprotein 6 (apollon) [Monoraphidium neglectum]Monoraphidium_neglectum 62.90 0.00

TRINITY_DN44359_c0_g1XP_013892064.1hypothetical protein MNEG_14920 [Monoraphidium neglectum]Monoraphidium_neglectum 62.90 0.00

TRINITY_DN448_c0_g1VDC72180.1unnamed protein product, partial [Brassica rapa]Brassica_rapa 62.90 0.00

TRINITY_DN45719_c0_g3XP_023894262.1phosphoglycerate kinase-like [Quercus suber]Quercus_suber 62.90 0.00

TRINITY_DN46114_c0_g1XP_002948091.1hypothetical protein VOLCADRAFT_73556 [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN46274_c0_g1XP_024363362.1pre-mRNA-splicing factor CWC22 homolog [Physcomitrella patens]Physcomitrella_patens 62.90 0.00

TRINITY_DN46803_c1_g4GBG00520.1phosphoinositide 3-kinase regulatory subunit 4 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.90 0.00

TRINITY_DN46877_c0_g4GAX83449.1hypothetical protein CEUSTIGMA_g10874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0.00

TRINITY_DN46993_c0_g3RMZ54155.1hypothetical protein APUTEX25_005311, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 62.90 0.00

TRINITY_DN47027_c0_g1GAX75392.1hypothetical protein CEUSTIGMA_g2836.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0.00

TRINITY_DN48460_c0_g1GAX81381.1hypothetical protein CEUSTIGMA_g8812.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0.00

TRINITY_DN49856_c1_g1GAX78944.1hypothetical protein CEUSTIGMA_g6384.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0.00

TRINITY_DN50334_c0_g5XP_013900807.1aurora kinase, other [Monoraphidium neglectum]Monoraphidium_neglectum 62.90 0.00

TRINITY_DN51969_c2_g5PRW20673.140S ribosomal S25-3 [Chlorella sorokiniana]Chlorella_sorokiniana 62.90 0.00

TRINITY_DN52197_c2_g1XP_002958386.1p300/CBP acetyl-transferase [Volvox carteri f. nagariensis]Volvox_carteri 62.90 0.00

TRINITY_DN52402_c1_g1GAX75759.1hypothetical protein CEUSTIGMA_g3202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.90 0

TRINITY_DN5581_c0_g1XP_006347926.1PREDICTED: chromodomain-helicase-DNA-binding protein 1-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 62.90 0.00

TRINITY_DN29283_c0_g1XP_001695215.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.80 0.00

TRINITY_DN37655_c1_g3XP_016717787.1PREDICTED: GPN-loop GTPase 2-like [Gossypium hirsutum]Gossypium_hirsutum 62.80 0.00

TRINITY_DN37671_c1_g8KXZ56801.1METE protein [Gonium pectorale]Gonium_pectorale 62.80 0.00

TRINITY_DN37824_c1_g2GAX78206.1hypothetical protein CEUSTIGMA_g5648.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN37951_c1_g4XP_013890989.1hypothetical protein MNEG_15994 [Monoraphidium neglectum]Monoraphidium_neglectum 62.80 0.00

TRINITY_DN38714_c0_g2XP_001701451.1serine hydroxymethyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.80 0.00

TRINITY_DN40967_c3_g4PNW83363.1hypothetical protein CHLRE_05g246377v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.80 0.00

TRINITY_DN41798_c0_g1KXZ42004.1hypothetical protein GPECTOR_226g499 [Gonium pectorale]Gonium_pectorale 62.80 0.00

TRINITY_DN42169_c0_g6XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 62.80 0.00

TRINITY_DN42777_c1_g1GAX82146.1hypothetical protein CEUSTIGMA_g9574.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN43126_c1_g3XP_001703227.1SM/Sec1-family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.80 0.00

TRINITY_DN43257_c1_g1PNH10702.1Zeaxanthin epoxidase, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 62.80 0.00

TRINITY_DN43657_c0_g5GAX85188.1hypothetical protein CEUSTIGMA_g12606.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN44102_c0_g2GAQ82443.1Membrane coat complex Retromer [Klebsormidium nitens]Klebsormidium_nitens 62.80 0.00

TRINITY_DN44139_c0_g4XP_002948166.1hypothetical protein VOLCADRAFT_73656 [Volvox carteri f. nagariensis]Volvox_carteri 62.80 0.00

TRINITY_DN44155_c1_g4EOY30251.1Cysteine proteinases superfamily protein [Theobroma cacao]Theobroma_cacao 62.80 0.00

TRINITY_DN44846_c0_g2GAX79816.1hypothetical protein CEUSTIGMA_g7256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN45070_c0_g1PNH11710.1L-galactose dehydrogenase [Tetrabaena socialis]Tetrabaena_socialis 62.80 0.00

TRINITY_DN45111_c0_g1GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN45278_c1_g9KZV15036.1NAD-dependent malate dehydrogenase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 62.80 0.00

TRINITY_DN45479_c1_g8XP_023877822.1uncharacterized RNA-binding protein C660.15-like [Quercus suber]Quercus_suber 62.80 0.00



TRINITY_DN45739_c0_g5XP_009409542.1PREDICTED: methylcrotonoyl-CoA carboxylase beta chain, mitochondrial [Musa acuminata subsp. malaccensis]Musa_acuminata 62.80 0.00

TRINITY_DN48195_c0_g3GAX83201.1hypothetical protein CEUSTIGMA_g10627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN48555_c0_g6GAX74019.1hypothetical protein CEUSTIGMA_g1469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0

TRINITY_DN48843_c1_g2GAQ92139.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 62.80 0.00

TRINITY_DN49850_c0_g3KXZ55064.1hypothetical protein GPECTOR_3g221 [Gonium pectorale]Gonium_pectorale 62.80 0.00

TRINITY_DN50001_c0_g5GAX81278.1hypothetical protein CEUSTIGMA_g8710.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN51081_c1_g3GAX80251.1hypothetical protein CEUSTIGMA_g7689.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN51419_c0_g3PTQ42262.1hypothetical protein MARPO_0030s0014 [Marchantia polymorpha]Marchantia_polymorpha 62.80 0.00

TRINITY_DN51985_c0_g2XP_013906680.1prolyl endopeptidase [Monoraphidium neglectum]Monoraphidium_neglectum 62.80 0.00

TRINITY_DN52311_c0_g1GAX75442.1hypothetical protein CEUSTIGMA_g2886.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.80 0.00

TRINITY_DN21089_c0_g2XP_005648591.1threonyl-tRNA synthetase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 62.70 0.00

TRINITY_DN21433_c0_g1XP_006857538.1heat shock protein 81-1 isoform X2 [Amborella trichopoda]Amborella_trichopoda 62.70 0.00

TRINITY_DN2425_c0_g1BAJ99430.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.70 0.00

TRINITY_DN32196_c0_g1XP_012481546.1PREDICTED: probable tRNA N6-adenosine threonylcarbamoyltransferase [Gossypium raimondii]Gossypium_raimondii 62.70 0.00

TRINITY_DN32480_c0_g2XP_001700238.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN35992_c0_g5XP_024362055.1alpha-mannosidase 2-like [Physcomitrella patens]Physcomitrella_patens 62.70 0.00

TRINITY_DN36509_c1_g7PRQ45991.1putative nucleotidyltransferase, Ribonuclease H [Rosa chinensis]Rosa_chinensis 62.70 0.00

TRINITY_DN36692_c0_g2GBF91863.1hypothetical protein Rsub_04968 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.70 0.00

TRINITY_DN37939_c0_g1OAE33678.1hypothetical protein AXG93_4689s1650 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 62.70 0.00

TRINITY_DN38792_c1_g2GAX79411.1hypothetical protein CEUSTIGMA_g6852.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN39116_c1_g3KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 62.70 0.00

TRINITY_DN39436_c1_g3PNH07949.1putative 3',5'-cyclic phosphodiesterase pde-1 [Tetrabaena socialis]Tetrabaena_socialis 62.70 0.00

TRINITY_DN39982_c0_g1GBF91143.1hypothetical protein Rsub_04812 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.70 0.00

TRINITY_DN39995_c0_g4XP_013904431.1hypothetical protein MNEG_2547 [Monoraphidium neglectum]Monoraphidium_neglectum 62.70 0.00

TRINITY_DN40244_c0_g5XP_019162758.1PREDICTED: D-tyrosyl-tRNA(Tyr) deacylase isoform X2 [Ipomoea nil]Ipomoea_nil 62.70 0.00

TRINITY_DN40866_c0_g1XP_001700920.1NADH:ubiquinone oxidoreductase 7 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN41460_c0_g1XP_002950336.1hypothetical protein VOLCADRAFT_74648 [Volvox carteri f. nagariensis]Volvox_carteri 62.70 0.00

TRINITY_DN43808_c0_g1GAX83445.1hypothetical protein CEUSTIGMA_g10870.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN43980_c0_g2GAX81887.1hypothetical protein CEUSTIGMA_g9315.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN44305_c1_g4GAX79807.1hypothetical protein CEUSTIGMA_g7247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN44650_c0_g1XP_001701734.1inositol monophosphatase family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN44856_c0_g1ALM55006.1DEAD box RNA helicase CiRH51, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 62.70 0.00

TRINITY_DN45085_c0_g2GAX76222.1hypothetical protein CEUSTIGMA_g3666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN46364_c0_g4GBG87427.1hypothetical protein CBR_g45485 [Chara braunii]Chara_braunii 62.70 0.00

TRINITY_DN46572_c0_g2KXZ51346.1hypothetical protein GPECTOR_13g834 [Gonium pectorale]Gonium_pectorale 62.70 0.00

TRINITY_DN46920_c0_g4XP_002947872.1hypothetical protein VOLCADRAFT_73445 [Volvox carteri f. nagariensis]Volvox_carteri 62.70 0.00

TRINITY_DN46954_c0_g8CAD71256.1asparagine synthetase 3 [Lotus japonicus]Lotus_japonicus 62.70 0.00

TRINITY_DN47228_c0_g1GAX80302.1hypothetical protein CEUSTIGMA_g7740.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN47507_c0_g2GAX86070.1hypothetical protein CEUSTIGMA_g13484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN48583_c0_g3XP_021864503.1eukaryotic translation initiation factor 5A-like [Spinacia oleracea]Spinacia_oleracea 62.70 0.00

TRINITY_DN48658_c0_g2RID62062.1hypothetical protein BRARA_E01157 [Brassica rapa]Brassica_rapa 62.70 0.00

TRINITY_DN49077_c1_g1KXZ53983.1hypothetical protein GPECTOR_6g903 [Gonium pectorale]Gonium_pectorale 62.70 0.00

TRINITY_DN49527_c2_g1GAX75304.1hypothetical protein CEUSTIGMA_g2749.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN49588_c0_g1GBF92537.1DNA repair protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.70 0.00

TRINITY_DN50402_c0_g8GAX73526.1hypothetical protein CEUSTIGMA_g978.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN50434_c1_g1XP_001698761.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN50487_c0_g1PNW80265.1hypothetical protein CHLRE_08g384600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN50736_c0_g1PNH04533.1E3 ubiquitin-protein ligase [Tetrabaena socialis]Tetrabaena_socialis 62.70 0.00

TRINITY_DN51267_c1_g1GAX82461.1hypothetical protein CEUSTIGMA_g9888.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN51735_c1_g1GAX75962.1hypothetical protein CEUSTIGMA_g3405.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.70 0.00

TRINITY_DN53954_c0_g1VDD10372.1unnamed protein product [Brassica rapa]Brassica_rapa 62.70 0.00

TRINITY_DN5967_c0_g1PNW78937.1hypothetical protein CHLRE_09g395139v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.70 0.00

TRINITY_DN26865_c0_g1XP_010915750.1PREDICTED: rRNA-processing protein FCF1 homolog [Elaeis guineensis]Elaeis_guineensis 62.60 0.00

TRINITY_DN31594_c0_g1XP_005650574.1Mak16 protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 62.60 0.00

TRINITY_DN32641_c0_g1XP_009350962.1PREDICTED: GTP-binding nuclear protein Ran [Pyrus x bretschneideri]Pyrus_x_bretschneideri 62.60 0.00

TRINITY_DN37580_c2_g1GAX81559.1hypothetical protein CEUSTIGMA_g8987.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN37836_c0_g1EFJ23123.1hypothetical protein SELMODRAFT_103994 [Selaginella moellendorffii]Selaginella_moellendorffii 62.60 0.00

TRINITY_DN38092_c0_g1KCW75833.1hypothetical protein EUGRSUZ_D00223 [Eucalyptus grandis]Eucalyptus_grandis 62.60 0.00

TRINITY_DN38929_c2_g6ACG36457.1histone H2A [Zea mays]Zea_mays 62.60 0.00

TRINITY_DN39056_c0_g7XP_019183312.1PREDICTED: cell differentiation protein RCD1 homolog [Ipomoea nil]Ipomoea_nil 62.60 0.00

TRINITY_DN39502_c0_g5AGC82138.1phytochelatin synthase [Suaeda salsa]Suaeda_salsa 62.60 0.00

TRINITY_DN39734_c0_g2GAX82056.1hypothetical protein CEUSTIGMA_g9484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN41675_c1_g4GBG00574.1hypothetical protein Rsub_13355 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.60 0.00

TRINITY_DN42453_c0_g6GBF98854.1hypothetical protein Rsub_11458 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.60 0.00

TRINITY_DN42542_c0_g1XP_002949172.1hypothetical protein VOLCADRAFT_104245 [Volvox carteri f. nagariensis]Volvox_carteri 62.60 0.00

TRINITY_DN43417_c0_g5XP_001695919.1low CO2-induced protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.60 0.00



TRINITY_DN43668_c0_g1GAX73517.1hypothetical protein CEUSTIGMA_g969.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN44217_c0_g1GAX75888.1hypothetical protein CEUSTIGMA_g3331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN44577_c0_g1GAX81266.1hypothetical protein CEUSTIGMA_g8698.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN44685_c1_g2PNW83900.1hypothetical protein CHLRE_04g216200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.60 0.00

TRINITY_DN44689_c0_g4XP_022838456.1Chaperonin TCP-1, conserved site [Ostreococcus tauri]Ostreococcus_tauri 62.60 0.00

TRINITY_DN44976_c1_g1KXZ51028.1hypothetical protein GPECTOR_14g268 [Gonium pectorale]Gonium_pectorale 62.60 0.00

TRINITY_DN45530_c0_g8XP_011399144.160S ribosomal protein L5-1 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 62.60 0.00

TRINITY_DN46315_c1_g1XP_002945866.1hypothetical protein VOLCADRAFT_55387 [Volvox carteri f. nagariensis]Volvox_carteri 62.60 0.00

TRINITY_DN46742_c1_g4B9NJI2.1RecName: Full=Cyanate hydratase 1; Short=Cyanase 1; AltName: Full=Cyanate hydrolase 1; AltName: Full=Cyanate lyase 1Populus_trichocarpa 62.60 0.00

TRINITY_DN47265_c0_g1KXZ51045.1hypothetical protein GPECTOR_14g32 [Gonium pectorale]Gonium_pectorale 62.60 0.00

TRINITY_DN47502_c0_g2KXZ47506.1hypothetical protein GPECTOR_35g944 [Gonium pectorale]Gonium_pectorale 62.60 0.00

TRINITY_DN47772_c0_g1KXZ43272.1hypothetical protein GPECTOR_96g738 [Gonium pectorale]Gonium_pectorale 62.60 0.00

TRINITY_DN48116_c0_g1GAX73299.1hypothetical protein CEUSTIGMA_g753.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN49640_c0_g1GAX79048.1hypothetical protein CEUSTIGMA_g6488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN50637_c0_g2XP_010558553.1PREDICTED: T-complex protein 1 subunit zeta 1 [Tarenaya hassleriana]Tarenaya_hassleriana 62.60 0.00

TRINITY_DN50717_c0_g3KXZ42698.1hypothetical protein GPECTOR_124g498 [Gonium pectorale]Gonium_pectorale 62.60 0.00

TRINITY_DN50902_c0_g1PNW77853.1hypothetical protein CHLRE_10g454450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.60 0.00

TRINITY_DN50991_c1_g3GAX82476.1hypothetical protein CEUSTIGMA_g9903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.60 0.00

TRINITY_DN51422_c1_g1XP_001696587.1sterol desaturase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.60 0.00

TRINITY_DN51972_c1_g1XP_002954276.1hypothetical protein VOLCADRAFT_106292 [Volvox carteri f. nagariensis]Volvox_carteri 62.60 0.00

TRINITY_DN53957_c0_g1XP_027338545.1peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 isoform X2 [Abrus precatorius]Abrus_precatorius 62.60 0.00

TRINITY_DN18957_c0_g1XP_003082683.2UTP--glucose-1-phosphate uridylyltransferase [Ostreococcus tauri]Ostreococcus_tauri 62.50 0.00

TRINITY_DN22784_c0_g1XP_002511094.1probable alpha-mannosidase At5g13980 [Ricinus communis]Ricinus_communis 62.50 0.00

TRINITY_DN32245_c0_g2XP_011077692.12-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial [Sesamum indicum]Sesamum_indicum 62.50 0.00

TRINITY_DN34393_c0_g4XP_010047621.1PREDICTED: 60S ribosomal protein L31 [Eucalyptus grandis]Eucalyptus_grandis 62.50 0.00

TRINITY_DN36046_c0_g1GAX85576.1hypothetical protein CEUSTIGMA_g12991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN37012_c2_g2GAX79970.1hypothetical protein CEUSTIGMA_g7409.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN37154_c0_g1ABH09321.1leucine rich protein [Arachis hypogaea]Arachis_hypogaea 62.50 0.00

TRINITY_DN37246_c1_g5XP_005647243.1protein kinase 2 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 62.50 0.00

TRINITY_DN37350_c0_g4XP_002953474.1hypothetical protein VOLCADRAFT_63721 [Volvox carteri f. nagariensis]Volvox_carteri 62.50 0.00

TRINITY_DN38351_c0_g5OMO82274.1Band 7 protein [Corchorus olitorius]Corchorus_olitorius 62.50 0.00

TRINITY_DN39416_c0_g6OAE34398.1hypothetical protein AXG93_4875s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 62.50 0.00

TRINITY_DN39435_c0_g6XP_005847852.1hypothetical protein CHLNCDRAFT_31155 [Chlorella variabilis]Chlorella_variabilis 62.50 0.00

TRINITY_DN39510_c0_g2GAX77331.1hypothetical protein CEUSTIGMA_g4777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN39527_c0_g13GAQ85599.1Calossin-like protein [Klebsormidium nitens]Klebsormidium_nitens 62.50 0.00

TRINITY_DN39723_c0_g2GAX79199.1hypothetical protein CEUSTIGMA_g6639.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN39792_c0_g2GAX75656.1hypothetical protein CEUSTIGMA_g3100.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN40387_c0_g4OTG18495.1putative histone H3/CENP-A [Helianthus annuus]Helianthus_annuus 62.50 0.00

TRINITY_DN40526_c1_g2GAX85082.1hypothetical protein CEUSTIGMA_g12502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN40607_c1_g1GAX84350.1hypothetical protein CEUSTIGMA_g11772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN40792_c0_g1XP_002952668.1hypothetical protein VOLCADRAFT_62890 [Volvox carteri f. nagariensis]Volvox_carteri 62.50 0.00

TRINITY_DN41415_c0_g1XP_001695352.1MutT/NUDIX hydrolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.50 0.00

TRINITY_DN41684_c0_g5GAX82401.1hypothetical protein CEUSTIGMA_g9829.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN42373_c0_g4GBG00362.1hypothetical protein Rsub_13121 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.50 0.00

TRINITY_DN42516_c0_g1KXZ53253.1hypothetical protein GPECTOR_7g1147 [Gonium pectorale]Gonium_pectorale 62.50 0.00

TRINITY_DN46010_c0_g5PNH11155.1Vegetative incompatibility protein HET-E-1 [Tetrabaena socialis]Tetrabaena_socialis 62.50 0.00

TRINITY_DN46338_c0_g2GAX81779.1hypothetical protein CEUSTIGMA_g9207.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN47199_c0_g3PNW79097.1hypothetical protein CHLRE_09g400553v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.50 0.00

TRINITY_DN48529_c1_g1BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.50 0.00

TRINITY_DN48555_c0_g2XP_013906461.1Protein cbbY, chromosomal [Monoraphidium neglectum]Monoraphidium_neglectum 62.50 0.00

TRINITY_DN48769_c0_g1GAX77651.1hypothetical protein CEUSTIGMA_g5094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN48917_c0_g3GBF88231.1alpha beta-hydrolase [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.50 0.00

TRINITY_DN49290_c1_g1KXZ53913.1hypothetical protein GPECTOR_6g831 [Gonium pectorale]Gonium_pectorale 62.50 0.00

TRINITY_DN49379_c0_g2GAX77320.1hypothetical protein CEUSTIGMA_g4766.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN49388_c0_g1GAX78923.1hypothetical protein CEUSTIGMA_g6362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN49878_c0_g1GAX84067.1hypothetical protein CEUSTIGMA_g11491.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN50084_c2_g2KXZ50139.1hypothetical protein GPECTOR_17g775 [Gonium pectorale]Gonium_pectorale 62.50 0.00

TRINITY_DN50689_c0_g4GAX73586.1hypothetical protein CEUSTIGMA_g1037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0

TRINITY_DN51464_c1_g2GAX73525.1hypothetical protein CEUSTIGMA_g977.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN51859_c1_g2PNW84521.1hypothetical protein CHLRE_03g146467v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.50 0.00

TRINITY_DN52174_c1_g1GAX82631.1hypothetical protein CEUSTIGMA_g10057.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.50 0.00

TRINITY_DN23011_c0_g1XP_003575246.1ras-related protein Rab-2-B [Brachypodium distachyon]Brachypodium_distachyon 62.40 0.00

TRINITY_DN30195_c0_g1BAK01039.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.40 0.00

TRINITY_DN30195_c0_g2BAK01039.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.40 0.00

TRINITY_DN30962_c0_g1XP_002957107.1hypothetical protein VOLCADRAFT_83939 [Volvox carteri f. nagariensis]Volvox_carteri 62.40 0.00

TRINITY_DN31299_c0_g2GAQ84635.1hypothetical protein KFL_001980170 [Klebsormidium nitens]Klebsormidium_nitens 62.40 0.00



TRINITY_DN31704_c0_g1XP_009421455.1PREDICTED: 60S ribosomal protein L9-like [Musa acuminata subsp. malaccensis]Musa_acuminata 62.40 0.00

TRINITY_DN31704_c0_g3XP_009421455.1PREDICTED: 60S ribosomal protein L9-like [Musa acuminata subsp. malaccensis]Musa_acuminata 62.40 0.00

TRINITY_DN34890_c0_g1GBG82785.1hypothetical protein CBR_g36316 [Chara braunii]Chara_braunii 62.40 0.00

TRINITY_DN36145_c1_g9KXZ51439.1hypothetical protein GPECTOR_12g402 [Gonium pectorale]Gonium_pectorale 62.40 0.00

TRINITY_DN36780_c0_g4PNW69973.1hypothetical protein CHLRE_17g700300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN36955_c0_g1XP_011401727.1ATP-dependent DNA helicase Q-like 3 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 62.40 0.00

TRINITY_DN37242_c0_g2PNH06564.1putative membrane protein YjcL, partial [Tetrabaena socialis]Tetrabaena_socialis 62.40 0.00

TRINITY_DN38901_c0_g3BAK00778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.40 0.00

TRINITY_DN39728_c1_g3XP_002951390.1hypothetical protein VOLCADRAFT_81425 [Volvox carteri f. nagariensis]Volvox_carteri 62.40 0.00

TRINITY_DN41107_c0_g6XP_001692860.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN41526_c0_g1KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 62.40 0.00

TRINITY_DN41952_c0_g1XP_002953862.1hypothetical protein VOLCADRAFT_106142 [Volvox carteri f. nagariensis]Volvox_carteri 62.40 0.00

TRINITY_DN42035_c0_g1PNH11901.1Nuclear ribonuclease Z [Tetrabaena socialis]Tetrabaena_socialis 62.40 0.00

TRINITY_DN42986_c1_g3GAX81426.1hypothetical protein CEUSTIGMA_g8856.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN43088_c0_g2GBF95282.1hypothetical protein Rsub_08313 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.40 0.00

TRINITY_DN43126_c1_g10XP_024363053.1nascent polypeptide-associated complex subunit alpha-like protein 1 [Physcomitrella patens]Physcomitrella_patens 62.40 0.00

TRINITY_DN44961_c1_g1XP_001696623.1serine/threonine phosphatase, family 2C [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN45632_c1_g1XP_001700014.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN45863_c0_g1GAX82516.1hypothetical protein CEUSTIGMA_g9943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN46779_c1_g1KXZ48796.1hypothetical protein GPECTOR_25g380 [Gonium pectorale]Gonium_pectorale 62.40 0.00

TRINITY_DN48569_c0_g2PNW88753.1hypothetical protein CHLRE_01g043000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN48727_c0_g1GAX74227.1hypothetical protein CEUSTIGMA_g1676.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN49063_c0_g4XP_026447416.1ras-related protein RIC1 [Papaver somniferum]Papaver_somniferum 62.40 0.00

TRINITY_DN49424_c1_g1XP_001702485.1ribosomal protein Sa [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN49436_c0_g7GAX82511.1hypothetical protein CEUSTIGMA_g9938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN49464_c0_g3GBF96568.1ATP-dependent Clp protease ATP-binding subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.40 0.00

TRINITY_DN50207_c0_g4GAX82802.1hypothetical protein CEUSTIGMA_g10228.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN50736_c0_g2PNW79060.1hypothetical protein CHLRE_09g399326v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN51441_c0_g1GAX75201.1hypothetical protein CEUSTIGMA_g2645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN51593_c0_g2PNW85784.1hypothetical protein CHLRE_03g205600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.40 0.00

TRINITY_DN51787_c0_g2GAX81646.1hypothetical protein CEUSTIGMA_g9074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0

TRINITY_DN52123_c0_g1GAX85258.1hypothetical protein CEUSTIGMA_g12677.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.40 0.00

TRINITY_DN52286_c0_g1GBF89044.1hypothetical protein Rsub_01761 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.40 0.00

TRINITY_DN31875_c0_g3XP_006403358.1glucose-6-phosphate isomerase, cytosolic [Eutrema salsugineum]Eutrema_salsugineum 62.30 0.00

TRINITY_DN34143_c0_g1XP_013892398.1hypothetical protein MNEG_14584 [Monoraphidium neglectum]Monoraphidium_neglectum 62.30 0.00

TRINITY_DN35822_c0_g9GAX82237.1hypothetical protein CEUSTIGMA_g9665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0.00

TRINITY_DN37069_c0_g5XP_009793808.1PREDICTED: suppressor of mec-8 and unc-52 protein homolog 1 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 62.30 0.00

TRINITY_DN37257_c0_g3BAK02898.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.30 0.00

TRINITY_DN37920_c0_g5XP_024370757.1spermatogenesis-associated protein 20-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 62.30 0.00

TRINITY_DN38210_c0_g1XP_001691697.126S proteasome regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.30 0.00

TRINITY_DN40615_c1_g3GAX78653.1hypothetical protein CEUSTIGMA_g6091.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0.00

TRINITY_DN41212_c0_g2GAX75912.1hypothetical protein CEUSTIGMA_g3355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0.00

TRINITY_DN41606_c0_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 62.30 0.00

TRINITY_DN41933_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 62.30 0.00

TRINITY_DN44059_c0_g6GBF88054.1hypothetical protein Rsub_00766 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.30 0.00

TRINITY_DN44259_c0_g2GAX84965.1hypothetical protein CEUSTIGMA_g12386.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0.00

TRINITY_DN44381_c1_g7GAX72861.1hypothetical protein CEUSTIGMA_g316.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0.00

TRINITY_DN44633_c0_g5GBG00210.1hypothetical protein Rsub_12991 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.30 0.00

TRINITY_DN44724_c0_g2PNH11373.1Gramicidin S biosynthesis protein GrsT [Tetrabaena socialis]Tetrabaena_socialis 62.30 0.00

TRINITY_DN46023_c0_g1PNH11477.1hypothetical protein TSOC_001691, partial [Tetrabaena socialis]Tetrabaena_socialis 62.30 0.00

TRINITY_DN46696_c0_g2KXZ48613.1hypothetical protein GPECTOR_26g516 [Gonium pectorale]Gonium_pectorale 62.30 0.00

TRINITY_DN47229_c0_g1PNH11580.1Serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit gamma [Tetrabaena socialis]Tetrabaena_socialis 62.30 0.00

TRINITY_DN47919_c0_g5PNW73804.1hypothetical protein CHLRE_13g573300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.30 0.00

TRINITY_DN48801_c0_g1XP_005849804.1hypothetical protein CHLNCDRAFT_59626 [Chlorella variabilis]Chlorella_variabilis 62.30 0.00

TRINITY_DN49765_c1_g1XP_013903713.1Serine/threonine-protein kinase SAPK10, putative [Monoraphidium neglectum]Monoraphidium_neglectum 62.30 0.00

TRINITY_DN49910_c0_g1XP_001699723.1amino acid carrier 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.30 0.00

TRINITY_DN50412_c1_g1GAX85633.1hypothetical protein CEUSTIGMA_g13048.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.30 0

TRINITY_DN51091_c0_g2PNW75861.1hypothetical protein CHLRE_12g557400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.30 0.00

TRINITY_DN51664_c2_g1XP_002956745.1hypothetical protein VOLCADRAFT_67392 [Volvox carteri f. nagariensis]Volvox_carteri 62.30 0.00

TRINITY_DN51708_c0_g6XP_001701546.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.30 0.00

TRINITY_DN52026_c3_g2GBF95762.1hypothetical protein Rsub_08198 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.30 0.00

TRINITY_DN52059_c0_g1KXZ44645.1hypothetical protein GPECTOR_64g139 [Gonium pectorale]Gonium_pectorale 62.30 0.00

TRINITY_DN52285_c2_g1KXZ44070.1hypothetical protein GPECTOR_74g684 [Gonium pectorale]Gonium_pectorale 62.30 0.00

TRINITY_DN7129_c0_g1ESQ44449.1hypothetical protein EUTSA_v10006245mg [Eutrema salsugineum]Eutrema_salsugineum 62.30 0.00

TRINITY_DN34862_c0_g1GAX85258.1hypothetical protein CEUSTIGMA_g12677.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN35159_c0_g3GAX75625.1hypothetical protein CEUSTIGMA_g3069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00



TRINITY_DN35180_c0_g1GAX85959.1hypothetical protein CEUSTIGMA_g13375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN36607_c0_g1PNW88793.1hypothetical protein CHLRE_01g044850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN37526_c0_g2KXZ56339.1hypothetical protein GPECTOR_1g30 [Gonium pectorale]Gonium_pectorale 62.20 0.00

TRINITY_DN37722_c1_g4XP_002956205.1hypothetical protein VOLCADRAFT_83511 [Volvox carteri f. nagariensis]Volvox_carteri 62.20 0.00

TRINITY_DN38006_c0_g4GAQ87080.12-amino-3-ketobutyrate coenzyme A ligase [Klebsormidium nitens]Klebsormidium_nitens 62.20 0.00

TRINITY_DN38307_c0_g4GAQ87528.1GSK3/SHAGGY-like protein kinase [Klebsormidium nitens]Klebsormidium_nitens 62.20 0.00

TRINITY_DN38323_c1_g8XP_001419772.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 62.20 0.00

TRINITY_DN38398_c0_g2KDD72157.1hypothetical protein H632_c3773p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 62.20 0.00

TRINITY_DN39194_c0_g3XP_002951090.1hypothetical protein VOLCADRAFT_74853 [Volvox carteri f. nagariensis]Volvox_carteri 62.20 0.00

TRINITY_DN39220_c1_g4XP_023902956.1ATP-binding cassette sub-family D member 1-like [Quercus suber]Quercus_suber 62.20 0.00

TRINITY_DN39314_c0_g1ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 62.20 0.00

TRINITY_DN39331_c0_g4PNW81248.1hypothetical protein CHLRE_07g348200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN39770_c1_g4ABR18116.1unknown [Picea sitchensis]Picea_sitchensis 62.20 0.00

TRINITY_DN40137_c0_g1PNH02689.1Phospholipid hydroperoxide glutathione peroxidase 1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 62.20 0.00

TRINITY_DN40458_c0_g1XP_001701664.1presenilin protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN40958_c0_g5XP_013898438.1Transcription elongation factor 1 [Monoraphidium neglectum]Monoraphidium_neglectum 62.20 0.00

TRINITY_DN41279_c1_g5XP_002954912.1hypothetical protein VOLCADRAFT_118882 [Volvox carteri f. nagariensis]Volvox_carteri 62.20 0.00

TRINITY_DN42464_c0_g2GAX73629.1hypothetical protein CEUSTIGMA_g1080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN42712_c0_g5PTQ47427.1hypothetical protein MARPO_0008s0179 [Marchantia polymorpha]Marchantia_polymorpha 62.20 0.00

TRINITY_DN42996_c1_g1GAX73144.1hypothetical protein CEUSTIGMA_g597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN43598_c0_g1XP_001694768.1low CO2-induced aldose reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN43853_c0_g4XP_002947396.1hypothetical protein VOLCADRAFT_79700 [Volvox carteri f. nagariensis]Volvox_carteri 62.20 0.00

TRINITY_DN44762_c0_g6GBF97319.1folylpolyglutamate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.20 0.00

TRINITY_DN45012_c0_g1XP_002952140.1hypothetical protein VOLCADRAFT_81742 [Volvox carteri f. nagariensis]Volvox_carteri 62.20 0.00

TRINITY_DN45647_c0_g1XP_001699660.12-cys peroxiredoxin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN46648_c1_g4PRW05739.1Gag-Pol poly [Chlorella sorokiniana]Chlorella_sorokiniana 62.20 0.00

TRINITY_DN46807_c2_g4PNW85112.1hypothetical protein CHLRE_03g172250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN46872_c0_g2KXZ55454.1hypothetical protein GPECTOR_2g1003 [Gonium pectorale]Gonium_pectorale 62.20 0.00

TRINITY_DN46955_c1_g5GAX79250.1hypothetical protein CEUSTIGMA_g6690.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN47581_c0_g2KXZ49629.1hypothetical protein GPECTOR_20g486 [Gonium pectorale]Gonium_pectorale 62.20 0.00

TRINITY_DN49181_c2_g1GAX73891.1hypothetical protein CEUSTIGMA_g1341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN49231_c1_g4KXZ51924.1hypothetical protein GPECTOR_11g50 [Gonium pectorale]Gonium_pectorale 62.20 0.00

TRINITY_DN50173_c1_g3GBG87683.1hypothetical protein CBR_g45837 [Chara braunii]Chara_braunii 62.20 0.00

TRINITY_DN50839_c2_g3XP_001696183.1gamma-glutamyl hydrolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.20 0.00

TRINITY_DN51009_c1_g4PNH02069.1Histone acetyltransferase GCN5 [Tetrabaena socialis]Tetrabaena_socialis 62.20 0.00

TRINITY_DN51357_c1_g2GAX83626.1hypothetical protein CEUSTIGMA_g11050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.20 0.00

TRINITY_DN51804_c0_g2XP_010671591.1PREDICTED: alpha-glucosidase [Beta vulgaris subsp. vulgaris]Beta_vulgaris 62.20 0.00

TRINITY_DN7574_c0_g1RXI04586.1hypothetical protein DVH24_038860 [Malus domestica]Malus_domestica 62.20 0.00

TRINITY_DN15598_c0_g1GAQ91504.1Translation elongation factor EF-1 alpha/Tu [Klebsormidium nitens]Klebsormidium_nitens 62.10 0.00

TRINITY_DN2773_c0_g1XP_023891019.1guanine nucleotide-binding protein subunit beta-like [Quercus suber]Quercus_suber 62.10 0.00

TRINITY_DN28514_c0_g1XP_010688347.1PREDICTED: phosphoinositide 3-kinase regulatory subunit 4 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 62.10 0.00

TRINITY_DN2947_c0_g1XP_015621699.1protein tesmin/TSO1-like CXC 5 isoform X1 [Oryza sativa Japonica Group]Oryza_sativa 62.10 0.00

TRINITY_DN30839_c0_g2OAE18627.1hypothetical protein AXG93_1923s1840 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 62.10 0.00

TRINITY_DN31082_c0_g1XP_021800722.1probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial [Prunus avium]Prunus_avium 62.10 0.00

TRINITY_DN33957_c0_g1XP_013891390.1hypothetical protein MNEG_15593 [Monoraphidium neglectum]Monoraphidium_neglectum 62.10 0.00

TRINITY_DN35612_c0_g2XP_001702592.1thioredoxin dependent peroxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN37390_c0_g3XP_016743582.1PREDICTED: casein kinase I-like [Gossypium hirsutum]Gossypium_hirsutum 62.10 0.00

TRINITY_DN38395_c1_g4KXZ43502.1hypothetical protein GPECTOR_88g445 [Gonium pectorale]Gonium_pectorale 62.10 0.00

TRINITY_DN38844_c0_g2GBG80403.1hypothetical protein CBR_g30868 [Chara braunii]Chara_braunii 62.10 0.00

TRINITY_DN41055_c0_g12XP_024364673.140S ribosomal protein S7-like [Physcomitrella patens]Physcomitrella_patens 62.10 0.00

TRINITY_DN41055_c0_g4XP_024364673.140S ribosomal protein S7-like [Physcomitrella patens]Physcomitrella_patens 62.10 0.00

TRINITY_DN41472_c0_g3XP_001699243.1DnaJ-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN41557_c0_g1GAX79606.1hypothetical protein CEUSTIGMA_g7047.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0.00

TRINITY_DN42264_c0_g1VDD46802.1unnamed protein product [Brassica oleracea]Brassica_oleracea 62.10 0.00

TRINITY_DN42994_c0_g1PNW86049.1hypothetical protein CHLRE_03g208721v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN44880_c0_g1GAX76491.1hypothetical protein CEUSTIGMA_g3936.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0.00

TRINITY_DN45148_c0_g1GAX83843.1hypothetical protein CEUSTIGMA_g11267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0.00

TRINITY_DN45761_c0_g1PNW80361.1hypothetical protein CHLRE_07g314300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN47039_c0_g4GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0

TRINITY_DN47238_c0_g3XP_001697848.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN47329_c0_g1KXZ42000.1hypothetical protein GPECTOR_226g495 [Gonium pectorale]Gonium_pectorale 62.10 0.00

TRINITY_DN47393_c1_g4GAX76295.1hypothetical protein CEUSTIGMA_g3740.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0.00

TRINITY_DN48271_c0_g1XP_001703074.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN48337_c0_g3KXZ55968.1hypothetical protein GPECTOR_2g1520 [Gonium pectorale]Gonium_pectorale 62.10 0.00

TRINITY_DN48448_c0_g9PNW71344.1hypothetical protein CHLRE_16g650400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN48475_c1_g4XP_002948334.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 62.10 0.00



TRINITY_DN49196_c0_g1GBF87715.1hypothetical protein Rsub_00426 [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.10 0.00

TRINITY_DN49908_c1_g1GAX77289.1hypothetical protein CEUSTIGMA_g4735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0

TRINITY_DN50385_c1_g2PNW77920.1hypothetical protein CHLRE_10g457000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN50719_c1_g1GAX77364.1hypothetical protein CEUSTIGMA_g4810.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.10 0.00

TRINITY_DN50777_c0_g1XP_001701253.1sulfite oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.10 0.00

TRINITY_DN51364_c0_g1GBF90915.1calcium-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.10 0.00

TRINITY_DN17228_c0_g1XP_024399979.140S ribosomal protein S19-1-like [Physcomitrella patens]Physcomitrella_patens 62.00 0.00

TRINITY_DN23193_c0_g1OTG18366.1putative cyclophilin-type peptidyl-prolyl cis-trans isomerase domain-containing protein [Helianthus annuus]Helianthus_annuus 62.00 0.00

TRINITY_DN25375_c0_g1XP_023897602.14-hydroxyphenylpyruvate dioxygenase-like [Quercus suber]Quercus_suber 62.00 0.00

TRINITY_DN28563_c0_g2GAX85880.1hypothetical protein CEUSTIGMA_g13296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.00 0.00

TRINITY_DN28966_c0_g1XP_012575573.1probable E3 ubiquitin-protein ligase RHC1A isoform X1 [Cicer arietinum]Cicer_arietinum 62.00 0.00

TRINITY_DN29272_c0_g1GAX74821.1hypothetical protein CEUSTIGMA_g2268.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.00 0.00

TRINITY_DN29622_c0_g1XP_015931279.1clathrin heavy chain 2 isoform X1 [Arachis duranensis]Arachis_duranensis 62.00 0.00

TRINITY_DN29754_c0_g1XP_015612554.1ADP-ribosylation factor GTPase-activating protein AGD3 [Oryza sativa Japonica Group]Oryza_sativa 62.00 0.00

TRINITY_DN29847_c0_g1XP_013609041.1PREDICTED: electron transfer flavoprotein subunit beta, mitochondrial [Brassica oleracea var. oleracea]Brassica_oleracea 62.00 0.00

TRINITY_DN30083_c0_g1PNR52406.1hypothetical protein PHYPA_008780 [Physcomitrella patens]Physcomitrella_patens 62.00 0.00

TRINITY_DN31022_c0_g1GAQ89246.1phosphatidylinositol glycan class A [Klebsormidium nitens]Klebsormidium_nitens 62.00 0.00

TRINITY_DN31800_c0_g1XP_005843904.1hypothetical protein CHLNCDRAFT_59135 [Chlorella variabilis]Chlorella_variabilis 62.00 0.00

TRINITY_DN32884_c0_g1XP_013451443.1proteasome subunit alpha type-3 [Medicago truncatula]Medicago_truncatula 62.00 0.00

TRINITY_DN32955_c0_g1PLY96929.1hypothetical protein LSAT_4X7120 [Lactuca sativa]Lactuca_sativa 62.00 0.00

TRINITY_DN33973_c0_g1OTG27114.1putative coatomer beta' subunit (COPB2) [Helianthus annuus]Helianthus_annuus 62.00 0.00

TRINITY_DN34197_c1_g7XP_021903688.1threonine--tRNA ligase, mitochondrial 1 isoform X2 [Carica papaya]Carica_papaya 62.00 0.00

TRINITY_DN34831_c0_g1XP_001700086.1DNA replication factor C complex subunit 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN34931_c0_g2PRW61185.1Glutaredoxin family isoform 1 [Chlorella sorokiniana]Chlorella_sorokiniana 62.00 0.00

TRINITY_DN36392_c0_g1GAX74367.1hypothetical protein CEUSTIGMA_g1816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.00 0.00

TRINITY_DN36668_c0_g5XP_005844102.1hypothetical protein CHLNCDRAFT_37099 [Chlorella variabilis]Chlorella_variabilis 62.00 0.00

TRINITY_DN37240_c0_g6XP_005652312.1RNA-binding domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 62.00 0.00

TRINITY_DN37940_c0_g1XP_024522180.1transcription initiation factor IIA subunit 1 [Selaginella moellendorffii]Selaginella_moellendorffii 62.00 0.00

TRINITY_DN38309_c0_g2XP_002505919.1heat shock protein 70, mitochondrial precursor [Micromonas commoda]Micromonas_commoda 62.00 0.00

TRINITY_DN38330_c1_g6PNW73467.1hypothetical protein CHLRE_14g632860v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN3839_c0_g1XP_002505674.1predicted protein [Micromonas commoda]Micromonas_commoda 62.00 0.00

TRINITY_DN38463_c1_g6OMO76073.1Aminoacyl-tRNA synthetase, class Ic [Corchorus capsularis]Corchorus_capsularis 62.00 0.00

TRINITY_DN39578_c0_g3XP_013900736.1hypothetical protein MNEG_6242 [Monoraphidium neglectum]Monoraphidium_neglectum 62.00 0.00

TRINITY_DN39612_c1_g10BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 62.00 0.00

TRINITY_DN39867_c0_g2PNW75679.1hypothetical protein CHLRE_12g536600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN41633_c1_g15XP_009411068.1PREDICTED: ubiquitin-NEDD8-like protein RUB2 [Musa acuminata subsp. malaccensis]Musa_acuminata 62.00 0.00

TRINITY_DN41675_c0_g1PNH11393.1ASC1-like protein 1 [Tetrabaena socialis]Tetrabaena_socialis 62.00 0.00

TRINITY_DN41909_c0_g1XP_002945885.1hypothetical protein VOLCADRAFT_41250 [Volvox carteri f. nagariensis]Volvox_carteri 62.00 0.00

TRINITY_DN42469_c0_g6GAQ80401.1Mitochondrial phosphate carrier protein [Klebsormidium nitens]Klebsormidium_nitens 62.00 0.00

TRINITY_DN42486_c0_g4XP_001701854.1histidinol dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN42559_c0_g4GBF90757.1ubiquitin carboxyl-terminal hydrolase-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.00 0.00

TRINITY_DN42744_c0_g5GBF88037.1uridine kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 62.00 0.00

TRINITY_DN44863_c0_g1KXZ55016.1hypothetical protein GPECTOR_3g179 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN44927_c0_g2XP_015632255.1small nuclear ribonucleoprotein SmD3b [Oryza sativa Japonica Group]Oryza_sativa 62.00 0.00

TRINITY_DN44966_c0_g3KXZ44218.1hypothetical protein GPECTOR_71g579 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN45096_c0_g6GAX76258.1hypothetical protein CEUSTIGMA_g3702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.00 0.00

TRINITY_DN45715_c1_g1KXZ50142.1hypothetical protein GPECTOR_17g778 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN47564_c0_g1KXZ55044.1hypothetical protein GPECTOR_3g203 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN48060_c0_g2GAQ89285.1TCP-1/cpn60 chaperonin family protein [Klebsormidium nitens]Klebsormidium_nitens 62.00 0.00

TRINITY_DN48711_c0_g3GAX78844.1hypothetical protein CEUSTIGMA_g6282.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 62.00 0.00

TRINITY_DN48951_c0_g1RMZ52716.1hypothetical protein APUTEX25_000835 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 62.00 0.00

TRINITY_DN49209_c0_g3KXZ44551.1hypothetical protein GPECTOR_65g169 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN49569_c0_g2ACF79297.1unknown [Zea mays]Zea_mays 62.00 0.00

TRINITY_DN49839_c0_g1XP_001690821.1DNA-directed RNA polymerase II, 14.5 kDa polypeptide [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN50940_c0_g1KXZ42459.1hypothetical protein GPECTOR_144g722 [Gonium pectorale]Gonium_pectorale 62.00 0.00

TRINITY_DN51048_c0_g1XP_001702863.1sodium/phosphate symporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 62.00 0.00

TRINITY_DN51075_c0_g1KVH94783.1AAA+ ATPase domain-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 62.00 0.00

TRINITY_DN6864_c0_g1XP_023890364.140S ribosomal protein S21 [Quercus suber]Quercus_suber 62.00 0.00

TRINITY_DN14343_c0_g1XP_013904981.1beta-ketoacyl synthase [Monoraphidium neglectum]Monoraphidium_neglectum 61.90 0.00

TRINITY_DN31790_c0_g1AAK26104.1SKP1-like protein ASK10, partial [Arabidopsis thaliana]Arabidopsis_thaliana 61.90 0.00

TRINITY_DN33310_c0_g1GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN33318_c1_g9XP_011045934.1PREDICTED: 60S ribosomal protein L36-2-like isoform X1 [Populus euphratica]Populus_euphratica 61.90 0.00

TRINITY_DN36529_c0_g1GAX79087.1hypothetical protein CEUSTIGMA_g6527.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN36710_c0_g7XP_001703247.1sulfite reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN36990_c0_g1RWW01868.1hypothetical protein GW17_00035074 [Ensete ventricosum]Ensete_ventricosum 61.90 0.00

TRINITY_DN37098_c0_g2KMS94501.1hypothetical protein BVRB_020780, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 61.90 0.00



TRINITY_DN37118_c1_g2PNW72397.1hypothetical protein CHLRE_16g675861v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN38059_c0_g2KMS64936.1hypothetical protein BVRB_041110, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 61.90 0.00

TRINITY_DN38406_c0_g15PNW75326.1hypothetical protein CHLRE_12g522550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN39999_c1_g6KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 61.90 0.00

TRINITY_DN40028_c0_g9PNH00470.1hypothetical protein TSOC_013706 [Tetrabaena socialis]Tetrabaena_socialis 61.90 0.00

TRINITY_DN40670_c0_g2GBG59205.1Glycine decarboxlase L-protein (GDC-L) [Chara braunii]Chara_braunii 61.90 0.00

TRINITY_DN42397_c0_g4PNW76541.1hypothetical protein CHLRE_11g467678v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN42482_c2_g1GBF92842.1hypothetical protein Rsub_05461 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.90 0.00

TRINITY_DN42534_c0_g1GAX73848.1hypothetical protein CEUSTIGMA_g1298.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN42787_c0_g1PRW44334.1DNA annealing helicase and endonuclease ZRANB3 [Chlorella sorokiniana]Chlorella_sorokiniana 61.90 0.00

TRINITY_DN43340_c1_g3XP_001703162.1vacuolar processing enzyme [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN43625_c0_g1KXZ52855.1hypothetical protein GPECTOR_8g237 [Gonium pectorale]Gonium_pectorale 61.90 0.00

TRINITY_DN44211_c0_g10GAX82851.1hypothetical protein CEUSTIGMA_g10277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN44384_c0_g1KXZ52756.1hypothetical protein GPECTOR_8g147 [Gonium pectorale]Gonium_pectorale 61.90 0.00

TRINITY_DN44393_c0_g3GAX73341.1hypothetical protein CEUSTIGMA_g794.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN45302_c0_g2XP_001697169.1mitochondrial ribosomal protein L23 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN46456_c0_g2GAX85899.1hypothetical protein CEUSTIGMA_g13315.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN46478_c0_g1GAX83418.1hypothetical protein CEUSTIGMA_g10843.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0

TRINITY_DN46637_c0_g3XP_005650614.1exostosin-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.90 0.00

TRINITY_DN46777_c0_g2XP_013898631.1Chaperone protein clpB [Monoraphidium neglectum]Monoraphidium_neglectum 61.90 0.00

TRINITY_DN46864_c1_g2GBF99166.1aconitate hydratase [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.90 0.00

TRINITY_DN47107_c0_g1XP_001701500.1F1F0 ATP synthase subunit 9, isoform B [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN47373_c0_g3GAX75259.1hypothetical protein CEUSTIGMA_g2704.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN48279_c0_g1PNW74022.1hypothetical protein CHLRE_13g582250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN48529_c2_g1BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 61.90 0.00

TRINITY_DN48883_c3_g11GBF91407.1hypothetical protein Rsub_04147 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.90 0.00

TRINITY_DN49401_c1_g1XP_005649894.1polyadenylate binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.90 0.00

TRINITY_DN49724_c0_g4PNW80327.1hypothetical protein CHLRE_07g312900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.90 0.00

TRINITY_DN51039_c1_g1GAX77222.1hypothetical protein CEUSTIGMA_g4668.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN51478_c0_g1GAX79126.1hypothetical protein CEUSTIGMA_g6566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0

TRINITY_DN51636_c0_g6GAX82851.1hypothetical protein CEUSTIGMA_g10277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN52543_c1_g3GAX80387.1hypothetical protein CEUSTIGMA_g7826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.90 0.00

TRINITY_DN22363_c0_g1XP_019153435.1PREDICTED: fidgetin-like protein 1 [Ipomoea nil]Ipomoea_nil 61.80 0.00

TRINITY_DN25142_c0_g2PRW20465.1lysine--tRNA ligase isoform X2 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 61.80 0.00

TRINITY_DN25551_c0_g2XP_002946494.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 61.80 0.00

TRINITY_DN27680_c0_g1XP_016556796.1PREDICTED: DNA polymerase I B, chloroplastic/mitochondrial [Capsicum annuum]Capsicum_annuum 61.80 0.00

TRINITY_DN30457_c0_g3ESQ51803.1hypothetical protein EUTSA_v10017571mg, partial [Eutrema salsugineum]Eutrema_salsugineum 61.80 0.00

TRINITY_DN33744_c0_g1ABI48954.1putative protein translation factor Sui1 [Viola baoshanensis]Viola_baoshanensis 61.80 0.00

TRINITY_DN35998_c0_g1XP_023882896.1cytosolic Fe-S cluster assembly factor nbp35-like [Quercus suber]Quercus_suber 61.80 0.00

TRINITY_DN36899_c0_g2PNW87804.1hypothetical protein CHLRE_01g002750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN37455_c1_g6GBF99670.1hypothetical protein Rsub_12489 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.80 0.00

TRINITY_DN37780_c0_g6GAQ92572.1catalase [Klebsormidium nitens]Klebsormidium_nitens 61.80 0.00

TRINITY_DN39463_c0_g2AAK38732.1nucleoside diphosphate kinase [Dunaliella tertiolecta]Dunaliella_tertiolecta 61.80 0.00

TRINITY_DN39952_c0_g4KXZ55126.1hypothetical protein GPECTOR_3g278 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN39_c0_g1KMZ59658.1Elongation factor 1 alpha-like factor [Zostera marina]Zostera_marina 61.80 0.00

TRINITY_DN40053_c1_g2PNW83047.1hypothetical protein CHLRE_06g304650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN40373_c1_g5AAV54188.1chloroplast major light-harvesting complex II protein m9, partial [Haematococcus lacustris]Haematococcus_lacustris 61.80 0.00

TRINITY_DN40738_c0_g4PNW84039.1hypothetical protein CHLRE_04g218700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN41403_c0_g3PNW88093.1hypothetical protein CHLRE_01g013801v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN41558_c0_g5GAX73563.1hypothetical protein CEUSTIGMA_g1014.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN41623_c0_g8AAD23383.3gamete-specific homeodomain protein GSP1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN41718_c0_g2PNH12402.1hypothetical protein TSOC_000639 [Tetrabaena socialis]Tetrabaena_socialis 61.80 0.00

TRINITY_DN42103_c1_g1XP_002946789.1hypothetical protein VOLCADRAFT_103216 [Volvox carteri f. nagariensis]Volvox_carteri 61.80 0.00

TRINITY_DN42169_c0_g4XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 61.80 0.00

TRINITY_DN42773_c1_g4GAX79383.1hypothetical protein CEUSTIGMA_g6825.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN43048_c1_g1GAX83518.1hypothetical protein CEUSTIGMA_g10943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN43330_c0_g3GAV68827.1Ribosomal_L7Ae domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 61.80 0.00

TRINITY_DN43330_c0_g9XP_022764832.1NHP2-like protein 1 [Durio zibethinus]Durio_zibethinus 61.80 0.00

TRINITY_DN44038_c2_g5KXZ53368.1hypothetical protein GPECTOR_7g1264 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN44604_c1_g3XP_005845381.1hypothetical protein CHLNCDRAFT_58577 [Chlorella variabilis]Chlorella_variabilis 61.80 0.00

TRINITY_DN45861_c0_g1GAX86315.1hypothetical protein CEUSTIGMA_g13727.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN46001_c0_g2GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN46055_c0_g3GAQ89285.1TCP-1/cpn60 chaperonin family protein [Klebsormidium nitens]Klebsormidium_nitens 61.80 0.00

TRINITY_DN46761_c0_g1KXZ55139.1hypothetical protein GPECTOR_3g29 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN46795_c0_g2BAX38993.1phosphoethanolamine-N-methyltransferase [Chlamydomonas applanata]Chlamydomonas_applanata 61.80 0.00

TRINITY_DN47724_c1_g2GAQ89311.1ABC transporter ATP-binding protein [Klebsormidium nitens]Klebsormidium_nitens 61.80 0.00



TRINITY_DN47882_c0_g1PRW60213.1Transcription factor MYB1R1 [Chlorella sorokiniana]Chlorella_sorokiniana 61.80 0.00

TRINITY_DN47968_c0_g3KXZ50012.1hypothetical protein GPECTOR_18g166 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN49268_c1_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN50169_c0_g3GAX73155.1hypothetical protein CEUSTIGMA_g608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN50577_c1_g4KXZ49187.1hypothetical protein GPECTOR_22g777 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN50641_c0_g1GAX81216.1hypothetical protein CEUSTIGMA_g8648.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN50762_c0_g2KXZ44229.1hypothetical protein GPECTOR_71g590 [Gonium pectorale]Gonium_pectorale 61.80 0.00

TRINITY_DN51167_c2_g2PNW72926.1hypothetical protein CHLRE_14g612000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0

TRINITY_DN51311_c0_g1GAX79076.1hypothetical protein CEUSTIGMA_g6516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN51415_c0_g1PNW69905.1hypothetical protein CHLRE_17g697650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00



TRINITY_DN51579_c0_g1GAX75117.1hypothetical protein CEUSTIGMA_g2561.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.80 0.00

TRINITY_DN51871_c0_g1XP_001701311.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.80 0.00

TRINITY_DN52223_c0_g1PNH02964.1Monothiol glutaredoxin-S14, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 61.80 0.00

TRINITY_DN1918_c0_g1XP_018483667.1PREDICTED: cyclin-dependent kinases regulatory subunit 2-like [Raphanus sativus]Raphanus_sativus 61.70 0.00

TRINITY_DN25743_c0_g1GAQ79584.1DNA replication licensing factor MCM4 component [Klebsormidium nitens]Klebsormidium_nitens 61.70 0.00

TRINITY_DN27303_c0_g1EFJ26294.1hypothetical protein SELMODRAFT_413509 [Selaginella moellendorffii]Selaginella_moellendorffii 61.70 0.00

TRINITY_DN30675_c0_g1XP_004235398.1small nuclear ribonucleoprotein E [Solanum lycopersicum]Solanum_lycopersicum 61.70 0.00

TRINITY_DN30675_c0_g2XP_004235398.1small nuclear ribonucleoprotein E [Solanum lycopersicum]Solanum_lycopersicum 61.70 0.00

TRINITY_DN34277_c0_g1NP_001130756.1uncharacterized protein LOC100191860 [Zea mays]Zea_mays 61.70 0.00

TRINITY_DN35262_c2_g3GAQ90353.1copper/zinc superoxide dismutase [Klebsormidium nitens]Klebsormidium_nitens 61.70 0.00

TRINITY_DN36355_c1_g8YP_001315141.1putative reverse transcriptase and intron maturase [Chlorokybus atmophyticus]Chlorokybus_atmophyticus 61.70 0.00

TRINITY_DN37656_c0_g4XP_001420524.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 61.70 0.00

TRINITY_DN38865_c1_g1XP_021982029.1T-complex protein 1 subunit alpha [Helianthus annuus]Helianthus_annuus 61.70 0.00

TRINITY_DN39957_c0_g3PNW77865.1hypothetical protein CHLRE_10g454900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.70 0.00

TRINITY_DN40467_c1_g2GAX73939.1hypothetical protein CEUSTIGMA_g1389.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN40487_c0_g1XP_013902493.1hypothetical protein MNEG_4483 [Monoraphidium neglectum]Monoraphidium_neglectum 61.70 0.00

TRINITY_DN40949_c0_g1GAX82987.1hypothetical protein CEUSTIGMA_g10414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN43050_c0_g1PNH11010.1Mitochondrial folate transporter/carrier [Tetrabaena socialis]Tetrabaena_socialis 61.70 0.00

TRINITY_DN43292_c1_g8GAX74588.1hypothetical protein CEUSTIGMA_g2036.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN43860_c0_g3PNH10255.1Outer row dynein assembly protein 16 [Tetrabaena socialis]Tetrabaena_socialis 61.70 0.00

TRINITY_DN44365_c0_g1XP_002946784.1hypothetical protein VOLCADRAFT_42214 [Volvox carteri f. nagariensis]Volvox_carteri 61.70 0.00

TRINITY_DN44944_c0_g1GAX72690.1hypothetical protein CEUSTIGMA_g146.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN45205_c0_g3PNW71586.1hypothetical protein CHLRE_16g660390v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.70 0.00

TRINITY_DN45828_c0_g1GAX74247.1hypothetical protein CEUSTIGMA_g1696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN46179_c0_g1PNW73131.1hypothetical protein CHLRE_14g619950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.70 0.00

TRINITY_DN46352_c0_g2GBG67648.1hypothetical protein CBR_g776 [Chara braunii]Chara_braunii 61.70 0.00

TRINITY_DN46522_c0_g1GAX81505.1hypothetical protein CEUSTIGMA_g8933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN46593_c0_g3KXZ56653.1hypothetical protein GPECTOR_1g589 [Gonium pectorale]Gonium_pectorale 61.70 0.00

TRINITY_DN46787_c0_g5PNW73482.1hypothetical protein CHLRE_14g633500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.70 0.00

TRINITY_DN46841_c0_g2GAX78075.1hypothetical protein CEUSTIGMA_g5517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN47051_c0_g7XP_013906018.1hypothetical protein MNEG_0944 [Monoraphidium neglectum]Monoraphidium_neglectum 61.70 0.00

TRINITY_DN47734_c0_g3GAX85806.1hypothetical protein CEUSTIGMA_g13221.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN47922_c2_g4XP_013900280.1dynein heavy chain, axonemal [Monoraphidium neglectum]Monoraphidium_neglectum 61.70 0.00

TRINITY_DN48317_c0_g1GAX81485.1hypothetical protein CEUSTIGMA_g8914.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN48441_c1_g1XP_001690422.1signal peptide peptidase, eukaryotic-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.70 0.00

TRINITY_DN48497_c0_g2XP_002947347.1hypothetical protein VOLCADRAFT_87637 [Volvox carteri f. nagariensis]Volvox_carteri 61.70 0.00

TRINITY_DN48757_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 61.70 0.00

TRINITY_DN50330_c0_g2GAQ88925.1hypothetical protein KFL_004700070 [Klebsormidium nitens]Klebsormidium_nitens 61.70 0.00

TRINITY_DN50444_c0_g3GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN50931_c0_g2XP_002955450.1hypothetical protein VOLCADRAFT_121422 [Volvox carteri f. nagariensis]Volvox_carteri 61.70 0.00

TRINITY_DN51800_c0_g2GAX73985.1hypothetical protein CEUSTIGMA_g1435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN52408_c1_g2RAL48039.1hypothetical protein DM860_017816 [Cuscuta australis]Cuscuta_australis 61.70 0.00

TRINITY_DN52468_c0_g1GAX82052.1hypothetical protein CEUSTIGMA_g9480.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN52636_c4_g1GAX76789.1hypothetical protein CEUSTIGMA_g4235.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.70 0.00

TRINITY_DN15313_c0_g2XP_023889186.1probable Delta(7)-sterol 5(6)-desaturase [Quercus suber]Quercus_suber 61.60 0.00

TRINITY_DN19672_c0_g1XP_027122690.1V-type proton ATPase subunit c''2 [Coffea arabica]Coffea_arabica 61.60 0.00

TRINITY_DN24180_c0_g1PNH09207.1Peroxiredoxin-4 [Tetrabaena socialis]Tetrabaena_socialis 61.60 0.00

TRINITY_DN31739_c0_g2OVA13198.1Tetrapyrrole methylase [Macleaya cordata]Macleaya_cordata 61.60 0.00

TRINITY_DN32685_c0_g1XP_005848835.1hypothetical protein CHLNCDRAFT_144155 [Chlorella variabilis]Chlorella_variabilis 61.60 0.00

TRINITY_DN34418_c0_g2XP_023878956.1acetate permease A-like [Quercus suber]Quercus_suber 61.60 0.00

TRINITY_DN34454_c0_g1XP_022841147.1Tetrahydrofolate dehydrogenase/cyclohydrolase,conserved site [Ostreococcus tauri]Ostreococcus_tauri 61.60 0.00

TRINITY_DN34598_c0_g1BAJ85408.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 61.60 0.00

TRINITY_DN35308_c0_g3XP_012486205.1PREDICTED: putative tRNA (cytidine(32)/guanosine(34)-2'-O)-methyltransferase [Gossypium raimondii]Gossypium_raimondii 61.60 0.00

TRINITY_DN36165_c0_g5XP_001690907.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN36701_c0_g7OWM70470.1hypothetical protein CDL15_Pgr011946 [Punica granatum]Punica_granatum 61.60 0.00

TRINITY_DN38144_c1_g6XP_006644646.1PREDICTED: putative ABC transporter B family member 8 [Oryza brachyantha]Oryza_brachyantha 61.60 0.00

TRINITY_DN38832_c2_g4PSC72292.1Yippee zincbinding [Micractinium conductrix]Micractinium_conductrix 61.60 0.00

TRINITY_DN38850_c0_g3XP_025805130.1DEAD-box ATP-dependent RNA helicase 15-like isoform X1 [Panicum hallii]Panicum_hallii 61.60 0.00

TRINITY_DN40280_c0_g3GBF98414.1hypothetical protein Rsub_10479 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.60 0.00

TRINITY_DN41055_c0_g5NP_001237923.1uncharacterized protein LOC100500684 [Glycine max]Glycine_max 61.60 0.00

TRINITY_DN4159_c0_g1EPS71060.1hypothetical protein M569_03699, partial [Genlisea aurea]Genlisea_aurea 61.60 0.00

TRINITY_DN42690_c0_g2GAX77423.1hypothetical protein CEUSTIGMA_g4868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0.00

TRINITY_DN43191_c0_g3XP_005649894.1polyadenylate binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.60 0.00

TRINITY_DN43543_c0_g3KXZ51219.1hypothetical protein GPECTOR_13g706 [Gonium pectorale]Gonium_pectorale 61.60 0.00

TRINITY_DN44124_c0_g1XP_002951989.1hypothetical protein VOLCADRAFT_105313 [Volvox carteri f. nagariensis]Volvox_carteri 61.60 0.00

TRINITY_DN44326_c1_g4EFJ23123.1hypothetical protein SELMODRAFT_103994 [Selaginella moellendorffii]Selaginella_moellendorffii 61.60 0.00



TRINITY_DN45452_c0_g5EFJ08658.1hypothetical protein SELMODRAFT_447967 [Selaginella moellendorffii]Selaginella_moellendorffii 61.60 0.00

TRINITY_DN45731_c0_g3PNW86229.1hypothetical protein CHLRE_02g078100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN45786_c0_g6XP_002946628.1mitochondrial ribosomal protein S11 [Volvox carteri f. nagariensis]Volvox_carteri 61.60 0.00

TRINITY_DN46181_c2_g5KXZ50996.1hypothetical protein GPECTOR_14g237 [Gonium pectorale]Gonium_pectorale 61.60 0.00

TRINITY_DN46493_c0_g1XP_001694061.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN46763_c0_g2XP_001698112.1serine/threonine dehydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN47075_c0_g2GAX85902.1hypothetical protein CEUSTIGMA_g13318.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0.00

TRINITY_DN47516_c0_g1XP_001693504.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN47600_c0_g2KXZ51382.1hypothetical protein GPECTOR_12g344 [Gonium pectorale]Gonium_pectorale 61.60 0.00

TRINITY_DN47615_c0_g1GAX85753.1hypothetical protein CEUSTIGMA_g13168.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0.00

TRINITY_DN47658_c1_g3GAX79138.1hypothetical protein CEUSTIGMA_g6578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0.00

TRINITY_DN48239_c1_g1GBF94202.1cell division cycle 2 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.60 0.00

TRINITY_DN48251_c0_g3KXZ42459.1hypothetical protein GPECTOR_144g722 [Gonium pectorale]Gonium_pectorale 61.60 0.00

TRINITY_DN49636_c1_g1PNW86256.1hypothetical protein CHLRE_02g078939v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN50138_c0_g1PNW85730.1hypothetical protein CHLRE_03g207800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN51509_c0_g4PNW74877.1hypothetical protein CHLRE_12g506600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.60 0.00

TRINITY_DN51908_c1_g2GAX72618.1hypothetical protein CEUSTIGMA_g74.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0

TRINITY_DN52066_c0_g5XP_005643385.1anti-silence-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.60 0.00

TRINITY_DN52425_c1_g12GAX72717.1hypothetical protein CEUSTIGMA_g173.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.60 0.00

TRINITY_DN52531_c0_g3KXZ54643.1hypothetical protein GPECTOR_4g709 [Gonium pectorale]Gonium_pectorale 61.60 0.00

TRINITY_DN9382_c0_g1OAE29611.1hypothetical protein AXG93_4003s1340 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 61.60 0.00

TRINITY_DN13776_c0_g1PNX55116.1glutamyl-tRNA(Gln) amidotransferase subunit A chloroplastic/mitochondrial-like, partial [Trifolium pratense]Trifolium_pratense 61.50 0.00

TRINITY_DN17616_c0_g1XP_023890530.1uncharacterized protein LOC112002610 [Quercus suber]Quercus_suber 61.50 0.00

TRINITY_DN27271_c0_g2GBG63342.1hypothetical protein CBR_g37700 [Chara braunii]Chara_braunii 61.50 0.00

TRINITY_DN28791_c0_g1XP_020981346.1GATA transcription factor 15 [Arachis duranensis]Arachis_duranensis 61.50 0.00

TRINITY_DN31825_c0_g1XP_024372183.1uncharacterized protein LOC112280668 isoform X1 [Physcomitrella patens]Physcomitrella_patens 61.50 0.00

TRINITY_DN32752_c0_g4XP_005642658.1Actin/actin-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.50 0.00

TRINITY_DN35092_c0_g4GAQ88609.1hypothetical protein KFL_004440070 [Klebsormidium nitens]Klebsormidium_nitens 61.50 0.00

TRINITY_DN35255_c0_g1XP_002950696.1eukaryotic translation initiation factor 2 gamma [Volvox carteri f. nagariensis]Volvox_carteri 61.50 0.00

TRINITY_DN35661_c0_g6XP_022839412.1V-ATPase proteolipid subunit [Ostreococcus tauri]Ostreococcus_tauri 61.50 0.00

TRINITY_DN35942_c0_g1XP_009782179.1PREDICTED: histone H3.2-like [Nicotiana sylvestris]Nicotiana_sylvestris 61.50 0.00

TRINITY_DN36711_c0_g2KXZ53691.1hypothetical protein GPECTOR_6g608 [Gonium pectorale]Gonium_pectorale 61.50 0.00

TRINITY_DN36726_c0_g7XP_002500219.1predicted protein [Micromonas commoda]Micromonas_commoda 61.50 0.00

TRINITY_DN36848_c1_g2XP_020243778.1ankyrin-1 [Asparagus officinalis]Asparagus_officinalis 61.50 0.00

TRINITY_DN37016_c0_g8RHN40324.1putative xenobiotic-transporting ATPase [Medicago truncatula]Medicago_truncatula 61.50 0.00

TRINITY_DN37517_c0_g9XP_023899700.1homocitrate synthase, mitochondrial-like [Quercus suber]Quercus_suber 61.50 0.00

TRINITY_DN38526_c0_g3GAX72933.1hypothetical protein CEUSTIGMA_g388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN38624_c0_g5GAX77539.1hypothetical protein CEUSTIGMA_g4983.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN39284_c1_g2XP_001694894.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN39553_c0_g5ERM96741.1hypothetical protein AMTR_s00202p00038800, partial [Amborella trichopoda]Amborella_trichopoda 61.50 0.00

TRINITY_DN39689_c0_g3BAK02186.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 61.50 0.00

TRINITY_DN40679_c2_g1PNH07594.1Solute carrier family 40 member 1 [Tetrabaena socialis]Tetrabaena_socialis 61.50 0.00

TRINITY_DN40785_c0_g5XP_026399240.1T-complex protein 1 subunit delta [Papaver somniferum]Papaver_somniferum 61.50 0.00

TRINITY_DN40827_c0_g4XP_001691863.1small rab-related GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN41479_c0_g6ONL95843.1Small nuclear ribonucleoprotein Sm D3 [Zea mays]Zea_mays 61.50 0.00

TRINITY_DN41498_c1_g2KXZ44386.1hypothetical protein GPECTOR_68g357 [Gonium pectorale]Gonium_pectorale 61.50 0.00

TRINITY_DN41961_c1_g1KXZ41940.1hypothetical protein GPECTOR_239g570 [Gonium pectorale]Gonium_pectorale 61.50 0.00

TRINITY_DN42172_c0_g1KXZ52275.1hypothetical protein GPECTOR_10g906 [Gonium pectorale]Gonium_pectorale 61.50 0.00

TRINITY_DN42849_c1_g8PNW83113.1hypothetical protein CHLRE_06g307100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN42925_c0_g1PNW84898.1hypothetical protein CHLRE_03g163050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN43549_c1_g6KXZ44045.1hypothetical protein GPECTOR_75g769 [Gonium pectorale]Gonium_pectorale 61.50 0.00

TRINITY_DN43612_c0_g9XP_023524063.1transcription factor MYB3R-1-like isoform X2 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 61.50 0.00

TRINITY_DN44298_c0_g2XP_002945947.1hypothetical protein VOLCADRAFT_72591 [Volvox carteri f. nagariensis]Volvox_carteri 61.50 0.00

TRINITY_DN44483_c0_g1GAX85700.1hypothetical protein CEUSTIGMA_g13114.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN45137_c0_g3GAX81797.1hypothetical protein CEUSTIGMA_g9225.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN45898_c1_g1GAX78872.1hypothetical protein CEUSTIGMA_g6311.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN46002_c0_g2XP_001701480.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN46759_c0_g4XP_002948067.1hypothetical protein VOLCADRAFT_103700 [Volvox carteri f. nagariensis]Volvox_carteri 61.50 0.00

TRINITY_DN46940_c0_g3PNW83046.1hypothetical protein CHLRE_06g304600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN48955_c0_g7XP_007026771.1PREDICTED: 26S proteasome non-ATPase regulatory subunit 7 homolog A [Theobroma cacao]Theobroma_cacao 61.50 0.00

TRINITY_DN50368_c0_g2GAX77698.1hypothetical protein CEUSTIGMA_g5141.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN50378_c0_g2PNW77316.1hypothetical protein CHLRE_10g431150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN51103_c0_g5GAQ78769.1hypothetical protein KFL_000180520 [Klebsormidium nitens]Klebsormidium_nitens 61.50 0.00

TRINITY_DN51924_c2_g6GAX84206.1hypothetical protein CEUSTIGMA_g11629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.50 0.00

TRINITY_DN52606_c1_g1XP_001692533.1cytochrome P450, CYP711 clan [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.50 0.00

TRINITY_DN31264_c0_g3XP_015639761.1importin subunit alpha-1b [Oryza sativa Japonica Group]Oryza_sativa 61.40 0.00



TRINITY_DN32068_c0_g2XP_027904159.1casein kinase I-like [Vigna unguiculata]Vigna_unguiculata 61.40 0.00

TRINITY_DN34410_c0_g1XP_001692406.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN34713_c0_g6GBG91254.1hypothetical protein CBR_g52140 [Chara braunii]Chara_braunii 61.40 0.00

TRINITY_DN34724_c0_g5XP_007510373.1PREDICTED: similar to predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 61.40 0.00

TRINITY_DN35822_c0_g10PNW70829.1hypothetical protein CHLRE_17g735200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN36626_c0_g3XP_021716433.1DEAD-box ATP-dependent RNA helicase 20-like [Chenopodium quinoa]Chenopodium_quinoa 61.40 0.00

TRINITY_DN36956_c1_g9XP_002444267.1probable phospholipid-transporting ATPase 8 [Sorghum bicolor]Sorghum_bicolor 61.40 0.00

TRINITY_DN37658_c2_g1GBG70032.1hypothetical protein CBR_g4860 [Chara braunii]Chara_braunii 61.40 0.00

TRINITY_DN38211_c0_g2PNW73213.1hypothetical protein CHLRE_14g623350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN38574_c0_g4XP_023527486.1succinate dehydrogenase [ubiquinone] iron-sulfur subunit 2, mitochondrial [Cucurbita pepo subsp. pepo]Cucurbita_pepo 61.40 0.00

TRINITY_DN38757_c0_g4PNW74965.1hypothetical protein CHLRE_12g502350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN39096_c0_g1GAX79752.1hypothetical protein CEUSTIGMA_g7193.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN39289_c0_g6O65315.1RecName: Full=ActinColeochaete_scutata 61.40 0.00

TRINITY_DN39571_c0_g2ONK59406.1uncharacterized protein A4U43_C08F6100 [Asparagus officinalis]Asparagus_officinalis 61.40 0.00

TRINITY_DN40232_c1_g4KXZ48870.1hypothetical protein GPECTOR_25g455 [Gonium pectorale]Gonium_pectorale 61.40 0.00

TRINITY_DN41158_c0_g4XP_002957414.1hypothetical protein VOLCADRAFT_68169 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN41503_c0_g3XP_014660438.1flap endonuclease 1 [Setaria italica]Setaria_italica 61.40 0.00

TRINITY_DN41592_c0_g3KXZ55496.1hypothetical protein GPECTOR_2g1045 [Gonium pectorale]Gonium_pectorale 61.40 0.00

TRINITY_DN41771_c0_g4GAX74113.1hypothetical protein CEUSTIGMA_g1562.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN41867_c0_g1XP_001690306.1signal peptidase, 22 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN42936_c0_g1XP_002948103.13'5'-cyclic nucleotide phosphodiesterase [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN43069_c0_g2GAX76008.1hypothetical protein CEUSTIGMA_g3451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN44077_c0_g3XP_017623012.1PREDICTED: guanosine nucleotide diphosphate dissociation inhibitor 2 [Gossypium arboreum]Gossypium_arboreum 61.40 0.00

TRINITY_DN44331_c0_g8AGC12987.1long flagella protein 5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN44553_c0_g1XP_002957416.1light-harvesting protein of photosystem I [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN44648_c0_g2KZV17513.1dolichol-phosphate mannosyltransferase subunit 1 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 61.40 0.00

TRINITY_DN44720_c0_g6OAP08947.1RNR1 [Arabidopsis thaliana]Arabidopsis_thaliana 61.40 0.00

TRINITY_DN44732_c0_g1KXZ55411.1hypothetical protein GPECTOR_3g62 [Gonium pectorale]Gonium_pectorale 61.40 0.00

TRINITY_DN45174_c0_g1XP_002951042.1hypothetical protein VOLCADRAFT_81300 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN45435_c0_g5PNW77161.1hypothetical protein CHLRE_10g424775v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN45532_c1_g5XP_027074492.1proteasome subunit alpha type-2-A [Coffea arabica]Coffea_arabica 61.40 0.00

TRINITY_DN45567_c1_g1PRW45738.1lysine-specific demethylase JMJD5 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 61.40 0.00

TRINITY_DN46195_c0_g2PNW72539.1hypothetical protein CHLRE_16g689759v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN46979_c0_g2XP_002948867.1hypothetical protein VOLCADRAFT_80381 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN47804_c2_g1XP_001696478.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN47853_c0_g4XP_002956116.1hypothetical protein VOLCADRAFT_97016 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN47990_c1_g2AML78291.1putative LOV domain-containing protein [Pleurastrum insigne]Pleurastrum_insigne 61.40 0.00

TRINITY_DN48279_c0_g3XP_001701973.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN48607_c0_g3KXZ46467.1hypothetical protein GPECTOR_43g903 [Gonium pectorale]Gonium_pectorale 61.40 0.00

TRINITY_DN48698_c0_g6XP_002957335.1tRNA pseudouridine synthase mitochondrial precursor [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN49325_c0_g1GAX80911.1hypothetical protein CEUSTIGMA_g8346.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN49881_c1_g4XP_022840435.1Ribosomal protein, zinc-binding domain [Ostreococcus tauri]Ostreococcus_tauri 61.40 0.00

TRINITY_DN50131_c0_g1PNW70593.1hypothetical protein CHLRE_17g726350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.40 0.00

TRINITY_DN50519_c0_g1XP_002957716.1hypothetical protein VOLCADRAFT_121654 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN51102_c1_g2GAX84462.1hypothetical protein CEUSTIGMA_g11882.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN51627_c0_g1XP_002948049.1hypothetical protein VOLCADRAFT_103675 [Volvox carteri f. nagariensis]Volvox_carteri 61.40 0.00

TRINITY_DN51904_c1_g3KMZ61471.1Protein transport protein SEC61 gamma subunit [Zostera marina]Zostera_marina 61.40 0.00

TRINITY_DN52443_c1_g1GAX79947.1hypothetical protein CEUSTIGMA_g7386.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.40 0.00

TRINITY_DN25932_c0_g1XP_002505176.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 61.30 0.00

TRINITY_DN29020_c0_g1EFJ33618.1hypothetical protein SELMODRAFT_83484 [Selaginella moellendorffii]Selaginella_moellendorffii 61.30 0.00

TRINITY_DN31104_c0_g1ACF80166.1unknown [Zea mays]Zea_mays 61.30 0.00

TRINITY_DN32655_c0_g2PTQ36169.1hypothetical protein MARPO_0066s0117 [Marchantia polymorpha]Marchantia_polymorpha 61.30 0.00

TRINITY_DN37414_c0_g3XP_002947866.1hypothetical protein VOLCADRAFT_103638 [Volvox carteri f. nagariensis]Volvox_carteri 61.30 0.00

TRINITY_DN37984_c0_g4GAX79495.1hypothetical protein CEUSTIGMA_g6936.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.30 0.00

TRINITY_DN38209_c0_g3GBG59205.1Glycine decarboxlase L-protein (GDC-L) [Chara braunii]Chara_braunii 61.30 0.00

TRINITY_DN38537_c0_g11OAY80917.1Serine/threonine-protein phosphatase PP2A catalytic subunit [Ananas comosus]Ananas_comosus 61.30 0.00

TRINITY_DN39136_c0_g5GAQ88028.1Ribosome associated membrane protein RAMP4 [Klebsormidium nitens]Klebsormidium_nitens 61.30 0.00

TRINITY_DN39398_c1_g2XP_005649130.1eukaryotic translation initiation factor 3, subunit 7 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.30 0.00

TRINITY_DN40140_c1_g2KVI05797.1AAA+ ATPase domain-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 61.30 0.00

TRINITY_DN40452_c0_g1XP_002956578.1hypothetical protein VOLCADRAFT_97625 [Volvox carteri f. nagariensis]Volvox_carteri 61.30 0.00

TRINITY_DN40621_c1_g3XP_005649894.1polyadenylate binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.30 0.00

TRINITY_DN40863_c1_g3XP_027768604.1uncharacterized protein LOC114074811 [Solanum pennellii]Solanum_pennellii 61.30 0.00

TRINITY_DN41275_c2_g4KXZ52854.1hypothetical protein GPECTOR_8g236 [Gonium pectorale]Gonium_pectorale 61.30 0.00

TRINITY_DN41552_c0_g5PIA61334.1hypothetical protein AQUCO_00300703v1 [Aquilegia coerulea]Aquilegia_coerulea 61.30 0.00

TRINITY_DN41565_c0_g1GAX81818.1hypothetical protein CEUSTIGMA_g9246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.30 0.00

TRINITY_DN42372_c0_g2XP_002953180.1hypothetical protein VOLCADRAFT_121142 [Volvox carteri f. nagariensis]Volvox_carteri 61.30 0.00



TRINITY_DN42783_c0_g2GAX77255.1hypothetical protein CEUSTIGMA_g4701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.30 0.00

TRINITY_DN42995_c1_g1KXZ54392.1hypothetical protein GPECTOR_5g49 [Gonium pectorale]Gonium_pectorale 61.30 0.00

TRINITY_DN43015_c0_g1PNH08926.1Protoheme IX farnesyltransferase, mitochondrial [Tetrabaena socialis]Tetrabaena_socialis 61.30 0.00

TRINITY_DN43901_c0_g1GAX83059.1hypothetical protein CEUSTIGMA_g10485.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.30 0.00

TRINITY_DN44129_c0_g2PNW88172.1hypothetical protein CHLRE_01g017500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.30 0.00

TRINITY_DN44284_c0_g1XP_002952398.1hypothetical protein VOLCADRAFT_105456 [Volvox carteri f. nagariensis]Volvox_carteri 61.30 0.00

TRINITY_DN44988_c0_g1GBG71570.1hypothetical protein CBR_g8986 [Chara braunii]Chara_braunii 61.30 0.00

TRINITY_DN45962_c0_g5XP_022025769.1ubiquitin-conjugating enzyme E2 variant 1A-like [Helianthus annuus]Helianthus_annuus 61.30 0.00

TRINITY_DN46137_c0_g2XP_002945678.1hypothetical protein VOLCADRAFT_85892 [Volvox carteri f. nagariensis]Volvox_carteri 61.30 0.00

TRINITY_DN46143_c1_g6XP_019427339.1PREDICTED: probable protein arginine N-methyltransferase 6 [Lupinus angustifolius]Lupinus_angustifolius 61.30 0.00

TRINITY_DN48293_c0_g1XP_001699913.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.30 0.00

TRINITY_DN49400_c0_g3PNW77357.1hypothetical protein CHLRE_10g433100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.30 0.00

TRINITY_DN49962_c0_g1GAX80013.1hypothetical protein CEUSTIGMA_g7452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.30 0.00

TRINITY_DN50114_c0_g2KXZ54091.1hypothetical protein GPECTOR_5g196 [Gonium pectorale]Gonium_pectorale 61.30 0.00

TRINITY_DN50255_c0_g1XP_024385198.1phosphoglucomutase, chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 61.30 0.00

TRINITY_DN51708_c0_g4XP_001701544.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.30 0.00

TRINITY_DN30453_c0_g2BAG55420.1hypothetical protein, partial [Trebouxiophyceae sp. MBIC11204]Trebouxiophyceae_sp._MBIC11204 61.20 0.00

TRINITY_DN35345_c0_g1PIA64349.1hypothetical protein AQUCO_00100078v1 [Aquilegia coerulea]Aquilegia_coerulea 61.20 0.00

TRINITY_DN36813_c0_g4RWR98011.1LOW QUALITY PROTEIN: hypothetical protein CKAN_02749800 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 61.20 0.00

TRINITY_DN37179_c0_g2GAX75728.1hypothetical protein CEUSTIGMA_g3171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN37196_c0_g10XP_019419273.1PREDICTED: actin-2-like [Lupinus angustifolius]Lupinus_angustifolius 61.20 0.00

TRINITY_DN37383_c0_g2PNW82298.1hypothetical protein CHLRE_06g278187v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN37471_c0_g1XP_002444652.1methionine aminopeptidase 2B [Sorghum bicolor]Sorghum_bicolor 61.20 0.00

TRINITY_DN38092_c0_g3XP_007509027.1ABC transporter C family protein [Bathycoccus prasinos]Bathycoccus_prasinos 61.20 0.00

TRINITY_DN38467_c0_g9XP_013895299.1hypothetical protein MNEG_11683 [Monoraphidium neglectum]Monoraphidium_neglectum 61.20 0.00

TRINITY_DN38680_c0_g3XP_002946068.1rab-related GTPase [Volvox carteri f. nagariensis]Volvox_carteri 61.20 0.00

TRINITY_DN38888_c0_g1GAX73060.1hypothetical protein CEUSTIGMA_g513.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN39931_c0_g4PNW73927.1hypothetical protein CHLRE_13g578501v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN40416_c0_g1XP_020107019.1cyclin-dependent kinase G-2 [Ananas comosus]Ananas_comosus 61.20 0.00

TRINITY_DN41024_c0_g4GAX84568.1hypothetical protein CEUSTIGMA_g11989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN41176_c1_g3GAX81818.1hypothetical protein CEUSTIGMA_g9246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN41206_c0_g1XP_004961015.1DNA damage-binding protein 1 [Setaria italica]Setaria_italica 61.20 0.00

TRINITY_DN42551_c0_g8XP_012843810.1PREDICTED: eukaryotic translation initiation factor 1A-like [Erythranthe guttata]Erythranthe_guttata 61.20 0.00

TRINITY_DN43436_c0_g1XP_001702941.13-methylcrotonyl-CoA carboxylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN43949_c0_g1KXZ43062.1hypothetical protein GPECTOR_105g94 [Gonium pectorale]Gonium_pectorale 61.20 0.00

TRINITY_DN44509_c0_g6XP_002950408.1ferroportin [Volvox carteri f. nagariensis]Volvox_carteri 61.20 0.00

TRINITY_DN44916_c0_g2PNH12407.1Signal recognition particle protein [Tetrabaena socialis]Tetrabaena_socialis 61.20 0.00

TRINITY_DN45084_c1_g1GAX76273.1hypothetical protein CEUSTIGMA_g3717.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN45510_c0_g1PNW80386.1hypothetical protein CHLRE_07g315350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN46095_c0_g4GAX77250.1hypothetical protein CEUSTIGMA_g4696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN46819_c0_g1GBF95424.1hypothetical protein Rsub_08386 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.20 0.00

TRINITY_DN47319_c0_g1GBF95722.1hypothetical protein Rsub_08704 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.20 0.00

TRINITY_DN47724_c1_g3RVW52190.1Multidrug resistance protein pgp-1 [Vitis vinifera]Vitis_vinifera 61.20 0.00

TRINITY_DN48375_c2_g5XP_013904579.1purine nucleosidase [Monoraphidium neglectum]Monoraphidium_neglectum 61.20 0.00

TRINITY_DN48687_c0_g3XP_002504258.1dihydrolipoyllysine-residue succinyltransferase [Micromonas commoda]Micromonas_commoda 61.20 0.00

TRINITY_DN48885_c0_g1PNH05285.1ATP-dependent zinc metalloprotease FTSH 1, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 61.20 0.00

TRINITY_DN50224_c1_g2GAX80268.1hypothetical protein CEUSTIGMA_g7706.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.20 0.00

TRINITY_DN50634_c0_g4PNW79482.1hypothetical protein CHLRE_09g416950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN50772_c0_g2XP_005646055.1DUF292-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.20 0.00

TRINITY_DN50899_c0_g3XP_001698537.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN51852_c0_g9XP_020248351.1casein kinase 1-like [Asparagus officinalis]Asparagus_officinalis 61.20 0.00

TRINITY_DN52659_c0_g3XP_001694047.1dynein heavy chain 11, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.20 0.00

TRINITY_DN16777_c0_g1XP_022996094.1MOB kinase activator-like 1A isoform X1 [Cucurbita maxima]Cucurbita_maxima 61.10 0.00

TRINITY_DN216_c0_g1XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 61.10 0.00

TRINITY_DN28876_c0_g1OAE26634.1hypothetical protein AXG93_4542s1550 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 61.10 0.00

TRINITY_DN32141_c0_g1GAX80327.1hypothetical protein CEUSTIGMA_g7765.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN32613_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 61.10 0.00

TRINITY_DN33224_c0_g1GAQ84815.1ubiquitin-conjugating enzyme [Klebsormidium nitens]Klebsormidium_nitens 61.10 0.00

TRINITY_DN34274_c0_g1ESR38778.1hypothetical protein CICLE_v100254672mg, partial [Citrus clementina]Citrus_clementina 61.10 0.00

TRINITY_DN34603_c0_g2GAX82421.1hypothetical protein CEUSTIGMA_g9849.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN34736_c0_g3GAU21656.1hypothetical protein TSUD_251400 [Trifolium subterraneum]Trifolium_subterraneum 61.10 0.00

TRINITY_DN36807_c1_g4RAL49808.1hypothetical protein DM860_002099 [Cuscuta australis]Cuscuta_australis 61.10 0.00

TRINITY_DN37042_c2_g1GAX79223.1hypothetical protein CEUSTIGMA_g6663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN37230_c1_g6XP_005842958.1hypothetical protein CHLNCDRAFT_141775 [Chlorella variabilis]Chlorella_variabilis 61.10 0.00

TRINITY_DN37448_c0_g8PNW84389.1hypothetical protein CHLRE_03g144011v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.10 0.00

TRINITY_DN37495_c0_g1PRW21139.1RING finger 10 [Chlorella sorokiniana]Chlorella_sorokiniana 61.10 0.00



TRINITY_DN38410_c0_g5PSC75167.1DEAD-domain-containing [Micractinium conductrix]Micractinium_conductrix 61.10 0.00

TRINITY_DN38936_c0_g2GAX81271.1hypothetical protein CEUSTIGMA_g8703.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN41682_c1_g5XP_002949275.1tubulin tyrosine ligase [Volvox carteri f. nagariensis]Volvox_carteri 61.10 0.00

TRINITY_DN41785_c0_g1XP_002950123.1hypothetical protein VOLCADRAFT_104621 [Volvox carteri f. nagariensis]Volvox_carteri 61.10 0.00

TRINITY_DN41809_c1_g3KXZ46249.1hypothetical protein GPECTOR_45g119 [Gonium pectorale]Gonium_pectorale 61.10 0.00

TRINITY_DN42339_c0_g1GAX82009.1hypothetical protein CEUSTIGMA_g9437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN42527_c0_g1GAX75634.1hypothetical protein CEUSTIGMA_g3078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN42625_c0_g1GAQ80173.1homogentisate 1,2-dioxygenase [Klebsormidium nitens]Klebsormidium_nitens 61.10 0.00

TRINITY_DN43569_c0_g1XP_005649987.1hypothetical protein COCSUDRAFT_32644 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.10 0.00

TRINITY_DN43971_c0_g11XP_011040271.1PREDICTED: ABC transporter B family member 11-like [Populus euphratica]Populus_euphratica 61.10 0.00

TRINITY_DN44255_c1_g3GAX75973.1hypothetical protein CEUSTIGMA_g3416.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN45620_c1_g2XP_001700210.1acetyl CoA synthetase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.10 0.00

TRINITY_DN45678_c0_g3XP_001703388.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.10 0.00

TRINITY_DN47445_c1_g9XP_002952548.1hypothetical protein VOLCADRAFT_105595 [Volvox carteri f. nagariensis]Volvox_carteri 61.10 0.00

TRINITY_DN48337_c0_g6GAX81341.1hypothetical protein CEUSTIGMA_g8772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN48388_c0_g5GAX76158.1hypothetical protein CEUSTIGMA_g3602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN48609_c1_g3RZB68340.1ATP-dependent zinc metalloprotease FTSH 5, mitochondrial isoform C [Glycine soja]Glycine_soja 61.10 0.00

TRINITY_DN49024_c0_g2GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 61.10 0.00

TRINITY_DN49991_c0_g4XP_020229955.1putative phospholipid-transporting ATPase 9 isoform X1 [Cajanus cajan]Cajanus_cajan 61.10 0.00

TRINITY_DN50644_c0_g1GAX81745.1hypothetical protein CEUSTIGMA_g9173.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.10 0.00

TRINITY_DN50807_c1_g2PHT61905.1Phosphatidylinositol 4-phosphate 5-kinase 1, partial [Capsicum annuum]Capsicum_annuum 61.10 0.00

TRINITY_DN51846_c0_g5PSC76694.160S acidic ribosomal P2 [Micractinium conductrix]Micractinium_conductrix 61.10 0.00

TRINITY_DN52417_c1_g1KXZ47713.1hypothetical protein GPECTOR_33g595 [Gonium pectorale]Gonium_pectorale 61.10 0.00

TRINITY_DN18449_c0_g1EFJ17474.1hypothetical protein SELMODRAFT_114388 [Selaginella moellendorffii]Selaginella_moellendorffii 61.00 0.00

TRINITY_DN28406_c0_g2PRW45383.1ATP-dependent RNA helicase dhx8 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 61.00 0.00

TRINITY_DN29622_c0_g2XP_002950685.1vesicle coat protein clathrin, heavy chain [Volvox carteri f. nagariensis]Volvox_carteri 61.00 0.00

TRINITY_DN31220_c0_g6XP_010667820.1PREDICTED: 60S ribosomal protein L27-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 61.00 0.00

TRINITY_DN33688_c0_g1XP_013608757.1PREDICTED: U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein-like [Brassica oleracea var. oleracea]Brassica_oleracea 61.00 0.00

TRINITY_DN35043_c0_g7XP_019461957.1PREDICTED: probable AMP deaminase [Lupinus angustifolius]Lupinus_angustifolius 61.00 0.00

TRINITY_DN35180_c1_g1BAU71550.1parkin co-regulated gene (PACRG) protein [Marchantia polymorpha]Marchantia_polymorpha 61.00 0.00

TRINITY_DN36804_c0_g2GBF87937.1ATP synthase subunit alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.00 0.00

TRINITY_DN37187_c1_g1RMZ55187.1hypothetical protein APUTEX25_005465 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 61.00 0.00

TRINITY_DN37857_c1_g3GAX80023.1hypothetical protein CEUSTIGMA_g7462.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN38200_c1_g4GBF90884.1phosphatidate phosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.00 0.00

TRINITY_DN38626_c0_g2KXZ50750.1hypothetical protein GPECTOR_15g435 [Gonium pectorale]Gonium_pectorale 61.00 0.00

TRINITY_DN39274_c0_g3PRW60380.1glyoxal reductase [Chlorella sorokiniana]Chlorella_sorokiniana 61.00 0.00

TRINITY_DN39569_c0_g1XP_023901497.1ATP-dependent RNA helicase eIF4A [Quercus suber]Quercus_suber 61.00 0.00

TRINITY_DN39584_c1_g4GAX81558.1hypothetical protein CEUSTIGMA_g8986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN39830_c0_g2PNH10837.1Desiccation stress protein DSP-22, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 61.00 0.00

TRINITY_DN40108_c0_g2XP_003590025.1malate dehydrogenase, cytoplasmic [Medicago truncatula]Medicago_truncatula 61.00 0.00

TRINITY_DN40152_c0_g8XP_002946696.1hypothetical protein VOLCADRAFT_86916 [Volvox carteri f. nagariensis]Volvox_carteri 61.00 0.00

TRINITY_DN40230_c0_g1XP_009383513.1PREDICTED: RNA polymerase II subunit A C-terminal domain phosphatase SSU72 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 61.00 0.00

TRINITY_DN41035_c0_g4GAQ93439.1hypothetical protein KFL_015310010 [Klebsormidium nitens]Klebsormidium_nitens 61.00 0.00

TRINITY_DN41594_c0_g1XP_023903135.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 61.00 0.00

TRINITY_DN42738_c0_g5GAX73942.1hypothetical protein CEUSTIGMA_g1392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN43620_c0_g1PNW81268.1hypothetical protein CHLRE_07g349100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.00 0.00

TRINITY_DN43983_c1_g5GAX79658.1hypothetical protein CEUSTIGMA_g7099.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN44419_c0_g1GAX76360.1hypothetical protein CEUSTIGMA_g3806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN45640_c0_g2XP_002959239.1chloroplast-specific ribosomal protein [Volvox carteri f. nagariensis]Volvox_carteri 61.00 0.00

TRINITY_DN45750_c0_g5XP_008460646.1PREDICTED: malate dehydrogenase, cytoplasmic [Cucumis melo]Cucumis_melo 61.00 0.00

TRINITY_DN46648_c1_g6PRW61566.1Retrovirus-related Pol poly from transposon TNT 1-94 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 61.00 0.00

TRINITY_DN47317_c0_g1GAX78910.1hypothetical protein CEUSTIGMA_g6349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN47466_c0_g4GAX77144.1hypothetical protein CEUSTIGMA_g4590.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN47788_c1_g1GAX72766.1hypothetical protein CEUSTIGMA_g222.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN47854_c1_g2GBF97760.1peptidase S8 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.00 0.00

TRINITY_DN47885_c0_g7PKA62036.160S ribosomal protein L26-2 [Apostasia shenzhenica]Apostasia_shenzhenica 61.00 0.00

TRINITY_DN48822_c1_g2XP_005643780.1exonuclease component of the exosome [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 61.00 0.00

TRINITY_DN49725_c0_g2GBF94175.1hypothetical protein Rsub_07162 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.00 0.00

TRINITY_DN49812_c1_g1GAX85202.1hypothetical protein CEUSTIGMA_g12622.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN50792_c0_g1GAX80342.1hypothetical protein CEUSTIGMA_g7780.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN51745_c0_g1GAX77534.1hypothetical protein CEUSTIGMA_g4978.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 61.00 0.00

TRINITY_DN52182_c1_g1GBF98463.1hypothetical protein Rsub_11108 [Raphidocelis subcapitata]Raphidocelis_subcapitata 61.00 0.00

TRINITY_DN52485_c1_g2PNW84046.1hypothetical protein CHLRE_04g219000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 61.00 0.00

TRINITY_DN6799_c0_g1CAX27437.1Na P-type ATPase [Marchantia polymorpha]Marchantia_polymorpha 61.00 0.00

TRINITY_DN1256_c0_g1XP_011399325.160S acidic ribosomal protein P2 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 60.90 0.00

TRINITY_DN12673_c0_g1XP_006857567.1ubiquitin-conjugating enzyme E2-17 kDa [Amborella trichopoda]Amborella_trichopoda 60.90 0.00



TRINITY_DN12776_c0_g2ABK22600.1unknown [Picea sitchensis]Picea_sitchensis 60.90 0.00

TRINITY_DN1359_c0_g1KZV15321.1hypothetical protein F511_09409 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 60.90 0.00

TRINITY_DN15976_c0_g1KQK02321.1hypothetical protein BRADI_2g00800v3 [Brachypodium distachyon]Brachypodium_distachyon 60.90 0.00

TRINITY_DN24946_c0_g1PIN07056.1Molecular chaperone (DnaJ superfamily) [Handroanthus impetiginosus]Handroanthus_impetiginosus 60.90 0.00

TRINITY_DN30725_c0_g1KXZ51231.1hypothetical protein GPECTOR_13g718 [Gonium pectorale]Gonium_pectorale 60.90 0.00

TRINITY_DN33421_c0_g1XP_027095471.1iron-sulfur protein NUBPL-like [Coffea arabica]Coffea_arabica 60.90 0.00

TRINITY_DN33973_c0_g2EXB37047.1Coatomer subunit beta'-2 [Morus notabilis]Morus_notabilis 60.90 0.00

TRINITY_DN35321_c0_g3XP_019199596.1PREDICTED: histone deacetylase 9 isoform X2 [Ipomoea nil]Ipomoea_nil 60.90 0.00

TRINITY_DN35748_c0_g5XP_010680838.1PREDICTED: GPI mannosyltransferase 3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 60.90 0.00

TRINITY_DN36298_c1_g3XP_002948448.1hypothetical protein VOLCADRAFT_120628 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN36862_c0_g6XP_002958109.1hypothetical protein VOLCADRAFT_107956 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN37628_c0_g2XP_004488319.1protein MEI2-like 5 isoform X1 [Cicer arietinum]Cicer_arietinum 60.90 0.00

TRINITY_DN37695_c1_g5XP_001690521.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN38882_c0_g8XP_008353982.1PREDICTED: FH protein interacting protein FIP2-like [Malus domestica]Malus_domestica 60.90 0.00

TRINITY_DN39119_c3_g2XP_005647266.1hypothetical protein COCSUDRAFT_63858 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.90 0.00

TRINITY_DN39899_c0_g3GBF93992.1calcium proton exchanger [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.90 0.00

TRINITY_DN40062_c1_g3XP_002952742.1hypothetical protein VOLCADRAFT_105651 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN40250_c1_g1XP_001695958.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN40675_c0_g2KXZ53096.1hypothetical protein GPECTOR_8g87 [Gonium pectorale]Gonium_pectorale 60.90 0.00

TRINITY_DN41329_c0_g3XP_005844627.1GTP binding protein [Chlorella variabilis]Chlorella_variabilis 60.90 0.00

TRINITY_DN41460_c0_g2GAX72754.1hypothetical protein CEUSTIGMA_g210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0.00

TRINITY_DN42883_c1_g3GAX77106.1hypothetical protein CEUSTIGMA_g4552.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0.00

TRINITY_DN44802_c0_g1XP_001690012.1monooxygenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN45725_c0_g2XP_002949576.1luminal binding protein Bip1 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN46016_c0_g3XP_001701477.1rhomboid-like protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN46617_c0_g3KXZ46175.1hypothetical protein GPECTOR_46g244 [Gonium pectorale]Gonium_pectorale 60.90 0.00

TRINITY_DN47326_c0_g1PNW71403.1hypothetical protein CHLRE_16g652850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN48277_c0_g3GAX77733.1hypothetical protein CEUSTIGMA_g5176.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0.00

TRINITY_DN48307_c0_g2GAX82399.1hypothetical protein CEUSTIGMA_g9827.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0.00

TRINITY_DN48764_c1_g1XP_002948833.1hypothetical protein VOLCADRAFT_104039 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN48832_c0_g4PNW75024.1hypothetical protein CHLRE_12g499700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN49138_c0_g5GAQ84076.1fructose-bisphosphate aldolase [Klebsormidium nitens]Klebsormidium_nitens 60.90 0.00

TRINITY_DN49546_c1_g1XP_002948054.1hypothetical protein VOLCADRAFT_79927 [Volvox carteri f. nagariensis]Volvox_carteri 60.90 0.00

TRINITY_DN49978_c1_g6GAX81508.1hypothetical protein CEUSTIGMA_g8936.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0.00

TRINITY_DN50047_c0_g1XP_024517987.1glycine dehydrogenase (decarboxylating), mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 60.90 0

TRINITY_DN50179_c0_g2XP_005651902.1lipoic acid synthetase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.90 0.00

TRINITY_DN50367_c0_g2XP_001698054.1cryptochrome photoreceptor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN50449_c0_g2XP_001694558.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.90 0.00

TRINITY_DN50618_c2_g1GAX72651.1hypothetical protein CEUSTIGMA_g107.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.90 0

TRINITY_DN52250_c0_g1KXZ49155.1hypothetical protein GPECTOR_23g82 [Gonium pectorale]Gonium_pectorale 60.90 0.00

TRINITY_DN52427_c3_g1XP_007514321.1H/ACA ribonucleoprotein complex subunit 3 [Bathycoccus prasinos]Bathycoccus_prasinos 60.90 0.00

TRINITY_DN12159_c0_g1BAJ85979.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.80 0.00

TRINITY_DN16961_c0_g1GAQ78566.1putative protease [Klebsormidium nitens]Klebsormidium_nitens 60.80 0.00

TRINITY_DN21328_c0_g1NP_001147247.1uncharacterized protein LOC100280855 [Zea mays]Zea_mays 60.80 0.00

TRINITY_DN28211_c0_g3OAE27512.1hypothetical protein AXG93_3857s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 60.80 0.00

TRINITY_DN28473_c0_g1XP_001691780.1sugar 1,6-bisphosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.80 0.00

TRINITY_DN33541_c0_g1GAX76458.1hypothetical protein CEUSTIGMA_g3903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN34466_c0_g1PSS31717.1Fructose-1,6-bisphosphatase [Actinidia chinensis var. chinensis]Actinidia_chinensis 60.80 0.00

TRINITY_DN35675_c0_g4GAX84947.1hypothetical protein CEUSTIGMA_g12368.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN35842_c0_g1GBF90993.1hypothetical protein Rsub_03848 [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.80 0.00

TRINITY_DN36156_c0_g4GAX82044.1hypothetical protein CEUSTIGMA_g9472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN36515_c0_g1XP_009403094.1PREDICTED: trafficking protein particle complex subunit 3 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 60.80 0.00

TRINITY_DN36568_c0_g6GAQ85919.13-hydroxy-2-methylbutyryl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 60.80 0.00

TRINITY_DN36987_c0_g1BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.80 0.00

TRINITY_DN37111_c0_g1GBF89362.1adenylate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.80 0.00

TRINITY_DN38361_c2_g5PNR60535.1hypothetical protein PHYPA_003328 [Physcomitrella patens]Physcomitrella_patens 60.80 0.00

TRINITY_DN39674_c0_g4XP_001694559.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.80 0.00

TRINITY_DN40152_c0_g3KXZ56839.1hypothetical protein GPECTOR_1g757 [Gonium pectorale]Gonium_pectorale 60.80 0.00

TRINITY_DN40174_c1_g6GAX79417.1hypothetical protein CEUSTIGMA_g6858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN40761_c0_g1GAX75591.1hypothetical protein CEUSTIGMA_g3035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN41242_c0_g1OAE30955.1hypothetical protein AXG93_2018s1220 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 60.80 0.00

TRINITY_DN42848_c0_g4PSC75831.1Sterol-4-alpha-carboxylate 3-decarboxylating [Micractinium conductrix]Micractinium_conductrix 60.80 0.00

TRINITY_DN42875_c1_g6GBG76786.1hypothetical protein CBR_g23002 [Chara braunii]Chara_braunii 60.80 0.00

TRINITY_DN43317_c0_g4XP_005851164.1hypothetical protein CHLNCDRAFT_137783 [Chlorella variabilis]Chlorella_variabilis 60.80 0.00

TRINITY_DN44813_c0_g3GAX81162.1hypothetical protein CEUSTIGMA_g8595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN44878_c1_g5XP_005852065.1hypothetical protein CHLNCDRAFT_18182 [Chlorella variabilis]Chlorella_variabilis 60.80 0.00



TRINITY_DN45519_c1_g2XP_002958325.1hypothetical protein VOLCADRAFT_69295 [Volvox carteri f. nagariensis]Volvox_carteri 60.80 0.00

TRINITY_DN46815_c0_g7BAF44222.1malate dehydrogenase like-protein, partial [Iris x hollandica]Iris_x_hollandica 60.80 0.00

TRINITY_DN46865_c0_g5RMZ52572.1hypothetical protein APUTEX25_003715, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 60.80 0.00

TRINITY_DN46878_c0_g2P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 60.80 0.00

TRINITY_DN47087_c0_g1XP_020081399.1ATP-dependent zinc metalloprotease FTSH 8, mitochondrial-like isoform X2 [Ananas comosus]Ananas_comosus 60.80 0.00

TRINITY_DN47327_c0_g3KXZ53775.1hypothetical protein GPECTOR_6g693 [Gonium pectorale]Gonium_pectorale 60.80 0.00

TRINITY_DN48071_c0_g3PNH09838.1Polyubiquitin [Tetrabaena socialis]Tetrabaena_socialis 60.80 0.00

TRINITY_DN48737_c2_g1GAX78146.1hypothetical protein CEUSTIGMA_g5588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN48954_c0_g2XP_017248621.1PREDICTED: 40S ribosomal protein S8 [Daucus carota subsp. sativus]Daucus_carota 60.80 0.00

TRINITY_DN49521_c0_g4XP_022135845.1malignant T-cell-amplified sequence 1 homolog [Momordica charantia]Momordica_charantia 60.80 0.00

TRINITY_DN49631_c0_g1XP_002954206.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 60.80 0.00

TRINITY_DN49664_c0_g1KXZ55463.1hypothetical protein GPECTOR_2g1012 [Gonium pectorale]Gonium_pectorale 60.80 0

TRINITY_DN50140_c2_g1KXZ54465.1hypothetical protein GPECTOR_4g530 [Gonium pectorale]Gonium_pectorale 60.80 0.00

TRINITY_DN50633_c1_g3GAX78395.1hypothetical protein CEUSTIGMA_g5837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN50702_c0_g3GAX86278.1hypothetical protein CEUSTIGMA_g13690.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN50819_c0_g2PNH09602.1Cathepsin Z [Tetrabaena socialis]Tetrabaena_socialis 60.80 0.00

TRINITY_DN51411_c0_g1GAX76672.1hypothetical protein CEUSTIGMA_g4118.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN51513_c0_g1XP_002505800.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 60.80 0.00

TRINITY_DN52172_c1_g2GAX85497.1hypothetical protein CEUSTIGMA_g12913.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.80 0.00

TRINITY_DN52764_c0_g1XP_003055592.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 60.80 0.00

TRINITY_DN6734_c0_g1XP_023890364.140S ribosomal protein S21 [Quercus suber]Quercus_suber 60.80 0.00

TRINITY_DN15072_c0_g1XP_024394275.1uncharacterized protein LOC112291312 isoform X1 [Physcomitrella patens]Physcomitrella_patens 60.70 0.00

TRINITY_DN21594_c0_g1XP_013904769.1aldehyde dehydrogenase (NAD+) [Monoraphidium neglectum]Monoraphidium_neglectum 60.70 0.00

TRINITY_DN21845_c0_g1XP_010433420.1PREDICTED: aconitate hydratase 3, mitochondrial [Camelina sativa]Camelina_sativa 60.70 0.00

TRINITY_DN36113_c0_g1XP_022148217.1acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal isoform X1 [Momordica charantia]Momordica_charantia 60.70 0.00

TRINITY_DN36319_c0_g1GAX85628.1hypothetical protein CEUSTIGMA_g13043.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN36723_c1_g4XP_008462483.1PREDICTED: S-adenosylmethionine synthase 4 [Cucumis melo]Cucumis_melo 60.70 0.00

TRINITY_DN37069_c0_g4XP_018456873.1PREDICTED: suppressor of mec-8 and unc-52 protein homolog 1 [Raphanus sativus]Raphanus_sativus 60.70 0.00

TRINITY_DN37545_c0_g1XP_002950145.1hypothetical protein VOLCADRAFT_59975 [Volvox carteri f. nagariensis]Volvox_carteri 60.70 0.00

TRINITY_DN38639_c0_g10PNW74192.1hypothetical protein CHLRE_13g588900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.70 0.00

TRINITY_DN39215_c0_g1PNW72341.1hypothetical protein CHLRE_16g672150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.70 0.00

TRINITY_DN39617_c0_g1GBG80578.1hypothetical protein CBR_g31038 [Chara braunii]Chara_braunii 60.70 0.00

TRINITY_DN40752_c0_g1KXZ53174.1hypothetical protein GPECTOR_7g1066 [Gonium pectorale]Gonium_pectorale 60.70 0.00

TRINITY_DN40765_c0_g5AMB19694.13-hydroxy-3-methylglutaryl-CoA reductase 1 [Taraxacum kok-saghyz]Taraxacum_kok-saghyz 60.70 0.00

TRINITY_DN41094_c1_g5XP_001702613.1DnaJ-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.70 0.00

TRINITY_DN41580_c0_g3GAX78827.1hypothetical protein CEUSTIGMA_g6264.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN41724_c0_g4XP_008648330.1uncharacterized protein LOC732740 isoform X2 [Zea mays]Zea_mays 60.70 0.00

TRINITY_DN42834_c1_g1PSC71129.1serine threonine-kinase ATM isoform X1 [Micractinium conductrix]Micractinium_conductrix 60.70 0.00

TRINITY_DN43855_c0_g6XP_013902450.1Pentatricopeptide repeat-containing protein [Monoraphidium neglectum]Monoraphidium_neglectum 60.70 0.00

TRINITY_DN44572_c1_g1GAX73205.1hypothetical protein CEUSTIGMA_g658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN44773_c1_g1BAU37043.1ethanolamine kinase [Chlamydomonas asymmetrica]Chlamydomonas_asymmetrica 60.70 0.00

TRINITY_DN45035_c0_g2XP_013896304.1hypothetical protein MNEG_10676 [Monoraphidium neglectum]Monoraphidium_neglectum 60.70 0.00

TRINITY_DN45943_c1_g1GAX74520.1hypothetical protein CEUSTIGMA_g1969.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN46078_c2_g6XP_004228542.140S ribosomal protein S27-2 isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 60.70 0.00

TRINITY_DN48171_c0_g2PNH10991.1hypothetical protein TSOC_002206 [Tetrabaena socialis]Tetrabaena_socialis 60.70 0.00

TRINITY_DN48663_c0_g1XP_002949836.1hypothetical protein VOLCADRAFT_90262 [Volvox carteri f. nagariensis]Volvox_carteri 60.70 0.00

TRINITY_DN49361_c0_g5PNW79225.1hypothetical protein CHLRE_09g406800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.70 0.00

TRINITY_DN49863_c1_g5XP_021865286.1aldehyde dehydrogenase family 7 member B4 [Spinacia oleracea]Spinacia_oleracea 60.70 0.00

TRINITY_DN49902_c0_g2GAX75792.1hypothetical protein CEUSTIGMA_g3235.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN50057_c0_g1GAX85070.1hypothetical protein CEUSTIGMA_g12490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN50256_c0_g1GAX72730.1hypothetical protein CEUSTIGMA_g186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN50313_c0_g4KXZ56780.1hypothetical protein GPECTOR_1g702 [Gonium pectorale]Gonium_pectorale 60.70 0.00

TRINITY_DN51846_c0_g3PNW85286.1hypothetical protein CHLRE_03g179550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.70 0.00

TRINITY_DN51905_c1_g1KXZ41898.1hypothetical protein GPECTOR_249g616 [Gonium pectorale]Gonium_pectorale 60.70 0.00

TRINITY_DN52147_c0_g3GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.70 0.00

TRINITY_DN52323_c1_g3XP_017239425.1PREDICTED: uncharacterized protein LOC108212210 [Daucus carota subsp. sativus]Daucus_carota 60.70 0.00

TRINITY_DN31491_c0_g1KDD73899.1selenium binding protein SBP56 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 60.60 0.00

TRINITY_DN33707_c0_g1XP_023875106.1isocitrate dehydrogenase [NAD] subunit 1, mitochondrial [Quercus suber]Quercus_suber 60.60 0.00

TRINITY_DN33737_c0_g1XP_023926151.160S ribosomal protein L44 [Quercus suber]Quercus_suber 60.60 0.00

TRINITY_DN34028_c0_g2XP_003061072.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 60.60 0.00

TRINITY_DN35857_c0_g4XP_023875501.1GTP-binding protein rhoA [Quercus suber]Quercus_suber 60.60 0.00

TRINITY_DN36177_c0_g5EMS45817.1ABC transporter A family member 2 [Triticum urartu]Triticum_urartu 60.60 0.00

TRINITY_DN36765_c0_g2AAV41811.1pyruvate dehydrogenase kinase-like protein [Chlamydomonas incerta]Chlamydomonas_incerta 60.60 0.00

TRINITY_DN37181_c0_g1KXZ44956.1hypothetical protein GPECTOR_60g733 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN37240_c0_g5XP_002951829.1hypothetical protein VOLCADRAFT_75159 [Volvox carteri f. nagariensis]Volvox_carteri 60.60 0.00

TRINITY_DN37908_c0_g1XP_005651253.12-amino-3-ketobutyrate coenzyme A ligase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.60 0.00



TRINITY_DN38004_c1_g2CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 60.60 0.00

TRINITY_DN38050_c0_g3GAX76395.1hypothetical protein CEUSTIGMA_g3840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN38354_c0_g4PNH08037.1Glutathione peroxidase [Tetrabaena socialis]Tetrabaena_socialis 60.60 0.00

TRINITY_DN39430_c0_g2XP_001702736.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0.00

TRINITY_DN39497_c0_g1XP_001695053.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0.00

TRINITY_DN39782_c1_g6GBF91731.1hypothetical protein Rsub_04035 [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.60 0.00

TRINITY_DN40056_c0_g11KZV15216.1citrate synthase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 60.60 0.00

TRINITY_DN40499_c0_g3GAX74763.1hypothetical protein CEUSTIGMA_g2210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN42073_c0_g2XP_005848427.1hypothetical protein CHLNCDRAFT_144771 [Chlorella variabilis]Chlorella_variabilis 60.60 0.00

TRINITY_DN42214_c0_g2GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 60.60 0.00

TRINITY_DN42263_c0_g4KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 60.60 0.00

TRINITY_DN42272_c0_g1KXZ51385.1hypothetical protein GPECTOR_12g347 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN42657_c0_g1GAX83459.1hypothetical protein CEUSTIGMA_g10884.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN43067_c1_g5RXH70648.1hypothetical protein DVH24_013394 [Malus domestica]Malus_domestica 60.60 0.00

TRINITY_DN43106_c1_g5YP_001315141.1putative reverse transcriptase and intron maturase [Chlorokybus atmophyticus]Chlorokybus_atmophyticus 60.60 0.00

TRINITY_DN43855_c0_g1XP_004495417.1ADP-ribosylation factor-like protein 5 [Cicer arietinum]Cicer_arietinum 60.60 0.00

TRINITY_DN44361_c0_g1GAX78791.1hypothetical protein CEUSTIGMA_g6228.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN46736_c0_g2PTQ47551.1hypothetical protein MARPO_0007s0011 [Marchantia polymorpha]Marchantia_polymorpha 60.60 0.00

TRINITY_DN47009_c0_g2XP_004244489.1serine/arginine-rich splicing factor RSZ22 [Solanum lycopersicum]Solanum_lycopersicum 60.60 0.00

TRINITY_DN47806_c1_g4KXZ47291.1hypothetical protein GPECTOR_36g18 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN48552_c0_g1GBF96246.1acyl-coenzyme A thioesterase [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.60 0.00

TRINITY_DN48782_c0_g1KXZ53546.1hypothetical protein GPECTOR_7g996 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN48873_c0_g1XP_001694654.1U2 snRNP auxiliary factor, large subunit, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0.00

TRINITY_DN48978_c1_g1GAX75127.1hypothetical protein CEUSTIGMA_g2571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN48982_c0_g1GAX75128.1hypothetical protein CEUSTIGMA_g2572.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN49225_c0_g3PNW70426.1hypothetical protein CHLRE_17g719450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0.00

TRINITY_DN49421_c0_g2PNW78463.1hypothetical protein CHLRE_09g396500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0.00

TRINITY_DN49611_c1_g2PNH05717.1Regulator of nonsense transcripts 1 [Tetrabaena socialis]Tetrabaena_socialis 60.60 0.00

TRINITY_DN50616_c0_g1KXZ50034.1hypothetical protein GPECTOR_18g186 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN51154_c0_g1KXZ45540.1hypothetical protein GPECTOR_53g126 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN51393_c0_g1KXZ49376.1hypothetical protein GPECTOR_21g602 [Gonium pectorale]Gonium_pectorale 60.60 0.00

TRINITY_DN51448_c1_g2GAX79695.1hypothetical protein CEUSTIGMA_g7136.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.60 0.00

TRINITY_DN52006_c0_g2PNW79678.1hypothetical protein CHLRE_08g362650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.60 0

TRINITY_DN52046_c0_g3EFJ04860.1hypothetical protein SELMODRAFT_138124, partial [Selaginella moellendorffii]Selaginella_moellendorffii 60.60 0.00

TRINITY_DN6089_c0_g1RAL51299.1hypothetical protein DM860_010801 [Cuscuta australis]Cuscuta_australis 60.60 0.00

TRINITY_DN23324_c0_g1RIA05220.1hypothetical protein BRARA_K00424 [Brassica rapa]Brassica_rapa 60.50 0.00

TRINITY_DN24174_c0_g1PRW60491.1apoptotic chromatin condensation inducer in the nucleus-like [Chlorella sorokiniana]Chlorella_sorokiniana 60.50 0.00

TRINITY_DN28041_c0_g1XP_003054889.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 60.50 0.00

TRINITY_DN32517_c0_g1GBF96403.1glycosyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.50 0.00

TRINITY_DN36628_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 60.50 0.00

TRINITY_DN37133_c0_g2GAX80193.1hypothetical protein CEUSTIGMA_g7631.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN37296_c0_g2GAQ92572.1catalase [Klebsormidium nitens]Klebsormidium_nitens 60.50 0.00

TRINITY_DN38069_c0_g4XP_001697282.1fructose-6-P aldolase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN38333_c0_g2XP_002946074.1hypothetical protein VOLCADRAFT_85970 [Volvox carteri f. nagariensis]Volvox_carteri 60.50 0.00

TRINITY_DN38768_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.50 0.00

TRINITY_DN38781_c2_g6PNW78548.1hypothetical protein CHLRE_09g392650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN38886_c0_g7EEC68421.1hypothetical protein OsI_36597 [Oryza sativa Indica Group]Oryza_sativa 60.50 0.00

TRINITY_DN39373_c0_g3XP_013903221.1Bifunctional protein hldE [Monoraphidium neglectum]Monoraphidium_neglectum 60.50 0.00

TRINITY_DN40555_c0_g2GBF89866.1hypothetical protein Rsub_02570 [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.50 0.00

TRINITY_DN40774_c2_g6XP_002947491.1hypothetical protein VOLCADRAFT_56991 [Volvox carteri f. nagariensis]Volvox_carteri 60.50 0.00

TRINITY_DN40891_c0_g9XP_001701539.1Emp24/gp25L/p24 family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN41325_c2_g3GAX74707.1hypothetical protein CEUSTIGMA_g2155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN41451_c0_g3XP_001689557.1mitochondrial inner membrane signal peptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN41988_c0_g3XP_001415633.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 60.50 0.00

TRINITY_DN42165_c0_g2KXZ51420.1hypothetical protein GPECTOR_12g382 [Gonium pectorale]Gonium_pectorale 60.50 0.00

TRINITY_DN42719_c0_g1GAX84295.1hypothetical protein CEUSTIGMA_g11717.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN43191_c0_g7GAQ85173.1polyadenylate-binding protein [Klebsormidium nitens]Klebsormidium_nitens 60.50 0.00

TRINITY_DN43659_c0_g7PNW70675.1hypothetical protein CHLRE_17g729900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN44031_c1_g1XP_001689606.1metal ion transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN44592_c0_g1PNW69900.1hypothetical protein CHLRE_17g697450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN44741_c0_g4KXZ53085.1hypothetical protein GPECTOR_8g77 [Gonium pectorale]Gonium_pectorale 60.50 0.00

TRINITY_DN44984_c1_g1XP_001690652.1NADH:ubiquinone oxidoreductase ND9 subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN46241_c0_g3XP_002951402.1histone H3 Lys 36 methyltransferase/ASH1 [Volvox carteri f. nagariensis]Volvox_carteri 60.50 0.00

TRINITY_DN46398_c0_g1GAX73330.1hypothetical protein CEUSTIGMA_g784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN46495_c0_g8XP_007218418.1DNA-directed RNA polymerases II and IV subunit 5A [Prunus persica]Prunus_persica 60.50 0.00

TRINITY_DN47296_c1_g4XP_002958088.1adenylate kinase [Volvox carteri f. nagariensis]Volvox_carteri 60.50 0.00



TRINITY_DN48023_c0_g1GAX82570.1hypothetical protein CEUSTIGMA_g9996.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN48274_c0_g2GAX77456.1hypothetical protein CEUSTIGMA_g4900.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN48425_c1_g4KXZ51382.1hypothetical protein GPECTOR_12g344 [Gonium pectorale]Gonium_pectorale 60.50 0.00

TRINITY_DN52047_c0_g1PNW86608.1hypothetical protein CHLRE_02g093550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN52233_c0_g3XP_015630074.1AP-1 complex subunit sigma-1 [Oryza sativa Japonica Group]Oryza_sativa 60.50 0.00

TRINITY_DN52325_c2_g2GAX84005.1hypothetical protein CEUSTIGMA_g11430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.50 0.00

TRINITY_DN52487_c1_g3XP_001702718.1radial spoke protein 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.50 0.00

TRINITY_DN52529_c1_g1XP_027158136.1uncharacterized protein LOC113759760 [Coffea eugenioides]Coffea_eugenioides 60.50 0.00

TRINITY_DN53518_c0_g1XP_022772516.1uncharacterized protein LOC111315213 [Durio zibethinus]Durio_zibethinus 60.50 0.00

TRINITY_DN30453_c0_g1BAG55420.1hypothetical protein, partial [Trebouxiophyceae sp. MBIC11204]Trebouxiophyceae_sp._MBIC11204 60.40 0.00

TRINITY_DN33275_c0_g1GAQ84201.1ubiquitin-conjugating enzyme [Klebsormidium nitens]Klebsormidium_nitens 60.40 0.00

TRINITY_DN3343_c0_g1XP_022838486.1GPI mannosyltransferase [Ostreococcus tauri]Ostreococcus_tauri 60.40 0.00

TRINITY_DN35262_c2_g10XP_024385428.1superoxide dismutase [Cu-Zn], chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 60.40 0.00

TRINITY_DN35888_c0_g3XP_001690457.1hypothetical protein CHLREDRAFT_188513 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.40 0.00

TRINITY_DN35996_c0_g3XP_002499592.1O-phosphoseryl-tRNA selenium transferase [Micromonas commoda]Micromonas_commoda 60.40 0.00

TRINITY_DN37881_c0_g6GAX83510.1hypothetical protein CEUSTIGMA_g10935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN38266_c0_g7XP_002946235.1hypothetical protein VOLCADRAFT_55571 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN40155_c0_g1XP_002951376.1hypothetical protein VOLCADRAFT_61248 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN40250_c1_g2PNW78604.1hypothetical protein CHLRE_09g390300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.40 0.00

TRINITY_DN40265_c1_g5XP_027183492.1omega-amidase, chloroplastic-like [Coffea eugenioides]Coffea_eugenioides 60.40 0.00

TRINITY_DN40293_c1_g2GAX84703.1hypothetical protein CEUSTIGMA_g12125.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN40509_c1_g8PNH07626.1Chaperone protein dnaJ 1, mitochondrial [Tetrabaena socialis]Tetrabaena_socialis 60.40 0.00

TRINITY_DN41289_c0_g5PNW87064.1hypothetical protein CHLRE_02g107400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.40 0.00

TRINITY_DN43280_c1_g1GAX82913.1hypothetical protein CEUSTIGMA_g10339.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN43454_c1_g1XP_002946093.1hypothetical protein VOLCADRAFT_127322 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN43783_c0_g8GBG59170.1hypothetical protein CBR_g32186 [Chara braunii]Chara_braunii 60.40 0.00

TRINITY_DN44298_c0_g1PNW81856.1hypothetical protein CHLRE_06g263300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.40 0.00

TRINITY_DN44342_c0_g6AEA92625.1peroxiredoxin type II [Dunaliella viridis]Dunaliella_viridis 60.40 0.00

TRINITY_DN44659_c0_g2XP_002948959.1hypothetical protein VOLCADRAFT_104135 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN45399_c0_g4XP_001416562.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 60.40 0.00

TRINITY_DN45931_c0_g1GAX79433.1hypothetical protein CEUSTIGMA_g6874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN46120_c0_g2GAX73850.1hypothetical protein CEUSTIGMA_g1300.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN47271_c0_g5XP_010482041.1PREDICTED: 40S ribosomal protein S27-2 [Camelina sativa]Camelina_sativa 60.40 0.00

TRINITY_DN47763_c0_g3GAX76918.1hypothetical protein CEUSTIGMA_g4364.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN47816_c0_g1PRW58449.1isoleucine--tRNA cytoplasmic isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 60.40 0.00

TRINITY_DN48483_c0_g1XP_002957233.1hypothetical protein VOLCADRAFT_83997 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN48614_c0_g2KXZ47030.1hypothetical protein GPECTOR_38g267 [Gonium pectorale]Gonium_pectorale 60.40 0.00

TRINITY_DN48708_c0_g1XP_002954052.1hypothetical protein VOLCADRAFT_64430 [Volvox carteri f. nagariensis]Volvox_carteri 60.40 0.00

TRINITY_DN48737_c2_g3KXZ55868.1hypothetical protein GPECTOR_2g1419 [Gonium pectorale]Gonium_pectorale 60.40 0.00

TRINITY_DN49188_c0_g3PRW60557.1LOW PSII ACCUMULATION chloroplastic-like [Chlorella sorokiniana]Chlorella_sorokiniana 60.40 0.00

TRINITY_DN49225_c0_g5KXZ43473.1hypothetical protein GPECTOR_89g493 [Gonium pectorale]Gonium_pectorale 60.40 0.00

TRINITY_DN50661_c0_g1GAX78346.1hypothetical protein CEUSTIGMA_g5788.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0.00

TRINITY_DN51210_c0_g3PNW70666.1hypothetical protein CHLRE_17g729450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.40 0.00

TRINITY_DN51227_c2_g3GAX75395.1hypothetical protein CEUSTIGMA_g2839.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.40 0

TRINITY_DN21142_c0_g1XP_009411745.1PREDICTED: probable ADP-ribosylation factor GTPase-activating protein AGD11 [Musa acuminata subsp. malaccensis]Musa_acuminata 60.30 0.00

TRINITY_DN30229_c0_g3XP_003062890.1flagellar outer dynein arm heavy chain beta [Micromonas pusilla CCMP1545]Micromonas_pusilla 60.30 0.00

TRINITY_DN32131_c0_g2BAJ95249.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.30 0.00

TRINITY_DN33353_c0_g2XP_020100461.1AP-4 complex subunit mu [Ananas comosus]Ananas_comosus 60.30 0.00

TRINITY_DN35180_c0_g2GAX85959.1hypothetical protein CEUSTIGMA_g13375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN35219_c0_g1XP_024397214.1chaperone protein dnaJ 50-like [Physcomitrella patens]Physcomitrella_patens 60.30 0.00

TRINITY_DN36667_c0_g1XP_023926123.16-phosphogluconate dehydrogenase, decarboxylating 1-like [Quercus suber]Quercus_suber 60.30 0.00

TRINITY_DN37040_c0_g2PSC68431.1Ubiquitin fusion degradation 1 [Micractinium conductrix]Micractinium_conductrix 60.30 0.00

TRINITY_DN37105_c0_g3PWA46022.1microtubule-associated protein 65-8 [Artemisia annua]Artemisia_annua 60.30 0.00

TRINITY_DN38940_c0_g4XP_022715249.1developmentally-regulated G-protein 2-like isoform X1 [Durio zibethinus]Durio_zibethinus 60.30 0.00

TRINITY_DN38976_c0_g1GBF93424.1DNA-directed RNA polymerase I and III subunit-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.30 0.00

TRINITY_DN40242_c1_g2XP_005648735.1hypothetical protein COCSUDRAFT_14972 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.30 0.00

TRINITY_DN40652_c1_g6KXZ47310.1hypothetical protein GPECTOR_36g35 [Gonium pectorale]Gonium_pectorale 60.30 0.00

TRINITY_DN41401_c0_g6XP_013905754.1UreA carboxylase [Monoraphidium neglectum]Monoraphidium_neglectum 60.30 0.00

TRINITY_DN41527_c1_g8XP_012827447.1PREDICTED: ABC transporter C family member 12-like isoform X1 [Erythranthe guttata]Erythranthe_guttata 60.30 0.00

TRINITY_DN41685_c0_g4XP_013905136.1putative Egl nine [Monoraphidium neglectum]Monoraphidium_neglectum 60.30 0.00

TRINITY_DN42043_c0_g7XP_006394706.160S acidic ribosomal protein P1 [Eutrema salsugineum]Eutrema_salsugineum 60.30 0.00

TRINITY_DN42476_c0_g1XP_002950249.1hypothetical protein VOLCADRAFT_117497 [Volvox carteri f. nagariensis]Volvox_carteri 60.30 0.00

TRINITY_DN42601_c0_g5XP_002949215.1hypothetical protein VOLCADRAFT_104274 [Volvox carteri f. nagariensis]Volvox_carteri 60.30 0.00

TRINITY_DN42898_c2_g3GAX85032.1hypothetical protein CEUSTIGMA_g12452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN42922_c0_g5XP_002952412.1hypothetical protein VOLCADRAFT_92991 [Volvox carteri f. nagariensis]Volvox_carteri 60.30 0.00

TRINITY_DN43172_c0_g2GAX81576.1hypothetical protein CEUSTIGMA_g9004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00



TRINITY_DN43488_c0_g3PNH11431.1hypothetical protein TSOC_001791, partial [Tetrabaena socialis]Tetrabaena_socialis 60.30 0.00

TRINITY_DN43578_c0_g1PNW73733.1hypothetical protein CHLRE_13g570400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN43797_c0_g1GAQ91947.1Cytochrome c1 [Klebsormidium nitens]Klebsormidium_nitens 60.30 0.00

TRINITY_DN43813_c0_g2GAX72623.1hypothetical protein CEUSTIGMA_g79.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN43980_c0_g1XP_005851322.1hypothetical protein CHLNCDRAFT_138180 [Chlorella variabilis]Chlorella_variabilis 60.30 0.00

TRINITY_DN44230_c0_g3XP_013898118.1hypothetical protein MNEG_8864 [Monoraphidium neglectum]Monoraphidium_neglectum 60.30 0.00

TRINITY_DN45739_c0_g1PSC73458.1dephospho-kinase [Micractinium conductrix]Micractinium_conductrix 60.30 0.00

TRINITY_DN46148_c0_g2XP_013902000.1Uncharacterized protein MNEG_4983 [Monoraphidium neglectum]Monoraphidium_neglectum 60.30 0.00

TRINITY_DN46808_c0_g5XP_010102375.2RNA-binding protein Y14 [Morus notabilis]Morus_notabilis 60.30 0.00

TRINITY_DN46850_c1_g1GAX80542.1hypothetical protein CEUSTIGMA_g7980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN47360_c1_g1PNW82784.1hypothetical protein CHLRE_06g294000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN47549_c1_g1PNW70692.1hypothetical protein CHLRE_17g730600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN47639_c0_g1PNW78673.1hypothetical protein CHLRE_09g387400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN48004_c0_g2KXZ46519.1hypothetical protein GPECTOR_43g956 [Gonium pectorale]Gonium_pectorale 60.30 0.00

TRINITY_DN48042_c3_g2XP_005652079.1cation efflux protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.30 0.00

TRINITY_DN48360_c0_g2XP_023893968.1structural maintenance of chromosomes protein 5-like [Quercus suber]Quercus_suber 60.30 0.00

TRINITY_DN48529_c2_g4BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.30 0.00

TRINITY_DN48713_c1_g3XP_002951499.1hypothetical protein VOLCADRAFT_117846 [Volvox carteri f. nagariensis]Volvox_carteri 60.30 0.00

TRINITY_DN49194_c0_g1PNW85359.1hypothetical protein CHLRE_03g182700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN49771_c0_g1GAX78087.1hypothetical protein CEUSTIGMA_g5529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN49883_c0_g3GAQ92472.1EF-Hand superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 60.30 0.00

TRINITY_DN50474_c0_g1GAX82160.1hypothetical protein CEUSTIGMA_g9588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN50996_c0_g1GAX83965.1hypothetical protein CEUSTIGMA_g11389.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.30 0.00

TRINITY_DN51024_c1_g3XP_008790942.1ABC transporter A family member 1 [Phoenix dactylifera]Phoenix_dactylifera 60.30 0.00

TRINITY_DN51458_c0_g3BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.30 0.00

TRINITY_DN51815_c0_g1KXZ54193.1hypothetical protein GPECTOR_5g288 [Gonium pectorale]Gonium_pectorale 60.30 0.00

TRINITY_DN52043_c1_g1XP_001694875.1sodium/phosphate symporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.30 0.00

TRINITY_DN52144_c1_g2PNH08909.1Elongation factor 2 [Tetrabaena socialis]Tetrabaena_socialis 60.30 0.00

TRINITY_DN6006_c0_g1GAV82987.1RRM_1 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 60.30 0.00

TRINITY_DN31704_c0_g2XP_008788719.160S ribosomal protein L9-like [Phoenix dactylifera]Phoenix_dactylifera 60.20 0.00

TRINITY_DN32660_c0_g1GAQ80898.1hypothetical protein KFL_000650310 [Klebsormidium nitens]Klebsormidium_nitens 60.20 0.00

TRINITY_DN33763_c0_g1XP_017979143.1PREDICTED: small nuclear ribonucleoprotein-associated protein B [Theobroma cacao]Theobroma_cacao 60.20 0.00

TRINITY_DN33776_c1_g1YP_665681.1cytochrome c oxidase subunit 3 (mitochondrion) [Nephroselmis olivacea]Nephroselmis_olivacea 60.20 0.00

TRINITY_DN33849_c0_g1RZC60652.1hypothetical protein C5167_022407 [Papaver somniferum]Papaver_somniferum 60.20 0.00

TRINITY_DN34598_c0_g6PKU62865.160S ribosomal protein L4-1 [Dendrobium catenatum]Dendrobium_catenatum 60.20 0.00

TRINITY_DN34966_c0_g3XP_023883222.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 60.20 0.00

TRINITY_DN35332_c1_g9RWR95724.14Fe-4S binding domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 60.20 0.00

TRINITY_DN35554_c0_g3XP_012853502.1PREDICTED: histone acetyltransferase of the MYST family 1-like [Erythranthe guttata]Erythranthe_guttata 60.20 0.00

TRINITY_DN36156_c0_g7GAX74416.1hypothetical protein CEUSTIGMA_g1864.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN36436_c0_g3EFJ09451.1hypothetical protein SELMODRAFT_184683 [Selaginella moellendorffii]Selaginella_moellendorffii 60.20 0.00

TRINITY_DN36863_c0_g2KXZ50366.1hypothetical protein GPECTOR_16g539 [Gonium pectorale]Gonium_pectorale 60.20 0.00

TRINITY_DN37184_c1_g3GAX72849.1hypothetical protein CEUSTIGMA_g304.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN37325_c0_g1GAX74507.1hypothetical protein CEUSTIGMA_g1956.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN37445_c0_g1ABK24557.1unknown [Picea sitchensis]Picea_sitchensis 60.20 0.00

TRINITY_DN37628_c0_g1ONK56109.1uncharacterized protein A4U43_C10F4220, partial [Asparagus officinalis]Asparagus_officinalis 60.20 0.00

TRINITY_DN39502_c0_g7GAX75692.1hypothetical protein CEUSTIGMA_g3135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN40245_c0_g1PNW79761.1hypothetical protein CHLRE_08g365632v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.20 0.00

TRINITY_DN41171_c0_g6XP_022840814.1DNA-directed RNA polymerase III largest subunit [Ostreococcus tauri]Ostreococcus_tauri 60.20 0.00

TRINITY_DN41448_c0_g3KXZ55528.1hypothetical protein GPECTOR_2g1077 [Gonium pectorale]Gonium_pectorale 60.20 0.00

TRINITY_DN41676_c0_g6EMS46352.1Serine/threonine-protein kinase ULK4 [Triticum urartu]Triticum_urartu 60.20 0.00

TRINITY_DN42182_c0_g2XP_005645207.1hypothetical protein COCSUDRAFT_30404 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.20 0.00

TRINITY_DN42838_c0_g1PPS16120.1hypothetical protein GOBAR_AA04462 [Gossypium barbadense]Gossypium_barbadense 60.20 0.00

TRINITY_DN44612_c1_g7GBF97770.1hypothetical protein Rsub_10195 [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.20 0.00

TRINITY_DN45167_c0_g3PNW78839.1hypothetical protein CHLRE_09g391875v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.20 0.00

TRINITY_DN45324_c0_g4GAX76438.1hypothetical protein CEUSTIGMA_g3883.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN45381_c1_g6RMZ52142.1hypothetical protein APUTEX25_001532, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 60.20 0.00

TRINITY_DN46269_c0_g3EPS69359.1hypothetical protein M569_05407, partial [Genlisea aurea]Genlisea_aurea 60.20 0.00

TRINITY_DN46480_c1_g5GAX72856.1hypothetical protein CEUSTIGMA_g311.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN46627_c1_g2PNW77101.1hypothetical protein CHLRE_10g422150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.20 0.00

TRINITY_DN46713_c0_g1GAX77747.1hypothetical protein CEUSTIGMA_g5190.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN47327_c0_g1KXZ53775.1hypothetical protein GPECTOR_6g693 [Gonium pectorale]Gonium_pectorale 60.20 0.00

TRINITY_DN47572_c1_g9XP_013904788.1DNA polymerase eta subunit [Monoraphidium neglectum]Monoraphidium_neglectum 60.20 0.00

TRINITY_DN47998_c0_g2GAX75506.1hypothetical protein CEUSTIGMA_g2949.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN48067_c0_g1GAX79422.1hypothetical protein CEUSTIGMA_g6863.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.20 0.00

TRINITY_DN48534_c0_g1KXZ49382.1hypothetical protein GPECTOR_21g608 [Gonium pectorale]Gonium_pectorale 60.20 0.00

TRINITY_DN49283_c0_g2PNH08860.1Protein KTI12, partial [Tetrabaena socialis]Tetrabaena_socialis 60.20 0.00



TRINITY_DN50959_c0_g2XP_001694504.1phosphate acetyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.20 0.00

TRINITY_DN52197_c2_g4KXZ56965.1hypothetical protein GPECTOR_1g871 [Gonium pectorale]Gonium_pectorale 60.20 0.00

TRINITY_DN52284_c0_g6PNW87181.1hypothetical protein CHLRE_02g112200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.20 0.00

TRINITY_DN52440_c0_g5XP_023902607.1dipeptidyl peptidase 3-like [Quercus suber]Quercus_suber 60.20 0.00

TRINITY_DN31360_c0_g1AST08679.1cytochrome c oxidase subunit III (mitochondrion) [Chlorella heliozoae]Chlorella_heliozoae 60.10 0.00

TRINITY_DN36155_c1_g3XP_002957689.1hypothetical protein VOLCADRAFT_84198 [Volvox carteri f. nagariensis]Volvox_carteri 60.10 0.00

TRINITY_DN36415_c0_g4XP_002506817.1predicted protein [Micromonas commoda]Micromonas_commoda 60.10 0.00

TRINITY_DN36718_c0_g1PSC69805.1phospholipid-translocating P-type ATPase [Micractinium conductrix]Micractinium_conductrix 60.10 0.00

TRINITY_DN38593_c0_g2PNW74128.1hypothetical protein CHLRE_13g586500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.10 0.00

TRINITY_DN41439_c0_g2GAX76342.1hypothetical protein CEUSTIGMA_g3788.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN42686_c0_g2XP_010244084.1PREDICTED: 5'-3' exoribonuclease 3-like isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 60.10 0.00

TRINITY_DN43685_c0_g5XP_002951103.1hypothetical protein VOLCADRAFT_81325 [Volvox carteri f. nagariensis]Volvox_carteri 60.10 0.00

TRINITY_DN44833_c0_g3KXZ51727.1hypothetical protein GPECTOR_11g174 [Gonium pectorale]Gonium_pectorale 60.10 0.00

TRINITY_DN47096_c0_g1PSC68120.1Methyltransferase type 11 [Micractinium conductrix]Micractinium_conductrix 60.10 0.00

TRINITY_DN47742_c0_g4PSC67729.1putative GTP-binding [Micractinium conductrix]Micractinium_conductrix 60.10 0.00

TRINITY_DN47773_c0_g1GAX73367.1hypothetical protein CEUSTIGMA_g820.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN48419_c0_g1GAX77716.1hypothetical protein CEUSTIGMA_g5159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN49034_c1_g1GAX82117.1hypothetical protein CEUSTIGMA_g9545.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN49041_c0_g4PNH01078.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 60.10 0.00

TRINITY_DN49544_c0_g1XP_001703304.1protein arginine N-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.10 0.00

TRINITY_DN49603_c0_g3RWW91067.1hypothetical protein BHE74_00000095 [Ensete ventricosum]Ensete_ventricosum 60.10 0.00

TRINITY_DN50097_c1_g5GAX76897.1hypothetical protein CEUSTIGMA_g4343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN50568_c1_g2RID64137.1hypothetical protein BRARA_E03093 [Brassica rapa]Brassica_rapa 60.10 0.00

TRINITY_DN50621_c0_g3PNW77156.1hypothetical protein CHLRE_10g424600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.10 0.00

TRINITY_DN50770_c0_g1PPR93764.1hypothetical protein GOBAR_AA26911 [Gossypium barbadense]Gossypium_barbadense 60.10 0

TRINITY_DN51518_c1_g2PRW33706.1low-CO2 inducible [Chlorella sorokiniana]Chlorella_sorokiniana 60.10 0.00

TRINITY_DN52047_c0_g3GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.10 0.00

TRINITY_DN10459_c0_g1XP_021315305.1uncharacterized protein LOC110434864 [Sorghum bicolor]Sorghum_bicolor 60.00 0.00

TRINITY_DN12825_c0_g1BAF22198.1Os07g0617800 [Oryza sativa Japonica Group]Oryza_sativa 60.00 0.00

TRINITY_DN16059_c0_g1EOX98560.1Dolichyl-diphosphooligosaccharide-protein glycosyltransferase 48kDa subunit family protein [Theobroma cacao]Theobroma_cacao 60.00 0.00

TRINITY_DN1642_c0_g1PNH11946.1BBSome-interacting protein 1 [Tetrabaena socialis]Tetrabaena_socialis 60.00 0.00

TRINITY_DN23565_c0_g1KDD76647.1hypothetical protein H632_c149p2 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 60.00 0.00

TRINITY_DN25155_c0_g1GAQ78813.1Dynein-associated protein Roadblock [Klebsormidium nitens]Klebsormidium_nitens 60.00 0.00

TRINITY_DN26652_c0_g1XP_010518059.1PREDICTED: dynamin-related protein 1D [Camelina sativa]Camelina_sativa 60.00 0.00

TRINITY_DN28878_c0_g2PIN08707.1hypothetical protein CDL12_18713 [Handroanthus impetiginosus]Handroanthus_impetiginosus 60.00 0.00

TRINITY_DN29073_c0_g1BAJ99260.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.00 0.00

TRINITY_DN30304_c0_g1GAQ85240.1hypothetical protein KFL_002250200 [Klebsormidium nitens]Klebsormidium_nitens 60.00 0.00

TRINITY_DN32007_c0_g1XP_003063243.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 60.00 0.00

TRINITY_DN33961_c0_g2XP_021752890.1peptidyl-prolyl cis-trans isomerase CYP22-like [Chenopodium quinoa]Chenopodium_quinoa 60.00 0.00

TRINITY_DN33985_c0_g1PSC67348.1ATP:cob(I)alamin adenosyltransferase [Micractinium conductrix]Micractinium_conductrix 60.00 0.00

TRINITY_DN35439_c1_g5ARQ87992.1ABC transporter A family member 2 [Helianthus annuus]Helianthus_annuus 60.00 0.00

TRINITY_DN35887_c0_g4PKA54619.1hypothetical protein AXF42_Ash000454 [Apostasia shenzhenica]Apostasia_shenzhenica 60.00 0.00

TRINITY_DN35955_c0_g6GAQ82529.1hypothetical protein KFL_001140170 [Klebsormidium nitens]Klebsormidium_nitens 60.00 0.00

TRINITY_DN36496_c0_g4GAU17963.1hypothetical protein TSUD_330880 [Trifolium subterraneum]Trifolium_subterraneum 60.00 0.00

TRINITY_DN36723_c1_g5OEL25669.1S-adenosylmethionine synthase 3 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 60.00 0.00

TRINITY_DN36807_c1_g3XP_025821216.1obg-like ATPase 1 [Panicum hallii]Panicum_hallii 60.00 0.00

TRINITY_DN37079_c0_g4XP_006854259.1zinc finger CCCH domain-containing protein 25 [Amborella trichopoda]Amborella_trichopoda 60.00 0.00

TRINITY_DN37431_c1_g3GAX72786.1hypothetical protein CEUSTIGMA_g242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN38329_c0_g2XP_022885694.1D-2-hydroxyglutarate dehydrogenase, mitochondrial [Olea europaea var. sylvestris]Olea_europaea 60.00 0.00

TRINITY_DN38430_c1_g1GAX82150.1hypothetical protein CEUSTIGMA_g9578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN38492_c0_g3GAX74302.1hypothetical protein CEUSTIGMA_g1751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN38505_c0_g3GBF93626.1hypothetical protein Rsub_06348 [Raphidocelis subcapitata]Raphidocelis_subcapitata 60.00 0.00

TRINITY_DN38592_c1_g12XP_005651760.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 60.00 0.00

TRINITY_DN38601_c1_g4KXZ55116.1hypothetical protein GPECTOR_3g269 [Gonium pectorale]Gonium_pectorale 60.00 0.00

TRINITY_DN38763_c0_g2XP_002953045.1hypothetical protein VOLCADRAFT_105759 [Volvox carteri f. nagariensis]Volvox_carteri 60.00 0.00

TRINITY_DN39160_c0_g5XP_020583001.1calmodulin-2/4-like isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 60.00 0.00

TRINITY_DN39256_c0_g1EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 60.00 0.00

TRINITY_DN39584_c1_g9PNH12936.1hypothetical protein TSOC_000046 [Tetrabaena socialis]Tetrabaena_socialis 60.00 0.00

TRINITY_DN39749_c0_g6XP_002980750.1cinnamoyl-CoA reductase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 60.00 0.00

TRINITY_DN39859_c1_g6BAJ98875.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 60.00 0.00

TRINITY_DN39966_c0_g6GAX84550.1hypothetical protein CEUSTIGMA_g11971.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN41424_c1_g1KXZ48733.1hypothetical protein GPECTOR_25g317 [Gonium pectorale]Gonium_pectorale 60.00 0.00

TRINITY_DN41900_c1_g1PNW84070.1hypothetical protein CHLRE_04g219900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN42073_c1_g1XP_011395838.1GAF domain-containing protein A [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 60.00 0.00

TRINITY_DN43240_c1_g3PNW77434.1hypothetical protein CHLRE_10g436350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN43925_c2_g2PNG99777.1hypothetical protein TSOC_014439, partial [Tetrabaena socialis]Tetrabaena_socialis 60.00 0.00



TRINITY_DN44018_c2_g2XP_005848810.1hypothetical protein CHLNCDRAFT_51470 [Chlorella variabilis]Chlorella_variabilis 60.00 0.00

TRINITY_DN44322_c1_g4ABS11064.1reverse transcriptase, partial [Malus domestica]Malus_domestica 60.00 0.00

TRINITY_DN44331_c0_g14PSC72378.1acetolactate synthase large subunit [Micractinium conductrix]Micractinium_conductrix 60.00 0.00

TRINITY_DN44390_c0_g5GAX78907.1hypothetical protein CEUSTIGMA_g6346.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN44835_c1_g3PNW75137.1hypothetical protein CHLRE_12g514250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN45029_c1_g5XP_002947770.1hypothetical protein VOLCADRAFT_33452 [Volvox carteri f. nagariensis]Volvox_carteri 60.00 0.00

TRINITY_DN45031_c2_g2AGC79720.1glycerol uptake protein 1 [Dunaliella tertiolecta]Dunaliella_tertiolecta 60.00 0.00

TRINITY_DN45065_c1_g1GAX83362.1hypothetical protein CEUSTIGMA_g10787.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN45208_c1_g1PNW80186.1hypothetical protein CHLRE_08g381600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN45311_c1_g1XP_002958748.1hypothetical protein VOLCADRAFT_121747 [Volvox carteri f. nagariensis]Volvox_carteri 60.00 0.00

TRINITY_DN45750_c0_g1GAX83223.1hypothetical protein CEUSTIGMA_g10649.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN45870_c0_g1KXZ51002.1hypothetical protein GPECTOR_14g244 [Gonium pectorale]Gonium_pectorale 60.00 0.00

TRINITY_DN45895_c1_g3XP_027358527.1ABC transporter C family member 10-like [Abrus precatorius]Abrus_precatorius 60.00 0.00

TRINITY_DN45896_c1_g4PNH09827.1F-box/WD-40 repeat-containing protein [Tetrabaena socialis]Tetrabaena_socialis 60.00 0.00

TRINITY_DN46048_c0_g2XP_013903376.1hypothetical protein MNEG_3598 [Monoraphidium neglectum]Monoraphidium_neglectum 60.00 0.00

TRINITY_DN46500_c0_g1PNW74663.1hypothetical protein CHLRE_12g488050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN46816_c0_g1PRW60390.1UPF0420 isoform X4 [Chlorella sorokiniana]Chlorella_sorokiniana 60.00 0.00

TRINITY_DN47300_c0_g1XP_001700427.1Qa-SNARE protein, Ufe1/Syntaxin 18 family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN47545_c1_g2GAX72880.1hypothetical protein CEUSTIGMA_g335.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN47756_c0_g1GAX75943.1hypothetical protein CEUSTIGMA_g3386.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN48862_c0_g3GAX81260.1hypothetical protein CEUSTIGMA_g8692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN48913_c0_g5XP_020161801.1mitogen-activated protein kinase kinase kinase NPK1-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 60.00 0.00

TRINITY_DN49075_c0_g4GAX85767.1hypothetical protein CEUSTIGMA_g13182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN49190_c1_g1XP_013894574.1putative chaperone protein HSP31 [Monoraphidium neglectum]Monoraphidium_neglectum 60.00 0.00

TRINITY_DN49318_c0_g11PNW82061.1hypothetical protein CHLRE_06g272100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN49701_c0_g3PNW79369.1hypothetical protein CHLRE_09g412600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN50042_c0_g4KMS64603.1hypothetical protein BVRB_018590 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 60.00 0.00

TRINITY_DN51219_c0_g2GAX78401.1hypothetical protein CEUSTIGMA_g5843.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN51398_c2_g1PNW78329.1hypothetical protein CHLRE_09g401700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 60.00 0.00

TRINITY_DN51507_c0_g6PNH03827.1General transcription factor IIH subunit 2 [Tetrabaena socialis]Tetrabaena_socialis 60.00 0.00

TRINITY_DN51657_c2_g1XP_013894889.1Cation transporting ATPase [Monoraphidium neglectum]Monoraphidium_neglectum 60.00 0.00

TRINITY_DN51832_c0_g6KNA23702.1hypothetical protein SOVF_022450 [Spinacia oleracea]Spinacia_oleracea 60.00 0.00

TRINITY_DN51900_c2_g7GAX85699.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN52295_c2_g2GAX73206.1hypothetical protein CEUSTIGMA_g659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 60.00 0.00

TRINITY_DN33049_c0_g2XP_006846481.160S ribosomal protein L9 [Amborella trichopoda]Amborella_trichopoda 59.90 0.00

TRINITY_DN37193_c0_g4XP_005847261.1hypothetical protein CHLNCDRAFT_35566 [Chlorella variabilis]Chlorella_variabilis 59.90 0.00

TRINITY_DN37216_c0_g4GAX75738.1hypothetical protein CEUSTIGMA_g3181.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.90 0.00

TRINITY_DN39567_c0_g2KXZ51897.1hypothetical protein GPECTOR_11g330 [Gonium pectorale]Gonium_pectorale 59.90 0.00

TRINITY_DN40019_c0_g2XP_002955096.1pseudouridine synthase mitochondrial precursor [Volvox carteri f. nagariensis]Volvox_carteri 59.90 0.00

TRINITY_DN40145_c1_g3XP_003563967.1aldehyde dehydrogenase family 2 member B7, mitochondrial [Brachypodium distachyon]Brachypodium_distachyon 59.90 0.00

TRINITY_DN40361_c0_g5GAX73544.1hypothetical protein CEUSTIGMA_g995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.90 0.00

TRINITY_DN40555_c0_g5PNW83409.1hypothetical protein CHLRE_05g244236v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN40812_c1_g3GBG71621.1hypothetical protein CBR_g9037 [Chara braunii]Chara_braunii 59.90 0.00

TRINITY_DN41192_c0_g5GAX76678.1hypothetical protein CEUSTIGMA_g4124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.90 0.00

TRINITY_DN41222_c0_g2OAE22110.1hypothetical protein AXG93_1175s1200 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 59.90 0.00

TRINITY_DN42530_c1_g3XP_001695573.1flavin-containing monooxygenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN43696_c1_g1GBF88452.1hypothetical protein Rsub_01165 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.90 0.00

TRINITY_DN44155_c1_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.90 0.00

TRINITY_DN45346_c0_g4XP_002947919.1hypothetical protein VOLCADRAFT_57730 [Volvox carteri f. nagariensis]Volvox_carteri 59.90 0.00

TRINITY_DN46191_c2_g2PNH12019.1hypothetical protein TSOC_001065, partial [Tetrabaena socialis]Tetrabaena_socialis 59.90 0.00

TRINITY_DN46957_c0_g1XP_023750768.1DEAD-box ATP-dependent RNA helicase 42 [Lactuca sativa]Lactuca_sativa 59.90 0.00

TRINITY_DN47040_c0_g2KZV15356.1hypothetical protein F511_28052 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 59.90 0.00

TRINITY_DN47097_c0_g5PSC73487.1tubulin beta chain [Micractinium conductrix]Micractinium_conductrix 59.90 0.00

TRINITY_DN47481_c0_g1GAX86343.1hypothetical protein CEUSTIGMA_g13755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.90 0.00

TRINITY_DN47852_c0_g3XP_001698714.1esterase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN47885_c0_g5PKA62036.160S ribosomal protein L26-2 [Apostasia shenzhenica]Apostasia_shenzhenica 59.90 0.00

TRINITY_DN49127_c0_g1XP_024389143.1T-complex protein 1 subunit zeta 1 [Physcomitrella patens]Physcomitrella_patens 59.90 0.00

TRINITY_DN49887_c1_g4XP_001691539.1Qc-SNARE protein, Syn8/Syntaxin8-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN50310_c0_g1XP_001702789.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN50458_c1_g1KXZ55583.1hypothetical protein GPECTOR_2g1133 [Gonium pectorale]Gonium_pectorale 59.90 0.00

TRINITY_DN50567_c0_g1PRW61136.1N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D [Chlorella sorokiniana]Chlorella_sorokiniana 59.90 0.00

TRINITY_DN51043_c0_g2PNW74826.1hypothetical protein CHLRE_12g508200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.90 0.00

TRINITY_DN1532_c0_g1EFJ32724.1hypothetical protein SELMODRAFT_86208 [Selaginella moellendorffii]Selaginella_moellendorffii 59.80 0.00

TRINITY_DN25775_c0_g1XP_002503618.1predicted protein [Micromonas commoda]Micromonas_commoda 59.80 0.00

TRINITY_DN3147_c0_g1XP_023870905.1lon protease homolog, mitochondrial-like [Quercus suber]Quercus_suber 59.80 0.00

TRINITY_DN33361_c0_g1GAX74887.1hypothetical protein CEUSTIGMA_g2333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00



TRINITY_DN34556_c0_g1PRW18297.1methylmalonyl- epimerase [Chlorella sorokiniana]Chlorella_sorokiniana 59.80 0.00

TRINITY_DN34644_c0_g1XP_010069512.1PREDICTED: E3 ubiquitin-protein ligase RING1-like [Eucalyptus grandis]Eucalyptus_grandis 59.80 0.00

TRINITY_DN35638_c0_g2XP_021638171.1erlin-2-B-like [Hevea brasiliensis]Hevea_brasiliensis 59.80 0.00

TRINITY_DN36195_c0_g2XP_001700077.1leucine-rich repeat protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN36575_c1_g3XP_001693615.1peptidyl-prolyl cis-trans isomerase, FKBP-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN36841_c0_g1PNH03406.1hypothetical protein TSOC_010543 [Tetrabaena socialis]Tetrabaena_socialis 59.80 0.00

TRINITY_DN36914_c0_g6XP_002949655.1intraflagellar transport particle protein IFT140 [Volvox carteri f. nagariensis]Volvox_carteri 59.80 0.00

TRINITY_DN37358_c0_g2GAX86506.1hypothetical protein CEUSTIGMA_g13913.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00

TRINITY_DN37797_c2_g5GAX84910.1hypothetical protein CEUSTIGMA_g12331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00

TRINITY_DN38640_c0_g4PNW87796.1hypothetical protein CHLRE_01g002400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN39138_c0_g2XP_001697920.1cytochrome b5 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN40811_c0_g1GAX84186.1hypothetical protein CEUSTIGMA_g11609.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00

TRINITY_DN41222_c0_g1PNW84055.1hypothetical protein CHLRE_04g219450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN41576_c0_g2PNW72940.1hypothetical protein CHLRE_14g612450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN42790_c1_g5XP_002958320.1hypothetical protein VOLCADRAFT_84432 [Volvox carteri f. nagariensis]Volvox_carteri 59.80 0.00

TRINITY_DN43308_c0_g5PNW70767.1hypothetical protein CHLRE_17g733450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN43309_c1_g2KXZ43946.1hypothetical protein GPECTOR_77g42 [Gonium pectorale]Gonium_pectorale 59.80 0.00

TRINITY_DN44073_c0_g1XP_002955362.1hypothetical protein VOLCADRAFT_109964 [Volvox carteri f. nagariensis]Volvox_carteri 59.80 0.00

TRINITY_DN44576_c0_g5PNW72217.1hypothetical protein CHLRE_16g677250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN44695_c1_g2GAX73852.1hypothetical protein CEUSTIGMA_g1302.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00

TRINITY_DN45287_c0_g6XP_001699233.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN46155_c1_g9XP_002971797.1glutamine-dependent NAD(+) synthetase [Selaginella moellendorffii]Selaginella_moellendorffii 59.80 0.00

TRINITY_DN47355_c0_g1POO04133.1ATP-binding cassette containing protein [Trema orientale]Trema_orientale 59.80 0.00

TRINITY_DN47820_c0_g3GAX73760.1hypothetical protein CEUSTIGMA_g1211.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.80 0.00

TRINITY_DN49356_c0_g1PNH06935.1Sorting and assembly machinery component 50 A [Tetrabaena socialis]Tetrabaena_socialis 59.80 0.00

TRINITY_DN50042_c0_g3KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.80 0.00

TRINITY_DN51759_c1_g2KXZ41920.1hypothetical protein GPECTOR_243g590 [Gonium pectorale]Gonium_pectorale 59.80 0.00

TRINITY_DN52360_c0_g1PNW84997.1hypothetical protein CHLRE_03g167450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.80 0.00

TRINITY_DN53645_c0_g1BAJ99430.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.80 0.00

TRINITY_DN11063_c0_g1PNW79225.1hypothetical protein CHLRE_09g406800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN25034_c0_g1XP_006359831.1PREDICTED: actin-100-like [Solanum tuberosum]Solanum_tuberosum 59.70 0.00

TRINITY_DN27714_c0_g1XP_023890516.1bifunctional purine biosynthesis protein ADE17-like [Quercus suber]Quercus_suber 59.70 0.00

TRINITY_DN31875_c0_g2AII20555.1cytosolic phosphoglucose isomerase, partial [Festuca ovina]Festuca_ovina 59.70 0.00

TRINITY_DN34717_c0_g1BAB08742.1nucleotide-binding protein [Arabidopsis thaliana]Arabidopsis_thaliana 59.70 0.00

TRINITY_DN35103_c1_g10XP_021866132.140S ribosomal protein S6-1-like [Spinacia oleracea]Spinacia_oleracea 59.70 0.00

TRINITY_DN35985_c1_g2XP_005847929.1hypothetical protein CHLNCDRAFT_57737 [Chlorella variabilis]Chlorella_variabilis 59.70 0.00

TRINITY_DN36833_c0_g1ABK24440.1unknown [Picea sitchensis]Picea_sitchensis 59.70 0.00

TRINITY_DN37067_c0_g4KXZ51253.1hypothetical protein GPECTOR_13g740 [Gonium pectorale]Gonium_pectorale 59.70 0.00

TRINITY_DN37626_c1_g19EFJ26490.1hypothetical protein SELMODRAFT_231966 [Selaginella moellendorffii]Selaginella_moellendorffii 59.70 0.00

TRINITY_DN38695_c2_g2XP_001695406.1radial spoke protein 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN39239_c0_g7BAK02198.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.70 0.00

TRINITY_DN39516_c1_g7XP_003082344.1Guanylate kinase [Ostreococcus tauri]Ostreococcus_tauri 59.70 0.00

TRINITY_DN39810_c1_g2GAX76060.1hypothetical protein CEUSTIGMA_g3503.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN39901_c0_g1PNW78061.1hypothetical protein CHLRE_10g462700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN39907_c0_g1XP_002955706.1hypothetical protein VOLCADRAFT_106928 [Volvox carteri f. nagariensis]Volvox_carteri 59.70 0.00

TRINITY_DN39935_c1_g4XP_013894072.1hypothetical protein MNEG_12910 [Monoraphidium neglectum]Monoraphidium_neglectum 59.70 0.00

TRINITY_DN41156_c0_g1XP_005848533.1hypothetical protein CHLNCDRAFT_145058 [Chlorella variabilis]Chlorella_variabilis 59.70 0.00

TRINITY_DN42186_c1_g7XP_002956596.1hypothetical protein VOLCADRAFT_97580 [Volvox carteri f. nagariensis]Volvox_carteri 59.70 0.00

TRINITY_DN42378_c0_g2XP_001700438.1COP-II coat subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN42618_c1_g1XP_002954352.1hypothetical protein VOLCADRAFT_76255 [Volvox carteri f. nagariensis]Volvox_carteri 59.70 0.00

TRINITY_DN42634_c0_g6PNW74316.1hypothetical protein CHLRE_13g602700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN42716_c0_g1GAX76808.1hypothetical protein CEUSTIGMA_g4254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN43072_c1_g1ESR63546.1hypothetical protein CICLE_v10010331mg [Citrus clementina]Citrus_clementina 59.70 0.00

TRINITY_DN43165_c1_g6XP_002948353.1hypothetical protein VOLCADRAFT_103826 [Volvox carteri f. nagariensis]Volvox_carteri 59.70 0.00

TRINITY_DN43646_c0_g1XP_001696622.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.70 0.00

TRINITY_DN43732_c0_g9XP_007513429.140S ribosomal protein S30 [Bathycoccus prasinos]Bathycoccus_prasinos 59.70 0.00

TRINITY_DN44589_c0_g1GAX81709.1hypothetical protein CEUSTIGMA_g9137.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN45119_c0_g2XP_013894274.1hypothetical protein MNEG_12711, partial [Monoraphidium neglectum]Monoraphidium_neglectum 59.70 0.00

TRINITY_DN45829_c1_g2GAX84872.1hypothetical protein CEUSTIGMA_g12293.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN46241_c1_g1GBF98054.1histone-lysine N-methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.70 0.00

TRINITY_DN46313_c1_g1GAX79010.1hypothetical protein CEUSTIGMA_g6450.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN46878_c0_g5P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 59.70 0.00

TRINITY_DN46961_c0_g2KXZ42217.1hypothetical protein GPECTOR_180g253 [Gonium pectorale]Gonium_pectorale 59.70 0.00

TRINITY_DN48573_c0_g1KXZ50947.1hypothetical protein GPECTOR_14g193 [Gonium pectorale]Gonium_pectorale 59.70 0.00

TRINITY_DN48987_c1_g3GAX83788.1hypothetical protein CEUSTIGMA_g11213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN49617_c0_g3KXZ56656.1hypothetical protein GPECTOR_1g591 [Gonium pectorale]Gonium_pectorale 59.70 0.00



TRINITY_DN50435_c0_g2XP_013894372.1hypothetical protein MNEG_12611 [Monoraphidium neglectum]Monoraphidium_neglectum 59.70 0.00

TRINITY_DN50635_c0_g5XP_002954733.1amine oxidase-like protein [Volvox carteri f. nagariensis]Volvox_carteri 59.70 0.00

TRINITY_DN50871_c0_g1GAX82434.1hypothetical protein CEUSTIGMA_g9862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.70 0.00

TRINITY_DN53929_c0_g1XP_011095494.140S ribosomal protein S8 [Sesamum indicum]Sesamum_indicum 59.70 0.00

TRINITY_DN19725_c0_g1XP_002500222.1predicted protein [Micromonas commoda]Micromonas_commoda 59.60 0.00

TRINITY_DN20226_c0_g1AGN52029.1MYB-related transcription factor [Salvia miltiorrhiza]Salvia_miltiorrhiza 59.60 0.00

TRINITY_DN23382_c1_g2XP_002974769.1dr1-associated corepressor isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 59.60 0.00

TRINITY_DN23523_c0_g2XP_027105131.1pre-mRNA-splicing factor SYF1-like isoform X2 [Coffea arabica]Coffea_arabica 59.60 0.00

TRINITY_DN2376_c0_g1XP_023875456.1SUMO-conjugating enzyme ubc9-like [Quercus suber]Quercus_suber 59.60 0.00

TRINITY_DN32381_c0_g1PNY11709.1phosphoenolpyruvate carboxylase kinase 1-like protein [Trifolium pratense]Trifolium_pratense 59.60 0.00

TRINITY_DN33328_c0_g1GAQ89210.1hypothetical protein KFL_004970070 [Klebsormidium nitens]Klebsormidium_nitens 59.60 0.00

TRINITY_DN33938_c0_g1XP_005645395.1U6 snRNA-associated Sm-like protein LSm7 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 59.60 0.00

TRINITY_DN34005_c0_g3XP_002956692.1SET and zf-MYND domain-containing protein [Volvox carteri f. nagariensis]Volvox_carteri 59.60 0.00

TRINITY_DN34397_c0_g2XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 59.60 0.00

TRINITY_DN34995_c0_g1GAX72710.1hypothetical protein CEUSTIGMA_g166.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN36001_c2_g3AGL09479.1TBP-associated factor II 15, partial [Piper nigrum]Piper_nigrum 59.60 0.00

TRINITY_DN36302_c0_g1KXZ48271.1hypothetical protein GPECTOR_29g49 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN36659_c0_g1OAE22604.1hypothetical protein AXG93_777s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 59.60 0.00

TRINITY_DN36987_c0_g5XP_027109156.1actin-11-like [Coffea arabica]Coffea_arabica 59.60 0.00

TRINITY_DN37230_c2_g1GAX77318.1hypothetical protein CEUSTIGMA_g4764.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN37468_c0_g6OAE33599.1hypothetical protein AXG93_4019s1080 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 59.60 0.00

TRINITY_DN37540_c1_g4KXZ54550.1hypothetical protein GPECTOR_4g615 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN38060_c0_g3GAX73892.1hypothetical protein CEUSTIGMA_g1342.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN38618_c0_g2PSC76291.1integral membrane Yip1-family isoform A [Micractinium conductrix]Micractinium_conductrix 59.60 0.00

TRINITY_DN38909_c0_g3XP_005642926.1alcohol oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 59.60 0.00

TRINITY_DN39293_c0_g7PKA59850.160S ribosomal protein L13a-4 [Apostasia shenzhenica]Apostasia_shenzhenica 59.60 0.00

TRINITY_DN39589_c0_g1XP_005849246.1hypothetical protein CHLNCDRAFT_34843 [Chlorella variabilis]Chlorella_variabilis 59.60 0.00

TRINITY_DN40052_c0_g2KXZ44274.1hypothetical protein GPECTOR_70g505 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN42289_c1_g5GAQ89367.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 59.60 0.00

TRINITY_DN42735_c1_g6KXZ52854.1hypothetical protein GPECTOR_8g236 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN43208_c0_g2XP_013895495.1hypothetical protein MNEG_11487 [Monoraphidium neglectum]Monoraphidium_neglectum 59.60 0.00

TRINITY_DN43475_c0_g3KXZ47942.1hypothetical protein GPECTOR_31g304 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN43665_c1_g3XP_001695880.1DRAP1-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.60 0.00

TRINITY_DN43866_c0_g4GAX85130.1hypothetical protein CEUSTIGMA_g12550.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN43941_c0_g1GAX73963.1hypothetical protein CEUSTIGMA_g1413.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN44136_c2_g4BAK02186.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.60 0.00

TRINITY_DN45306_c0_g1EAY87444.1hypothetical protein OsI_08853 [Oryza sativa Indica Group]Oryza_sativa 59.60 0.00

TRINITY_DN45644_c0_g1GAX80909.1hypothetical protein CEUSTIGMA_g8344.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN45821_c0_g1XP_001690107.1N6-DNA-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.60 0.00

TRINITY_DN46564_c0_g2GAX83702.1hypothetical protein CEUSTIGMA_g11127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN46723_c0_g1KMS94345.1hypothetical protein BVRB_022340 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.60 0.00

TRINITY_DN47228_c0_g2GAX83550.1hypothetical protein CEUSTIGMA_g10975.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN47356_c0_g2GAX80720.1hypothetical protein CEUSTIGMA_g8155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN48054_c1_g1XP_001703188.1ribosomal protein L36, component of cytosolic 80S ribosome and 60S large subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.60 0.00

TRINITY_DN48363_c0_g1XP_023902539.1heat shock protein 78, mitochondrial-like [Quercus suber]Quercus_suber 59.60 0.00

TRINITY_DN48465_c0_g6KXZ46436.1hypothetical protein GPECTOR_43g872 [Gonium pectorale]Gonium_pectorale 59.60 0.00

TRINITY_DN48662_c0_g1PNW75936.1hypothetical protein CHLRE_12g554200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.60 0.00

TRINITY_DN48997_c0_g10GBF98125.1ABC transporter G family [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.60 0.00

TRINITY_DN49446_c0_g1GAX76343.1hypothetical protein CEUSTIGMA_g3789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN49629_c0_g4GAX79754.1hypothetical protein CEUSTIGMA_g7195.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN50559_c0_g1GAX85034.1hypothetical protein CEUSTIGMA_g12454.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN51131_c0_g1GAX85945.1hypothetical protein CEUSTIGMA_g13361.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN51988_c0_g7GAX85699.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.60 0.00

TRINITY_DN52056_c0_g1XP_002950119.1hypothetical protein VOLCADRAFT_90628 [Volvox carteri f. nagariensis]Volvox_carteri 59.60 0.00

TRINITY_DN52088_c0_g3PSC67744.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 59.60 0.00

TRINITY_DN52407_c0_g4XP_002953580.1hypothetical protein VOLCADRAFT_106014 [Volvox carteri f. nagariensis]Volvox_carteri 59.60 0.00

TRINITY_DN52418_c0_g2XP_002955493.1hypothetical protein VOLCADRAFT_96404 [Volvox carteri f. nagariensis]Volvox_carteri 59.60 0.00

TRINITY_DN8219_c0_g1XP_023909020.1lon protease homolog 2, peroxisomal-like [Quercus suber]Quercus_suber 59.60 0.00

TRINITY_DN26561_c0_g1PSC71357.1RCC2-like protein [Micractinium conductrix]Micractinium_conductrix 59.50 0.00

TRINITY_DN29768_c0_g1XP_001696612.1flagellar autotomy protein 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN29771_c0_g2PWA70133.1pigment precursor permease, P-loop containing nucleoside triphosphate hydrolase [Artemisia annua]Artemisia_annua 59.50 0.00

TRINITY_DN30408_c0_g3BAK00513.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.50 0.00

TRINITY_DN32056_c0_g1XP_021756225.1spastin-like [Chenopodium quinoa]Chenopodium_quinoa 59.50 0.00

TRINITY_DN32803_c0_g2EMS57891.1hypothetical protein TRIUR3_29657 [Triticum urartu]Triticum_urartu 59.50 0.00

TRINITY_DN32993_c0_g4XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 59.50 0.00

TRINITY_DN35815_c1_g7XP_023890364.140S ribosomal protein S21 [Quercus suber]Quercus_suber 59.50 0.00



TRINITY_DN37006_c0_g4XP_027085266.1tryptophan--tRNA ligase, chloroplastic/mitochondrial-like isoform X2 [Coffea arabica]Coffea_arabica 59.50 0.00

TRINITY_DN37359_c0_g1KDD75168.1hypothetical protein H632_c831p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 59.50 0.00

TRINITY_DN37920_c0_g1RMZ53692.1hypothetical protein APUTEX25_003226, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 59.50 0.00

TRINITY_DN38197_c0_g2PNW71939.1hypothetical protein CHLRE_16g670850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN38974_c0_g7RLM74539.1hypothetical protein C2845_PM15G16280 [Panicum miliaceum]Panicum_miliaceum 59.50 0.00

TRINITY_DN39018_c0_g7PNW75867.1hypothetical protein CHLRE_12g557100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN39681_c0_g1XP_001691863.1small rab-related GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN39691_c1_g3XP_002946269.1hypothetical protein VOLCADRAFT_86370 [Volvox carteri f. nagariensis]Volvox_carteri 59.50 0.00

TRINITY_DN39926_c1_g1GAX83904.1hypothetical protein CEUSTIGMA_g11328.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN41004_c1_g1GAX77562.1hypothetical protein CEUSTIGMA_g5006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN41500_c1_g3GAX84047.1hypothetical protein CEUSTIGMA_g11471.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN41770_c0_g1PRW39172.1mismatch repair endonuclease PMS2 [Chlorella sorokiniana]Chlorella_sorokiniana 59.50 0.00

TRINITY_DN41880_c1_g1PSC74928.1ubiquitin-like modifier-activating enzyme ATG7 [Micractinium conductrix]Micractinium_conductrix 59.50 0.00

TRINITY_DN42025_c1_g2ADN43074.1beta-carotene ketolase [Haematococcus lacustris]Haematococcus_lacustris 59.50 0.00

TRINITY_DN42118_c1_g1GAX84952.1hypothetical protein CEUSTIGMA_g12373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN44066_c0_g1GBF90340.1hypothetical protein Rsub_02446 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.50 0.00

TRINITY_DN44138_c0_g1GBF95630.1hypothetical protein Rsub_08612 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.50 0.00

TRINITY_DN44167_c0_g4XP_001699764.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN44485_c0_g3XP_002955841.1hypothetical protein VOLCADRAFT_121469 [Volvox carteri f. nagariensis]Volvox_carteri 59.50 0.00

TRINITY_DN44763_c1_g1XP_023906466.1serine/threonine-protein kinase tor2-like [Quercus suber]Quercus_suber 59.50 0.00

TRINITY_DN46376_c0_g1KXZ54259.1hypothetical protein GPECTOR_5g349 [Gonium pectorale]Gonium_pectorale 59.50 0.00

TRINITY_DN46650_c0_g4XP_003578350.2chaperone protein dnaJ 10 [Brachypodium distachyon]Brachypodium_distachyon 59.50 0.00

TRINITY_DN46667_c0_g3GAX79348.1hypothetical protein CEUSTIGMA_g6790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN47378_c0_g2XP_001692955.1allantoinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN47503_c0_g8RYQ85942.1hypothetical protein Ahy_B10g105589 isoform A [Arachis hypogaea]Arachis_hypogaea 59.50 0.00

TRINITY_DN47951_c0_g1XP_002951826.13'5'-cyclic nucleotide phosphodiesterase [Volvox carteri f. nagariensis]Volvox_carteri 59.50 0.00

TRINITY_DN48006_c0_g1PRW57897.1RING finger and CHY zinc finger domain-containing 1 [Chlorella sorokiniana]Chlorella_sorokiniana 59.50 0.00

TRINITY_DN48215_c0_g1GAX83464.1hypothetical protein CEUSTIGMA_g10889.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN48315_c0_g4PNW78813.1hypothetical protein CHLRE_09g390986v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN48870_c0_g4OUS43004.1uracil-DNA glycosylase-like protein [Ostreococcus tauri]Ostreococcus_tauri 59.50 0.00

TRINITY_DN49335_c1_g10PNR45461.1hypothetical protein PHYPA_015232 [Physcomitrella patens]Physcomitrella_patens 59.50 0.00

TRINITY_DN49459_c0_g4XP_002953043.1hypothetical protein VOLCADRAFT_63199 [Volvox carteri f. nagariensis]Volvox_carteri 59.50 0.00

TRINITY_DN49869_c0_g5GBF98388.1DNA repair protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.50 0.00

TRINITY_DN50452_c1_g8RZB67351.1Cyclin-dependent kinase C-2 isoform B [Glycine soja]Glycine_soja 59.50 0.00

TRINITY_DN50526_c0_g1PNW83964.1hypothetical protein CHLRE_04g213904v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.50 0.00

TRINITY_DN51425_c0_g3GAX84109.1hypothetical protein CEUSTIGMA_g11532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN51677_c1_g4GAX81643.1hypothetical protein CEUSTIGMA_g9071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN52475_c0_g1GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.50 0.00

TRINITY_DN5878_c0_g1XP_011653106.1PREDICTED: 60S ribosomal protein L13-3 [Cucumis sativus]Cucumis_sativus 59.50 0.00

TRINITY_DN6734_c0_g2XP_023890364.140S ribosomal protein S21 [Quercus suber]Quercus_suber 59.50 0.00

TRINITY_DN15194_c0_g1OUS44644.15-aminolevulinic acid synthase [Ostreococcus tauri]Ostreococcus_tauri 59.40 0.00

TRINITY_DN26901_c0_g1XP_013899822.1citrate synthase [Monoraphidium neglectum]Monoraphidium_neglectum 59.40 0.00

TRINITY_DN33057_c0_g1RZB95851.1Programmed cell death protein 5 isoform A [Glycine soja]Glycine_soja 59.40 0.00

TRINITY_DN34240_c0_g4XP_021624945.1probable DNA helicase MCM9 isoform X1 [Manihot esculenta]Manihot_esculenta 59.40 0.00

TRINITY_DN35439_c1_g3OAY82366.1ABC transporter A family member 1, partial [Ananas comosus]Ananas_comosus 59.40 0.00

TRINITY_DN35767_c0_g1XP_001416013.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 59.40 0.00

TRINITY_DN35968_c0_g2GAX81057.1hypothetical protein CEUSTIGMA_g8492.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN36536_c1_g2XP_011028841.1PREDICTED: casein kinase I-like isoform X1 [Populus euphratica]Populus_euphratica 59.40 0.00

TRINITY_DN36957_c0_g5BAK02685.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.40 0.00

TRINITY_DN38404_c0_g4KXZ48630.1hypothetical protein GPECTOR_26g533 [Gonium pectorale]Gonium_pectorale 59.40 0.00

TRINITY_DN39080_c1_g3PNW71835.1hypothetical protein CHLRE_16g690250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN39597_c0_g5PNH09615.1hypothetical protein TSOC_003740 [Tetrabaena socialis]Tetrabaena_socialis 59.40 0.00

TRINITY_DN39789_c1_g2KXZ50259.1hypothetical protein GPECTOR_17g897 [Gonium pectorale]Gonium_pectorale 59.40 0.00

TRINITY_DN40017_c1_g9XP_005845602.1hypothetical protein CHLNCDRAFT_25736, partial [Chlorella variabilis]Chlorella_variabilis 59.40 0.00

TRINITY_DN40041_c3_g2GAX72877.1hypothetical protein CEUSTIGMA_g332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN40343_c0_g4GAX83700.1hypothetical protein CEUSTIGMA_g11125.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN40467_c1_g1KXZ54818.1hypothetical protein GPECTOR_4g889 [Gonium pectorale]Gonium_pectorale 59.40 0.00

TRINITY_DN41303_c0_g2GAX76723.1hypothetical protein CEUSTIGMA_g4170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN41857_c0_g3GAX79851.1hypothetical protein CEUSTIGMA_g7291.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN41897_c0_g6GAX72693.1hypothetical protein CEUSTIGMA_g149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN42975_c0_g1PSC69407.1Lysosomal alpha-mannosidase [Micractinium conductrix]Micractinium_conductrix 59.40 0.00

TRINITY_DN43983_c1_g3GAX79658.1hypothetical protein CEUSTIGMA_g7099.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN44635_c0_g1PSC74312.1epimerase [Micractinium conductrix]Micractinium_conductrix 59.40 0.00

TRINITY_DN44706_c0_g6PNW88064.1hypothetical protein CHLRE_01g012650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN46594_c0_g4PNW75365.1hypothetical protein CHLRE_12g524150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN46694_c0_g2XP_001695914.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00



TRINITY_DN46718_c1_g4KXZ56450.1hypothetical protein GPECTOR_1g402 [Gonium pectorale]Gonium_pectorale 59.40 0.00

TRINITY_DN47013_c0_g4GBF94605.1hypothetical protein Rsub_06720 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.40 0.00

TRINITY_DN47095_c1_g2XP_001698114.1methylcrotonoyl-CoA carboxylase alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN47165_c0_g6KZV15288.1cystathionine gamma-lyase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 59.40 0.00

TRINITY_DN47556_c0_g3PNW73746.1hypothetical protein CHLRE_13g571050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN47656_c0_g1GAX77126.1hypothetical protein CEUSTIGMA_g4572.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN48679_c0_g1KXZ46882.1hypothetical protein GPECTOR_39g376 [Gonium pectorale]Gonium_pectorale 59.40 0.00

TRINITY_DN48887_c0_g2GAX74519.1hypothetical protein CEUSTIGMA_g1968.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN49476_c1_g1AER58218.2channelopsin 2 [Chlamydomonas raudensis]Chlamydomonas_raudensis 59.40 0.00

TRINITY_DN49727_c0_g6GAX82389.1hypothetical protein CEUSTIGMA_g9817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0



TRINITY_DN49881_c1_g3XP_022840435.1Ribosomal protein, zinc-binding domain [Ostreococcus tauri]Ostreococcus_tauri 59.40 0.00

TRINITY_DN50012_c0_g3XP_001694991.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN50087_c1_g1XP_002952438.1hypothetical protein VOLCADRAFT_93041 [Volvox carteri f. nagariensis]Volvox_carteri 59.40 0.00

TRINITY_DN50142_c0_g9PNW81872.1hypothetical protein CHLRE_06g263950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN50224_c1_g3GAX80268.1hypothetical protein CEUSTIGMA_g7706.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN51403_c1_g1GAX81908.1hypothetical protein CEUSTIGMA_g9336.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0

TRINITY_DN51751_c1_g2GAX79869.1hypothetical protein CEUSTIGMA_g7309.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN51917_c1_g1PNW70372.1hypothetical protein CHLRE_17g717050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.40 0.00

TRINITY_DN52173_c1_g1EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 59.40 0.00

TRINITY_DN52358_c2_g2GAX75982.1hypothetical protein CEUSTIGMA_g3425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN5862_c0_g1GAX80179.1hypothetical protein CEUSTIGMA_g7617.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.40 0.00

TRINITY_DN9675_c0_g1XP_019107756.1PREDICTED: uncharacterized protein LOC109136273 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.40 0.00

TRINITY_DN11037_c0_g2BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.30 0.00

TRINITY_DN1813_c0_g2XP_023915197.1transaldolase-like [Quercus suber]Quercus_suber 59.30 0.00

TRINITY_DN2096_c0_g1XP_019195444.1PREDICTED: 40S ribosomal protein S19-2-like [Ipomoea nil]Ipomoea_nil 59.30 0.00

TRINITY_DN22501_c0_g1XP_003060238.1ligase, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 59.30 0.00

TRINITY_DN30408_c0_g1BAK00513.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.30 0.00

TRINITY_DN30408_c0_g2BAK00513.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.30 0.00

TRINITY_DN30757_c0_g1PNH07928.1Methylated-DNA--protein-cysteine methyltransferase [Tetrabaena socialis]Tetrabaena_socialis 59.30 0.00

TRINITY_DN31500_c0_g3XP_009400190.1PREDICTED: desumoylating isopeptidase 1 [Musa acuminata subsp. malaccensis]Musa_acuminata 59.30 0.00

TRINITY_DN31830_c0_g1XP_013897000.1Mitotic spindle assembly checkpoint protein MAD2A [Monoraphidium neglectum]Monoraphidium_neglectum 59.30 0.00

TRINITY_DN33429_c0_g1XP_023898224.11,4-alpha-glucan-branching enzyme-like [Quercus suber]Quercus_suber 59.30 0.00

TRINITY_DN34162_c0_g1EMS68525.1hypothetical protein TRIUR3_17646 [Triticum urartu]Triticum_urartu 59.30 0.00

TRINITY_DN35196_c0_g1XP_019457041.1PREDICTED: mannose-1-phosphate guanylyltransferase 1-like [Lupinus angustifolius]Lupinus_angustifolius 59.30 0.00

TRINITY_DN36493_c0_g9XP_024383404.1probable enoyl-CoA hydratase, mitochondrial [Physcomitrella patens]Physcomitrella_patens 59.30 0.00

TRINITY_DN37154_c0_g2KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.30 0.00

TRINITY_DN37242_c0_g6PNW82795.1hypothetical protein CHLRE_06g294550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.30 0.00

TRINITY_DN37428_c0_g1KXZ51114.1hypothetical protein GPECTOR_14g95 [Gonium pectorale]Gonium_pectorale 59.30 0.00

TRINITY_DN38099_c0_g4XP_013902925.1putative Protein strawberry notch [Monoraphidium neglectum]Monoraphidium_neglectum 59.30 0.00

TRINITY_DN38871_c0_g2XP_013903775.1PKHD-type hydroxylase ofd1 [Monoraphidium neglectum]Monoraphidium_neglectum 59.30 0.00

TRINITY_DN39274_c0_g2GAX72594.1hypothetical protein CEUSTIGMA_g50.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.30 0.00

TRINITY_DN39465_c0_g3XP_015871259.1uncharacterized protein LOC107408389 [Ziziphus jujuba]Ziziphus_jujuba 59.30 0.00

TRINITY_DN39922_c1_g3KXZ43041.1hypothetical protein GPECTOR_106g135 [Gonium pectorale]Gonium_pectorale 59.30 0.00

TRINITY_DN40060_c1_g3XP_013452658.2uncharacterized protein LOC25497286 isoform X1 [Medicago truncatula]Medicago_truncatula 59.30 0.00

TRINITY_DN40231_c1_g1XP_005849542.1hypothetical protein CHLNCDRAFT_21343 [Chlorella variabilis]Chlorella_variabilis 59.30 0.00

TRINITY_DN40689_c0_g2XP_014508279.1vacuolar protein sorting-associated protein 2 homolog 1 [Vigna radiata var. radiata]Vigna_radiata 59.30 0.00

TRINITY_DN41320_c0_g1EOY20322.1Small GTP-binding protein [Theobroma cacao]Theobroma_cacao 59.30 0.00

TRINITY_DN41882_c0_g1KXZ44840.1hypothetical protein GPECTOR_61g793 [Gonium pectorale]Gonium_pectorale 59.30 0.00

TRINITY_DN41902_c0_g2OAE29641.1hypothetical protein AXG93_1762s1220 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 59.30 0.00

TRINITY_DN42453_c0_g4ABR16828.1unknown [Picea sitchensis]Picea_sitchensis 59.30 0.00

TRINITY_DN42459_c0_g1AWK67835.1MME2 [Dunaliella tertiolecta]Dunaliella_tertiolecta 59.30 0.00

TRINITY_DN42711_c2_g2XP_010272621.1PREDICTED: UTP:RNA uridylyltransferase 1 [Nelumbo nucifera]Nelumbo_nucifera 59.30 0.00

TRINITY_DN42876_c0_g7GAX79239.1hypothetical protein CEUSTIGMA_g6679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.30 0.00

TRINITY_DN43249_c0_g3GAX82487.1hypothetical protein CEUSTIGMA_g9914.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.30 0.00

TRINITY_DN44203_c1_g3XP_021905618.1protein decapping 5-like [Carica papaya]Carica_papaya 59.30 0.00

TRINITY_DN44727_c0_g3XP_002949137.1hypothetical protein VOLCADRAFT_104208 [Volvox carteri f. nagariensis]Volvox_carteri 59.30 0.00

TRINITY_DN46035_c0_g1GAX78215.1hypothetical protein CEUSTIGMA_g5657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.30 0.00

TRINITY_DN46041_c0_g3PSC69773.1Peroxisomal membrane PEX14 [Micractinium conductrix]Micractinium_conductrix 59.30 0.00

TRINITY_DN46828_c0_g5GAQ84862.1peroxin 6 [Klebsormidium nitens]Klebsormidium_nitens 59.30 0.00

TRINITY_DN46950_c0_g1KXZ46716.1hypothetical protein GPECTOR_41g680 [Gonium pectorale]Gonium_pectorale 59.30 0.00

TRINITY_DN48557_c1_g6KXZ54717.1hypothetical protein GPECTOR_4g785 [Gonium pectorale]Gonium_pectorale 59.30 0.00

TRINITY_DN48600_c0_g2XP_002946378.1hypothetical protein VOLCADRAFT_86592 [Volvox carteri f. nagariensis]Volvox_carteri 59.30 0.00

TRINITY_DN48860_c1_g3XP_002949884.1hypothetical protein VOLCADRAFT_109744 [Volvox carteri f. nagariensis]Volvox_carteri 59.30 0.00

TRINITY_DN49229_c2_g2PNW77773.1hypothetical protein CHLRE_10g451100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.30 0.00

TRINITY_DN49607_c0_g1GAQ88990.1MEKK and related serine/threonine protein kinases [Klebsormidium nitens]Klebsormidium_nitens 59.30 0.00

TRINITY_DN50552_c1_g1GBF90551.1hypothetical protein Rsub_03122 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.30 0.00

TRINITY_DN51064_c1_g8RMZ52332.1hypothetical protein APUTEX25_005085 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 59.30 0.00

TRINITY_DN51140_c0_g3XP_001697524.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.30 0.00

TRINITY_DN51178_c0_g4XP_008455574.1PREDICTED: superoxide dismutase [Cu-Zn] isoform X1 [Cucumis melo]Cucumis_melo 59.30 0.00

TRINITY_DN51650_c0_g1GAX73057.1hypothetical protein CEUSTIGMA_g510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.30 0.00

TRINITY_DN23502_c0_g2XP_012467400.1PREDICTED: mitochondrial phosphate carrier protein 3, mitochondrial-like [Gossypium raimondii]Gossypium_raimondii 59.20 0.00

TRINITY_DN30839_c0_g1XP_003056445.1CTP synthase [Micromonas pusilla CCMP1545]Micromonas_pusilla 59.20 0.00

TRINITY_DN31259_c0_g1PSC67348.1ATP:cob(I)alamin adenosyltransferase [Micractinium conductrix]Micractinium_conductrix 59.20 0.00

TRINITY_DN32144_c0_g1XP_023929168.160S ribosomal protein L21-A-like [Quercus suber]Quercus_suber 59.20 0.00

TRINITY_DN35245_c0_g1XP_027942232.1probable manganese-transporting ATPase PDR2 [Vigna unguiculata]Vigna_unguiculata 59.20 0.00

TRINITY_DN35259_c0_g2XP_005851810.1hypothetical protein CHLNCDRAFT_33556 [Chlorella variabilis]Chlorella_variabilis 59.20 0.00



TRINITY_DN36663_c0_g2GAX80868.1hypothetical protein CEUSTIGMA_g8303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN36930_c0_g2PNH03965.1putative sodium/sulfate cotransporter 3 [Tetrabaena socialis]Tetrabaena_socialis 59.20 0.00

TRINITY_DN37032_c2_g8PNW86767.1hypothetical protein CHLRE_02g095149v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.20 0.00

TRINITY_DN37257_c0_g1KXZ52477.1hypothetical protein GPECTOR_9g521 [Gonium pectorale]Gonium_pectorale 59.20 0.00

TRINITY_DN37369_c1_g3GAX76703.1hypothetical protein CEUSTIGMA_g4149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN37539_c0_g1XP_013897771.1ribosome biogeneis GTPase [Monoraphidium neglectum]Monoraphidium_neglectum 59.20 0.00

TRINITY_DN37550_c0_g3XP_002949272.1iron-sulfur cluster assembly protein [Volvox carteri f. nagariensis]Volvox_carteri 59.20 0.00

TRINITY_DN37697_c0_g2XP_001693577.1plastid ribosomal protein L7/L12 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.20 0.00

TRINITY_DN37833_c0_g6PRW56769.1valine--tRNA ligase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 59.20 0.00

TRINITY_DN37906_c1_g5GAX75498.1hypothetical protein CEUSTIGMA_g2941.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN38065_c0_g2KXZ46809.1hypothetical protein GPECTOR_40g543 [Gonium pectorale]Gonium_pectorale 59.20 0.00

TRINITY_DN38068_c0_g3PNH12895.1ATP-dependent Clp protease adapter protein ClpS [Tetrabaena socialis]Tetrabaena_socialis 59.20 0.00

TRINITY_DN38399_c0_g2GAX78678.1hypothetical protein CEUSTIGMA_g6116.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN38904_c0_g2GAQ78943.1methylmalonyl-coenzyme A mutase [Klebsormidium nitens]Klebsormidium_nitens 59.20 0.00

TRINITY_DN39372_c0_g2XP_021653979.1mannose-1-phosphate guanylyltransferase 1 [Hevea brasiliensis]Hevea_brasiliensis 59.20 0.00

TRINITY_DN39774_c0_g1XP_001699475.1gamma tubulin interacting protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.20 0.00

TRINITY_DN40469_c0_g6AWK67838.1ACD [Dunaliella tertiolecta]Dunaliella_tertiolecta 59.20 0.00

TRINITY_DN40896_c1_g7XP_017215697.1PREDICTED: stress-associated endoplasmic reticulum protein 2-like [Daucus carota subsp. sativus]Daucus_carota 59.20 0.00

TRINITY_DN41921_c1_g4KXZ43324.1hypothetical protein GPECTOR_94g646 [Gonium pectorale]Gonium_pectorale 59.20 0.00

TRINITY_DN42468_c0_g3KXZ50842.1hypothetical protein GPECTOR_15g528 [Gonium pectorale]Gonium_pectorale 59.20 0.00

TRINITY_DN43325_c0_g3RMZ54381.1hypothetical protein APUTEX25_001957, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 59.20 0.00

TRINITY_DN44445_c1_g2PNH10611.1hypothetical protein TSOC_002659 [Tetrabaena socialis]Tetrabaena_socialis 59.20 0.00

TRINITY_DN44536_c0_g1GAQ91439.1Kinesin-like protein [Klebsormidium nitens]Klebsormidium_nitens 59.20 0.00

TRINITY_DN45235_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 59.20 0.00

TRINITY_DN45253_c0_g2XP_003611426.2ras-related protein RABH1b [Medicago truncatula]Medicago_truncatula 59.20 0.00

TRINITY_DN45444_c0_g7PNW82702.1hypothetical protein CHLRE_06g290300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.20 0.00

TRINITY_DN46457_c0_g2KXZ52812.1hypothetical protein GPECTOR_8g198 [Gonium pectorale]Gonium_pectorale 59.20 0.00

TRINITY_DN46825_c0_g4GAX80464.1hypothetical protein CEUSTIGMA_g7903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN46831_c1_g1GAX81276.1hypothetical protein CEUSTIGMA_g8708.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN47825_c1_g1GAX78758.1hypothetical protein CEUSTIGMA_g6195.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN48242_c0_g1GAX79377.1hypothetical protein CEUSTIGMA_g6819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0.00

TRINITY_DN48291_c2_g1XP_010269505.2PREDICTED: methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial [Nelumbo nucifera]Nelumbo_nucifera 59.20 0.00

TRINITY_DN48448_c0_g1PNW82765.1hypothetical protein CHLRE_06g293150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.20 0.00

TRINITY_DN49003_c0_g3XP_002947900.1histone H3 Lys 4 methyltransferase [Volvox carteri f. nagariensis]Volvox_carteri 59.20 0.00

TRINITY_DN49614_c0_g1GAQ82917.1Acyl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 59.20 0.00

TRINITY_DN50969_c0_g1XP_013897978.1NFX1-type zinc finger-containing protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 59.20 0.00

TRINITY_DN51622_c1_g2GAX79457.1hypothetical protein CEUSTIGMA_g6898.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.20 0

TRINITY_DN5783_c0_g1XP_002958803.1hypothetical protein VOLCADRAFT_69930 [Volvox carteri f. nagariensis]Volvox_carteri 59.20 0.00

TRINITY_DN10126_c0_g1EEF26239.1conserved hypothetical protein [Ricinus communis]Ricinus_communis 59.10 0.00

TRINITY_DN12436_c0_g1XP_022966636.1uncharacterized protein LOC111466261 isoform X2 [Cucurbita maxima]Cucurbita_maxima 59.10 0.00

TRINITY_DN12437_c0_g1XP_010668725.1PREDICTED: actin-85C, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.10 0.00

TRINITY_DN32739_c0_g1XP_002967574.1superoxide dismutase [Cu-Zn], chloroplastic isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 59.10 0.00

TRINITY_DN32752_c0_g3XP_011401769.1Actin [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 59.10 0.00

TRINITY_DN34674_c0_g2GBG79245.1hypothetical protein CBR_g29296 [Chara braunii]Chara_braunii 59.10 0.00

TRINITY_DN35242_c0_g1RMZ54480.1hypothetical protein APUTEX25_002056 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 59.10 0.00

TRINITY_DN35264_c0_g2PNW75735.1hypothetical protein CHLRE_12g538950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN36642_c1_g6XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 59.10 0.00

TRINITY_DN36861_c0_g1XP_024379293.1threonylcarbamoyladenosine tRNA methylthiotransferase-like [Physcomitrella patens]Physcomitrella_patens 59.10 0.00

TRINITY_DN37771_c0_g1GAX73479.1hypothetical protein CEUSTIGMA_g931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.10 0.00

TRINITY_DN38111_c2_g7XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 59.10 0.00

TRINITY_DN38130_c0_g9PNH12931.1Mitogen-activated protein kinase-binding protein 1 [Tetrabaena socialis]Tetrabaena_socialis 59.10 0.00

TRINITY_DN42453_c0_g2XP_002955556.1hypothetical protein VOLCADRAFT_96440 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00

TRINITY_DN42811_c0_g1XP_021730934.1protein pleiotropic regulatory locus 1-like [Chenopodium quinoa]Chenopodium_quinoa 59.10 0.00

TRINITY_DN43077_c1_g6GAX74122.1hypothetical protein CEUSTIGMA_g1571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.10 0.00

TRINITY_DN43371_c1_g4KXZ55250.1hypothetical protein GPECTOR_3g39 [Gonium pectorale]Gonium_pectorale 59.10 0.00

TRINITY_DN44179_c0_g1XP_004506954.1signal recognition particle 54 kDa protein 2 [Cicer arietinum]Cicer_arietinum 59.10 0.00

TRINITY_DN44194_c0_g5GAX76097.1hypothetical protein CEUSTIGMA_g3540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.10 0.00

TRINITY_DN44207_c2_g1PSC69690.1ATP-dependent DNA helicase Q-like 3 [Micractinium conductrix]Micractinium_conductrix 59.10 0.00

TRINITY_DN44331_c0_g15XP_002950774.1hypothetical protein VOLCADRAFT_60718 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00

TRINITY_DN44388_c0_g2XP_001696294.1triose phosphate/phosphate translocator [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN44491_c0_g1PNW75281.1hypothetical protein CHLRE_12g520450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN44548_c0_g2XP_005849900.1hypothetical protein CHLNCDRAFT_143159 [Chlorella variabilis]Chlorella_variabilis 59.10 0.00

TRINITY_DN44758_c0_g2PNW86794.1hypothetical protein CHLRE_02g095950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN447_c0_g1YP_665681.1cytochrome c oxidase subunit 3 (mitochondrion) [Nephroselmis olivacea]Nephroselmis_olivacea 59.10 0.00

TRINITY_DN44984_c0_g1PRW56076.1GATA transcription factor [Chlorella sorokiniana]Chlorella_sorokiniana 59.10 0.00

TRINITY_DN45481_c0_g2XP_002946618.1hypothetical protein VOLCADRAFT_116030 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00



TRINITY_DN45871_c0_g1XP_001700442.1acetyl-coa biotin carboxyl carrier [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN47964_c0_g1XP_002946829.1hypothetical protein VOLCADRAFT_56160 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00

TRINITY_DN48001_c0_g4XP_002952370.1hypothetical protein VOLCADRAFT_118102 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00

TRINITY_DN48425_c0_g1PNH10569.1Reticulocyte-binding protein 2 a [Tetrabaena socialis]Tetrabaena_socialis 59.10 0.00

TRINITY_DN48913_c0_g1PRW45640.1L-ascorbate oxidase-like [Chlorella sorokiniana]Chlorella_sorokiniana 59.10 0.00

TRINITY_DN49159_c1_g6XP_001692978.1hypothetical protein CHLREDRAFT_205657 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN49238_c0_g7KZV15215.1petal death protein-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 59.10 0.00

TRINITY_DN49657_c4_g6ABW87266.1ferritin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.10 0.00

TRINITY_DN49993_c0_g3GBF93659.1hypothetical protein Rsub_06762 [Raphidocelis subcapitata]Raphidocelis_subcapitata 59.10 0.00

TRINITY_DN50961_c0_g5XP_002951197.1hypothetical protein VOLCADRAFT_117801 [Volvox carteri f. nagariensis]Volvox_carteri 59.10 0.00

TRINITY_DN52179_c1_g3ACB28472.1polyprotein, partial [Ananas comosus]Ananas_comosus 59.10 0.00

TRINITY_DN5731_c0_g2ABH11672.1actin, partial [Chara contraria]Chara_contraria 59.10 0.00

TRINITY_DN6713_c0_g1XP_022028415.1NAD-dependent protein deacetylase SRT1-like [Helianthus annuus]Helianthus_annuus 59.10 0.00

TRINITY_DN15296_c0_g1XP_004143345.1PREDICTED: DNA polymerase delta catalytic subunit [Cucumis sativus]Cucumis_sativus 59.00 0.00

TRINITY_DN16184_c0_g1XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 59.00 0.00

TRINITY_DN25715_c0_g1BAJ97641.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.00 0.00

TRINITY_DN31410_c0_g1XP_026433166.1queuine tRNA-ribosyltransferase catalytic subunit 1-like isoform X2 [Papaver somniferum]Papaver_somniferum 59.00 0.00

TRINITY_DN34377_c0_g1GBG66831.1hypothetical protein CBR_g70709 [Chara braunii]Chara_braunii 59.00 0.00

TRINITY_DN34802_c0_g2XP_023918218.1E3 ubiquitin ligase complex SCF subunit sconC-like [Quercus suber]Quercus_suber 59.00 0.00

TRINITY_DN36163_c0_g3XP_024382723.1transcription factor IIIB 90 kDa subunit-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 59.00 0.00

TRINITY_DN36271_c0_g1XP_001692158.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN36794_c0_g1KMS64810.1hypothetical protein BVRB_042430, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 59.00 0.00

TRINITY_DN36983_c1_g1XP_002949048.1hypothetical protein VOLCADRAFT_89329 [Volvox carteri f. nagariensis]Volvox_carteri 59.00 0.00

TRINITY_DN37003_c0_g2XP_001703188.1ribosomal protein L36, component of cytosolic 80S ribosome and 60S large subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN37454_c0_g2KXZ45893.1hypothetical protein GPECTOR_49g477 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN37906_c1_g2XP_019267789.1PREDICTED: cyanate hydratase isoform X2 [Nicotiana attenuata]Nicotiana_attenuata 59.00 0.00

TRINITY_DN38254_c1_g2PNW76817.1hypothetical protein CHLRE_11g477500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN38855_c0_g1KXZ52847.1hypothetical protein GPECTOR_8g23 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN39239_c0_g2GAX82458.1hypothetical protein CEUSTIGMA_g9885.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN39392_c0_g1KXZ54348.1hypothetical protein GPECTOR_5g43 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN39564_c0_g2XP_005847616.1hypothetical protein CHLNCDRAFT_59671 [Chlorella variabilis]Chlorella_variabilis 59.00 0.00

TRINITY_DN39898_c1_g3GAX77321.1hypothetical protein CEUSTIGMA_g4767.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN39993_c0_g1KXZ42694.1hypothetical protein GPECTOR_124g494 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN39999_c1_g5XP_021753565.1uncharacterized protein LOC110718935 [Chenopodium quinoa]Chenopodium_quinoa 59.00 0.00

TRINITY_DN40547_c0_g6XP_009351107.1PREDICTED: Y+L amino acid transporter 2-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 59.00 0.00

TRINITY_DN40575_c0_g5KXZ43366.1hypothetical protein GPECTOR_92g589 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN40621_c1_g2XP_002954016.1hypothetical protein VOLCADRAFT_82578 [Volvox carteri f. nagariensis]Volvox_carteri 59.00 0.00

TRINITY_DN41050_c0_g2KXZ54007.1hypothetical protein GPECTOR_5g118 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN41086_c0_g2AXF41555.1HLA3 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 59.00 0.00

TRINITY_DN41370_c0_g2BAJ94619.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 59.00 0.00

TRINITY_DN41517_c0_g1GAX73835.1hypothetical protein CEUSTIGMA_g1285.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN41547_c1_g6XP_001689924.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN41805_c0_g2KXZ51934.1hypothetical protein GPECTOR_11g6 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN41890_c2_g1GAQ81059.1Nuclear AAA ATPase [Klebsormidium nitens]Klebsormidium_nitens 59.00 0.00

TRINITY_DN42590_c1_g2GAX76458.1hypothetical protein CEUSTIGMA_g3903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN42746_c0_g1KXZ51749.1hypothetical protein GPECTOR_11g195 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN44327_c1_g1XP_005647002.1FAD/NAD(P)-binding domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 59.00 0.00

TRINITY_DN45146_c0_g5CDP04647.1unnamed protein product [Coffea canephora]Coffea_canephora 59.00 0.00

TRINITY_DN45669_c0_g2XP_005850582.1hypothetical protein CHLNCDRAFT_48528 [Chlorella variabilis]Chlorella_variabilis 59.00 0.00

TRINITY_DN45764_c0_g3XP_002951032.1hypothetical protein VOLCADRAFT_117719 [Volvox carteri f. nagariensis]Volvox_carteri 59.00 0.00

TRINITY_DN46718_c2_g1GAX82247.1hypothetical protein CEUSTIGMA_g9675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN47433_c0_g1GAX85194.1hypothetical protein CEUSTIGMA_g12612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN47492_c0_g1ALM54993.1DEAD box RNA helicase CiRH25, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 59.00 0.00

TRINITY_DN48547_c0_g1XP_001695319.1subunit of retromer complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN49435_c0_g1XP_012857135.1PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC105976410 [Erythranthe guttata]Erythranthe_guttata 59.00 0.00

TRINITY_DN50369_c0_g1PNW85319.1hypothetical protein CHLRE_03g180800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN50492_c0_g1PNW74967.1hypothetical protein CHLRE_12g502250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN50584_c0_g1KXZ45197.1hypothetical protein GPECTOR_57g487 [Gonium pectorale]Gonium_pectorale 59.00 0.00

TRINITY_DN50758_c0_g1GAX80925.1hypothetical protein CEUSTIGMA_g8360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00

TRINITY_DN50831_c0_g5XP_001689623.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN50840_c0_g1KDO52989.1hypothetical protein CISIN_1g000533mg [Citrus sinensis]Citrus_sinensis 59.00 0.00

TRINITY_DN51099_c0_g2PNH07527.1hypothetical protein TSOC_006012 [Tetrabaena socialis]Tetrabaena_socialis 59.00 0.00

TRINITY_DN51152_c1_g7PWA79096.1MOB kinase activator 1A [Artemisia annua]Artemisia_annua 59.00 0.00

TRINITY_DN51876_c0_g10XP_010421852.1PREDICTED: receptor homology region, transmembrane domain- and RING domain-containing protein 4 [Camelina sativa]Camelina_sativa 59.00 0.00

TRINITY_DN51881_c3_g1PNW83321.1hypothetical protein CHLRE_05g248300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 59.00 0.00

TRINITY_DN52449_c1_g1GAX83175.1hypothetical protein CEUSTIGMA_g10601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 59.00 0.00



TRINITY_DN31883_c0_g1XP_002866451.1ABC transporter A family member 9 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 58.90 0.00

TRINITY_DN32605_c0_g1GAX80359.1hypothetical protein CEUSTIGMA_g7798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN32724_c0_g1XP_001693518.1flavohemoprotein b5/b5R-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.90 0.00

TRINITY_DN33461_c0_g1PTQ33581.1hypothetical protein MARPO_0087s0021 [Marchantia polymorpha]Marchantia_polymorpha 58.90 0.00

TRINITY_DN36391_c0_g8XP_020274569.140S ribosomal protein Sa-2-like [Asparagus officinalis]Asparagus_officinalis 58.90 0.00

TRINITY_DN39100_c0_g6KXZ56005.1hypothetical protein GPECTOR_2g1557 [Gonium pectorale]Gonium_pectorale 58.90 0.00

TRINITY_DN39404_c1_g6XP_002503153.1predicted protein [Micromonas commoda]Micromonas_commoda 58.90 0.00

TRINITY_DN40770_c0_g1PNW81170.1hypothetical protein CHLRE_07g345150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.90 0.00

TRINITY_DN41509_c0_g1XP_001416528.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 58.90 0.00

TRINITY_DN42756_c1_g1GAX82541.1hypothetical protein CEUSTIGMA_g9968.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN43449_c0_g6PRW59515.1inositol oxygenase 1-like isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 58.90 0.00

TRINITY_DN44410_c0_g2PNW82205.1hypothetical protein CHLRE_06g278098v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.90 0.00

TRINITY_DN45080_c0_g2XP_009792540.1PREDICTED: myosin-6-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 58.90 0.00

TRINITY_DN45599_c0_g1GAX78006.1hypothetical protein CEUSTIGMA_g5448.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN46114_c0_g2XP_002948091.1hypothetical protein VOLCADRAFT_73556 [Volvox carteri f. nagariensis]Volvox_carteri 58.90 0.00

TRINITY_DN46160_c0_g10GAX72628.1hypothetical protein CEUSTIGMA_g84.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN46413_c0_g3XP_013902925.1putative Protein strawberry notch [Monoraphidium neglectum]Monoraphidium_neglectum 58.90 0.00

TRINITY_DN46834_c1_g1GAX73296.1hypothetical protein CEUSTIGMA_g750.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN46895_c0_g1PNH08442.1hypothetical protein TSOC_005003, partial [Tetrabaena socialis]Tetrabaena_socialis 58.90 0.00

TRINITY_DN47165_c0_g2XP_002981586.1actin-7 [Selaginella moellendorffii]Selaginella_moellendorffii 58.90 0.00

TRINITY_DN48562_c0_g3GAX74942.1hypothetical protein CEUSTIGMA_g2388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN48637_c0_g2GAX79829.1hypothetical protein CEUSTIGMA_g7269.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.90 0.00

TRINITY_DN49137_c0_g1PNW80462.1hypothetical protein CHLRE_07g318500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.90 0.00

TRINITY_DN49195_c1_g2PSC67003.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 58.90 0.00

TRINITY_DN19711_c0_g1OAE21011.1hypothetical protein AXG93_2024s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 58.80 0.00

TRINITY_DN27864_c0_g1XP_015622053.1glycine-rich RNA-binding protein 4, mitochondrial [Oryza sativa Japonica Group]Oryza_sativa 58.80 0.00

TRINITY_DN31646_c0_g4XP_002894105.1SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 isoform X2 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 58.80 0.00

TRINITY_DN32068_c0_g3XP_013899236.1Casein kinase I isoform delta [Monoraphidium neglectum]Monoraphidium_neglectum 58.80 0.00

TRINITY_DN3421_c0_g1XP_002503088.1predicted protein [Micromonas commoda]Micromonas_commoda 58.80 0.00

TRINITY_DN34966_c0_g6XP_023883222.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 58.80 0.00

TRINITY_DN35913_c0_g1RAL47891.1hypothetical protein DM860_011476 [Cuscuta australis]Cuscuta_australis 58.80 0.00

TRINITY_DN37814_c0_g1PHT29099.1hypothetical protein CQW23_31306 [Capsicum baccatum]Capsicum_baccatum 58.80 0.00

TRINITY_DN38194_c0_g1GBG77773.1hypothetical protein CBR_g24220 [Chara braunii]Chara_braunii 58.80 0.00

TRINITY_DN38836_c1_g4GAX75349.1hypothetical protein CEUSTIGMA_g2793.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN38937_c0_g1GAX85123.1hypothetical protein CEUSTIGMA_g12543.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN39229_c0_g2GBF88197.1hypothetical protein Rsub_00909 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.80 0.00

TRINITY_DN39717_c2_g8PNH11059.1Protein SENSITIVITY TO RED LIGHT REDUCED 1 [Tetrabaena socialis]Tetrabaena_socialis 58.80 0.00

TRINITY_DN39984_c0_g1XP_002956199.1hypothetical protein VOLCADRAFT_119316 [Volvox carteri f. nagariensis]Volvox_carteri 58.80 0.00

TRINITY_DN40096_c0_g1XP_015650784.1RNA-binding protein 1 isoform X2 [Oryza sativa Japonica Group]Oryza_sativa 58.80 0.00

TRINITY_DN40390_c0_g1XP_001700649.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.80 0.00

TRINITY_DN40884_c0_g3KXZ44735.1hypothetical protein GPECTOR_63g60 [Gonium pectorale]Gonium_pectorale 58.80 0.00

TRINITY_DN42154_c0_g1KXZ51688.1hypothetical protein GPECTOR_11g139 [Gonium pectorale]Gonium_pectorale 58.80 0.00

TRINITY_DN42342_c3_g2XP_001700744.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.80 0.00

TRINITY_DN43166_c1_g1KXZ53568.1hypothetical protein GPECTOR_6g485 [Gonium pectorale]Gonium_pectorale 58.80 0.00

TRINITY_DN43291_c1_g1KXZ47964.1hypothetical protein GPECTOR_31g326 [Gonium pectorale]Gonium_pectorale 58.80 0.00

TRINITY_DN43587_c0_g6XP_002956647.1hypothetical protein VOLCADRAFT_119489 [Volvox carteri f. nagariensis]Volvox_carteri 58.80 0.00

TRINITY_DN43793_c1_g1GAX73579.1hypothetical protein CEUSTIGMA_g1030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN45188_c2_g5XP_005643327.1putative prunasin hydrolase isoform PHA precursor [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.80 0.00

TRINITY_DN45873_c1_g3GAX83512.1hypothetical protein CEUSTIGMA_g10937.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN46357_c0_g1GAX75511.1hypothetical protein CEUSTIGMA_g2954.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN46603_c0_g5GBF92187.1exonuclease [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.80 0.00

TRINITY_DN47060_c0_g2XP_020579638.1histone H2A-like [Phalaenopsis equestris]Phalaenopsis_equestris 58.80 0.00

TRINITY_DN47204_c1_g1GAX73738.1hypothetical protein CEUSTIGMA_g1191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN47267_c1_g6GAX74185.1hypothetical protein CEUSTIGMA_g1634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN47755_c0_g2GAX79940.1hypothetical protein CEUSTIGMA_g7380.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN47915_c0_g11XP_001701257.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.80 0.00

TRINITY_DN48531_c0_g5XP_005644026.1NLI interacting factor, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.80 0.00

TRINITY_DN48795_c0_g1XP_022135092.1serine/threonine-protein kinase ATM isoform X3 [Momordica charantia]Momordica_charantia 58.80 0.00

TRINITY_DN49518_c1_g4KZV47531.1hypothetical protein F511_33271 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 58.80 0.00

TRINITY_DN49867_c0_g2XP_009626167.1PREDICTED: protein AE7-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 58.80 0.00

TRINITY_DN49876_c0_g1GAX79494.1hypothetical protein CEUSTIGMA_g6935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0

TRINITY_DN50256_c0_g3XP_023915239.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 58.80 0.00

TRINITY_DN50866_c1_g2PNW82420.1hypothetical protein CHLRE_06g278150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.80 0.00

TRINITY_DN51410_c2_g1GAX83682.1hypothetical protein CEUSTIGMA_g11107.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN52078_c1_g6XP_002953003.11,4-alpha-glucan branching enzyme II [Volvox carteri f. nagariensis]Volvox_carteri 58.80 0.00

TRINITY_DN5238_c0_g2PRW58675.1Intron-binding aquarius [Chlorella sorokiniana]Chlorella_sorokiniana 58.80 0.00



TRINITY_DN52690_c0_g1XP_021688559.1tRNAse Z TRZ4, mitochondrial-like [Hevea brasiliensis]Hevea_brasiliensis 58.80 0.00

TRINITY_DN706_c0_g1PSC73613.1type I polyketide synthase [Micractinium conductrix]Micractinium_conductrix 58.80 0.00

TRINITY_DN7862_c0_g1GAX77496.1hypothetical protein CEUSTIGMA_g4940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.80 0.00

TRINITY_DN9197_c0_g1XP_023899691.1ubiquitin-activating enzyme E1 1-like [Quercus suber]Quercus_suber 58.80 0.00

TRINITY_DN10710_c0_g1XP_007138753.1hypothetical protein PHAVU_009G234400g [Phaseolus vulgaris]Phaseolus_vulgaris 58.70 0.00

TRINITY_DN14458_c0_g1XP_020151767.1small ubiquitin-related modifier 1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 58.70 0.00

TRINITY_DN17090_c0_g1XP_020146196.1GTP-binding protein YPTM2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 58.70 0.00

TRINITY_DN31551_c0_g1XP_015879394.1ATP-dependent zinc metalloprotease FTSH 6, chloroplastic-like [Ziziphus jujuba]Ziziphus_jujuba 58.70 0.00

TRINITY_DN33537_c0_g1PTQ42684.1hypothetical protein MARPO_0028s0011 [Marchantia polymorpha]Marchantia_polymorpha 58.70 0.00

TRINITY_DN34926_c0_g1OAE24080.1hypothetical protein AXG93_2402s1390 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 58.70 0.00

TRINITY_DN35028_c2_g8XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 58.70 0.00

TRINITY_DN35556_c0_g1BAJ99990.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.70 0.00

TRINITY_DN36460_c1_g6XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 58.70 0.00

TRINITY_DN36641_c0_g1GAX81752.1hypothetical protein CEUSTIGMA_g9180.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN37005_c0_g1XP_016176409.1ubiquitin-like modifier-activating enzyme 5 [Arachis ipaensis]Arachis_ipaensis 58.70 0.00

TRINITY_DN37151_c0_g1PNH02896.1hypothetical protein TSOC_011095 [Tetrabaena socialis]Tetrabaena_socialis 58.70 0.00

TRINITY_DN37222_c0_g2XP_010941296.1PREDICTED: endoplasmin homolog [Elaeis guineensis]Elaeis_guineensis 58.70 0.00

TRINITY_DN37322_c0_g1XP_013903128.1phosphatidylinositol glycan, class M [Monoraphidium neglectum]Monoraphidium_neglectum 58.70 0.00

TRINITY_DN37932_c0_g1XP_022986411.1cyclin-dependent kinases regulatory subunit 1-like [Cucurbita maxima]Cucurbita_maxima 58.70 0.00

TRINITY_DN38395_c1_g2GAX76471.1hypothetical protein CEUSTIGMA_g3916.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN38652_c0_g1GAX72792.1hypothetical protein CEUSTIGMA_g247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN38741_c1_g1PNH05795.12,3-bisphosphoglycerate-dependent phosphoglycerate mutase [Tetrabaena socialis]Tetrabaena_socialis 58.70 0.00

TRINITY_DN39184_c0_g7XP_013906732.1hypothetical protein MNEG_0245 [Monoraphidium neglectum]Monoraphidium_neglectum 58.70 0.00

TRINITY_DN40059_c0_g5GAX83154.1hypothetical protein CEUSTIGMA_g10580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN41031_c0_g4GAX76513.1hypothetical protein CEUSTIGMA_g3959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN42935_c0_g3PNW71230.1hypothetical protein CHLRE_16g692300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.70 0.00

TRINITY_DN43609_c0_g3GBG87427.1hypothetical protein CBR_g45485 [Chara braunii]Chara_braunii 58.70 0.00

TRINITY_DN44209_c0_g2PNH01982.1Pre-mRNA-splicing factor SF2 [Tetrabaena socialis]Tetrabaena_socialis 58.70 0.00

TRINITY_DN44454_c0_g5GAX78586.1hypothetical protein CEUSTIGMA_g6025.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN45448_c0_g2XP_001700791.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.70 0.00

TRINITY_DN47183_c0_g3XP_002959248.1hypothetical protein VOLCADRAFT_70607 [Volvox carteri f. nagariensis]Volvox_carteri 58.70 0.00

TRINITY_DN47187_c0_g7XP_005843716.1protein phosphatase X [Chlorella variabilis]Chlorella_variabilis 58.70 0.00

TRINITY_DN49151_c0_g1XP_009393393.1PREDICTED: probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY [Musa acuminata subsp. malaccensis]Musa_acuminata 58.70 0.00

TRINITY_DN50611_c0_g3KXZ54523.1hypothetical protein GPECTOR_4g588 [Gonium pectorale]Gonium_pectorale 58.70 0.00

TRINITY_DN50945_c1_g3GAX83343.1hypothetical protein CEUSTIGMA_g10768.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN51696_c1_g1XP_001702871.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.70 0.00

TRINITY_DN51988_c0_g1GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN52419_c1_g1GAX83865.1hypothetical protein CEUSTIGMA_g11290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN52433_c0_g2GAX76079.1hypothetical protein CEUSTIGMA_g3522.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.70 0.00

TRINITY_DN52651_c2_g1PNG93959.1hypothetical protein TSOC_015291 [Tetrabaena socialis]Tetrabaena_socialis 58.70 0.00

TRINITY_DN12212_c0_g1XP_024374381.1cAMP-dependent protein kinase catalytic subunit beta-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 58.60 0.00

TRINITY_DN25982_c0_g1XP_027066657.1short integuments 2, mitochondrial-like [Coffea arabica]Coffea_arabica 58.60 0.00

TRINITY_DN32247_c0_g1XP_013890241.1hypothetical protein MNEG_1586 [Monoraphidium neglectum]Monoraphidium_neglectum 58.60 0.00

TRINITY_DN34410_c0_g4EEF25548.1beta-mannosidase, putative, partial [Ricinus communis]Ricinus_communis 58.60 0.00

TRINITY_DN36857_c0_g1OEL13774.1Myb-related protein 3R-1, partial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 58.60 0.00

TRINITY_DN37078_c0_g1XP_018827959.1PREDICTED: E3 ubiquitin-protein ligase RGLG2-like [Juglans regia]Juglans_regia 58.60 0.00

TRINITY_DN38451_c0_g2GAX73788.1hypothetical protein CEUSTIGMA_g1239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN38929_c2_g1XP_012471137.1PREDICTED: serine/threonine-protein kinase rio1-like [Gossypium raimondii]Gossypium_raimondii 58.60 0.00

TRINITY_DN39257_c1_g2XP_027768604.1uncharacterized protein LOC114074811 [Solanum pennellii]Solanum_pennellii 58.60 0.00

TRINITY_DN39318_c0_g2GAX78843.1hypothetical protein CEUSTIGMA_g6281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN39879_c0_g3PNH04499.1Transmembrane protein 216 [Tetrabaena socialis]Tetrabaena_socialis 58.60 0.00

TRINITY_DN40290_c1_g6GAX73514.1hypothetical protein CEUSTIGMA_g966.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN41091_c0_g1RWW91136.1hypothetical protein BHE74_00000324 [Ensete ventricosum]Ensete_ventricosum 58.60 0.00

TRINITY_DN41304_c0_g1XP_001695675.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN42407_c0_g3GAX81652.1hypothetical protein CEUSTIGMA_g9080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN43343_c1_g1GAX83052.1hypothetical protein CEUSTIGMA_g10478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN43855_c0_g7XP_023740520.1ADP-ribosylation factor-like protein 5 [Lactuca sativa]Lactuca_sativa 58.60 0.00

TRINITY_DN44602_c0_g1GAX72655.1hypothetical protein CEUSTIGMA_g111.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN44720_c0_g2XP_018848129.1PREDICTED: ribonucleoside-diphosphate reductase large subunit-like [Juglans regia]Juglans_regia 58.60 0.00

TRINITY_DN45129_c0_g1XP_002950849.1hypothetical protein VOLCADRAFT_81232 [Volvox carteri f. nagariensis]Volvox_carteri 58.60 0.00

TRINITY_DN45329_c1_g1XP_001697602.15-Formyltetrahydrofolate cycloligase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN45726_c0_g1XP_001696992.1RNA binding motif protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN46054_c1_g3XP_002946565.1hypothetical protein VOLCADRAFT_86645 [Volvox carteri f. nagariensis]Volvox_carteri 58.60 0.00

TRINITY_DN46309_c0_g3KXZ45163.1hypothetical protein GPECTOR_57g453 [Gonium pectorale]Gonium_pectorale 58.60 0.00

TRINITY_DN46589_c0_g1XP_002950070.1hypothetical protein VOLCADRAFT_80941 [Volvox carteri f. nagariensis]Volvox_carteri 58.60 0.00

TRINITY_DN47287_c0_g4XP_002946269.1hypothetical protein VOLCADRAFT_86370 [Volvox carteri f. nagariensis]Volvox_carteri 58.60 0.00



TRINITY_DN48111_c2_g1PNW83368.1hypothetical protein CHLRE_05g246100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN48334_c1_g9PSC72887.1E3 ubiquitin-ligase SHPRH [Micractinium conductrix]Micractinium_conductrix 58.60 0.00

TRINITY_DN48672_c0_g1GAX73096.1hypothetical protein CEUSTIGMA_g549.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN49024_c0_g4GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN50102_c2_g1PNW75567.1hypothetical protein CHLRE_12g531900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN50133_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 58.60 0.00

TRINITY_DN50718_c0_g1GAX75518.1hypothetical protein CEUSTIGMA_g2961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.60 0.00

TRINITY_DN50742_c0_g4PNW83444.1hypothetical protein CHLRE_05g243150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN51534_c1_g2PNW84871.1hypothetical protein CHLRE_03g161800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN51897_c0_g1PNW75090.1hypothetical protein CHLRE_12g497000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.60 0.00

TRINITY_DN52028_c1_g1XP_022953465.1transcription initiation factor TFIID subunit 9 [Cucurbita moschata]Cucurbita_moschata 58.60 0.00

TRINITY_DN52410_c1_g2GBF96282.1SNF2 family chromodomain-helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.60 0.00

TRINITY_DN1212_c0_g1AFK36347.1unknown [Lotus japonicus]Lotus_japonicus 58.50 0.00

TRINITY_DN12438_c0_g2XP_011620357.1inosine triphosphate pyrophosphatase isoform X1 [Amborella trichopoda]Amborella_trichopoda 58.50 0.00

TRINITY_DN12761_c0_g1XP_010518033.1PREDICTED: citrate synthase 4, mitochondrial [Camelina sativa]Camelina_sativa 58.50 0.00

TRINITY_DN15691_c0_g1XP_002977728.1nascent polypeptide-associated complex subunit beta [Selaginella moellendorffii]Selaginella_moellendorffii 58.50 0.00

TRINITY_DN16474_c0_g1XP_008781763.1diphthamide biosynthesis protein 3-like [Phoenix dactylifera]Phoenix_dactylifera 58.50 0.00

TRINITY_DN16806_c0_g1KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 58.50 0.00

TRINITY_DN31861_c0_g1AAT73619.1calmodulin cam-206 [Daucus carota]Daucus_carota 58.50 0.00

TRINITY_DN35648_c1_g9XP_001699757.1cell division cycle protein 14, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN35986_c0_g1XP_001702519.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN36329_c0_g1KXZ41809.1hypothetical protein GPECTOR_276g723 [Gonium pectorale]Gonium_pectorale 58.50 0.00

TRINITY_DN36717_c0_g7GBF97551.1hypothetical protein Rsub_10152 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.50 0.00

TRINITY_DN37288_c0_g3XP_013901788.1trans-2-enoyl-CoA reductase [Monoraphidium neglectum]Monoraphidium_neglectum 58.50 0.00

TRINITY_DN37523_c0_g4BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.50 0.00

TRINITY_DN37634_c0_g1ACJ85503.1unknown [Medicago truncatula]Medicago_truncatula 58.50 0.00

TRINITY_DN37775_c1_g7PRW56052.1starch branching enzyme [Chlorella sorokiniana]Chlorella_sorokiniana 58.50 0.00

TRINITY_DN38345_c0_g4GBF99418.1peptidyl-prolyl cis-trans isomerase [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.50 0.00

TRINITY_DN38460_c0_g4XP_019151183.1PREDICTED: protein FIZZY-RELATED 3 [Ipomoea nil]Ipomoea_nil 58.50 0.00

TRINITY_DN38767_c0_g6KXZ55264.1hypothetical protein GPECTOR_3g401 [Gonium pectorale]Gonium_pectorale 58.50 0.00

TRINITY_DN38970_c0_g2GBF87937.1ATP synthase subunit alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.50 0.00

TRINITY_DN39047_c0_g6XP_005850392.1hypothetical protein CHLNCDRAFT_59607 [Chlorella variabilis]Chlorella_variabilis 58.50 0.00

TRINITY_DN39447_c1_g2PNW69602.1hypothetical protein CHLRE_40g760247v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN40312_c0_g3XP_002946277.1hypothetical protein VOLCADRAFT_86387 [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN40740_c1_g3PTQ47336.1hypothetical protein MARPO_0008s0107 [Marchantia polymorpha]Marchantia_polymorpha 58.50 0

TRINITY_DN41476_c0_g3XP_002952121.1hypothetical protein VOLCADRAFT_105353 [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN41981_c0_g6PNW76465.1hypothetical protein CHLRE_11g467612v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN42219_c1_g1PRW58698.1DNA-directed RNA polymerases IV and V subunit 12 [Chlorella sorokiniana]Chlorella_sorokiniana 58.50 0.00

TRINITY_DN42281_c1_g2XP_001695792.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN42516_c0_g2GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN42697_c0_g1XP_002949163.1hypothetical protein VOLCADRAFT_41429 [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN42790_c1_g1GAX83018.1hypothetical protein CEUSTIGMA_g10445.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN43701_c1_g4GAX79488.1hypothetical protein CEUSTIGMA_g6929.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN43803_c0_g1XP_002948071.1metacaspase type I [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN43944_c2_g2XP_021755948.1ABC transporter B family member 13-like [Chenopodium quinoa]Chenopodium_quinoa 58.50 0.00

TRINITY_DN44010_c0_g5GAX73058.1hypothetical protein CEUSTIGMA_g511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN44836_c0_g1XP_003055783.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 58.50 0.00

TRINITY_DN44967_c0_g1AFK39808.1unknown [Medicago truncatula]Medicago_truncatula 58.50 0.00

TRINITY_DN45303_c0_g4PNH07316.1putative phytol kinase, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 58.50 0.00

TRINITY_DN45333_c0_g2XP_023915088.1nicotinate phosphoribosyltransferase 1-like [Quercus suber]Quercus_suber 58.50 0.00

TRINITY_DN45465_c0_g5GAX78544.1hypothetical protein CEUSTIGMA_g5984.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN46614_c0_g4GAX76345.1hypothetical protein CEUSTIGMA_g3791.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN46749_c1_g2EFJ17461.1hypothetical protein SELMODRAFT_114297 [Selaginella moellendorffii]Selaginella_moellendorffii 58.50 0.00

TRINITY_DN47271_c0_g4RLM66364.1hypothetical protein C2845_PM16G04490 [Panicum miliaceum]Panicum_miliaceum 58.50 0.00

TRINITY_DN48417_c1_g2KXZ47364.1hypothetical protein GPECTOR_36g86 [Gonium pectorale]Gonium_pectorale 58.50 0.00

TRINITY_DN48743_c0_g1KXZ46775.1hypothetical protein GPECTOR_40g509 [Gonium pectorale]Gonium_pectorale 58.50 0.00

TRINITY_DN49806_c1_g2XP_002950735.1hypothetical protein VOLCADRAFT_91224 [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN50076_c0_g1PNW74214.1hypothetical protein CHLRE_13g589800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN50096_c0_g1PNW88060.1hypothetical protein CHLRE_01g012450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN50713_c0_g2XP_001703120.1Fe-S oxidoreductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.50 0.00

TRINITY_DN50744_c0_g1KXZ47388.1hypothetical protein GPECTOR_35g826 [Gonium pectorale]Gonium_pectorale 58.50 0.00

TRINITY_DN51370_c0_g8EEC70905.1hypothetical protein OsI_02453 [Oryza sativa Indica Group]Oryza_sativa 58.50 0.00

TRINITY_DN51864_c0_g1GAX84207.1hypothetical protein CEUSTIGMA_g11630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.50 0.00

TRINITY_DN51977_c0_g2XP_002951658.1hypothetical protein VOLCADRAFT_105183 [Volvox carteri f. nagariensis]Volvox_carteri 58.50 0.00

TRINITY_DN11665_c0_g1XP_012835296.1PREDICTED: NHP2-like protein 1 [Erythranthe guttata]Erythranthe_guttata 58.40 0.00

TRINITY_DN23531_c0_g1XP_004292875.1PREDICTED: trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM2-like [Fragaria vesca subsp. vesca]Fragaria_vesca 58.40 0.00



TRINITY_DN25462_c0_g1GAQ78926.1Dynein light chain type 1 family protein [Klebsormidium nitens]Klebsormidium_nitens 58.40 0.00

TRINITY_DN29395_c0_g4BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.40 0.00

TRINITY_DN31220_c0_g8XP_010667820.1PREDICTED: 60S ribosomal protein L27-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 58.40 0.00

TRINITY_DN32937_c0_g1XP_003074504.2P-loop containing nucleoside triphosphate hydrolase [Ostreococcus tauri]Ostreococcus_tauri 58.40 0.00

TRINITY_DN3409_c0_g1XP_005650139.1UBC-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.40 0.00

TRINITY_DN35135_c0_g1GBG92514.1hypothetical protein CBR_g55787 [Chara braunii]Chara_braunii 58.40 0.00

TRINITY_DN36326_c1_g1YP_008816057.1apocytochrome b (mitochondrion) [Entransia fimbriata]Entransia_fimbriata 58.40 0.00

TRINITY_DN36774_c0_g2XP_009383476.1PREDICTED: probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH9 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 58.40 0.00

TRINITY_DN36987_c0_g8AFC88820.1actin 5-like protein, partial [Miscanthus sinensis]Miscanthus_sinensis 58.40 0.00

TRINITY_DN37890_c0_g2GAX73599.1hypothetical protein CEUSTIGMA_g1050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN38768_c0_g8BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.40 0.00

TRINITY_DN39827_c0_g1XP_001699736.1ATP-sulfurylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN40041_c3_g1GAX73901.1hypothetical protein CEUSTIGMA_g1351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN40132_c0_g1PNW88755.1hypothetical protein CHLRE_01g043100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN40287_c0_g5XP_022860164.1glycine-rich protein 2 [Olea europaea var. sylvestris]Olea_europaea 58.40 0.00

TRINITY_DN40372_c1_g3XP_002947464.1hypothetical protein VOLCADRAFT_120454 [Volvox carteri f. nagariensis]Volvox_carteri 58.40 0.00

TRINITY_DN40415_c1_g5KXZ49284.1hypothetical protein GPECTOR_22g878 [Gonium pectorale]Gonium_pectorale 58.40 0.00

TRINITY_DN40523_c1_g1BAJ99598.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.40 0.00

TRINITY_DN41012_c0_g4PNW85776.1hypothetical protein CHLRE_03g205850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN43219_c0_g1GAX74962.1hypothetical protein CEUSTIGMA_g2408.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN43493_c0_g1GAX78882.1hypothetical protein CEUSTIGMA_g6321.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN44175_c0_g2KXZ51009.1hypothetical protein GPECTOR_14g250 [Gonium pectorale]Gonium_pectorale 58.40 0.00

TRINITY_DN44340_c1_g1GAX84057.1hypothetical protein CEUSTIGMA_g11481.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN45278_c1_g1GAX78702.1hypothetical protein CEUSTIGMA_g6140.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN45755_c0_g1KZV14808.1hypothetical protein F511_04333 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 58.40 0.00

TRINITY_DN46627_c1_g1GAX79168.1hypothetical protein CEUSTIGMA_g6608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN47705_c0_g4XP_012451558.1PREDICTED: beta-fructofuranosidase, insoluble isoenzyme CWINV1-like [Gossypium raimondii]Gossypium_raimondii 58.40 0.00

TRINITY_DN47747_c1_g3PNW87753.1hypothetical protein CHLRE_01g000800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN47872_c0_g7GAQ83894.1Iron-sulphur cluster biosynthesis family protein [Klebsormidium nitens]Klebsormidium_nitens 58.40 0.00

TRINITY_DN48008_c0_g2KXZ43165.1hypothetical protein GPECTOR_99g800 [Gonium pectorale]Gonium_pectorale 58.40 0.00

TRINITY_DN48225_c1_g3PNW86359.1hypothetical protein CHLRE_02g083400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN48763_c0_g2XP_001700030.1Qc-SNARE protein, SYP7-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN49223_c0_g2GAX80912.1hypothetical protein CEUSTIGMA_g8347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN50732_c0_g1GAX79338.1hypothetical protein CEUSTIGMA_g6779.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN51530_c1_g1GAX80125.1hypothetical protein CEUSTIGMA_g7563.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.40 0.00

TRINITY_DN51753_c2_g1XP_001695858.1heat shock protein 70E [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN51828_c0_g1PNW85106.1hypothetical protein CHLRE_03g171950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0

TRINITY_DN52254_c1_g2XP_013901597.1hypothetical protein MNEG_5379 [Monoraphidium neglectum]Monoraphidium_neglectum 58.40 0.00

TRINITY_DN52510_c1_g3GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 58.40 0.00

TRINITY_DN52678_c1_g1PNW84046.1hypothetical protein CHLRE_04g219000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.40 0.00

TRINITY_DN12488_c0_g1ABK24468.1unknown [Picea sitchensis]Picea_sitchensis 58.30 0.00

TRINITY_DN13058_c0_g2XP_023897405.1ubiquitin carboxyl-terminal hydrolase 12-like [Quercus suber]Quercus_suber 58.30 0.00

TRINITY_DN15074_c0_g1XP_009604261.1PREDICTED: ABC transporter B family member 9-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 58.30 0.00

TRINITY_DN28548_c0_g1GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN30488_c0_g2RZC10931.1Protein MHF2-like isoform B [Glycine soja]Glycine_soja 58.30 0.00

TRINITY_DN32012_c0_g5XP_001703445.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN32849_c0_g1KXZ49736.1hypothetical protein GPECTOR_20g593 [Gonium pectorale]Gonium_pectorale 58.30 0.00

TRINITY_DN33205_c0_g1XP_006281217.160S ribosomal protein L12-3 [Capsella rubella]Capsella_rubella 58.30 0.00

TRINITY_DN35262_c2_g14XP_005649618.1cytosolic aldolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.30 0.00

TRINITY_DN35685_c0_g1GAQ80589.1RIO-like serine threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 58.30 0.00

TRINITY_DN36326_c1_g3CAA87751.1Apocytochrome b (mitochondrion) [Tetraselmis subcordiformis]Tetraselmis_subcordiformis 58.30 0.00

TRINITY_DN36538_c2_g8GAQ88954.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 58.30 0.00

TRINITY_DN36843_c1_g1XP_002948109.1hypothetical protein VOLCADRAFT_80016 [Volvox carteri f. nagariensis]Volvox_carteri 58.30 0.00

TRINITY_DN36995_c0_g4XP_013900529.1Prestalk-specific protein tagB, partial [Monoraphidium neglectum]Monoraphidium_neglectum 58.30 0.00

TRINITY_DN3707_c0_g1XP_021650383.1histone deacetylase 6-like [Hevea brasiliensis]Hevea_brasiliensis 58.30 0.00

TRINITY_DN37396_c0_g7OAE35429.1hypothetical protein AXG93_2587s1440 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 58.30 0.00

TRINITY_DN37464_c1_g1GAX75759.1hypothetical protein CEUSTIGMA_g3202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN38357_c1_g1PNH11664.1La-related protein 6 [Tetrabaena socialis]Tetrabaena_socialis 58.30 0.00

TRINITY_DN38599_c1_g8AAU00988.1trehalose-6-phosphate synthase/phosphatase [Dunaliella viridis]Dunaliella_viridis 58.30 0.00

TRINITY_DN39248_c0_g1GAX79061.1hypothetical protein CEUSTIGMA_g6501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN39307_c0_g1XP_013903607.1hypothetical protein MNEG_3378 [Monoraphidium neglectum]Monoraphidium_neglectum 58.30 0.00

TRINITY_DN39578_c0_g9GBG00417.1hypothetical protein Rsub_13179 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.30 0.00

TRINITY_DN39957_c0_g2KXZ51294.1hypothetical protein GPECTOR_13g781 [Gonium pectorale]Gonium_pectorale 58.30 0.00

TRINITY_DN40175_c0_g3PNH08310.1Nucleolin 2 [Tetrabaena socialis]Tetrabaena_socialis 58.30 0.00

TRINITY_DN40478_c0_g3PNW74602.1hypothetical protein CHLRE_12g490850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN40801_c1_g1KCW66370.1hypothetical protein EUGRSUZ_F00190 [Eucalyptus grandis]Eucalyptus_grandis 58.30 0.00



TRINITY_DN40877_c0_g1GAX81113.1hypothetical protein CEUSTIGMA_g8547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN41023_c1_g3XP_022871773.1structural maintenance of chromosomes protein 2-1-like [Olea europaea var. sylvestris]Olea_europaea 58.30 0.00

TRINITY_DN41240_c1_g2AKS29686.1UV-B photoreceptor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN41469_c1_g4GAX84181.1hypothetical protein CEUSTIGMA_g11604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN41914_c1_g2XP_013899964.1TPR repeat-containing protein [Monoraphidium neglectum]Monoraphidium_neglectum 58.30 0.00

TRINITY_DN42256_c0_g1GAX78313.1hypothetical protein CEUSTIGMA_g5755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN42895_c0_g1PKA65128.160S ribosomal protein L21-1 [Apostasia shenzhenica]Apostasia_shenzhenica 58.30 0.00

TRINITY_DN43099_c0_g3GAX78599.1hypothetical protein CEUSTIGMA_g6038.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN43191_c0_g4XP_002962809.160S ribosomal protein L13-1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 58.30 0.00

TRINITY_DN43424_c1_g1PNH10564.1Exonuclease 3'-5' domain-containing protein 2 [Tetrabaena socialis]Tetrabaena_socialis 58.30 0.00

TRINITY_DN43489_c2_g1KXZ52908.1hypothetical protein GPECTOR_8g287 [Gonium pectorale]Gonium_pectorale 58.30 0.00

TRINITY_DN43685_c0_g3GAX79647.1hypothetical protein CEUSTIGMA_g7088.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN43934_c0_g4PNW88348.1hypothetical protein CHLRE_01g025600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN45163_c0_g2XP_001696930.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN45426_c0_g7XP_002949662.1hypothetical protein VOLCADRAFT_74350 [Volvox carteri f. nagariensis]Volvox_carteri 58.30 0.00

TRINITY_DN45556_c0_g1XP_001702972.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN45670_c0_g3XP_024519584.1beta-adaptin-like protein B [Selaginella moellendorffii]Selaginella_moellendorffii 58.30 0.00

TRINITY_DN45786_c0_g1XP_018853224.1PREDICTED: protein STABILIZED1 [Juglans regia]Juglans_regia 58.30 0.00

TRINITY_DN46190_c1_g6XP_002957581.1hypothetical protein VOLCADRAFT_98696 [Volvox carteri f. nagariensis]Volvox_carteri 58.30 0.00

TRINITY_DN46787_c0_g2GAX77006.1hypothetical protein CEUSTIGMA_g4453.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN47075_c0_g5GAX81084.1hypothetical protein CEUSTIGMA_g8518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN47097_c0_g3XP_010477226.1PREDICTED: tubulin beta-5 chain-like [Camelina sativa]Camelina_sativa 58.30 0.00

TRINITY_DN47616_c0_g4XP_023883201.1serine/threonine-protein kinase nrc-2-like [Quercus suber]Quercus_suber 58.30 0.00

TRINITY_DN47662_c2_g7GAQ90479.1KRAB-A domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 58.30 0.00

TRINITY_DN47763_c0_g1GAX85929.1hypothetical protein CEUSTIGMA_g13345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.30 0.00

TRINITY_DN48289_c0_g1KXZ54954.1hypothetical protein GPECTOR_3g122 [Gonium pectorale]Gonium_pectorale 58.30 0.00

TRINITY_DN48419_c0_g4GBF93347.1hypothetical protein Rsub_06385 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.30 0.00

TRINITY_DN48459_c0_g6KXZ49198.1hypothetical protein GPECTOR_22g788 [Gonium pectorale]Gonium_pectorale 58.30 0.00

TRINITY_DN48488_c0_g1XP_001702653.1NADH:ubiquinone oxidoreductase 39 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN49825_c0_g2PNH06589.1Cytosolic Fe-S cluster assembly factor NARFL [Tetrabaena socialis]Tetrabaena_socialis 58.30 0.00

TRINITY_DN49900_c0_g1GBG89525.1hypothetical protein CBR_g49315 [Chara braunii]Chara_braunii 58.30 0.00

TRINITY_DN50679_c0_g3OAE29007.1hypothetical protein AXG93_3036s1340 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 58.30 0.00

TRINITY_DN50698_c1_g4XP_002957248.1hypothetical protein VOLCADRAFT_98293 [Volvox carteri f. nagariensis]Volvox_carteri 58.30 0.00

TRINITY_DN51866_c0_g2GBF97016.1hypothetical protein Rsub_09813 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.30 0.00

TRINITY_DN51953_c1_g1PNW87539.1hypothetical protein CHLRE_02g142351v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.30 0.00

TRINITY_DN16878_c0_g1XP_013904981.1beta-ketoacyl synthase [Monoraphidium neglectum]Monoraphidium_neglectum 58.20 0.00

TRINITY_DN2291_c0_g1PSC75588.1family tRNA rRNA methyltransferase [Micractinium conductrix]Micractinium_conductrix 58.20 0.00

TRINITY_DN32670_c0_g2RWW90346.1hypothetical protein BHE74_00006003 [Ensete ventricosum]Ensete_ventricosum 58.20 0.00

TRINITY_DN35134_c0_g1XP_022154748.1inositol oxygenase 4 [Momordica charantia]Momordica_charantia 58.20 0.00

TRINITY_DN35456_c0_g1PTQ30228.1hypothetical protein MARPO_0127s0015 [Marchantia polymorpha]Marchantia_polymorpha 58.20 0.00

TRINITY_DN36059_c0_g2BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 58.20 0.00

TRINITY_DN36355_c1_g11ACF79297.1unknown [Zea mays]Zea_mays 58.20 0.00

TRINITY_DN36391_c0_g10XP_020274569.140S ribosomal protein Sa-2-like [Asparagus officinalis]Asparagus_officinalis 58.20 0.00

TRINITY_DN37193_c0_g1XP_022771634.1ras-related protein RABB1c-like [Durio zibethinus]Durio_zibethinus 58.20 0.00

TRINITY_DN37631_c0_g4KDO66124.1hypothetical protein CISIN_1g029675mg [Citrus sinensis]Citrus_sinensis 58.20 0.00

TRINITY_DN37651_c0_g2GAX81891.1hypothetical protein CEUSTIGMA_g9319.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0.00

TRINITY_DN37905_c0_g8XP_024394982.1tRNase Z TRZ3, mitochondrial-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 58.20 0.00

TRINITY_DN37992_c0_g13XP_008812120.1WD-40 repeat-containing protein MSI1 [Phoenix dactylifera]Phoenix_dactylifera 58.20 0.00

TRINITY_DN39600_c1_g3XP_005850244.1hypothetical protein CHLNCDRAFT_50533 [Chlorella variabilis]Chlorella_variabilis 58.20 0.00

TRINITY_DN39801_c0_g1XP_009779562.1PREDICTED: RNA-binding protein 42-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 58.20 0.00

TRINITY_DN40660_c1_g3XP_002953090.1hypothetical protein VOLCADRAFT_93811 [Volvox carteri f. nagariensis]Volvox_carteri 58.20 0.00

TRINITY_DN40853_c1_g1PNW86501.1hypothetical protein CHLRE_02g089150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN41248_c0_g3XP_002952227.1hypothetical protein VOLCADRAFT_62183 [Volvox carteri f. nagariensis]Volvox_carteri 58.20 0.00

TRINITY_DN42054_c2_g4XP_002958853.1hypothetical protein VOLCADRAFT_100173 [Volvox carteri f. nagariensis]Volvox_carteri 58.20 0.00

TRINITY_DN43108_c0_g1XP_001696751.1PsbB mRNA maturation factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN43404_c1_g1PNW72321.1hypothetical protein CHLRE_16g673000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN44084_c0_g6GAX84632.1hypothetical protein CEUSTIGMA_g12053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0.00

TRINITY_DN45183_c0_g1XP_005850888.1hypothetical protein CHLNCDRAFT_56887 [Chlorella variabilis]Chlorella_variabilis 58.20 0.00

TRINITY_DN45418_c0_g4XP_005646522.1eukaryotic initiation factor [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.20 0.00

TRINITY_DN45745_c0_g3GAX76263.1hypothetical protein CEUSTIGMA_g3707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0.00

TRINITY_DN46433_c0_g2XP_002952123.1hypothetical protein VOLCADRAFT_105355 [Volvox carteri f. nagariensis]Volvox_carteri 58.20 0.00

TRINITY_DN46503_c0_g6KXZ49867.1hypothetical protein GPECTOR_19g318 [Gonium pectorale]Gonium_pectorale 58.20 0.00

TRINITY_DN46983_c1_g1XP_002950508.1isocitrate dehydrogenase, NAD-dependent [Volvox carteri f. nagariensis]Volvox_carteri 58.20 0.00

TRINITY_DN47166_c0_g3XP_010069114.1PREDICTED: succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial [Eucalyptus grandis]Eucalyptus_grandis 58.20 0.00

TRINITY_DN48231_c1_g1KXZ53251.1hypothetical protein GPECTOR_7g1145 [Gonium pectorale]Gonium_pectorale 58.20 0.00

TRINITY_DN48404_c0_g1GAX74205.1hypothetical protein CEUSTIGMA_g1654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0



TRINITY_DN48689_c0_g3GAX78095.1hypothetical protein CEUSTIGMA_g5537.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0.00

TRINITY_DN49778_c0_g1PNW78081.1hypothetical protein CHLRE_10g463600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN51211_c0_g1PNW88586.1hypothetical protein CHLRE_01g035850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN51268_c1_g3XP_003057377.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 58.20 0.00

TRINITY_DN51856_c2_g1PNW88685.1hypothetical protein CHLRE_01g040379v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.20 0.00

TRINITY_DN51972_c2_g2GBF89565.1hypothetical protein Rsub_02283 [Raphidocelis subcapitata]Raphidocelis_subcapitata 58.20 0.00

TRINITY_DN52684_c5_g5GAX74712.1hypothetical protein CEUSTIGMA_g2160.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.20 0.00

TRINITY_DN53983_c0_g1XP_005643770.1short-chain dehydrogenase/reductase SDR, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.20 0.00

TRINITY_DN7150_c0_g1XP_024400772.1ABC transporter C family member 14-like [Physcomitrella patens]Physcomitrella_patens 58.20 0.00

TRINITY_DN2324_c0_g1CBI26879.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 58.10 0.00

TRINITY_DN30138_c0_g2XP_002958508.1hypothetical protein VOLCADRAFT_109454 [Volvox carteri f. nagariensis]Volvox_carteri 58.10 0.00

TRINITY_DN31430_c0_g1GAX77711.1hypothetical protein CEUSTIGMA_g5154.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN32499_c0_g1XP_011468307.1PREDICTED: uncharacterized protein At4g14342-like [Fragaria vesca subsp. vesca]Fragaria_vesca 58.10 0.00

TRINITY_DN33074_c0_g1OTG36529.1putative aldolase-type TIM barrel [Helianthus annuus]Helianthus_annuus 58.10 0.00

TRINITY_DN33425_c0_g1XP_002953588.1hypothetical protein VOLCADRAFT_94371 [Volvox carteri f. nagariensis]Volvox_carteri 58.10 0.00

TRINITY_DN35651_c0_g1XP_021593043.1obg-like ATPase 1 [Manihot esculenta]Manihot_esculenta 58.10 0.00

TRINITY_DN36208_c0_g3GAX76701.1hypothetical protein CEUSTIGMA_g4147.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN36459_c0_g3XP_002499957.1predicted protein [Micromonas commoda]Micromonas_commoda 58.10 0.00

TRINITY_DN36765_c0_g3GAX79949.1hypothetical protein CEUSTIGMA_g7388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN37069_c0_g1RYR27091.1hypothetical protein Ahy_B02g061420 isoform C [Arachis hypogaea]Arachis_hypogaea 58.10 0.00

TRINITY_DN37468_c0_g2PSC74966.160S ribosomal L27a-3 [Micractinium conductrix]Micractinium_conductrix 58.10 0.00

TRINITY_DN38608_c1_g1XP_001695354.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN39289_c0_g7ABR17816.1unknown [Picea sitchensis]Picea_sitchensis 58.10 0.00

TRINITY_DN41910_c0_g1XP_005845615.1hypothetical protein CHLNCDRAFT_59736 [Chlorella variabilis]Chlorella_variabilis 58.10 0.00

TRINITY_DN42232_c0_g2PNW76637.1hypothetical protein CHLRE_11g467758v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN43083_c0_g5OMO56060.1hypothetical protein CCACVL1_26789 [Corchorus capsularis]Corchorus_capsularis 58.10 0.00

TRINITY_DN44812_c0_g2XP_002952999.1hypothetical protein VOLCADRAFT_93824 [Volvox carteri f. nagariensis]Volvox_carteri 58.10 0.00

TRINITY_DN45935_c1_g3XP_010102701.1splicing factor-like protein 1 [Morus notabilis]Morus_notabilis 58.10 0.00

TRINITY_DN46051_c0_g5GAX75292.1hypothetical protein CEUSTIGMA_g2737.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN46543_c0_g4PRW60266.1Serine threonine- phosphatase 2A catalytic subunit beta isoform [Chlorella sorokiniana]Chlorella_sorokiniana 58.10 0.00

TRINITY_DN47499_c0_g2GAX85385.1hypothetical protein CEUSTIGMA_g12801.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN48386_c0_g2PNW82489.1hypothetical protein CHLRE_06g280950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN49063_c0_g3XP_013906034.1hypothetical protein MNEG_0942 [Monoraphidium neglectum]Monoraphidium_neglectum 58.10 0.00

TRINITY_DN49658_c0_g2PNH05887.1Dehydrogenase/reductase SDR family member 12 [Tetrabaena socialis]Tetrabaena_socialis 58.10 0.00

TRINITY_DN51221_c0_g1PNW88768.1hypothetical protein CHLRE_01g043750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN51280_c0_g7XP_022926012.1ABC transporter C family member 12-like [Cucurbita moschata]Cucurbita_moschata 58.10 0.00

TRINITY_DN51870_c0_g1ALL55223.1NER endonuclease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN51900_c2_g5GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.10 0.00

TRINITY_DN51906_c1_g2PNW85217.1hypothetical protein CHLRE_03g176550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.10 0.00

TRINITY_DN52286_c0_g5XP_005643305.1Pkinase-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.10 0.00

TRINITY_DN52416_c0_g8XP_002955272.1hypothetical protein VOLCADRAFT_76643 [Volvox carteri f. nagariensis]Volvox_carteri 58.10 0.00

TRINITY_DN12321_c0_g1KHF99725.1E3 ubiquitin-protein ligase UPL1 -like protein [Gossypium arboreum]Gossypium_arboreum 58.00 0.00

TRINITY_DN15684_c0_g2XP_021738298.140S ribosomal protein S5 [Chenopodium quinoa]Chenopodium_quinoa 58.00 0.00

TRINITY_DN29058_c0_g1XP_005647253.1hypothetical protein COCSUDRAFT_47659 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.00 0.00

TRINITY_DN30348_c0_g1XP_005649694.1MT-A70-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 58.00 0.00

TRINITY_DN31220_c0_g3XP_010667820.1PREDICTED: 60S ribosomal protein L27-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 58.00 0.00

TRINITY_DN31770_c0_g3XP_012851516.1PREDICTED: probable mitochondrial-processing peptidase subunit beta [Erythranthe guttata]Erythranthe_guttata 58.00 0.00

TRINITY_DN31843_c0_g1KXZ52239.1hypothetical protein GPECTOR_10g870 [Gonium pectorale]Gonium_pectorale 58.00 0.00

TRINITY_DN31880_c0_g1GBG66831.1hypothetical protein CBR_g70709 [Chara braunii]Chara_braunii 58.00 0.00

TRINITY_DN33903_c0_g1GAX80495.1hypothetical protein CEUSTIGMA_g7933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN36375_c0_g1GAX83107.1hypothetical protein CEUSTIGMA_g10533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN37226_c0_g2PNW70843.1hypothetical protein CHLRE_17g735800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN37464_c1_g2PNW83179.1hypothetical protein CHLRE_06g310050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN37653_c0_g3PTQ38945.1hypothetical protein MARPO_0048s0058 [Marchantia polymorpha]Marchantia_polymorpha 58.00 0.00

TRINITY_DN38987_c0_g3KXZ54244.1hypothetical protein GPECTOR_5g334 [Gonium pectorale]Gonium_pectorale 58.00 0.00

TRINITY_DN39174_c0_g4GAX76340.1hypothetical protein CEUSTIGMA_g3786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN40186_c0_g1XP_001700235.1cytochrome c oxidase assembly protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN40231_c1_g2PSC76702.1RNA exonuclease 4 [Micractinium conductrix]Micractinium_conductrix 58.00 0.00

TRINITY_DN40805_c0_g7GAX78260.1hypothetical protein CEUSTIGMA_g5702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN41247_c0_g3PNH11400.1hypothetical protein TSOC_001802 [Tetrabaena socialis]Tetrabaena_socialis 58.00 0.00

TRINITY_DN41970_c0_g1PNW77193.1hypothetical protein CHLRE_10g426292v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN42458_c1_g4XP_023918320.1calcium/calmodulin-dependent protein kinase type 1-like [Quercus suber]Quercus_suber 58.00 0.00

TRINITY_DN42908_c0_g2XP_024362301.1citrate synthase 3, peroxisomal-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 58.00 0.00

TRINITY_DN43207_c1_g3XP_001701027.1ER DnaJ-like protein 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN43930_c0_g1KXZ56674.1hypothetical protein GPECTOR_1g607 [Gonium pectorale]Gonium_pectorale 58.00 0.00

TRINITY_DN43973_c0_g1GAX85244.1hypothetical protein CEUSTIGMA_g12664.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00



TRINITY_DN45084_c1_g4KXZ54424.1hypothetical protein GPECTOR_5g78 [Gonium pectorale]Gonium_pectorale 58.00 0.00

TRINITY_DN45498_c0_g2XP_001692014.1delta tubulin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN46283_c0_g1GAX81480.1hypothetical protein CEUSTIGMA_g8909.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN46624_c0_g1XP_002958652.1hypothetical protein VOLCADRAFT_99946 [Volvox carteri f. nagariensis]Volvox_carteri 58.00 0.00

TRINITY_DN46695_c0_g4GBG61195.1hypothetical protein CBR_g19728 [Chara braunii]Chara_braunii 58.00 0.00

TRINITY_DN46932_c0_g5XP_011463168.1PREDICTED: E3 ubiquitin protein ligase RIE1 [Fragaria vesca subsp. vesca]Fragaria_vesca 58.00 0.00

TRINITY_DN48720_c0_g9BAA25911.1actin [Nannochloris bacillaris]Nannochloris_bacillaris 58.00 0.00

TRINITY_DN48800_c0_g6KXZ47472.1hypothetical protein GPECTOR_35g910 [Gonium pectorale]Gonium_pectorale 58.00 0.00

TRINITY_DN49522_c2_g1GAX81088.1hypothetical protein CEUSTIGMA_g8522.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN49814_c1_g1GAX75715.1hypothetical protein CEUSTIGMA_g3158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN50393_c0_g4GBG79838.1hypothetical protein CBR_g30103 [Chara braunii]Chara_braunii 58.00 0.00

TRINITY_DN50544_c1_g1XP_005846820.1hypothetical protein CHLNCDRAFT_24556 [Chlorella variabilis]Chlorella_variabilis 58.00 0.00

TRINITY_DN50630_c0_g1GAQ91849.1cobalamin-dependent methionine synthase [Klebsormidium nitens]Klebsormidium_nitens 58.00 0

TRINITY_DN50888_c0_g1PNW87976.1hypothetical protein CHLRE_01g009300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN51009_c1_g2PNW77576.1hypothetical protein CHLRE_10g442650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 58.00 0.00

TRINITY_DN51037_c2_g9GAX83579.1hypothetical protein CEUSTIGMA_g11004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 58.00 0.00

TRINITY_DN51693_c2_g4CAB71138.2heat shock protein [Dunaliella salina]Dunaliella_salina 58.00 0.00

TRINITY_DN52552_c0_g2XP_024388808.1DExH-box ATP-dependent RNA helicase DExH1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 58.00 0.00

TRINITY_DN53176_c0_g1XP_011400010.140S ribosomal protein S28 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 58.00 0.00

TRINITY_DN11480_c0_g2GAQ79877.1Vacuolar H+-ATPase V1 sector subunit F [Klebsormidium nitens]Klebsormidium_nitens 57.90 0.00

TRINITY_DN11703_c0_g1GAQ92735.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 57.90 0.00

TRINITY_DN29794_c0_g7NP_689367.1cytochrome c oxidase subunit 3 [Chaetosphaeridium globosum]Chaetosphaeridium_globosum 57.90 0.00

TRINITY_DN30234_c0_g1RAL52911.1hypothetical protein DM860_007679 [Cuscuta australis]Cuscuta_australis 57.90 0.00

TRINITY_DN30824_c0_g1XP_016493375.1PREDICTED: probable protein S-acyltransferase 17 [Nicotiana tabacum]Nicotiana_tabacum 57.90 0.00

TRINITY_DN31220_c0_g2XP_010667820.1PREDICTED: 60S ribosomal protein L27-3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 57.90 0.00

TRINITY_DN31330_c0_g1XP_023929105.1probable aspartate-semialdehyde dehydrogenase [Quercus suber]Quercus_suber 57.90 0.00

TRINITY_DN31612_c0_g3XP_024387381.140S ribosomal protein S10-1-like [Physcomitrella patens]Physcomitrella_patens 57.90 0.00

TRINITY_DN33444_c0_g1XP_005642667.1Rab5a Gtpase domain At 1.05 A resolution, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.90 0.00

TRINITY_DN33725_c0_g1XP_020190749.1V-type proton ATPase subunit F [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 57.90 0.00

TRINITY_DN33820_c0_g2GAQ91967.1hypothetical protein KFL_008930030 [Klebsormidium nitens]Klebsormidium_nitens 57.90 0.00

TRINITY_DN34253_c0_g1XP_023889945.1lipoyl synthase, mitochondrial-like [Quercus suber]Quercus_suber 57.90 0.00

TRINITY_DN34377_c0_g3GBG66831.1hypothetical protein CBR_g70709 [Chara braunii]Chara_braunii 57.90 0.00

TRINITY_DN35011_c0_g1XP_023744909.1geranylgeranyl transferase type-2 subunit beta 1 [Lactuca sativa]Lactuca_sativa 57.90 0.00

TRINITY_DN36205_c0_g1PSC69752.160S ribosomal L10a-1 [Micractinium conductrix]Micractinium_conductrix 57.90 0.00

TRINITY_DN36999_c0_g1OIW11385.1hypothetical protein TanjilG_19641 [Lupinus angustifolius]Lupinus_angustifolius 57.90 0.00

TRINITY_DN37045_c1_g3XP_024374381.1cAMP-dependent protein kinase catalytic subunit beta-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 57.90 0.00

TRINITY_DN37156_c0_g1PPR83386.1hypothetical protein GOBAR_AA37328 [Gossypium barbadense]Gossypium_barbadense 57.90 0.00

TRINITY_DN38456_c0_g1GAX74592.1hypothetical protein CEUSTIGMA_g2040.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN38621_c0_g4XP_002947771.1hypothetical protein VOLCADRAFT_87991 [Volvox carteri f. nagariensis]Volvox_carteri 57.90 0.00

TRINITY_DN38696_c0_g4GAX84624.1hypothetical protein CEUSTIGMA_g12045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN39509_c0_g2GBG00079.1hypothetical protein Rsub_12776 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.90 0.00

TRINITY_DN40108_c0_g5PTQ30410.1hypothetical protein MARPO_0125s0040 [Marchantia polymorpha]Marchantia_polymorpha 57.90 0.00

TRINITY_DN40606_c0_g2XP_001700362.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.90 0.00

TRINITY_DN40690_c1_g3XP_005850052.1hypothetical protein CHLNCDRAFT_142059 [Chlorella variabilis]Chlorella_variabilis 57.90 0.00

TRINITY_DN40803_c1_g1ABR16887.1unknown [Picea sitchensis]Picea_sitchensis 57.90 0.00

TRINITY_DN41211_c0_g1O04073.1RecName: Full=C-terminal processing peptidase, chloroplastic; AltName: Full=D1 C-terminal processing protease; AltName: Full=Photosystem II D1 protein processing peptidase; Flags: PrecursorTetradesmus_obliquus 57.90 0.00

TRINITY_DN41972_c0_g1GBF99373.1hypothetical protein Rsub_12177 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.90 0.00

TRINITY_DN42109_c0_g3GAX81452.1hypothetical protein CEUSTIGMA_g8881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN42110_c1_g5PRW59558.1ATPase family AAA domain-containing-like isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 57.90 0.00

TRINITY_DN42169_c0_g2XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 57.90 0.00

TRINITY_DN42613_c0_g1GBF89365.1hypothetical protein Rsub_01937 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.90 0.00

TRINITY_DN42799_c1_g4XP_020706041.1MAP3K epsilon protein kinase 1-like [Dendrobium catenatum]Dendrobium_catenatum 57.90 0.00

TRINITY_DN43538_c0_g2GAX78869.1hypothetical protein CEUSTIGMA_g6308.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN43661_c0_g2KXZ46070.1hypothetical protein GPECTOR_47g345 [Gonium pectorale]Gonium_pectorale 57.90 0.00

TRINITY_DN45278_c1_g4PNW88437.1hypothetical protein CHLRE_01g029500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.90 0.00

TRINITY_DN46047_c0_g2GAX79828.1hypothetical protein CEUSTIGMA_g7268.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN46047_c0_g3GAX79828.1hypothetical protein CEUSTIGMA_g7268.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN47504_c0_g1P54214.1RecName: Full=SF-assemblinDunaliella_bioculata 57.90 0.00

TRINITY_DN48520_c1_g2XP_023880546.1geranylgeranyl pyrophosphate synthase-like [Quercus suber]Quercus_suber 57.90 0.00

TRINITY_DN48724_c0_g1KXZ52840.1hypothetical protein GPECTOR_8g223 [Gonium pectorale]Gonium_pectorale 57.90 0.00

TRINITY_DN48801_c1_g2GAX79863.1hypothetical protein CEUSTIGMA_g7303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0

TRINITY_DN48815_c0_g2XP_002951899.1hypothetical protein VOLCADRAFT_109152 [Volvox carteri f. nagariensis]Volvox_carteri 57.90 0.00

TRINITY_DN50416_c0_g6PNW81872.1hypothetical protein CHLRE_06g263950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.90 0.00

TRINITY_DN51028_c1_g1PNW87752.1hypothetical protein CHLRE_01g000750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.90 0.00

TRINITY_DN51037_c2_g5RYR63719.1hypothetical protein Ahy_A04g021486 isoform B [Arachis hypogaea]Arachis_hypogaea 57.90 0.00

TRINITY_DN51296_c0_g1GAX79948.1hypothetical protein CEUSTIGMA_g7387.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00



TRINITY_DN51359_c0_g2GAU11601.1hypothetical protein TSUD_345930 [Trifolium subterraneum]Trifolium_subterraneum 57.90 0.00

TRINITY_DN51946_c0_g1GAX79688.1hypothetical protein CEUSTIGMA_g7129.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.90 0.00

TRINITY_DN52046_c0_g1EFJ04860.1hypothetical protein SELMODRAFT_138124, partial [Selaginella moellendorffii]Selaginella_moellendorffii 57.90 0.00

TRINITY_DN52346_c2_g3GAQ89310.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 57.90 0.00

TRINITY_DN6786_c0_g1CDP04173.1unnamed protein product [Coffea canephora]Coffea_canephora 57.90 0.00

TRINITY_DN27523_c0_g1ONK81913.1uncharacterized protein A4U43_C01F34210 [Asparagus officinalis]Asparagus_officinalis 57.80 0.00

TRINITY_DN34250_c0_g2KXZ55512.1hypothetical protein GPECTOR_2g1061 [Gonium pectorale]Gonium_pectorale 57.80 0.00

TRINITY_DN37113_c1_g6GAX77169.1hypothetical protein CEUSTIGMA_g4614.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN37422_c1_g1GAX75960.1hypothetical protein CEUSTIGMA_g3403.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN37554_c0_g3PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 57.80 0.00

TRINITY_DN37860_c0_g2XP_026430837.1WD repeat domain-containing protein 83 [Papaver somniferum]Papaver_somniferum 57.80 0.00

TRINITY_DN37964_c1_g1GAX73928.1hypothetical protein CEUSTIGMA_g1378.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN37979_c0_g1XP_022940639.1putative BPI/LBP family protein At1g04970 isoform X1 [Cucurbita moschata]Cucurbita_moschata 57.80 0.00

TRINITY_DN38009_c2_g8GAX73178.1hypothetical protein CEUSTIGMA_g631.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN38225_c0_g3XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 57.80 0.00

TRINITY_DN38410_c0_g2GBF87634.1hypothetical protein Rsub_00345 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.80 0.00

TRINITY_DN38432_c0_g3PNH07697.1Methyl-CpG-binding domain protein 4 [Tetrabaena socialis]Tetrabaena_socialis 57.80 0.00

TRINITY_DN39047_c0_g5XP_005850392.1hypothetical protein CHLNCDRAFT_59607 [Chlorella variabilis]Chlorella_variabilis 57.80 0.00

TRINITY_DN39075_c0_g5XP_005648124.1hypothetical protein COCSUDRAFT_15265 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.80 0.00

TRINITY_DN40468_c0_g2XP_013892411.1hypothetical protein MNEG_14571 [Monoraphidium neglectum]Monoraphidium_neglectum 57.80 0.00

TRINITY_DN41041_c1_g1KXZ49238.1hypothetical protein GPECTOR_22g830 [Gonium pectorale]Gonium_pectorale 57.80 0.00

TRINITY_DN41879_c0_g2KXZ45500.1hypothetical protein GPECTOR_54g242 [Gonium pectorale]Gonium_pectorale 57.80 0.00

TRINITY_DN42844_c1_g1GAX77598.1hypothetical protein CEUSTIGMA_g5042.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN43730_c0_g1KXZ49496.1hypothetical protein GPECTOR_21g722 [Gonium pectorale]Gonium_pectorale 57.80 0.00

TRINITY_DN44562_c1_g1PNW74256.1hypothetical protein CHLRE_13g591450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.80 0.00

TRINITY_DN44720_c0_g7PNW78118.1hypothetical protein CHLRE_10g464950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.80 0.00

TRINITY_DN45237_c0_g2PNW73509.1hypothetical protein CHLRE_13g561850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.80 0.00

TRINITY_DN46065_c0_g3XP_002954092.1hypothetical protein VOLCADRAFT_118633 [Volvox carteri f. nagariensis]Volvox_carteri 57.80 0.00

TRINITY_DN46125_c0_g1GAX75909.1hypothetical protein CEUSTIGMA_g3352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN46723_c0_g2KZN08869.1hypothetical protein DCAR_001525 [Daucus carota subsp. sativus]Daucus_carota 57.80 0.00

TRINITY_DN46806_c0_g1PSC72677.1Aldo keto reductase [Micractinium conductrix]Micractinium_conductrix 57.80 0.00

TRINITY_DN47303_c0_g1XP_005649985.1kinesin-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.80 0.00

TRINITY_DN47446_c0_g3KXZ41898.1hypothetical protein GPECTOR_249g616 [Gonium pectorale]Gonium_pectorale 57.80 0.00

TRINITY_DN48231_c1_g4GAX75582.1hypothetical protein CEUSTIGMA_g3026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN48322_c0_g3PIA46963.1hypothetical protein AQUCO_01500476v1 [Aquilegia coerulea]Aquilegia_coerulea 57.80 0.00

TRINITY_DN48580_c0_g3XP_001703143.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.80 0.00

TRINITY_DN48744_c0_g2XP_002950277.1hypothetical protein VOLCADRAFT_104659 [Volvox carteri f. nagariensis]Volvox_carteri 57.80 0.00

TRINITY_DN49260_c0_g1XP_018819095.1PREDICTED: phospholipid-transporting ATPase 3 [Juglans regia]Juglans_regia 57.80 0.00

TRINITY_DN49566_c0_g3GBF99039.1hypothetical protein Rsub_11984 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.80 0.00

TRINITY_DN50456_c1_g4GAQ78545.1Cytidine deaminase family protein [Klebsormidium nitens]Klebsormidium_nitens 57.80 0.00

TRINITY_DN50683_c0_g1GAX78544.1hypothetical protein CEUSTIGMA_g5984.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN51228_c1_g4XP_006443089.1U11/U12 small nuclear ribonucleoprotein 35 kDa protein [Citrus clementina]Citrus_clementina 57.80 0.00

TRINITY_DN52160_c1_g9GAQ90599.1DNA-directed RNA polymerase III subunit 11 [Klebsormidium nitens]Klebsormidium_nitens 57.80 0.00

TRINITY_DN52600_c2_g1XP_013904431.1hypothetical protein MNEG_2547 [Monoraphidium neglectum]Monoraphidium_neglectum 57.80 0.00

TRINITY_DN52649_c3_g4GAX74228.1hypothetical protein CEUSTIGMA_g1677.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN52686_c0_g2GAX83432.1hypothetical protein CEUSTIGMA_g10857.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.80 0.00

TRINITY_DN11992_c0_g1AAB86496.1calmodulin [Zea mays]Zea_mays 57.70 0.00

TRINITY_DN12937_c0_g1RMZ55536.1hypothetical protein APUTEX25_000119, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 57.70 0.00

TRINITY_DN14928_c0_g1XP_006480182.1zinc finger HIT domain-containing protein 3 isoform X1 [Citrus sinensis]Citrus_sinensis 57.70 0.00

TRINITY_DN18709_c0_g1XP_020872103.1tubulin beta-9 chain [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 57.70 0.00

TRINITY_DN28483_c0_g2OAE27701.1hypothetical protein AXG93_4193s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 57.70 0.00

TRINITY_DN31646_c0_g5XP_002505551.1SNF2 super family [Micromonas commoda]Micromonas_commoda 57.70 0.00

TRINITY_DN32337_c0_g4XP_011072484.1ABC transporter C family member 8-like isoform X1 [Sesamum indicum]Sesamum_indicum 57.70 0.00

TRINITY_DN33421_c1_g1XP_007513563.1nucleotide-binding protein-like protein [Bathycoccus prasinos]Bathycoccus_prasinos 57.70 0.00

TRINITY_DN35485_c0_g1OUS44569.1alas protein [Ostreococcus tauri]Ostreococcus_tauri 57.70 0.00

TRINITY_DN35515_c0_g1GBF94321.1hypothetical protein Rsub_06943 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.70 0.00

TRINITY_DN36087_c0_g4GAX76903.1hypothetical protein CEUSTIGMA_g4349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN36391_c0_g9EMS60591.140S ribosomal protein SA [Triticum urartu]Triticum_urartu 57.70 0.00

TRINITY_DN36460_c1_g1XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 57.70 0.00

TRINITY_DN37456_c0_g1XP_005643608.1hypothetical protein COCSUDRAFT_59550 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.70 0.00

TRINITY_DN38118_c0_g1GAX85127.1hypothetical protein CEUSTIGMA_g12547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN38426_c1_g4XP_001694569.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN38455_c0_g9XP_006353691.1PREDICTED: DEAD-box ATP-dependent RNA helicase 56-like [Solanum tuberosum]Solanum_tuberosum 57.70 0.00

TRINITY_DN38535_c0_g2KXZ52460.1hypothetical protein GPECTOR_9g504 [Gonium pectorale]Gonium_pectorale 57.70 0.00

TRINITY_DN38763_c0_g9XP_002953694.1prohibitin [Volvox carteri f. nagariensis]Volvox_carteri 57.70 0.00

TRINITY_DN38808_c0_g1XP_010024071.1PREDICTED: ADP-ribosylation factor 2-B [Eucalyptus grandis]Eucalyptus_grandis 57.70 0.00



TRINITY_DN38915_c0_g4XP_024395504.1uncharacterized protein LOC112291825 [Physcomitrella patens]Physcomitrella_patens 57.70 0.00

TRINITY_DN39177_c1_g9PNW84499.1hypothetical protein CHLRE_03g146087v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN39580_c0_g8XP_001700261.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN39584_c1_g3KXZ53259.1hypothetical protein GPECTOR_7g1153 [Gonium pectorale]Gonium_pectorale 57.70 0.00

TRINITY_DN39700_c0_g1XP_001701223.1phosphatidylglycerophosphate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN40139_c0_g4XP_009386701.1PREDICTED: histone-lysine N-methyltransferase ATXR7 [Musa acuminata subsp. malaccensis]Musa_acuminata 57.70 0.00

TRINITY_DN40927_c0_g9GAX77432.1hypothetical protein CEUSTIGMA_g4877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN41098_c0_g2GAQ84976.1Aspartyl/Asparaginyl-tRNA synthetase class IIb [Klebsormidium nitens]Klebsormidium_nitens 57.70 0.00

TRINITY_DN41197_c0_g3GAX72877.1hypothetical protein CEUSTIGMA_g332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN41301_c0_g1XP_001696567.1R53.5-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN42076_c0_g2XP_002945922.1pyruvate dehydrogenase kinase [Volvox carteri f. nagariensis]Volvox_carteri 57.70 0.00

TRINITY_DN42130_c0_g2GBF90289.1kar3 type kinesin [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.70 0.00

TRINITY_DN42346_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN42416_c0_g2XP_005649259.1DEAD-domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.70 0.00

TRINITY_DN42865_c1_g1GBF89700.1hypothetical protein Rsub_02870 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.70 0.00

TRINITY_DN43728_c1_g1GAX72637.1hypothetical protein CEUSTIGMA_g93.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN43810_c0_g2XP_009379206.1PREDICTED: vacuolar-processing enzyme-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 57.70 0.00

TRINITY_DN44370_c0_g3GAQ81312.1Molybdopterin converting factor subunit 2 [Klebsormidium nitens]Klebsormidium_nitens 57.70 0.00

TRINITY_DN44526_c0_g7GAX83865.1hypothetical protein CEUSTIGMA_g11290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN44792_c0_g4XP_002946347.1hypothetical protein VOLCADRAFT_79018 [Volvox carteri f. nagariensis]Volvox_carteri 57.70 0.00

TRINITY_DN45426_c0_g5GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN45586_c0_g2PNW74021.1hypothetical protein CHLRE_13g582201v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN45758_c0_g4PNW80462.1hypothetical protein CHLRE_07g318500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN46270_c0_g2XP_001691985.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN46865_c0_g7XP_001691833.1acid phosphatase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN48145_c1_g1PNW89046.1hypothetical protein CHLRE_01g055465v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN48365_c1_g3GAX79893.1hypothetical protein CEUSTIGMA_g7333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0.00

TRINITY_DN50379_c1_g2GAX85885.1hypothetical protein CEUSTIGMA_g13301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0

TRINITY_DN50381_c0_g1XP_001701792.1flagella associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.70 0.00

TRINITY_DN51458_c0_g9BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 57.70 0.00

TRINITY_DN52547_c1_g1GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.70 0

TRINITY_DN52668_c2_g2CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 57.70 0.00

TRINITY_DN52681_c7_g1ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 57.70 0.00

TRINITY_DN30351_c0_g1BAK02449.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 57.60 0.00

TRINITY_DN32236_c0_g2PTQ29931.1hypothetical protein MARPO_0132s0010 [Marchantia polymorpha]Marchantia_polymorpha 57.60 0.00

TRINITY_DN32930_c0_g3XP_024020781.1mitogen-activated protein kinase kinase kinase 1 [Morus notabilis]Morus_notabilis 57.60 0.00

TRINITY_DN33906_c0_g2KFK42624.1hypothetical protein AALP_AA1G019500 [Arabis alpina]Arabis_alpina 57.60 0.00

TRINITY_DN35180_c1_g9XP_001699900.1flagellar/basal body protein, PACRG-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN36460_c1_g7XP_009350962.1PREDICTED: GTP-binding nuclear protein Ran [Pyrus x bretschneideri]Pyrus_x_bretschneideri 57.60 0.00

TRINITY_DN36481_c0_g1XP_023901779.1hydroxyacid-oxoacid transhydrogenase, mitochondrial-like [Quercus suber]Quercus_suber 57.60 0.00

TRINITY_DN36500_c0_g5XP_024376909.1ras-related protein RHN1-like [Physcomitrella patens]Physcomitrella_patens 57.60 0.00

TRINITY_DN36665_c0_g1GAQ80881.1adaptor complexes medium subunit family domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 57.60 0.00

TRINITY_DN37049_c0_g1XP_020245670.1probable NOT transcription complex subunit VIP2 isoform X2 [Asparagus officinalis]Asparagus_officinalis 57.60 0.00

TRINITY_DN37554_c0_g5PRQ26060.1putative protein kinase AGC-Pl family [Rosa chinensis]Rosa_chinensis 57.60 0.00

TRINITY_DN37593_c0_g1XP_002953921.1hypothetical protein VOLCADRAFT_109909 [Volvox carteri f. nagariensis]Volvox_carteri 57.60 0.00

TRINITY_DN38126_c1_g2PNH02903.1Tubulin polyglutamylase TTLL7 [Tetrabaena socialis]Tetrabaena_socialis 57.60 0.00

TRINITY_DN38392_c0_g5XP_005650631.1hypothetical protein COCSUDRAFT_40248 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.60 0.00

TRINITY_DN39192_c0_g2PNW88483.1hypothetical protein CHLRE_01g031600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN40784_c1_g1XP_001695456.1coiled-coil domain 6-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN42687_c0_g2PNW83851.1hypothetical protein CHLRE_04g217952v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN42730_c0_g4KDD76408.1electron transfer flavoprotein-ubiquinone oxidoreductase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 57.60 0.00

TRINITY_DN42875_c1_g3XP_010481835.1PREDICTED: alpha-mannosidase I MNS4-like [Camelina sativa]Camelina_sativa 57.60 0.00

TRINITY_DN43126_c0_g5GAX80038.1hypothetical protein CEUSTIGMA_g7477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN43242_c0_g2GAU25035.1hypothetical protein TSUD_155090 [Trifolium subterraneum]Trifolium_subterraneum 57.60 0.00

TRINITY_DN43383_c0_g3GAX73142.1hypothetical protein CEUSTIGMA_g595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN43401_c1_g4XP_015648906.1calmodulin-like protein 1 [Oryza sativa Japonica Group]Oryza_sativa 57.60 0.00

TRINITY_DN43755_c2_g6XP_009588137.1PREDICTED: peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 57.60 0.00

TRINITY_DN43762_c1_g2PNW71577.1hypothetical protein CHLRE_16g660000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN44919_c0_g1PNW82458.1hypothetical protein CHLRE_06g279850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN46241_c0_g1KXZ56262.1hypothetical protein GPECTOR_1g229 [Gonium pectorale]Gonium_pectorale 57.60 0.00

TRINITY_DN46667_c0_g1GAX79348.1hypothetical protein CEUSTIGMA_g6790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN47522_c0_g5XP_002949883.1hypothetical protein VOLCADRAFT_104524 [Volvox carteri f. nagariensis]Volvox_carteri 57.60 0.00

TRINITY_DN48194_c0_g2PNW73943.1hypothetical protein CHLRE_13g579100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN48580_c0_g2GAX83701.1hypothetical protein CEUSTIGMA_g11126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN49149_c0_g1GBG67744.1hypothetical protein CBR_g872 [Chara braunii]Chara_braunii 57.60 0.00

TRINITY_DN49210_c2_g10XP_004507564.1pyrophosphate-energized membrane proton pump 3 [Cicer arietinum]Cicer_arietinum 57.60 0.00



TRINITY_DN49599_c1_g1PNW74376.1hypothetical protein CHLRE_13g606000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.60 0.00

TRINITY_DN51124_c1_g3GAX78187.1hypothetical protein CEUSTIGMA_g5629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN51155_c1_g1KXZ48013.1hypothetical protein GPECTOR_31g377 [Gonium pectorale]Gonium_pectorale 57.60 0.00

TRINITY_DN51411_c0_g5GAX80600.1hypothetical protein CEUSTIGMA_g8035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN52518_c4_g3GAX82307.1hypothetical protein CEUSTIGMA_g9736.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0

TRINITY_DN52582_c1_g1GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.60 0.00

TRINITY_DN54067_c0_g1XP_002503541.1predicted protein [Micromonas commoda]Micromonas_commoda 57.60 0.00

TRINITY_DN5790_c0_g1XP_002949305.1hypothetical protein VOLCADRAFT_59220 [Volvox carteri f. nagariensis]Volvox_carteri 57.60 0.00

TRINITY_DN8141_c0_g1GAQ91203.1glutathione S-transferase [Klebsormidium nitens]Klebsormidium_nitens 57.60 0.00

TRINITY_DN14689_c0_g1EPS72238.1hypothetical protein M569_02516, partial [Genlisea aurea]Genlisea_aurea 57.50 0.00

TRINITY_DN17338_c0_g1XP_026391232.114-3-3 protein 7-like [Papaver somniferum]Papaver_somniferum 57.50 0.00

TRINITY_DN23886_c0_g1RMZ54466.1hypothetical protein APUTEX25_002042, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 57.50 0.00

TRINITY_DN26384_c0_g1XP_002958129.1DNA replication factor C complex subunit 1 [Volvox carteri f. nagariensis]Volvox_carteri 57.50 0.00

TRINITY_DN30997_c0_g2XP_003057377.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 57.50 0.00

TRINITY_DN37159_c0_g2PRW33037.1RNA-binding EIF1AD [Chlorella sorokiniana]Chlorella_sorokiniana 57.50 0.00

TRINITY_DN37575_c0_g3XP_023882896.1cytosolic Fe-S cluster assembly factor nbp35-like [Quercus suber]Quercus_suber 57.50 0.00

TRINITY_DN37693_c0_g3XP_002954130.1hypothetical protein VOLCADRAFT_94866 [Volvox carteri f. nagariensis]Volvox_carteri 57.50 0.00

TRINITY_DN39221_c0_g1XP_002951791.1hypothetical protein VOLCADRAFT_92295 [Volvox carteri f. nagariensis]Volvox_carteri 57.50 0.00

TRINITY_DN39914_c0_g9GAX79959.1hypothetical protein CEUSTIGMA_g7398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN39960_c0_g2GAX80554.1hypothetical protein CEUSTIGMA_g7991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN40023_c1_g4PNW89015.1hypothetical protein CHLRE_01g054800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.50 0.00

TRINITY_DN40227_c0_g4GAX80651.1hypothetical protein CEUSTIGMA_g8086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN41597_c0_g1GAX84435.1hypothetical protein CEUSTIGMA_g11855.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN41769_c0_g7KDD72813.1hypothetical protein H632_c2864p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 57.50 0.00

TRINITY_DN41971_c1_g5GAX80819.1hypothetical protein CEUSTIGMA_g8254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN42003_c0_g1GAX84396.1hypothetical protein CEUSTIGMA_g11818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN42764_c0_g4XP_011072227.1signal peptidase complex catalytic subunit SEC11C [Sesamum indicum]Sesamum_indicum 57.50 0.00

TRINITY_DN42797_c0_g2GAX84190.1hypothetical protein CEUSTIGMA_g11613.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN42863_c0_g3KXZ48619.1hypothetical protein GPECTOR_26g522 [Gonium pectorale]Gonium_pectorale 57.50 0.00

TRINITY_DN43175_c1_g1XP_002947565.1hypothetical protein VOLCADRAFT_120484 [Volvox carteri f. nagariensis]Volvox_carteri 57.50 0.00

TRINITY_DN43491_c1_g1GAX72949.1hypothetical protein CEUSTIGMA_g404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN43555_c0_g2XP_001703501.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.50 0.00

TRINITY_DN43613_c0_g2PNW80187.1hypothetical protein CHLRE_08g381650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.50 0.00

TRINITY_DN44026_c0_g1XP_013899799.1putative SAM-dependentmethyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 57.50 0.00

TRINITY_DN44391_c0_g1GAX80094.1hypothetical protein CEUSTIGMA_g7532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN44854_c1_g1GAX73571.1hypothetical protein CEUSTIGMA_g1022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN44895_c0_g1PRW56678.1decarboxylase [Chlorella sorokiniana]Chlorella_sorokiniana 57.50 0.00

TRINITY_DN46906_c1_g1GBF91111.1water dikinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.50 0.00

TRINITY_DN47948_c0_g1GAX80582.1hypothetical protein CEUSTIGMA_g8019.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN48208_c0_g3GAX78040.1hypothetical protein CEUSTIGMA_g5482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN48720_c0_g4XP_002463566.1actin-3 [Sorghum bicolor]Sorghum_bicolor 57.50 0.00

TRINITY_DN48808_c0_g1XP_001691864.1ADP-ribose pyrophosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.50 0.00

TRINITY_DN49213_c1_g4XP_009411188.1PREDICTED: pyruvate kinase, cytosolic isozyme-like [Musa acuminata subsp. malaccensis]Musa_acuminata 57.50 0.00

TRINITY_DN49753_c0_g2XP_017415089.1PREDICTED: heat stress transcription factor B-2a-like [Vigna angularis]Vigna_angularis 57.50 0.00

TRINITY_DN50055_c0_g2KXZ56217.1hypothetical protein GPECTOR_1g189 [Gonium pectorale]Gonium_pectorale 57.50 0.00

TRINITY_DN50075_c1_g1GAX74152.1hypothetical protein CEUSTIGMA_g1601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.50 0.00

TRINITY_DN50612_c0_g1XP_013905410.1Signal recognition particle receptor subunit alpha [Monoraphidium neglectum]Monoraphidium_neglectum 57.50 0.00

TRINITY_DN51702_c1_g4PRW39306.1zinc carboxypeptidase [Chlorella sorokiniana]Chlorella_sorokiniana 57.50 0.00

TRINITY_DN1715_c0_g1XP_023870724.1COBW domain-containing protein 1-like [Quercus suber]Quercus_suber 57.40 0.00

TRINITY_DN25918_c0_g1XP_020672478.1ubiquitin carboxyl-terminal hydrolase 9-like [Dendrobium catenatum]Dendrobium_catenatum 57.40 0.00

TRINITY_DN31423_c0_g3GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 57.40 0.00

TRINITY_DN31731_c0_g1XP_011080273.1probable copper-transporting ATPase HMA5 isoform X1 [Sesamum indicum]Sesamum_indicum 57.40 0.00

TRINITY_DN34349_c0_g1GBF98994.1cytochrome c-type heme lyase [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.40 0.00

TRINITY_DN35341_c0_g1XP_024399455.1probable enoyl-CoA hydratase 2, mitochondrial isoform X1 [Physcomitrella patens]Physcomitrella_patens 57.40 0.00

TRINITY_DN36077_c0_g4GBF99318.1hypothetical protein Rsub_12099 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.40 0.00

TRINITY_DN36554_c0_g2XP_001696607.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN37797_c2_g3KXZ49069.1hypothetical protein GPECTOR_23g154 [Gonium pectorale]Gonium_pectorale 57.40 0.00

TRINITY_DN37960_c0_g2XP_013896019.1ERD4-related membrane protein [Monoraphidium neglectum]Monoraphidium_neglectum 57.40 0.00

TRINITY_DN39352_c0_g10XP_002951635.1hypothetical protein VOLCADRAFT_46111 [Volvox carteri f. nagariensis]Volvox_carteri 57.40 0.00

TRINITY_DN40430_c0_g5PNW84602.1hypothetical protein CHLRE_03g150800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN40551_c0_g5XP_024365052.1U3 small nucleolar ribonucleoprotein protein IMP4-like [Physcomitrella patens]Physcomitrella_patens 57.40 0.00

TRINITY_DN40947_c0_g1GAX75138.1hypothetical protein CEUSTIGMA_g2582.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN40985_c1_g5PRW57979.1ATP-dependent DNA helicase Q-like 1 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 57.40 0.00

TRINITY_DN41122_c0_g1XP_002505248.1elongation factor tu [Micromonas commoda]Micromonas_commoda 57.40 0.00

TRINITY_DN41206_c0_g4PRW60697.1DNA damage-binding 1 [Chlorella sorokiniana]Chlorella_sorokiniana 57.40 0.00

TRINITY_DN41682_c1_g1KXZ43342.1hypothetical protein GPECTOR_94g664 [Gonium pectorale]Gonium_pectorale 57.40 0.00



TRINITY_DN42169_c0_g3XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 57.40 0.00

TRINITY_DN42709_c2_g2XP_001699710.1FAD-dependent oxidoreductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN42738_c0_g7KXZ42308.1hypothetical protein GPECTOR_164g150 [Gonium pectorale]Gonium_pectorale 57.40 0.00

TRINITY_DN43150_c0_g4KVI03486.1Gelsolin domain-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 57.40 0.00

TRINITY_DN43191_c0_g10OWM65013.1hypothetical protein CDL15_Pgr028731 [Punica granatum]Punica_granatum 57.40 0.00

TRINITY_DN43633_c0_g1KXZ52553.1hypothetical protein GPECTOR_9g597 [Gonium pectorale]Gonium_pectorale 57.40 0.00

TRINITY_DN43760_c0_g1GBG90440.1hypothetical protein CBR_g50687 [Chara braunii]Chara_braunii 57.40 0.00

TRINITY_DN43766_c0_g2GBF97449.1importin alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.40 0.00

TRINITY_DN43882_c0_g5GBF89115.1hypothetical protein Rsub_01832 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.40 0.00

TRINITY_DN45098_c0_g5XP_001695953.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN46867_c0_g8XP_017237348.1PREDICTED: actin-104-like [Daucus carota subsp. sativus]Daucus_carota 57.40 0.00

TRINITY_DN47218_c0_g2PRW59871.1GDP-Man:Man(3) c(2)-PP-Dol alpha-1,2-mannosyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 57.40 0.00

TRINITY_DN47715_c0_g7GAX73065.1hypothetical protein CEUSTIGMA_g518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN47869_c1_g1GAX79215.1hypothetical protein CEUSTIGMA_g6655.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN48011_c0_g5XP_004305090.1PREDICTED: flotillin-like protein 4 [Fragaria vesca subsp. vesca]Fragaria_vesca 57.40 0.00

TRINITY_DN48393_c1_g3XP_001703451.1lipid-binding START protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN48505_c0_g1GAX76387.1hypothetical protein CEUSTIGMA_g3833.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN49073_c0_g3ERN10593.1hypothetical protein AMTR_s00028p00129850 [Amborella trichopoda]Amborella_trichopoda 57.40 0.00

TRINITY_DN49394_c0_g3GAX80062.1hypothetical protein CEUSTIGMA_g7501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN49675_c1_g2XP_019249702.1PREDICTED: squamosa promoter-binding protein 1-like [Nicotiana attenuata]Nicotiana_attenuata 57.40 0.00

TRINITY_DN50064_c1_g1GAX75409.1hypothetical protein CEUSTIGMA_g2853.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN50515_c0_g7XP_002952932.1hypothetical protein VOLCADRAFT_105745 [Volvox carteri f. nagariensis]Volvox_carteri 57.40 0.00

TRINITY_DN50731_c0_g1GAX76261.1hypothetical protein CEUSTIGMA_g3705.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN51043_c0_g3PNW81551.1hypothetical protein CHLRE_06g251250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.40 0.00

TRINITY_DN51174_c0_g5XP_013905294.1hypothetical protein MNEG_1678 [Monoraphidium neglectum]Monoraphidium_neglectum 57.40 0.00

TRINITY_DN52364_c1_g1GBG84577.1hypothetical protein CBR_g38858 [Chara braunii]Chara_braunii 57.40 0.00

TRINITY_DN52590_c2_g6KXZ42459.1hypothetical protein GPECTOR_144g722 [Gonium pectorale]Gonium_pectorale 57.40 0.00

TRINITY_DN52612_c2_g1GAX82110.1hypothetical protein CEUSTIGMA_g9538.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.40 0.00

TRINITY_DN23188_c0_g1XP_001699537.1sar-type small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN28943_c0_g2RLM54844.1shaggy-related protein kinase eta-like [Panicum miliaceum]Panicum_miliaceum 57.30 0.00

TRINITY_DN29006_c0_g1KXZ51812.1hypothetical protein GPECTOR_11g253 [Gonium pectorale]Gonium_pectorale 57.30 0.00

TRINITY_DN31281_c0_g1XP_002508862.1predicted protein [Micromonas commoda]Micromonas_commoda 57.30 0.00

TRINITY_DN32545_c0_g1PWA50606.1COX15/CtaA family [Artemisia annua]Artemisia_annua 57.30 0.00

TRINITY_DN34525_c0_g1XP_023907914.1chorismate synthase-like [Quercus suber]Quercus_suber 57.30 0.00

TRINITY_DN34832_c0_g1EFJ37442.1hypothetical protein SELMODRAFT_437978 [Selaginella moellendorffii]Selaginella_moellendorffii 57.30 0.00

TRINITY_DN34987_c0_g5XP_016728639.1PREDICTED: 39S ribosomal protein L47, mitochondrial-like [Gossypium hirsutum]Gossypium_hirsutum 57.30 0.00

TRINITY_DN3514_c0_g1OMO67563.1hypothetical protein CCACVL1_20455 [Corchorus capsularis]Corchorus_capsularis 57.30 0.00

TRINITY_DN35887_c0_g5PKU67313.1hypothetical protein MA16_Dca022758 [Dendrobium catenatum]Dendrobium_catenatum 57.30 0.00

TRINITY_DN36391_c0_g7XP_024379936.140S ribosomal protein Sa-1-like [Physcomitrella patens]Physcomitrella_patens 57.30 0.00

TRINITY_DN36625_c0_g2GAX80827.1hypothetical protein CEUSTIGMA_g8262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN37311_c0_g1PSC72213.150S ribosomal L3 [Micractinium conductrix]Micractinium_conductrix 57.30 0.00

TRINITY_DN37737_c0_g6XP_004146872.1PREDICTED: acyl-coenzyme A oxidase, peroxisomal [Cucumis sativus]Cucumis_sativus 57.30 0.00

TRINITY_DN38206_c1_g2XP_002947331.1hypothetical protein VOLCADRAFT_57258 [Volvox carteri f. nagariensis]Volvox_carteri 57.30 0.00

TRINITY_DN38777_c0_g3GBF90411.1hypothetical protein Rsub_03407 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.30 0.00

TRINITY_DN39098_c0_g3XP_013904203.16-phosphogluconolactonase [Monoraphidium neglectum]Monoraphidium_neglectum 57.30 0.00

TRINITY_DN40034_c0_g5XP_012827356.1PREDICTED: GPN-loop GTPase 1 [Erythranthe guttata]Erythranthe_guttata 57.30 0.00

TRINITY_DN40938_c0_g6XP_002508985.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 57.30 0.00

TRINITY_DN41209_c0_g4XP_006392716.1aldehyde dehydrogenase family 7 member B4 [Eutrema salsugineum]Eutrema_salsugineum 57.30 0.00

TRINITY_DN41557_c0_g3PNW79234.1hypothetical protein CHLRE_09g407110v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN41822_c1_g1XP_013893469.1NifU-like protein 5 [Monoraphidium neglectum]Monoraphidium_neglectum 57.30 0.00

TRINITY_DN42201_c0_g2XP_001699230.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN42963_c1_g1XP_002948029.1hypothetical protein VOLCADRAFT_103655 [Volvox carteri f. nagariensis]Volvox_carteri 57.30 0.00

TRINITY_DN43074_c0_g1XP_001689992.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN43719_c1_g3KFK31201.1hypothetical protein AALP_AA6G081300 [Arabis alpina]Arabis_alpina 57.30 0.00

TRINITY_DN44437_c0_g6GBF95594.1hypothetical protein Rsub_08575 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.30 0.00

TRINITY_DN44654_c0_g1AXU98877.1hypothetical protein (mitochondrion) [Brassica juncea]Brassica_juncea 57.30 0.00

TRINITY_DN44820_c0_g2GBF94582.1hypothetical protein Rsub_06697 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.30 0.00

TRINITY_DN45466_c0_g2XP_013898810.1ethanolaminephosphotransferase [Monoraphidium neglectum]Monoraphidium_neglectum 57.30 0.00

TRINITY_DN45752_c0_g7GAX74084.1hypothetical protein CEUSTIGMA_g1534.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN46296_c0_g1GAX72832.1hypothetical protein CEUSTIGMA_g287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN46335_c0_g1XP_001696913.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN46594_c0_g3GAX83960.1hypothetical protein CEUSTIGMA_g11384.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN46787_c0_g1XP_024395648.1uncharacterized protein LOC112291903 [Physcomitrella patens]Physcomitrella_patens 57.30 0.00

TRINITY_DN46878_c1_g2P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 57.30 0.00

TRINITY_DN47276_c0_g1PNW80012.1hypothetical protein CHLRE_08g374150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN48509_c1_g2RMZ54013.1hypothetical protein APUTEX25_002590 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 57.30 0.00



TRINITY_DN48605_c0_g1XP_024387541.1general transcription and DNA repair factor IIH helicase subunit XPD-like [Physcomitrella patens]Physcomitrella_patens 57.30 0.00

TRINITY_DN48649_c0_g2GAX78230.1hypothetical protein CEUSTIGMA_g5672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN48756_c0_g2PNW80670.1hypothetical protein CHLRE_07g325744v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN48764_c1_g2GAQ80816.1Seryl-tRNA synthetase class IIa [Klebsormidium nitens]Klebsormidium_nitens 57.30 0.00

TRINITY_DN49565_c1_g1GAX78187.1hypothetical protein CEUSTIGMA_g5629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN49748_c0_g2GAX84003.1hypothetical protein CEUSTIGMA_g11428.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN50090_c0_g1XP_019175517.1PREDICTED: protein CCA1-like isoform X1 [Ipomoea nil]Ipomoea_nil 57.30 0.00

TRINITY_DN50648_c0_g8PNW83153.1hypothetical protein CHLRE_06g308900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN51019_c0_g1GAX80675.1hypothetical protein CEUSTIGMA_g8110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.30 0.00

TRINITY_DN51615_c0_g4XP_013903537.1superoxide dismutase 2 [Monoraphidium neglectum]Monoraphidium_neglectum 57.30 0.00

TRINITY_DN51952_c0_g4PNW77176.1hypothetical protein CHLRE_10g425550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.30 0.00

TRINITY_DN52418_c1_g3O65315.1RecName: Full=ActinColeochaete_scutata 57.30 0.00

TRINITY_DN54051_c0_g1XP_022846782.160S ribosomal protein L21-2-like [Olea europaea var. sylvestris]Olea_europaea 57.30 0.00

TRINITY_DN9217_c0_g1XP_002508862.1predicted protein [Micromonas commoda]Micromonas_commoda 57.30 0.00

TRINITY_DN30521_c0_g1GAQ88679.120S proteasome regulatory subunit alpha protein [Klebsormidium nitens]Klebsormidium_nitens 57.20 0.00

TRINITY_DN34121_c0_g1XP_002865409.140S ribosomal protein S15-5 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 57.20 0.00

TRINITY_DN34533_c0_g5GAQ92608.1Hypothetical protein KFL_010690030 [Klebsormidium nitens]Klebsormidium_nitens 57.20 0.00

TRINITY_DN37368_c0_g1XP_001696946.1phosphoribosylanthranilate isomerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.20 0.00

TRINITY_DN37599_c2_g2PSC70664.1Solute carrier family 25 member 38 [Micractinium conductrix]Micractinium_conductrix 57.20 0.00

TRINITY_DN38108_c0_g2GAX83873.1hypothetical protein CEUSTIGMA_g11298.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.20 0.00

TRINITY_DN40464_c0_g1XP_001697496.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.20 0.00

TRINITY_DN42881_c0_g1XP_002958390.1hypothetical protein VOLCADRAFT_99672 [Volvox carteri f. nagariensis]Volvox_carteri 57.20 0.00

TRINITY_DN45272_c0_g8GAQ79476.1ER lumen protein retaining receptor [Klebsormidium nitens]Klebsormidium_nitens 57.20 0.00

TRINITY_DN46878_c1_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 57.20 0.00

TRINITY_DN48963_c0_g1PNH01987.1Ankyrin-1, partial [Tetrabaena socialis]Tetrabaena_socialis 57.20 0.00

TRINITY_DN49954_c0_g1ABI94007.1mitochondrial glycerol-3-phosphate dehydrogenase [Dunaliella salina]Dunaliella_salina 57.20 0.00

TRINITY_DN50162_c1_g7KXZ56601.1hypothetical protein GPECTOR_1g540 [Gonium pectorale]Gonium_pectorale 57.20 0.00

TRINITY_DN50675_c0_g3XP_023911404.1adenylate kinase-like [Quercus suber]Quercus_suber 57.20 0.00

TRINITY_DN51122_c1_g2XP_002948094.1hypothetical protein VOLCADRAFT_116659 [Volvox carteri f. nagariensis]Volvox_carteri 57.20 0.00

TRINITY_DN52418_c0_g1O65315.1RecName: Full=ActinColeochaete_scutata 57.20 0.00

TRINITY_DN52444_c1_g1PNW77599.1hypothetical protein CHLRE_10g443850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.20 0.00

TRINITY_DN11353_c0_g1XP_010455835.1PREDICTED: vacuolar protein sorting-associated protein 28 homolog 2 [Camelina sativa]Camelina_sativa 57.10 0.00

TRINITY_DN18505_c0_g4XP_005649238.1RNA helicase, activating signal cointegrator 1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.10 0.00

TRINITY_DN2131_c0_g1GBG76503.1hypothetical protein CBR_g22251 [Chara braunii]Chara_braunii 57.10 0.00

TRINITY_DN21697_c0_g1KDD74430.1hypothetical protein H632_c1320p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 57.10 0.00

TRINITY_DN21851_c0_g1PNW83574.1hypothetical protein CHLRE_05g235400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN22753_c0_g1XP_007205921.1cyclin-U4-1 [Prunus persica]Prunus_persica 57.10 0.00

TRINITY_DN2377_c0_g1XP_011399388.1Peroxiredoxin-2 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 57.10 0.00

TRINITY_DN3149_c0_g1XP_021888221.1zinc finger CCCH domain-containing protein 5, partial [Carica papaya]Carica_papaya 57.10 0.00

TRINITY_DN33084_c0_g1XP_017244148.1PREDICTED: ras-related protein RABB1b [Daucus carota subsp. sativus]Daucus_carota 57.10 0.00

TRINITY_DN33974_c0_g1XP_003057377.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 57.10 0.00

TRINITY_DN34416_c0_g2KXZ45339.1hypothetical protein GPECTOR_56g436 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN34571_c0_g2PRW32897.1WD40 repeat [Chlorella sorokiniana]Chlorella_sorokiniana 57.10 0.00

TRINITY_DN34889_c0_g1XP_025701218.1cyclin-dependent kinase D-3-like [Arachis hypogaea]Arachis_hypogaea 57.10 0.00

TRINITY_DN34997_c1_g1PSC72317.1DNA polymerase zeta [Micractinium conductrix]Micractinium_conductrix 57.10 0.00

TRINITY_DN35110_c0_g1KXZ42034.1hypothetical protein GPECTOR_218g458 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN35639_c0_g3XP_002956966.1hypothetical protein VOLCADRAFT_98030 [Volvox carteri f. nagariensis]Volvox_carteri 57.10 0.00

TRINITY_DN35791_c0_g4KXZ50642.1hypothetical protein GPECTOR_15g326 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN36510_c0_g4KNA15545.1hypothetical protein SOVF_097310 [Spinacia oleracea]Spinacia_oleracea 57.10 0.00

TRINITY_DN36510_c0_g7NP_001311959.114-3-3 protein 9-like [Nicotiana tabacum]Nicotiana_tabacum 57.10 0.00

TRINITY_DN36849_c0_g1GBF91191.1hypothetical protein Rsub_04860 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.10 0.00

TRINITY_DN36917_c0_g4XP_002951567.1hypothetical protein VOLCADRAFT_92195 [Volvox carteri f. nagariensis]Volvox_carteri 57.10 0.00

TRINITY_DN37042_c2_g3XP_021615716.1ABC transporter C family member 12-like [Manihot esculenta]Manihot_esculenta 57.10 0.00

TRINITY_DN37216_c0_g1XP_002946290.1hypothetical protein VOLCADRAFT_78969 [Volvox carteri f. nagariensis]Volvox_carteri 57.10 0.00

TRINITY_DN37268_c0_g1PNW78560.1hypothetical protein CHLRE_09g392250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN37597_c1_g3ONK72114.1uncharacterized protein A4U43_C04F15850, partial [Asparagus officinalis]Asparagus_officinalis 57.10 0.00

TRINITY_DN37781_c0_g7XP_002949500.1hypothetical protein VOLCADRAFT_89795 [Volvox carteri f. nagariensis]Volvox_carteri 57.10 0.00

TRINITY_DN37858_c0_g8PIA49912.1hypothetical protein AQUCO_01300563v1 [Aquilegia coerulea]Aquilegia_coerulea 57.10 0.00

TRINITY_DN38611_c0_g1GAX82862.1hypothetical protein CEUSTIGMA_g10288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN38768_c0_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 57.10 0.00

TRINITY_DN39485_c0_g2GAX83134.1hypothetical protein CEUSTIGMA_g10560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN39518_c0_g1PPS16852.1hypothetical protein GOBAR_AA03724 [Gossypium barbadense]Gossypium_barbadense 57.10 0.00

TRINITY_DN39982_c0_g2KXZ52926.1hypothetical protein GPECTOR_8g302 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN40220_c1_g1PNW71213.1hypothetical protein CHLRE_16g693203v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN40884_c0_g4XP_001418077.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 57.10 0.00

TRINITY_DN40968_c0_g1XP_001703016.1histone methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00



TRINITY_DN4117_c0_g1GBG81743.1hypothetical protein CBR_g33921 [Chara braunii]Chara_braunii 57.10 0.00

TRINITY_DN41472_c0_g1GAX76865.1hypothetical protein CEUSTIGMA_g4311.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN41796_c1_g4ONI00231.1hypothetical protein PRUPE_6G077000 [Prunus persica]Prunus_persica 57.10 0.00

TRINITY_DN41961_c0_g2XP_002951702.1hypothetical protein VOLCADRAFT_44510 [Volvox carteri f. nagariensis]Volvox_carteri 57.10 0.00

TRINITY_DN42197_c0_g1PNH04037.1hypothetical protein TSOC_009846 [Tetrabaena socialis]Tetrabaena_socialis 57.10 0.00

TRINITY_DN42315_c0_g2GAQ83676.1homeobox protein [Klebsormidium nitens]Klebsormidium_nitens 57.10 0.00

TRINITY_DN42914_c0_g8KCW85306.1hypothetical protein EUGRSUZ_B021512, partial [Eucalyptus grandis]Eucalyptus_grandis 57.10 0.00

TRINITY_DN43030_c0_g3GAX85699.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN43165_c1_g1GBF93509.1hypothetical protein Rsub_06642 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.10 0.00

TRINITY_DN43385_c0_g1XP_023910155.1AMP deaminase-like [Quercus suber]Quercus_suber 57.10 0.00



TRINITY_DN44242_c0_g1PNW83234.1hypothetical protein CHLRE_05g234300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN44409_c0_g1GAX75281.1hypothetical protein CEUSTIGMA_g2726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN44656_c0_g2GBF94257.1110 kDa translocon of chloroplast envelope inner membrane [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.10 0.00

TRINITY_DN44744_c0_g1GAX81129.1hypothetical protein CEUSTIGMA_g8563.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN44751_c0_g1XP_006352948.1PREDICTED: ABC transporter B family member 2-like [Solanum tuberosum]Solanum_tuberosum 57.10 0.00

TRINITY_DN45628_c0_g6XP_003083104.2Tetratricopeptide repeat [Ostreococcus tauri]Ostreococcus_tauri 57.10 0.00

TRINITY_DN45636_c0_g1GAX74960.1hypothetical protein CEUSTIGMA_g2406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN46027_c0_g1GBF90319.1transcriptional regulatory protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.10 0.00

TRINITY_DN46492_c1_g1KXZ55944.1hypothetical protein GPECTOR_2g1495 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN47864_c0_g2GBF93427.1type I polyketide synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.10 0.00

TRINITY_DN48090_c0_g4XP_023875454.1chorismate synthase-like [Quercus suber]Quercus_suber 57.10 0.00

TRINITY_DN48651_c1_g2XP_001697046.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN48795_c0_g2GAX79493.1hypothetical protein CEUSTIGMA_g6934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.10 0.00

TRINITY_DN49854_c0_g3RWR92799.1tRNA-binding domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 57.10 0.00

TRINITY_DN50069_c0_g1PNH02349.1Tubulin-specific chaperone A [Tetrabaena socialis]Tetrabaena_socialis 57.10 0.00

TRINITY_DN50421_c1_g1KXZ55923.1hypothetical protein GPECTOR_2g1474 [Gonium pectorale]Gonium_pectorale 57.10 0.00

TRINITY_DN50962_c1_g2XP_001694157.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.10 0.00

TRINITY_DN52114_c0_g1GBG74473.1hypothetical protein CBR_g18883 [Chara braunii]Chara_braunii 57.10 0.00

TRINITY_DN53531_c0_g1OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 57.10 0.00

TRINITY_DN701_c0_g1GAQ88840.1diaminopimelate epimerase [Klebsormidium nitens]Klebsormidium_nitens 57.10 0.00

TRINITY_DN24215_c0_g1GAQ79190.1DNA-directed RNA polymerase III subunit 2 [Klebsormidium nitens]Klebsormidium_nitens 57.00 0.00

TRINITY_DN28406_c0_g1XP_021990557.1probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 [Helianthus annuus]Helianthus_annuus 57.00 0.00

TRINITY_DN30908_c0_g1XP_010273718.1PREDICTED: enhancer of rudimentary homolog [Nelumbo nucifera]Nelumbo_nucifera 57.00 0.00

TRINITY_DN31311_c0_g1OWM69611.1hypothetical protein CDL15_Pgr014072 [Punica granatum]Punica_granatum 57.00 0.00

TRINITY_DN32260_c0_g1KDD72183.1hypothetical protein H632_c3733p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 57.00 0.00

TRINITY_DN32583_c0_g1GAX78817.1hypothetical protein CEUSTIGMA_g6254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.00 0.00

TRINITY_DN34426_c0_g2GBG65322.1hypothetical protein CBR_g50359 [Chara braunii]Chara_braunii 57.00 0.00

TRINITY_DN34746_c1_g3XP_015584124.1uncharacterized protein LOC8272775 [Ricinus communis]Ricinus_communis 57.00 0.00

TRINITY_DN35735_c0_g1GBG75744.1hypothetical protein CBR_g20991 [Chara braunii]Chara_braunii 57.00 0.00

TRINITY_DN36987_c0_g9ACQ83480.1CBL-interacting protein kinase 01 [Selaginella moellendorffii]Selaginella_moellendorffii 57.00 0.00

TRINITY_DN38240_c0_g7XP_012082852.1heparan-alpha-glucosaminide N-acetyltransferase [Jatropha curcas]Jatropha_curcas 57.00 0.00

TRINITY_DN38361_c2_g1ARO50091.1indoleamine 2,3-dioxygenase [Yamagishiella unicocca]Yamagishiella_unicocca 57.00 0.00

TRINITY_DN39343_c0_g1XP_002950116.1hypothetical protein VOLCADRAFT_104615 [Volvox carteri f. nagariensis]Volvox_carteri 57.00 0.00

TRINITY_DN39890_c1_g3KXZ44043.1hypothetical protein GPECTOR_75g767 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN40969_c0_g3GAV76094.1UCH domain-containing protein/zf-UBP domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 57.00 0.00

TRINITY_DN41041_c1_g4XP_002946541.1hypothetical protein VOLCADRAFT_86598 [Volvox carteri f. nagariensis]Volvox_carteri 57.00 0.00

TRINITY_DN41078_c0_g2KXZ50598.1hypothetical protein GPECTOR_15g281 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN41402_c0_g2XP_021859950.1succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial [Spinacia oleracea]Spinacia_oleracea 57.00 0.00

TRINITY_DN41609_c0_g5GAX77270.1hypothetical protein CEUSTIGMA_g4716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.00 0.00

TRINITY_DN41662_c1_g3PNW83144.1hypothetical protein CHLRE_06g308450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN41780_c0_g2XP_002956812.1hypothetical protein VOLCADRAFT_119533 [Volvox carteri f. nagariensis]Volvox_carteri 57.00 0.00

TRINITY_DN42236_c0_g6KXZ52260.1hypothetical protein GPECTOR_10g891 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN42353_c0_g4NP_001236263.1uncharacterized protein LOC100499804 [Glycine max]Glycine_max 57.00 0.00

TRINITY_DN43043_c0_g7KXZ42588.1hypothetical protein GPECTOR_132g600 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN43846_c0_g2XP_002954010.1hypothetical protein VOLCADRAFT_40753 [Volvox carteri f. nagariensis]Volvox_carteri 57.00 0.00

TRINITY_DN44504_c2_g10AML78291.1putative LOV domain-containing protein [Pleurastrum insigne]Pleurastrum_insigne 57.00 0.00

TRINITY_DN44583_c0_g1PNW84886.1hypothetical protein CHLRE_03g162450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN44787_c0_g1XP_001691573.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN44916_c0_g5PSC73497.1rRNA methyltransferase mitochondrial [Micractinium conductrix]Micractinium_conductrix 57.00 0.00

TRINITY_DN44995_c0_g2PNW82124.1hypothetical protein CHLRE_06g275000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN45370_c0_g1NP_001243291.1malate dehydrogenase, cytoplasmic-like [Glycine max]Glycine_max 57.00 0.00

TRINITY_DN45482_c0_g2PNW85319.1hypothetical protein CHLRE_03g180800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN45884_c0_g4XP_001696745.1general substrate transporter, major facilitator superfamily [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN46716_c1_g1PNH06827.1Carbonyl reductase [NADPH] 1 [Tetrabaena socialis]Tetrabaena_socialis 57.00 0.00

TRINITY_DN46840_c0_g1XP_001696677.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN46949_c1_g2GAX72555.1hypothetical protein CEUSTIGMA_g11.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.00 0.00

TRINITY_DN47048_c0_g1XP_002948879.1hypothetical protein VOLCADRAFT_73964 [Volvox carteri f. nagariensis]Volvox_carteri 57.00 0.00

TRINITY_DN47423_c2_g2GBF95883.1hypothetical protein Rsub_08474 [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.00 0.00

TRINITY_DN47645_c0_g5KXZ45466.1hypothetical protein GPECTOR_54g207 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN47750_c0_g3GAX74234.1hypothetical protein CEUSTIGMA_g1683.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.00 0.00

TRINITY_DN48104_c0_g1GBF99251.1polyprenol reductase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 57.00 0.00

TRINITY_DN48780_c1_g1ABF57675.1chloroplast polyribonucleotide phosphorylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00

TRINITY_DN49325_c0_g2GAX81923.1hypothetical protein CEUSTIGMA_g9351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 57.00 0.00

TRINITY_DN50302_c0_g1EFJ04987.1hypothetical protein SELMODRAFT_46637, partial [Selaginella moellendorffii]Selaginella_moellendorffii 57.00 0.00

TRINITY_DN50746_c0_g3XP_005648014.1ABC family transporter: mitochondrial ATM1-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 57.00 0.00

TRINITY_DN51338_c2_g2PNW77853.1hypothetical protein CHLRE_10g454450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 57.00 0.00



TRINITY_DN51611_c0_g1KXZ52654.1hypothetical protein GPECTOR_9g699 [Gonium pectorale]Gonium_pectorale 57.00 0.00

TRINITY_DN21853_c0_g1XP_013902100.1Centrosomal protein [Monoraphidium neglectum]Monoraphidium_neglectum 56.90 0.00

TRINITY_DN23285_c0_g1XP_010044638.1PREDICTED: pre-mRNA-processing factor 17 [Eucalyptus grandis]Eucalyptus_grandis 56.90 0.00

TRINITY_DN24008_c0_g1ADE77455.1unknown [Picea sitchensis]Picea_sitchensis 56.90 0.00

TRINITY_DN27260_c0_g1RLN35216.1hypothetical protein C2845_PM03G23680 [Panicum miliaceum]Panicum_miliaceum 56.90 0.00

TRINITY_DN28939_c0_g1PTQ50103.1hypothetical protein MARPO_0001s0148 [Marchantia polymorpha]Marchantia_polymorpha 56.90 0.00

TRINITY_DN31036_c0_g1ABK23787.1unknown [Picea sitchensis]Picea_sitchensis 56.90 0.00

TRINITY_DN35918_c1_g12XP_007513094.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 56.90 0.00

TRINITY_DN36246_c1_g1KXZ46637.1hypothetical protein GPECTOR_42g848 [Gonium pectorale]Gonium_pectorale 56.90 0.00

TRINITY_DN36533_c0_g2XP_024387226.1putative NAD kinase 3 isoform X2 [Physcomitrella patens]Physcomitrella_patens 56.90 0.00

TRINITY_DN37040_c0_g5GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN37822_c0_g1OAY82958.1NADH-cytochrome b5 reductase-like protein [Ananas comosus]Ananas_comosus 56.90 0.00

TRINITY_DN37905_c0_g2XP_011466681.1PREDICTED: zinc phosphodiesterase ELAC protein 2 [Fragaria vesca subsp. vesca]Fragaria_vesca 56.90 0.00

TRINITY_DN38092_c0_g2XP_012827447.1PREDICTED: ABC transporter C family member 12-like isoform X1 [Erythranthe guttata]Erythranthe_guttata 56.90 0.00

TRINITY_DN38372_c0_g4XP_001690504.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN38962_c0_g8XP_002947158.1hypothetical protein VOLCADRAFT_56822 [Volvox carteri f. nagariensis]Volvox_carteri 56.90 0.00

TRINITY_DN39029_c0_g4KXZ43041.1hypothetical protein GPECTOR_106g135 [Gonium pectorale]Gonium_pectorale 56.90 0.00

TRINITY_DN39100_c0_g10GBG87308.1hypothetical protein CBR_g45368 [Chara braunii]Chara_braunii 56.90 0.00

TRINITY_DN39452_c0_g1GBF89375.1guanylate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN40525_c0_g7BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.90 0.00

TRINITY_DN40526_c1_g4PNH11885.1hypothetical protein TSOC_001234 [Tetrabaena socialis]Tetrabaena_socialis 56.90 0.00

TRINITY_DN40699_c0_g1GAQ92474.1Electron transfer flavoprotein ubiquinone oxidoreductase [Klebsormidium nitens]Klebsormidium_nitens 56.90 0.00

TRINITY_DN40706_c0_g3XP_005646920.1cytochrome P450 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.90 0.00

TRINITY_DN40939_c0_g6GAX77679.1hypothetical protein CEUSTIGMA_g5122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN41100_c0_g3RYR23351.1hypothetical protein Ahy_B03g068587 isoform C [Arachis hypogaea]Arachis_hypogaea 56.90 0.00

TRINITY_DN41281_c0_g4GBF90443.1hypothetical protein Rsub_03439 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN41287_c0_g4PNH10384.1hypothetical protein TSOC_002885 [Tetrabaena socialis]Tetrabaena_socialis 56.90 0.00

TRINITY_DN41793_c0_g7GBF90935.1voltage-gated potassium channel subunit beta-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN42222_c2_g2PNW72452.1hypothetical protein CHLRE_16g681354v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN42937_c1_g3XP_001693863.1cytochrome b5 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN43072_c0_g1RID81070.1hypothetical protein BRARA_A03677 [Brassica rapa]Brassica_rapa 56.90 0.00

TRINITY_DN44829_c1_g4XP_002953933.1hypothetical protein VOLCADRAFT_118548 [Volvox carteri f. nagariensis]Volvox_carteri 56.90 0.00

TRINITY_DN45381_c1_g3XP_006659690.1PREDICTED: 60S ribosomal protein L10a [Oryza brachyantha]Oryza_brachyantha 56.90 0.00

TRINITY_DN45444_c0_g3GBF91498.1hypothetical protein Rsub_04238 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN45780_c0_g9XP_007514191.1major facilitator transporter [Bathycoccus prasinos]Bathycoccus_prasinos 56.90 0.00

TRINITY_DN45901_c0_g1GBF92377.1disulfide-isomerase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN45978_c0_g1PNW78438.1hypothetical protein CHLRE_09g397350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN46361_c0_g3RXH69554.1hypothetical protein DVH24_037338 [Malus domestica]Malus_domestica 56.90 0.00

TRINITY_DN46508_c0_g1KXZ51833.1hypothetical protein GPECTOR_11g272 [Gonium pectorale]Gonium_pectorale 56.90 0.00

TRINITY_DN47225_c0_g1XP_002957695.1hypothetical protein VOLCADRAFT_40312 [Volvox carteri f. nagariensis]Volvox_carteri 56.90 0.00

TRINITY_DN47517_c0_g2GAX83927.1hypothetical protein CEUSTIGMA_g11351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN48104_c0_g2GAX76162.1hypothetical protein CEUSTIGMA_g3606.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN48579_c0_g1GAX79612.1hypothetical protein CEUSTIGMA_g7053.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN48781_c0_g2GBF90169.1galactokinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN49649_c0_g2PRW39388.1DNA gyrase subunit B isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 56.90 0.00

TRINITY_DN50723_c0_g1PNW78545.1hypothetical protein CHLRE_09g392750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN50729_c1_g1GAX78046.1hypothetical protein CEUSTIGMA_g5488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.90 0.00

TRINITY_DN50812_c0_g3KXZ51758.1hypothetical protein GPECTOR_11g202 [Gonium pectorale]Gonium_pectorale 56.90 0.00

TRINITY_DN51883_c1_g1XP_005644639.1eukaryotic rRNA processing [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.90 0.00

TRINITY_DN52431_c1_g4GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.90 0.00

TRINITY_DN52655_c0_g3PNW72222.1hypothetical protein CHLRE_16g677050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.90 0.00

TRINITY_DN6726_c0_g1KXZ42934.1hypothetical protein GPECTOR_110g226 [Gonium pectorale]Gonium_pectorale 56.90 0.00

TRINITY_DN905_c0_g1PRW44843.1prolyl endopeptidase-like isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 56.90 0.00

TRINITY_DN12456_c0_g1EEF24733.1pterin-4-alpha-carbinolamine dehydratase, putative [Ricinus communis]Ricinus_communis 56.80 0.00

TRINITY_DN20384_c0_g2XP_016559806.1PREDICTED: cleavage and polyadenylation specificity factor subunit 3-I [Capsicum annuum]Capsicum_annuum 56.80 0.00

TRINITY_DN29871_c0_g1GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 56.80 0.00

TRINITY_DN30492_c0_g1XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 56.80 0.00

TRINITY_DN30860_c0_g1GAQ92868.1polyadenylate-binding protein 2 [Klebsormidium nitens]Klebsormidium_nitens 56.80 0.00

TRINITY_DN31554_c0_g1NP_194641.16-phosphogluconate dehydrogenase family protein [Arabidopsis thaliana]Arabidopsis_thaliana 56.80 0.00

TRINITY_DN31609_c0_g1RLN39766.1hypothetical protein C2845_PM01G46530 [Panicum miliaceum]Panicum_miliaceum 56.80 0.00

TRINITY_DN31878_c0_g1PRW60832.1chitinase [Chlorella sorokiniana]Chlorella_sorokiniana 56.80 0.00

TRINITY_DN36883_c1_g2XP_002947163.1hypothetical protein VOLCADRAFT_103396 [Volvox carteri f. nagariensis]Volvox_carteri 56.80 0.00

TRINITY_DN37422_c0_g2BAK00960.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.80 0.00

TRINITY_DN37859_c0_g2GAQ86826.1NADH:flavin oxidoreductase or 12-oxophytodienoate reductase [Klebsormidium nitens]Klebsormidium_nitens 56.80 0.00

TRINITY_DN37931_c1_g8XP_002978997.1L-galactose dehydrogenase [Selaginella moellendorffii]Selaginella_moellendorffii 56.80 0.00

TRINITY_DN38789_c1_g4XP_002950778.1hypothetical protein VOLCADRAFT_60703 [Volvox carteri f. nagariensis]Volvox_carteri 56.80 0.00



TRINITY_DN39610_c0_g3XP_001697069.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN40074_c0_g3GAQ77870.1U6 snRNA-associated Sm-like protein LSm1 [Klebsormidium nitens]Klebsormidium_nitens 56.80 0.00

TRINITY_DN40356_c0_g1GAX74715.1hypothetical protein CEUSTIGMA_g2163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN41627_c1_g2KXZ50156.1hypothetical protein GPECTOR_17g792 [Gonium pectorale]Gonium_pectorale 56.80 0.00

TRINITY_DN41970_c0_g7XP_001701098.1histone methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN42229_c0_g2XP_020094986.1probable protein arginine N-methyltransferase 6.2 isoform X2 [Ananas comosus]Ananas_comosus 56.80 0.00

TRINITY_DN42713_c1_g4PNH05255.1hypothetical protein TSOC_008495 [Tetrabaena socialis]Tetrabaena_socialis 56.80 0.00

TRINITY_DN42723_c2_g4XP_002952918.1hypothetical protein VOLCADRAFT_118195 [Volvox carteri f. nagariensis]Volvox_carteri 56.80 0.00

TRINITY_DN42897_c1_g1PNW81896.1hypothetical protein CHLRE_06g265150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN42916_c0_g3GBF96574.1hypothetical protein Rsub_09157 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.80 0.00

TRINITY_DN42954_c0_g3PNH12235.1Protein sym-1 [Tetrabaena socialis]Tetrabaena_socialis 56.80 0.00

TRINITY_DN44002_c0_g10GAX83721.1hypothetical protein CEUSTIGMA_g11146.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN44312_c0_g8XP_002947472.1hypothetical protein VOLCADRAFT_103432 [Volvox carteri f. nagariensis]Volvox_carteri 56.80 0.00

TRINITY_DN44530_c0_g2KXZ52189.1hypothetical protein GPECTOR_10g819 [Gonium pectorale]Gonium_pectorale 56.80 0.00

TRINITY_DN44942_c1_g3XP_011080456.1isoleucine--tRNA ligase, cytoplasmic [Sesamum indicum]Sesamum_indicum 56.80 0.00

TRINITY_DN46367_c0_g3XP_010454880.1PREDICTED: tRNA (cytosine(38)-C(5))-methyltransferase-like [Camelina sativa]Camelina_sativa 56.80 0.00

TRINITY_DN48901_c0_g4OWM71666.1hypothetical protein CDL15_Pgr005854 [Punica granatum]Punica_granatum 56.80 0.00

TRINITY_DN49160_c0_g4GAX73872.1hypothetical protein CEUSTIGMA_g1322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN49187_c1_g2XP_013906181.1Putative zinc metalloprotease [Monoraphidium neglectum]Monoraphidium_neglectum 56.80 0.00

TRINITY_DN50041_c0_g2GBG60870.1hypothetical protein CBR_g15991 [Chara braunii]Chara_braunii 56.80 0.00

TRINITY_DN50776_c1_g2GAX76658.1hypothetical protein CEUSTIGMA_g4104.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN50801_c1_g1GAX73811.1hypothetical protein CEUSTIGMA_g1262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN50812_c0_g1PNW87259.1hypothetical protein CHLRE_02g115450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN51406_c2_g4XP_001702209.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN52032_c0_g2PNW85154.1hypothetical protein CHLRE_03g174050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0

TRINITY_DN52255_c1_g1PNW73584.1hypothetical protein CHLRE_13g564900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0

TRINITY_DN52383_c1_g2GAX80865.1hypothetical protein CEUSTIGMA_g8300.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.80 0.00

TRINITY_DN52396_c3_g1PNH12838.1Calcium-transporting ATPase PAT1 [Tetrabaena socialis]Tetrabaena_socialis 56.80 0

TRINITY_DN52436_c2_g1XP_001689583.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN52582_c1_g7PNW87181.1hypothetical protein CHLRE_02g112200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.80 0.00

TRINITY_DN53225_c0_g1EOA37057.1hypothetical protein CARUB_v10010169mg, partial [Capsella rubella]Capsella_rubella 56.80 0.00

TRINITY_DN12825_c0_g2XP_003055208.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 56.70 0.00

TRINITY_DN16665_c0_g1XP_006857567.1ubiquitin-conjugating enzyme E2-17 kDa [Amborella trichopoda]Amborella_trichopoda 56.70 0.00

TRINITY_DN18505_c0_g2GBG66811.1hypothetical protein CBR_g70690 [Chara braunii]Chara_braunii 56.70 0.00

TRINITY_DN22298_c0_g1XP_024932154.1probable mannitol dehydrogenase [Ziziphus jujuba]Ziziphus_jujuba 56.70 0.00

TRINITY_DN23302_c0_g3XP_024402700.1uncharacterized protein LOC112295402 [Physcomitrella patens]Physcomitrella_patens 56.70 0.00

TRINITY_DN25239_c0_g1PWA47781.1NAD(P)-linked oxidoreductase superfamily protein [Artemisia annua]Artemisia_annua 56.70 0.00

TRINITY_DN29000_c0_g1XP_004287559.1PREDICTED: beta-galactosidase isoform X5 [Fragaria vesca subsp. vesca]Fragaria_vesca 56.70 0.00

TRINITY_DN35027_c0_g3AWK24092.1mitochondrial ferredoxin [Chlamydomonas sp. UWO 241]Chlamydomonas_sp._UWO_241 56.70 0.00

TRINITY_DN35203_c1_g2KMZ62297.1Replication factor C subunit 3 [Zostera marina]Zostera_marina 56.70 0.00

TRINITY_DN35945_c0_g1XP_021748103.1threonylcarbamoyladenosine tRNA methylthiotransferase-like [Chenopodium quinoa]Chenopodium_quinoa 56.70 0.00

TRINITY_DN36531_c0_g1KXZ52446.1hypothetical protein GPECTOR_9g490 [Gonium pectorale]Gonium_pectorale 56.70 0.00

TRINITY_DN36948_c0_g4KZV15036.1NAD-dependent malate dehydrogenase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 56.70 0.00

TRINITY_DN37959_c1_g2GAX85793.1hypothetical protein CEUSTIGMA_g13208.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN38454_c0_g3GBG72039.1hypothetical protein CBR_g10974 [Chara braunii]Chara_braunii 56.70 0.00

TRINITY_DN38592_c1_g4XP_005651760.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.70 0.00

TRINITY_DN38797_c0_g2PNH12083.1hypothetical protein TSOC_001022 [Tetrabaena socialis]Tetrabaena_socialis 56.70 0.00

TRINITY_DN38802_c0_g2GAX76934.1hypothetical protein CEUSTIGMA_g4381.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN38816_c1_g2GAX81461.1hypothetical protein CEUSTIGMA_g8890.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN38960_c0_g2PRW44331.1Kanadaptin isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 56.70 0.00

TRINITY_DN39074_c0_g5GAX78688.1hypothetical protein CEUSTIGMA_g6126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN40857_c1_g4XP_009766211.1PREDICTED: serine/threonine-protein phosphatase 5 isoform X2 [Nicotiana sylvestris]Nicotiana_sylvestris 56.70 0.00

TRINITY_DN41849_c0_g1GAX73052.1hypothetical protein CEUSTIGMA_g505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN42340_c0_g3XP_010105285.2protein FREE1 [Morus notabilis]Morus_notabilis 56.70 0.00

TRINITY_DN44096_c0_g4XP_002947317.1hypothetical protein VOLCADRAFT_87584 [Volvox carteri f. nagariensis]Volvox_carteri 56.70 0.00

TRINITY_DN45671_c0_g2XP_013903991.1IMPACT family member in pol 5'region [Monoraphidium neglectum]Monoraphidium_neglectum 56.70 0.00

TRINITY_DN47220_c0_g1GAX75229.1hypothetical protein CEUSTIGMA_g2674.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN47541_c1_g4XP_002950045.1hypothetical protein VOLCADRAFT_90486 [Volvox carteri f. nagariensis]Volvox_carteri 56.70 0.00

TRINITY_DN47841_c0_g2GAX74112.1hypothetical protein CEUSTIGMA_g1561.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN48002_c0_g2XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 56.70 0.00

TRINITY_DN48039_c0_g6BAK06976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.70 0.00

TRINITY_DN48300_c0_g1KXZ48061.1hypothetical protein GPECTOR_30g156 [Gonium pectorale]Gonium_pectorale 56.70 0.00

TRINITY_DN48314_c0_g1KXZ45605.1hypothetical protein GPECTOR_53g98 [Gonium pectorale]Gonium_pectorale 56.70 0.00

TRINITY_DN48347_c0_g5PNH11941.1JmjC domain-containing protein E [Tetrabaena socialis]Tetrabaena_socialis 56.70 0.00

TRINITY_DN48562_c0_g4PNW85396.1hypothetical protein CHLRE_03g184450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.70 0.00

TRINITY_DN49121_c0_g1PNH11552.130S ribosomal protein S1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 56.70 0.00



TRINITY_DN49338_c0_g1XP_002955686.1hypothetical protein VOLCADRAFT_106904 [Volvox carteri f. nagariensis]Volvox_carteri 56.70 0.00

TRINITY_DN49681_c0_g3PNH06148.1hypothetical protein TSOC_007511, partial [Tetrabaena socialis]Tetrabaena_socialis 56.70 0.00

TRINITY_DN49784_c0_g1PNW77885.1hypothetical protein CHLRE_10g455700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.70 0.00

TRINITY_DN49832_c0_g4XP_003057884.1central pair associated wd-repeat protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 56.70 0.00

TRINITY_DN49862_c0_g2XP_024372431.1eukaryotic translation initiation factor 5B-like [Physcomitrella patens]Physcomitrella_patens 56.70 0.00

TRINITY_DN50400_c2_g1XP_002945678.1hypothetical protein VOLCADRAFT_85892 [Volvox carteri f. nagariensis]Volvox_carteri 56.70 0.00

TRINITY_DN51037_c2_g8XP_006306606.1DExH-box ATP-dependent RNA helicase DExH3 [Capsella rubella]Capsella_rubella 56.70 0.00

TRINITY_DN51222_c0_g2GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.70 0.00

TRINITY_DN51436_c1_g1GBF97774.1hypothetical protein Rsub_10199 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.70 0.00

TRINITY_DN51923_c0_g1PNW88499.1hypothetical protein CHLRE_01g032150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.70 0.00

TRINITY_DN52041_c0_g1AML77961.1putative LOV domain-containing protein [Dunaliella salina]Dunaliella_salina 56.70 0.00

TRINITY_DN52313_c1_g6KXZ45770.1hypothetical protein GPECTOR_50g563 [Gonium pectorale]Gonium_pectorale 56.70 0.00

TRINITY_DN52642_c1_g5PNH09202.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 56.70 0.00

TRINITY_DN53846_c0_g1XP_023875413.1septin homolog spn2-like [Quercus suber]Quercus_suber 56.70 0.00

TRINITY_DN53948_c0_g1XP_011397771.1Translocator protein [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 56.70 0.00

TRINITY_DN15950_c0_g2ONK64485.1uncharacterized protein A4U43_C07F26560 [Asparagus officinalis]Asparagus_officinalis 56.60 0.00

TRINITY_DN18520_c0_g1XP_023747306.1myosin-2-like [Lactuca sativa]Lactuca_sativa 56.60 0.00

TRINITY_DN19741_c0_g1XP_008803950.1T-complex protein 1 subunit theta [Phoenix dactylifera]Phoenix_dactylifera 56.60 0.00

TRINITY_DN27128_c0_g1OWM88560.1hypothetical protein CDL15_Pgr002327 [Punica granatum]Punica_granatum 56.60 0.00

TRINITY_DN32752_c0_g2XP_023896220.1actin-like protein [Quercus suber]Quercus_suber 56.60 0.00

TRINITY_DN33619_c0_g2XP_010053362.1PREDICTED: protein FIZZY-RELATED 2 [Eucalyptus grandis]Eucalyptus_grandis 56.60 0.00

TRINITY_DN35940_c0_g1XP_010231958.1coiled-coil domain-containing protein 94 [Brachypodium distachyon]Brachypodium_distachyon 56.60 0.00

TRINITY_DN35979_c1_g1XP_022039481.1imidazole glycerol phosphate synthase hisHF, chloroplastic-like [Helianthus annuus]Helianthus_annuus 56.60 0.00

TRINITY_DN36100_c0_g1OVA04022.1ABC transporter-like [Macleaya cordata]Macleaya_cordata 56.60 0.00

TRINITY_DN36510_c0_g5XP_012854866.1PREDICTED: 14-3-3-like protein A [Erythranthe guttata]Erythranthe_guttata 56.60 0.00

TRINITY_DN36885_c1_g1ALM55006.1DEAD box RNA helicase CiRH51, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 56.60 0.00

TRINITY_DN36886_c0_g3XP_001689947.1hypothetical protein CHLREDRAFT_183568 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN37854_c0_g1PNW87134.1hypothetical protein CHLRE_02g110350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN38004_c1_g8CAA11269.1polyubiquitin [Nicotiana tabacum]Nicotiana_tabacum 56.60 0.00

TRINITY_DN38754_c1_g6KXZ55826.1hypothetical protein GPECTOR_2g1377 [Gonium pectorale]Gonium_pectorale 56.60 0.00

TRINITY_DN39769_c1_g6GAX76255.1hypothetical protein CEUSTIGMA_g3699.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN41063_c2_g2GAQ81671.1hypothetical protein KFL_000870060 [Klebsormidium nitens]Klebsormidium_nitens 56.60 0.00

TRINITY_DN41354_c0_g3KXZ56249.1hypothetical protein GPECTOR_1g217 [Gonium pectorale]Gonium_pectorale 56.60 0.00

TRINITY_DN41458_c0_g3XP_023897711.1non-specific lipid-transfer protein-like [Quercus suber]Quercus_suber 56.60 0.00

TRINITY_DN42249_c0_g8XP_023890278.1kinesin-like protein KIP3 [Quercus suber]Quercus_suber 56.60 0.00

TRINITY_DN42301_c1_g11VDD41910.1unnamed protein product, partial [Brassica oleracea]Brassica_oleracea 56.60 0.00

TRINITY_DN42417_c0_g1GAX79246.1hypothetical protein CEUSTIGMA_g6686.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN43122_c0_g2PNW81667.1hypothetical protein CHLRE_06g255400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN44472_c1_g1PNW85783.1hypothetical protein CHLRE_03g205650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN44875_c0_g2XP_001696273.1tail-specific protease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN45098_c0_g1XP_001695953.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN45200_c1_g1GAX72999.1hypothetical protein CEUSTIGMA_g451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN45292_c0_g1GAX73146.1hypothetical protein CEUSTIGMA_g599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN45861_c0_g2GAX85225.1hypothetical protein CEUSTIGMA_g12645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN47101_c0_g1XP_001700643.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN47395_c0_g7GAX82028.1hypothetical protein CEUSTIGMA_g9456.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN47557_c0_g1GAX75548.1hypothetical protein CEUSTIGMA_g2991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN47744_c0_g1GAX82560.1hypothetical protein CEUSTIGMA_g9986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.60 0.00

TRINITY_DN4780_c0_g1GBF89725.1ubiquitin-conjugating enzyme E2 variant 1C [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.60 0.00

TRINITY_DN48938_c1_g3PNW88752.1hypothetical protein CHLRE_01g042950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN49412_c0_g1XP_001692254.1uncoupling protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.60 0.00

TRINITY_DN49870_c0_g2XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 56.60 0.00

TRINITY_DN49941_c0_g2XP_005643595.1glutamate decarboxylase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.60 0.00

TRINITY_DN5001_c0_g1KXZ55509.1hypothetical protein GPECTOR_2g1058 [Gonium pectorale]Gonium_pectorale 56.60 0.00

TRINITY_DN51235_c2_g1RZC24466.1Eukaryotic translation initiation factor 5A isoform B [Glycine soja]Glycine_soja 56.60 0.00

TRINITY_DN15065_c0_g1XP_005845165.1hypothetical protein CHLNCDRAFT_11918, partial [Chlorella variabilis]Chlorella_variabilis 56.50 0.00

TRINITY_DN17675_c0_g1XP_026449637.1cysteine protease RD19A-like [Papaver somniferum]Papaver_somniferum 56.50 0.00

TRINITY_DN19745_c0_g2XP_001692815.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN21519_c0_g2XP_001416907.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 56.50 0.00

TRINITY_DN29068_c0_g1XP_002952928.1hypothetical protein VOLCADRAFT_82034 [Volvox carteri f. nagariensis]Volvox_carteri 56.50 0.00

TRINITY_DN31948_c0_g1OMO62711.1hypothetical protein CCACVL1_22681 [Corchorus capsularis]Corchorus_capsularis 56.50 0.00

TRINITY_DN32000_c0_g1XP_002891765.1peptide methionine sulfoxide reductase B1, chloroplastic [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 56.50 0.00

TRINITY_DN32936_c0_g1XP_002972909.140S ribosomal protein S12 [Selaginella moellendorffii]Selaginella_moellendorffii 56.50 0.00

TRINITY_DN33717_c0_g1ACQ83483.1CBL-interacting protein kinase 04 [Selaginella moellendorffii]Selaginella_moellendorffii 56.50 0.00

TRINITY_DN34703_c0_g2GBG78853.1hypothetical protein CBR_g28078 [Chara braunii]Chara_braunii 56.50 0.00

TRINITY_DN35104_c0_g1XP_006843471.1S-formylglutathione hydrolase isoform X1 [Amborella trichopoda]Amborella_trichopoda 56.50 0.00



TRINITY_DN35262_c1_g2XP_001689842.1LOW QUALITY PROTEIN: succinate dehydrogenase subunit A [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN35826_c0_g1XP_002956646.1hypothetical protein VOLCADRAFT_42159 [Volvox carteri f. nagariensis]Volvox_carteri 56.50 0.00

TRINITY_DN3585_c0_g1XP_005847110.1hypothetical protein CHLNCDRAFT_134827 [Chlorella variabilis]Chlorella_variabilis 56.50 0.00

TRINITY_DN35883_c0_g1PNW85433.1hypothetical protein CHLRE_03g186200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN35918_c1_g9EFJ13517.1hypothetical protein SELMODRAFT_122090 [Selaginella moellendorffii]Selaginella_moellendorffii 56.50 0.00

TRINITY_DN36163_c0_g11GAQ81781.1Rab family GTPase [Klebsormidium nitens]Klebsormidium_nitens 56.50 0.00

TRINITY_DN37683_c1_g9XP_006658713.1PREDICTED: zinc-metallopeptidase, peroxisomal-like [Oryza brachyantha]Oryza_brachyantha 56.50 0.00

TRINITY_DN37820_c1_g3PNW70701.1hypothetical protein CHLRE_17g731100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN38627_c1_g2RLM73338.1uncharacterized protein C2845_PM15G26750 [Panicum miliaceum]Panicum_miliaceum 56.50 0.00

TRINITY_DN39359_c1_g1XP_013894414.1insulysin [Monoraphidium neglectum]Monoraphidium_neglectum 56.50 0.00

TRINITY_DN39522_c1_g2PNW72913.1hypothetical protein CHLRE_14g611484v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN40224_c0_g2PNW87362.1hypothetical protein CHLRE_02g119651v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN40420_c0_g1GAQ81699.1Long-Chain Base 1 [Klebsormidium nitens]Klebsormidium_nitens 56.50 0.00

TRINITY_DN40594_c1_g1XP_024373624.1ABC transporter C family member 2-like [Physcomitrella patens]Physcomitrella_patens 56.50 0.00

TRINITY_DN40804_c0_g2GAX75632.1hypothetical protein CEUSTIGMA_g3076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.50 0.00

TRINITY_DN41055_c0_g6XP_017231893.1PREDICTED: small ubiquitin-related modifier 1-like [Daucus carota subsp. sativus]Daucus_carota 56.50 0.00

TRINITY_DN41353_c0_g3XP_001701935.1fructose 2-6 bisphosphatase or phosphoglycerate mutase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN41846_c0_g6ABR21759.1calmodulin [Actinidia deliciosa var. chlorocarpa]Actinidia_deliciosa 56.50 0.00

TRINITY_DN41849_c0_g7XP_006298078.1mitotic checkpoint protein BUB3.1 [Capsella rubella]Capsella_rubella 56.50 0.00

TRINITY_DN42780_c1_g4XP_013905660.1hypothetical protein MNEG_1309 [Monoraphidium neglectum]Monoraphidium_neglectum 56.50 0.00

TRINITY_DN43598_c0_g2XP_005652200.1mitochondrial carrier [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.50 0.00

TRINITY_DN44574_c0_g2KXZ49311.1hypothetical protein GPECTOR_22g905 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN44700_c0_g3GAQ81991.1fragment DNA-directed RNA polymerase I subunit 2 [Klebsormidium nitens]Klebsormidium_nitens 56.50 0.00

TRINITY_DN45694_c0_g2KXZ41898.1hypothetical protein GPECTOR_249g616 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN45898_c0_g1XP_001699247.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.50 0.00

TRINITY_DN46480_c1_g2XP_005646040.1DNA mismatch repair protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.50 0.00

TRINITY_DN46677_c0_g4GAQ78199.1ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 56.50 0.00

TRINITY_DN46695_c0_g3XP_005647813.1D-3-phosphoglycerate dehydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.50 0.00

TRINITY_DN46887_c0_g1VDC74033.1unnamed protein product [Brassica rapa]Brassica_rapa 56.50 0.00

TRINITY_DN47292_c0_g2KXZ44984.1hypothetical protein GPECTOR_60g763 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN47496_c1_g1KXZ53715.1hypothetical protein GPECTOR_6g632 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN47599_c0_g1GAX83190.1hypothetical protein CEUSTIGMA_g10616.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.50 0.00

TRINITY_DN48650_c0_g1KXZ47610.1hypothetical protein GPECTOR_34g769 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN48881_c0_g1VDC89735.1unnamed protein product [Brassica oleracea]Brassica_oleracea 56.50 0.00

TRINITY_DN49669_c1_g4XP_002955341.1programmed cell death protein 6 interacting protein X [Volvox carteri f. nagariensis]Volvox_carteri 56.50 0.00

TRINITY_DN49804_c0_g5GAX84007.1hypothetical protein CEUSTIGMA_g11432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.50 0.00

TRINITY_DN49987_c2_g2GAX81652.1hypothetical protein CEUSTIGMA_g9080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.50 0.00

TRINITY_DN50186_c0_g7XP_002969882.1vacuolar protein sorting-associated protein 29 [Selaginella moellendorffii]Selaginella_moellendorffii 56.50 0.00

TRINITY_DN50545_c1_g2GBF88338.1hypothetical protein Rsub_01050 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.50 0.00

TRINITY_DN50626_c0_g1GAX77264.1hypothetical protein CEUSTIGMA_g4710.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.50 0.00

TRINITY_DN5088_c0_g2PON62434.1ER lumen protein retaining receptor [Trema orientale]Trema_orientale 56.50 0.00

TRINITY_DN50898_c0_g4XP_002502949.1intraflagellar transport particle protein IFT88 [Micromonas commoda]Micromonas_commoda 56.50 0.00

TRINITY_DN51494_c1_g1PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 56.50 0.00

TRINITY_DN51924_c2_g3KXZ50009.1hypothetical protein GPECTOR_18g163 [Gonium pectorale]Gonium_pectorale 56.50 0.00

TRINITY_DN52642_c1_g3PNH09214.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 56.50 0.00

TRINITY_DN11873_c0_g2GAQ79048.1isocitrate dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 56.40 0.00

TRINITY_DN24958_c0_g1XP_010546799.1PREDICTED: UMP-CMP kinase 3 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 56.40 0.00

TRINITY_DN27612_c0_g2XP_023897712.1aspartate aminotransferase, mitochondrial-like [Quercus suber]Quercus_suber 56.40 0.00

TRINITY_DN30628_c0_g4XP_008390806.1PREDICTED: uncharacterized protein LOC103453051 [Malus domestica]Malus_domestica 56.40 0.00

TRINITY_DN33954_c0_g1GBG60578.1hypothetical protein CBR_g8600 [Chara braunii]Chara_braunii 56.40 0.00

TRINITY_DN36277_c0_g1ACN31553.1unknown [Zea mays]Zea_mays 56.40 0.00

TRINITY_DN36736_c0_g4XP_005647469.1RNA-binding domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.40 0.00

TRINITY_DN38277_c0_g1XP_023889125.1glucose-6-phosphate 1-dehydrogenase [Quercus suber]Quercus_suber 56.40 0.00

TRINITY_DN40296_c0_g1GAX75948.1hypothetical protein CEUSTIGMA_g3391.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN40547_c0_g1PNW84471.1hypothetical protein CHLRE_03g145547v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN40749_c0_g7XP_001690141.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN40971_c1_g5GAX80391.1hypothetical protein CEUSTIGMA_g7830.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN41278_c0_g1GAQ92471.160S acidic ribosomal protein P1 [Klebsormidium nitens]Klebsormidium_nitens 56.40 0.00

TRINITY_DN42684_c0_g4XP_005846894.1hypothetical protein CHLNCDRAFT_52747 [Chlorella variabilis]Chlorella_variabilis 56.40 0.00

TRINITY_DN42768_c0_g3PNW86258.1hypothetical protein CHLRE_02g079000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN42908_c0_g3XP_021672470.1citrate synthase, glyoxysomal-like [Hevea brasiliensis]Hevea_brasiliensis 56.40 0.00

TRINITY_DN43113_c0_g3PNH07121.1AP-1 complex subunit mu-1 [Tetrabaena socialis]Tetrabaena_socialis 56.40 0.00

TRINITY_DN43330_c0_g8GAQ84635.1hypothetical protein KFL_001980170 [Klebsormidium nitens]Klebsormidium_nitens 56.40 0.00

TRINITY_DN43703_c0_g1PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN4409_c0_g1OAE23984.1hypothetical protein AXG93_4625s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 56.40 0.00

TRINITY_DN44529_c2_g2GBF93166.1hypothetical protein Rsub_05897 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.40 0.00



TRINITY_DN45253_c0_g5PNW70692.1hypothetical protein CHLRE_17g730600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN45468_c0_g2KXZ50121.1hypothetical protein GPECTOR_18g95 [Gonium pectorale]Gonium_pectorale 56.40 0.00

TRINITY_DN45686_c0_g1GAX73638.1hypothetical protein CEUSTIGMA_g1089.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN46087_c1_g2GAX83739.1hypothetical protein CEUSTIGMA_g11164.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN46182_c0_g2XP_002954566.1hypothetical protein VOLCADRAFT_95397 [Volvox carteri f. nagariensis]Volvox_carteri 56.40 0.00

TRINITY_DN47192_c0_g1XP_005846317.1hypothetical protein CHLNCDRAFT_24936 [Chlorella variabilis]Chlorella_variabilis 56.40 0.00

TRINITY_DN48880_c0_g1XP_003592124.2eukaryotic translation initiation factor 5B isoform X2 [Medicago truncatula]Medicago_truncatula 56.40 0.00

TRINITY_DN48985_c0_g9PNR27888.1hypothetical protein PHYPA_028480 [Physcomitrella patens]Physcomitrella_patens 56.40 0.00

TRINITY_DN49600_c0_g3GAX75443.1hypothetical protein CEUSTIGMA_g2887.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN49632_c1_g1GAX81061.1hypothetical protein CEUSTIGMA_g8496.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN49686_c0_g5XP_001699230.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.40 0.00

TRINITY_DN49751_c2_g4GAX84863.1hypothetical protein CEUSTIGMA_g12284.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0.00

TRINITY_DN49991_c0_g2XP_017242535.1PREDICTED: probable phospholipid-transporting ATPase 4 [Daucus carota subsp. sativus]Daucus_carota 56.40 0.00

TRINITY_DN51844_c0_g3GAX80611.1hypothetical protein CEUSTIGMA_g8046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.40 0

TRINITY_DN52265_c0_g1OAE19924.1hypothetical protein AXG93_1130s1780 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 56.40 0

TRINITY_DN5432_c0_g2KMZ61679.13-ketoacyl-CoA thiolase [Zostera marina]Zostera_marina 56.40 0.00

TRINITY_DN34656_c0_g1KXZ55619.1hypothetical protein GPECTOR_2g1169 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN35900_c2_g4GBF88226.1ATP-dependent zinc metalloprotease FTSH mitochondrial-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.30 0.00

TRINITY_DN36836_c0_g2GAX80542.1hypothetical protein CEUSTIGMA_g7980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.30 0.00

TRINITY_DN36850_c0_g7XP_020889805.1calcium-dependent protein kinase 19 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 56.30 0.00

TRINITY_DN37626_c1_g6YP_008816057.1apocytochrome b (mitochondrion) [Entransia fimbriata]Entransia_fimbriata 56.30 0.00

TRINITY_DN37989_c1_g1XP_002509171.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 56.30 0.00

TRINITY_DN38111_c2_g4XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 56.30 0.00

TRINITY_DN38111_c2_g5XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 56.30 0.00

TRINITY_DN38992_c0_g1BAJ11784.1dehydration responsive protein, partial [Corchorus olitorius]Corchorus_olitorius 56.30 0.00

TRINITY_DN39107_c0_g2XP_013896340.1putative Mannose-P-dolichol utilization defect 1 protein [Monoraphidium neglectum]Monoraphidium_neglectum 56.30 0.00

TRINITY_DN40905_c0_g4PNW73103.1hypothetical protein CHLRE_14g618900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN42199_c0_g1XP_002300386.2probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Populus trichocarpa]Populus_trichocarpa 56.30 0.00

TRINITY_DN42376_c0_g1XP_001692988.1DnaJ-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN42495_c0_g6PNH02925.1Transmembrane protein 97 [Tetrabaena socialis]Tetrabaena_socialis 56.30 0.00

TRINITY_DN42544_c1_g1KXZ45766.1hypothetical protein GPECTOR_50g559 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN42599_c0_g4XP_002946948.1ABC transporter [Volvox carteri f. nagariensis]Volvox_carteri 56.30 0.00

TRINITY_DN42655_c0_g1PNH09207.1Peroxiredoxin-4 [Tetrabaena socialis]Tetrabaena_socialis 56.30 0.00

TRINITY_DN43242_c1_g2KXZ40860.1hypothetical protein GPECTOR_1748g849 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN43673_c1_g7KXZ54090.1hypothetical protein GPECTOR_5g195 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN43719_c0_g1KXZ56527.1hypothetical protein GPECTOR_1g473 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN44294_c1_g3KXZ54091.1hypothetical protein GPECTOR_5g196 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN44297_c1_g4XP_006394706.160S acidic ribosomal protein P1 [Eutrema salsugineum]Eutrema_salsugineum 56.30 0.00

TRINITY_DN44463_c1_g1PNW84342.1hypothetical protein CHLRE_04g230732v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN44606_c0_g5XP_013905990.1hypothetical protein MNEG_0981 [Monoraphidium neglectum]Monoraphidium_neglectum 56.30 0.00

TRINITY_DN44750_c0_g4PNW82443.1hypothetical protein CHLRE_06g279183v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN45013_c1_g2GAX79191.1hypothetical protein CEUSTIGMA_g6631.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.30 0.00

TRINITY_DN45512_c0_g2GAQ80913.1putative Xeroderma pigmentosum group B protein [Klebsormidium nitens]Klebsormidium_nitens 56.30 0.00

TRINITY_DN45555_c0_g1KXZ50218.1hypothetical protein GPECTOR_17g855 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN47078_c0_g1XP_001700168.1SM/Sec1-family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN47105_c0_g6XP_020700847.1structural maintenance of chromosomes protein 4 [Dendrobium catenatum]Dendrobium_catenatum 56.30 0.00

TRINITY_DN47311_c0_g1GAX77257.1hypothetical protein CEUSTIGMA_g4703.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.30 0.00

TRINITY_DN47461_c0_g2PNW81764.1hypothetical protein CHLRE_06g259200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN47762_c0_g7PNH03788.1Phosphate-repressible phosphate permease [Tetrabaena socialis]Tetrabaena_socialis 56.30 0.00

TRINITY_DN47783_c0_g2XP_002956611.1hypothetical protein VOLCADRAFT_107315 [Volvox carteri f. nagariensis]Volvox_carteri 56.30 0.00

TRINITY_DN47866_c0_g3ACL28159.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 56.30 0.00

TRINITY_DN48433_c0_g8GAQ80026.1histone acetyltransferase complex component [Klebsormidium nitens]Klebsormidium_nitens 56.30 0.00

TRINITY_DN50102_c2_g3KXZ51271.1hypothetical protein GPECTOR_13g758 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN51051_c1_g3KXZ46854.1hypothetical protein GPECTOR_40g588 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN51260_c0_g4XP_001701107.1high intensity light-inducible lhc-like gene [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.30 0.00

TRINITY_DN51474_c1_g1APW83743.1carotenoid cleavage dioxygenase [Dunaliella salina]Dunaliella_salina 56.30 0.00

TRINITY_DN51502_c1_g1KXZ46763.1hypothetical protein GPECTOR_41g728 [Gonium pectorale]Gonium_pectorale 56.30 0.00

TRINITY_DN14077_c0_g1XP_020682780.1BEACH domain-containing protein C2-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 56.20 0.00

TRINITY_DN17143_c0_g1GAX76338.1hypothetical protein CEUSTIGMA_g3784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN22786_c0_g1AES82275.2peptide chain release factor 1 [Medicago truncatula]Medicago_truncatula 56.20 0.00

TRINITY_DN25886_c0_g2GBF98393.1hypothetical protein Rsub_10788 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.20 0.00

TRINITY_DN27140_c0_g1XP_023875501.1GTP-binding protein rhoA [Quercus suber]Quercus_suber 56.20 0.00

TRINITY_DN31339_c0_g1GAX81752.1hypothetical protein CEUSTIGMA_g9180.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN31983_c0_g3GBG84789.1hypothetical protein CBR_g39166 [Chara braunii]Chara_braunii 56.20 0.00

TRINITY_DN33182_c0_g1GAQ88742.1adenine phosphoribosyltransferase [Klebsormidium nitens]Klebsormidium_nitens 56.20 0.00

TRINITY_DN33801_c0_g1XP_004300741.1PREDICTED: protein FIZZY-RELATED 2 [Fragaria vesca subsp. vesca]Fragaria_vesca 56.20 0.00



TRINITY_DN35076_c0_g1XP_023886109.1transaldolase-like [Quercus suber]Quercus_suber 56.20 0.00

TRINITY_DN35209_c0_g2OEL29011.1Dynamin-related protein 3A [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 56.20 0.00

TRINITY_DN35448_c0_g11XP_001703162.1vacuolar processing enzyme [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN35789_c0_g1XP_002950706.1hypothetical protein VOLCADRAFT_91165 [Volvox carteri f. nagariensis]Volvox_carteri 56.20 0.00

TRINITY_DN36048_c0_g8ESR62699.1hypothetical protein CICLE_v10014624mg [Citrus clementina]Citrus_clementina 56.20 0.00

TRINITY_DN36165_c0_g4XP_013902109.1dual-specificity tyrosine-(Y)-phosphorylation regulated kinase [Monoraphidium neglectum]Monoraphidium_neglectum 56.20 0.00

TRINITY_DN36914_c0_g3GBF92417.1RNA polymerase II-associated factor [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.20 0.00

TRINITY_DN36960_c0_g4GAX80849.1hypothetical protein CEUSTIGMA_g8284.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN36960_c0_g7GAQ90184.1lysosomal alpha-mannosidase [Klebsormidium nitens]Klebsormidium_nitens 56.20 0.00

TRINITY_DN37523_c0_g5XP_005644256.1ornithine transaminase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.20 0.00

TRINITY_DN37942_c0_g1XP_005850012.1hypothetical protein CHLNCDRAFT_34322 [Chlorella variabilis]Chlorella_variabilis 56.20 0.00

TRINITY_DN38125_c0_g2PNW80937.1hypothetical protein CHLRE_07g336050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN38261_c1_g2OMO78770.1hypothetical protein CCACVL1_14119 [Corchorus capsularis]Corchorus_capsularis 56.20 0.00

TRINITY_DN38512_c0_g2GAX80556.1hypothetical protein CEUSTIGMA_g7993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN38574_c0_g3XP_013901751.1hydroxymethylpyrimidine kinase [Monoraphidium neglectum]Monoraphidium_neglectum 56.20 0.00

TRINITY_DN38741_c0_g1GBF88558.1hypothetical protein Rsub_01273, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.20 0.00

TRINITY_DN39324_c1_g2KXZ47387.1hypothetical protein GPECTOR_35g825 [Gonium pectorale]Gonium_pectorale 56.20 0.00

TRINITY_DN39429_c0_g3KMZ66411.1putative ATPase protein [Zostera marina]Zostera_marina 56.20 0.00

TRINITY_DN39596_c0_g9VDC91915.1unnamed protein product [Brassica oleracea]Brassica_oleracea 56.20 0.00

TRINITY_DN39770_c1_g5KXZ53148.1hypothetical protein GPECTOR_7g1040 [Gonium pectorale]Gonium_pectorale 56.20 0.00

TRINITY_DN39891_c3_g1GAX73954.1hypothetical protein CEUSTIGMA_g1404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN40058_c0_g8XP_010543315.1PREDICTED: 60S ribosomal protein L36-3 [Tarenaya hassleriana]Tarenaya_hassleriana 56.20 0.00

TRINITY_DN40720_c0_g10PNW72919.1hypothetical protein CHLRE_14g611700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN40804_c0_g4PNW79268.1hypothetical protein CHLRE_09g408600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN41289_c0_g4GAX79772.1hypothetical protein CEUSTIGMA_g7212.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN41341_c0_g4XP_013899744.1hypothetical protein MNEG_7237 [Monoraphidium neglectum]Monoraphidium_neglectum 56.20 0.00

TRINITY_DN41456_c0_g3XP_023870997.1probable helicase mot1, partial [Quercus suber]Quercus_suber 56.20 0.00

TRINITY_DN41771_c0_g1XP_001690861.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN41772_c0_g11XP_008450375.1PREDICTED: pseudouridine-5'-phosphate glycosidase isoform X2 [Cucumis melo]Cucumis_melo 56.20 0.00

TRINITY_DN42235_c0_g2XP_003056859.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 56.20 0.00

TRINITY_DN42281_c2_g5XP_012847595.1PREDICTED: LOW QUALITY PROTEIN: pyruvate dehydrogenase E1 component subunit alpha, mitochondrial [Erythranthe guttata]Erythranthe_guttata 56.20 0.00

TRINITY_DN42291_c1_g1XP_002953052.1hypothetical protein VOLCADRAFT_82053 [Volvox carteri f. nagariensis]Volvox_carteri 56.20 0.00

TRINITY_DN42326_c0_g6GAQ86546.1TCP-1/cpn60 chaperonin family protein [Klebsormidium nitens]Klebsormidium_nitens 56.20 0.00

TRINITY_DN43421_c1_g1GAX81397.1hypothetical protein CEUSTIGMA_g8828.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN43471_c0_g2GBF95797.1hypothetical protein Rsub_08233 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.20 0.00

TRINITY_DN44201_c0_g1PSC71864.1DEAD-box ATP-dependent RNA helicase 37-like [Micractinium conductrix]Micractinium_conductrix 56.20 0.00

TRINITY_DN44621_c0_g1GAX79956.1hypothetical protein CEUSTIGMA_g7395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN44759_c0_g1XP_027169505.1uncharacterized protein LOC113769237 [Coffea eugenioides]Coffea_eugenioides 56.20 0.00

TRINITY_DN44852_c2_g1PRW33943.1acyl- dehydrogenase family member 11-like [Chlorella sorokiniana]Chlorella_sorokiniana 56.20 0.00

TRINITY_DN45263_c0_g1XP_023878824.1acyl-CoA dehydrogenase apdG-like [Quercus suber]Quercus_suber 56.20 0.00

TRINITY_DN45311_c1_g2GAX82969.1hypothetical protein CEUSTIGMA_g10396.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN46046_c1_g3BAK00006.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.20 0.00

TRINITY_DN46181_c2_g9ONK68357.1uncharacterized protein A4U43_C05F10570 [Asparagus officinalis]Asparagus_officinalis 56.20 0.00

TRINITY_DN46439_c0_g2BAJ99260.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.20 0.00

TRINITY_DN46456_c0_g3GAX83352.1hypothetical protein CEUSTIGMA_g10777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN46490_c1_g5PNW88649.1hypothetical protein CHLRE_01g038700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN48557_c1_g3XP_001692256.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN49138_c0_g1PRW61141.1mitogen-activated kinase kinase kinase NPK1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 56.20 0.00

TRINITY_DN49441_c0_g5XP_002945647.1hypothetical protein VOLCADRAFT_102619 [Volvox carteri f. nagariensis]Volvox_carteri 56.20 0.00

TRINITY_DN49774_c0_g1KXZ49883.1hypothetical protein GPECTOR_19g334 [Gonium pectorale]Gonium_pectorale 56.20 0.00

TRINITY_DN50073_c0_g3GAX74165.1hypothetical protein CEUSTIGMA_g1614.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN50449_c0_g3KXZ54010.1hypothetical protein GPECTOR_5g121 [Gonium pectorale]Gonium_pectorale 56.20 0.00

TRINITY_DN50616_c1_g1XP_001701422.1glyoxal or galactose oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN50749_c0_g1KXZ50009.1hypothetical protein GPECTOR_18g163 [Gonium pectorale]Gonium_pectorale 56.20 0.00

TRINITY_DN51082_c0_g3PNW85316.1hypothetical protein CHLRE_03g180650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.20 0.00

TRINITY_DN51223_c2_g1GAX80762.1hypothetical protein CEUSTIGMA_g8197.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN51320_c0_g1PSC72714.1IMPACT isoform X1 [Micractinium conductrix]Micractinium_conductrix 56.20 0.00

TRINITY_DN51911_c0_g2GAX82164.1hypothetical protein CEUSTIGMA_g9592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN51997_c1_g2XP_020251742.1DExH-box ATP-dependent RNA helicase DExH3-like [Asparagus officinalis]Asparagus_officinalis 56.20 0.00

TRINITY_DN52287_c2_g1GAX81003.1hypothetical protein CEUSTIGMA_g8438.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN52567_c1_g1GAX78494.1hypothetical protein CEUSTIGMA_g5933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.20 0.00

TRINITY_DN10619_c0_g3XP_013906184.1hypothetical protein MNEG_0778 [Monoraphidium neglectum]Monoraphidium_neglectum 56.10 0.00

TRINITY_DN24581_c0_g1AHB08880.1HD domain-containing protein [Suaeda glauca]Suaeda_glauca 56.10 0.00

TRINITY_DN25757_c0_g3XP_023871258.1lactobacillus shifted protein-like [Quercus suber]Quercus_suber 56.10 0.00

TRINITY_DN32124_c0_g3EFJ19512.1hypothetical protein SELMODRAFT_110788, partial [Selaginella moellendorffii]Selaginella_moellendorffii 56.10 0.00

TRINITY_DN34393_c0_g2OTF97305.1putative ADP-ribosylation factor C1 [Helianthus annuus]Helianthus_annuus 56.10 0.00



TRINITY_DN34485_c0_g6PWA49914.1Nascent polypeptide-associated complex NAC domain-containing protein [Artemisia annua]Artemisia_annua 56.10 0.00

TRINITY_DN34555_c0_g1XP_024383404.1probable enoyl-CoA hydratase, mitochondrial [Physcomitrella patens]Physcomitrella_patens 56.10 0.00

TRINITY_DN35083_c0_g2XP_023878665.1homoisocitrate dehydrogenase, mitochondrial-like [Quercus suber]Quercus_suber 56.10 0.00

TRINITY_DN35905_c0_g3GAX83579.1hypothetical protein CEUSTIGMA_g11004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN38158_c2_g4XP_002951763.1hypothetical protein VOLCADRAFT_92239 [Volvox carteri f. nagariensis]Volvox_carteri 56.10 0.00

TRINITY_DN38550_c0_g7GAX79313.1hypothetical protein CEUSTIGMA_g6754.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN39080_c1_g2GAX81461.1hypothetical protein CEUSTIGMA_g8890.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN39083_c0_g1GAQ81411.1Metallopeptidase M24 family protein [Klebsormidium nitens]Klebsormidium_nitens 56.10 0.00

TRINITY_DN39242_c0_g2GAX78157.1hypothetical protein CEUSTIGMA_g5599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN39579_c0_g2XP_002952375.1hypothetical protein VOLCADRAFT_93070 [Volvox carteri f. nagariensis]Volvox_carteri 56.10 0.00

TRINITY_DN39610_c1_g4XP_011400908.1Calvin cycle protein CP12, chloroplastic [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 56.10 0.00

TRINITY_DN39633_c0_g1KXZ53775.1hypothetical protein GPECTOR_6g693 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN39642_c0_g2GAQ79684.1peroxisomal citrate synthase [Klebsormidium nitens]Klebsormidium_nitens 56.10 0.00

TRINITY_DN40469_c0_g4BAJ93795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.10 0.00

TRINITY_DN40617_c0_g2XP_002951751.1hypothetical protein VOLCADRAFT_105177 [Volvox carteri f. nagariensis]Volvox_carteri 56.10 0.00

TRINITY_DN40782_c0_g2KXZ55138.1hypothetical protein GPECTOR_3g289 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN40882_c0_g2XP_002500109.1predicted protein [Micromonas commoda]Micromonas_commoda 56.10 0.00

TRINITY_DN40948_c1_g2KXZ53139.1hypothetical protein GPECTOR_7g1030 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN41139_c2_g3XP_001689933.1DNA-directed RNA polymerase I subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN41567_c1_g5GAX75591.1hypothetical protein CEUSTIGMA_g3035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN41815_c0_g5XP_020101323.1aspartate aminotransferase, cytoplasmic isoform X1 [Ananas comosus]Ananas_comosus 56.10 0.00

TRINITY_DN41944_c0_g4XP_001692919.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN42840_c0_g1XP_002950158.1hypothetical protein VOLCADRAFT_80923 [Volvox carteri f. nagariensis]Volvox_carteri 56.10 0.00

TRINITY_DN42935_c0_g1KXZ51825.1hypothetical protein GPECTOR_11g265 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN43069_c0_g4PRW57963.1Thioredoxin H-type [Chlorella sorokiniana]Chlorella_sorokiniana 56.10 0.00

TRINITY_DN44188_c0_g1XP_001696611.12-cys peroxiredoxin, chloroplastic [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN44220_c3_g7KXZ44955.1hypothetical protein GPECTOR_60g732 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN44397_c0_g5GAX75066.1hypothetical protein CEUSTIGMA_g2510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN44747_c0_g1XP_024390000.140S ribosomal protein S24-1-like [Physcomitrella patens]Physcomitrella_patens 56.10 0.00

TRINITY_DN44873_c0_g4KXZ51733.1hypothetical protein GPECTOR_11g18 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN45096_c0_g3GAX76258.1hypothetical protein CEUSTIGMA_g3702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN45473_c0_g3XP_001690781.1tRNA (uracil-5-)-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN45522_c0_g1AEF13162.1acyl carrier protein [Haematococcus lacustris]Haematococcus_lacustris 56.10 0.00

TRINITY_DN45988_c0_g4GAX75389.1hypothetical protein CEUSTIGMA_g2833.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN46236_c0_g2GAX83245.1hypothetical protein CEUSTIGMA_g10671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN47818_c0_g1GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN48254_c0_g1PNW79029.1hypothetical protein CHLRE_09g398252v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN48846_c0_g3XP_011401585.1hypothetical protein F751_0292 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 56.10 0.00

TRINITY_DN48905_c0_g2XP_001699091.1thiosulfate sulfurtransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN49307_c1_g3GAX81923.1hypothetical protein CEUSTIGMA_g9351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.10 0.00

TRINITY_DN49448_c0_g3PNW86359.1hypothetical protein CHLRE_02g083400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.10 0.00

TRINITY_DN50357_c0_g1XP_002955180.1hypothetical protein VOLCADRAFT_121395 [Volvox carteri f. nagariensis]Volvox_carteri 56.10 0.00

TRINITY_DN51342_c0_g1BAK02254.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.10 0.00

TRINITY_DN51609_c1_g4PSC73672.1ferredoxin isoform B [Micractinium conductrix]Micractinium_conductrix 56.10 0.00

TRINITY_DN51631_c1_g1GBF99614.1hypothetical protein Rsub_12293 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.10 0.00

TRINITY_DN52011_c2_g1KXZ56762.1hypothetical protein GPECTOR_1g687 [Gonium pectorale]Gonium_pectorale 56.10 0.00

TRINITY_DN15989_c0_g1RWR95274.1Ribosomal protein L22e [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 56.00 0.00

TRINITY_DN17448_c0_g1XP_005645848.1acyl carrier protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.00 0.00

TRINITY_DN1756_c0_g1XP_024399480.1phosphatidylinositol N-acetylglucosaminyltransferase subunit A-like [Physcomitrella patens]Physcomitrella_patens 56.00 0.00

TRINITY_DN18133_c0_g1XP_005648967.1acetyl-CoA synthetase-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 56.00 0.00

TRINITY_DN27328_c0_g2RWR95530.1DNA-directed RNA polymerase III subunit 1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 56.00 0.00

TRINITY_DN28326_c0_g2BAJ94294.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.00 0.00

TRINITY_DN31456_c0_g1XP_017255154.1PREDICTED: L-2-hydroxyglutarate dehydrogenase, mitochondrial [Daucus carota subsp. sativus]Daucus_carota 56.00 0.00

TRINITY_DN32515_c0_g1XP_011093331.1malate dehydrogenase, cytoplasmic [Sesamum indicum]Sesamum_indicum 56.00 0.00

TRINITY_DN33225_c0_g1PNH03558.1Armadillo repeat-containing protein 8 [Tetrabaena socialis]Tetrabaena_socialis 56.00 0.00

TRINITY_DN34785_c0_g3AJQ19483.12-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase [Haematococcus lacustris]Haematococcus_lacustris 56.00 0.00

TRINITY_DN35070_c0_g3OAE20355.1hypothetical protein AXG93_209s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 56.00 0.00

TRINITY_DN37713_c1_g3XP_002951135.1hypothetical protein VOLCADRAFT_117773 [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN38643_c0_g1XP_024398796.11,4-alpha-glucan-branching enzyme, chloroplastic/amyloplastic-like [Physcomitrella patens]Physcomitrella_patens 56.00 0.00

TRINITY_DN38714_c0_g3AGH30310.1nitrate reductase, partial [Chromochloris zofingiensis]Chromochloris_zofingiensis 56.00 0.00

TRINITY_DN38770_c2_g4GBG80885.1hypothetical protein CBR_g31441 [Chara braunii]Chara_braunii 56.00 0.00

TRINITY_DN39006_c0_g1KXZ46788.1hypothetical protein GPECTOR_40g522 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN39207_c0_g2KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN40231_c1_g6PWA73941.1duplicated homeodomain-like superfamily protein [Artemisia annua]Artemisia_annua 56.00 0.00

TRINITY_DN40326_c0_g4GAX76835.1hypothetical protein CEUSTIGMA_g4281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN40975_c1_g3GBF97643.1hypothetical protein Rsub_10519 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.00 0.00



TRINITY_DN41068_c1_g1PNW70744.1hypothetical protein CHLRE_17g732802v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN41329_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 56.00 0.00

TRINITY_DN41488_c0_g3GAX73486.1hypothetical protein CEUSTIGMA_g938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN42020_c1_g1GAX84270.1hypothetical protein CEUSTIGMA_g11693.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN42055_c0_g4BAK05241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.00 0.00

TRINITY_DN42159_c0_g1XP_001702285.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN42201_c0_g3XP_002949108.1hypothetical protein VOLCADRAFT_89485 [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN42651_c0_g7GAX77649.1hypothetical protein CEUSTIGMA_g5092.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN42809_c0_g1GBF87888.1hypothetical protein Rsub_00600 [Raphidocelis subcapitata]Raphidocelis_subcapitata 56.00 0.00

TRINITY_DN42996_c1_g6PNW76497.1hypothetical protein CHLRE_11g467639v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN43005_c2_g5OMO56583.1Small GTPase superfamily, Rab type [Corchorus capsularis]Corchorus_capsularis 56.00 0.00

TRINITY_DN43480_c0_g2GAQ83253.1nucleotide-binding protein [Klebsormidium nitens]Klebsormidium_nitens 56.00 0.00

TRINITY_DN43773_c0_g1XP_002953383.1hypothetical protein VOLCADRAFT_118317 [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN44723_c2_g2KXZ46072.1hypothetical protein GPECTOR_47g347 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN45469_c0_g2GAX81347.1hypothetical protein CEUSTIGMA_g8778.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN45532_c1_g1GAX82607.1hypothetical protein CEUSTIGMA_g10033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN46068_c0_g3GAX83382.1hypothetical protein CEUSTIGMA_g10807.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN46148_c0_g3XP_010100271.1transcription factor MYB3R-1 [Morus notabilis]Morus_notabilis 56.00 0.00

TRINITY_DN46596_c0_g6XP_024194756.1DNA topoisomerase 3-beta isoform X1 [Rosa chinensis]Rosa_chinensis 56.00 0.00

TRINITY_DN47293_c0_g4GAX78979.1hypothetical protein CEUSTIGMA_g6419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0

TRINITY_DN47668_c1_g1XP_002955621.1hypothetical protein VOLCADRAFT_66123 [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN47736_c0_g2GAX72774.1hypothetical protein CEUSTIGMA_g230.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN48014_c0_g1KXZ47303.1hypothetical protein GPECTOR_36g29 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN48441_c1_g2ASQ41643.1lipase [Dunaliella parva]Dunaliella_parva 56.00 0.00

TRINITY_DN48566_c0_g1XP_002950393.1hypothetical protein VOLCADRAFT_60391 [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN48925_c0_g1XP_024399564.1ubiquitin carboxyl-terminal hydrolase 2-like [Physcomitrella patens]Physcomitrella_patens 56.00 0.00

TRINITY_DN48971_c0_g1GAX83230.1hypothetical protein CEUSTIGMA_g10656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN49030_c0_g4XP_001694015.1starch phosphorylase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN49416_c0_g4XP_023901497.1ATP-dependent RNA helicase eIF4A [Quercus suber]Quercus_suber 56.00 0.00

TRINITY_DN49846_c1_g2GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN49942_c0_g1PNW81022.1hypothetical protein CHLRE_07g339554v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN49961_c1_g2RWR75714.1transcription factor-like protein DPB [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 56.00 0.00

TRINITY_DN50526_c0_g3GAX81530.1hypothetical protein CEUSTIGMA_g8958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 56.00 0.00

TRINITY_DN50587_c1_g3GBG92320.1hypothetical protein CBR_g55165 [Chara braunii]Chara_braunii 56.00 0.00

TRINITY_DN51458_c0_g2BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 56.00 0.00

TRINITY_DN51784_c2_g2PNW70426.1hypothetical protein CHLRE_17g719450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 56.00 0.00

TRINITY_DN51785_c1_g1KXZ46596.1hypothetical protein GPECTOR_42g807 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN52173_c1_g3EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 56.00 0.00

TRINITY_DN52605_c1_g1KXZ56181.1hypothetical protein GPECTOR_1g156 [Gonium pectorale]Gonium_pectorale 56.00 0.00

TRINITY_DN53818_c0_g1XP_002947343.120S proteasome alpha subunit F [Volvox carteri f. nagariensis]Volvox_carteri 56.00 0.00

TRINITY_DN7589_c0_g1XP_005849240.1hypothetical protein CHLNCDRAFT_30526 [Chlorella variabilis]Chlorella_variabilis 56.00 0.00

TRINITY_DN25686_c0_g1XP_002440404.1E3 ubiquitin-protein ligase CHIP [Sorghum bicolor]Sorghum_bicolor 55.90 0.00

TRINITY_DN25736_c0_g1XP_005645460.1low-CO2-inducible protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.90 0.00

TRINITY_DN31739_c0_g1PIN08927.1Diphthine synthase [Handroanthus impetiginosus]Handroanthus_impetiginosus 55.90 0.00

TRINITY_DN34115_c0_g1XP_002500580.1KH domain-containing protein [Micromonas commoda]Micromonas_commoda 55.90 0.00

TRINITY_DN34410_c0_g3XP_001692406.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN34776_c0_g17XP_026655932.1probable methionine--tRNA ligase isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 55.90 0.00

TRINITY_DN35479_c0_g1XP_021734584.1E3 ubiquitin-protein ligase RGLG3-like [Chenopodium quinoa]Chenopodium_quinoa 55.90 0.00

TRINITY_DN35745_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 55.90 0.00

TRINITY_DN35787_c0_g2GBF88226.1ATP-dependent zinc metalloprotease FTSH mitochondrial-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.90 0.00

TRINITY_DN36065_c0_g1AEM89276.1actin [Narcissus tazetta subsp. chinensis]Narcissus_tazetta 55.90 0.00

TRINITY_DN36738_c2_g4PSC75833.1glutamine amidotransferase [Micractinium conductrix]Micractinium_conductrix 55.90 0.00

TRINITY_DN36928_c0_g1GAX75886.1hypothetical protein CEUSTIGMA_g3329.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN37186_c3_g2KXZ56277.1hypothetical protein GPECTOR_1g242 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN37395_c0_g3XP_002951616.126S proteasome regulatory complex [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN37771_c0_g3XP_002956631.1hypothetical protein VOLCADRAFT_97657 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN38144_c1_g4PON45161.1ABC transporter [Parasponia andersonii]Parasponia_andersonii 55.90 0.00

TRINITY_DN38868_c0_g2GAX74464.1hypothetical protein CEUSTIGMA_g1913.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN39373_c0_g2XP_002948764.1hypothetical protein VOLCADRAFT_109690 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN39438_c0_g5XP_002956429.1hypothetical protein VOLCADRAFT_107208 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN39855_c0_g3XP_001703227.1SM/Sec1-family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN40229_c0_g1OWM78189.1hypothetical protein CDL15_Pgr015008 [Punica granatum]Punica_granatum 55.90 0.00

TRINITY_DN40868_c0_g1KXZ44880.1hypothetical protein GPECTOR_61g833 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN41565_c0_g2KXZ52591.1hypothetical protein GPECTOR_9g636 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN42372_c0_g4PNH07477.1hypothetical protein TSOC_006069 [Tetrabaena socialis]Tetrabaena_socialis 55.90 0.00

TRINITY_DN42475_c0_g6GAX83638.1hypothetical protein CEUSTIGMA_g11062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00



TRINITY_DN42497_c0_g6XP_024524654.1asparagine synthetase [glutamine-hydrolyzing] 2 [Selaginella moellendorffii]Selaginella_moellendorffii 55.90 0.00

TRINITY_DN43156_c0_g2XP_024388852.1serine/threonine-protein kinase 3-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 55.90 0.00

TRINITY_DN44611_c0_g2KXZ53519.1hypothetical protein GPECTOR_7g969 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN45226_c0_g1XP_013896651.1hypothetical protein MNEG_10332 [Monoraphidium neglectum]Monoraphidium_neglectum 55.90 0.00

TRINITY_DN45706_c0_g1GAQ91236.1hypothetical protein KFL_007490050 [Klebsormidium nitens]Klebsormidium_nitens 55.90 0.00

TRINITY_DN46446_c0_g1XP_002952510.1hypothetical protein VOLCADRAFT_105559 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN46928_c0_g2XP_002946220.1hypothetical protein VOLCADRAFT_102820 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN47183_c0_g2PNW85490.1hypothetical protein CHLRE_03g188950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN47248_c0_g1XP_005649279.1Isochorismatase hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.90 0.00

TRINITY_DN47713_c0_g1GAX78198.1hypothetical protein CEUSTIGMA_g5640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN47794_c1_g2XP_002946542.1hypothetical protein VOLCADRAFT_86600 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN48481_c1_g4KXZ41963.1hypothetical protein GPECTOR_233g536 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN48735_c0_g4GAX84010.1hypothetical protein CEUSTIGMA_g11435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN48964_c0_g2XP_002946018.1hypothetical protein VOLCADRAFT_72245 [Volvox carteri f. nagariensis]Volvox_carteri 55.90 0.00

TRINITY_DN49024_c0_g3GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN49311_c0_g2XP_001690589.1dephospho-CoA kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN49635_c0_g4ADQ00180.1glutathione peroxidase [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 55.90 0.00

TRINITY_DN49929_c0_g2XP_001703105.1DnaJ-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN50488_c0_g1KXZ53290.1hypothetical protein GPECTOR_7g1184 [Gonium pectorale]Gonium_pectorale 55.90 0.00

TRINITY_DN50776_c1_g3XP_001692418.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.90 0.00

TRINITY_DN51253_c1_g1GAX75518.1hypothetical protein CEUSTIGMA_g2961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.90 0.00

TRINITY_DN51270_c1_g7XP_021766149.1ervatamin-C-like [Chenopodium quinoa]Chenopodium_quinoa 55.90 0.00

TRINITY_DN52276_c3_g1PNH03468.1Transmembrane protein [Tetrabaena socialis]Tetrabaena_socialis 55.90 0.00

TRINITY_DN17878_c0_g1PRW33748.1transcription factor bHLH140 [Chlorella sorokiniana]Chlorella_sorokiniana 55.80 0.00

TRINITY_DN21836_c0_g1GAQ79454.1DNA topoisomerase III beta [Klebsormidium nitens]Klebsormidium_nitens 55.80 0.00

TRINITY_DN2266_c0_g1GAQ78364.1hypothetical protein KFL_000120120 [Klebsormidium nitens]Klebsormidium_nitens 55.80 0.00

TRINITY_DN28201_c0_g1XP_004310249.1PREDICTED: E3 ubiquitin-protein ligase ORTHRUS 2-like isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 55.80 0.00

TRINITY_DN30744_c0_g1GAX76991.1hypothetical protein CEUSTIGMA_g4438.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN31689_c0_g1GAX77888.1hypothetical protein CEUSTIGMA_g5330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN33509_c0_g1PIN21317.1Fumarylacetoacetase [Handroanthus impetiginosus]Handroanthus_impetiginosus 55.80 0.00

TRINITY_DN33864_c0_g1BAA25911.1actin [Nannochloris bacillaris]Nannochloris_bacillaris 55.80 0.00

TRINITY_DN36523_c1_g7XP_013906135.1dual-specificity tyrosine-(Y)-phosphorylation regulated kinase [Monoraphidium neglectum]Monoraphidium_neglectum 55.80 0.00

TRINITY_DN37016_c0_g3KMZ71281.1Multidrug resistance protein ABC transporter family [Zostera marina]Zostera_marina 55.80 0.00

TRINITY_DN37031_c0_g1XP_005650790.1pyruvate dehydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.80 0.00

TRINITY_DN37275_c0_g1XP_001699293.1Sec14p-like lipid-binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN37451_c0_g4O65353.1RecName: Full=60S ribosomal protein L5Helianthus_annuus 55.80 0.00

TRINITY_DN37503_c0_g6XP_021736662.1glycerol kinase-like [Chenopodium quinoa]Chenopodium_quinoa 55.80 0.00

TRINITY_DN37728_c0_g3PSC76533.1NAD-dependent deacetylase sirtuin-2 [Micractinium conductrix]Micractinium_conductrix 55.80 0.00

TRINITY_DN37737_c0_g1BAJ97384.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.80 0.00

TRINITY_DN38899_c0_g4GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 55.80 0.00

TRINITY_DN38902_c0_g3GAX74060.1hypothetical protein CEUSTIGMA_g1510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN39200_c1_g1XP_024383402.1protein DJ-1 homolog A-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 55.80 0.00

TRINITY_DN39322_c0_g3XP_002955806.1hypothetical protein VOLCADRAFT_119189 [Volvox carteri f. nagariensis]Volvox_carteri 55.80 0.00

TRINITY_DN39386_c0_g2XP_001698334.1molybdenum cofactor biosynthesis protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN40269_c1_g3XP_002953724.1hypothetical protein VOLCADRAFT_94480 [Volvox carteri f. nagariensis]Volvox_carteri 55.80 0.00

TRINITY_DN40838_c0_g2GAX85090.1hypothetical protein CEUSTIGMA_g12510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN40889_c0_g2PNH10560.1Zinc finger CCCH domain-containing protein 52 [Tetrabaena socialis]Tetrabaena_socialis 55.80 0.00

TRINITY_DN40981_c2_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 55.80 0.00

TRINITY_DN41005_c0_g5GAQ89036.1DNA replication licensing factor MCM7 component [Klebsormidium nitens]Klebsormidium_nitens 55.80 0.00

TRINITY_DN41097_c0_g3GAX79978.1hypothetical protein CEUSTIGMA_g7417.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN43673_c1_g8XP_024396391.1AP-1 complex subunit gamma-2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 55.80 0.00

TRINITY_DN44210_c0_g2PRW58557.1flagellar associated [Chlorella sorokiniana]Chlorella_sorokiniana 55.80 0.00

TRINITY_DN45012_c0_g4XP_019159749.1PREDICTED: THO complex subunit 4A-like [Ipomoea nil]Ipomoea_nil 55.80 0.00

TRINITY_DN45261_c0_g1CAN62678.1hypothetical protein VITISV_012000 [Vitis vinifera]Vitis_vinifera 55.80 0.00

TRINITY_DN45347_c1_g1GAX84556.1hypothetical protein CEUSTIGMA_g11977.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN45574_c1_g4PNW78902.1hypothetical protein CHLRE_09g393913v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN45839_c0_g5XP_011395871.1Desiccation-related protein PCC13-62 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.80 0.00

TRINITY_DN46039_c0_g4GAX77094.1hypothetical protein CEUSTIGMA_g4540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN46123_c0_g2XP_001421175.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 55.80 0.00

TRINITY_DN46949_c1_g1XP_001698399.1NADH:ubiquinone oxidoreductase 8 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN47313_c0_g2XP_019185749.1PREDICTED: protein ecdysoneless homolog [Ipomoea nil]Ipomoea_nil 55.80 0.00

TRINITY_DN47959_c1_g1PNW82606.1hypothetical protein CHLRE_06g285850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN48007_c1_g1XP_001692598.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN48030_c0_g1XP_001692390.1ferrochelatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN48451_c1_g1XP_008663347.1cyclin-dependent kinase G-2-like isoform X1 [Zea mays]Zea_mays 55.80 0.00

TRINITY_DN48505_c0_g5XP_013890596.1hypothetical protein MNEG_16388, partial [Monoraphidium neglectum]Monoraphidium_neglectum 55.80 0.00



TRINITY_DN48721_c0_g1GAX82651.1hypothetical protein CEUSTIGMA_g10077.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN48809_c0_g1XP_002949829.13'5'-cyclic nucleotide phosphodiesterase [Volvox carteri f. nagariensis]Volvox_carteri 55.80 0.00

TRINITY_DN48884_c0_g6XP_009391268.1PREDICTED: mitochondrial pyruvate carrier 1 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 55.80 0.00

TRINITY_DN49113_c0_g3XP_002949562.1hypothetical protein VOLCADRAFT_89940 [Volvox carteri f. nagariensis]Volvox_carteri 55.80 0.00

TRINITY_DN49406_c0_g1XP_001699055.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN49469_c0_g1XP_001700744.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.80 0.00

TRINITY_DN49703_c0_g3KXZ51478.1hypothetical protein GPECTOR_12g441 [Gonium pectorale]Gonium_pectorale 55.80 0.00

TRINITY_DN49748_c0_g5GAX74915.1hypothetical protein CEUSTIGMA_g2361.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN50577_c1_g3BAJ98473.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.80 0.00

TRINITY_DN50757_c0_g5GAX74903.1hypothetical protein CEUSTIGMA_g2349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.80 0.00

TRINITY_DN51228_c1_g1KXZ50750.1hypothetical protein GPECTOR_15g435 [Gonium pectorale]Gonium_pectorale 55.80 0.00

TRINITY_DN52418_c1_g1XP_019254288.1PREDICTED: actin-100-like isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 55.80 0.00

TRINITY_DN53180_c0_g1XP_010250977.1PREDICTED: proteasome subunit beta type-7-A-like [Nelumbo nucifera]Nelumbo_nucifera 55.80 0.00

TRINITY_DN15626_c0_g1BAJ92600.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.70 0.00

TRINITY_DN19695_c0_g2XP_002263976.1PREDICTED: autophagy-related protein 18a [Vitis vinifera]Vitis_vinifera 55.70 0.00

TRINITY_DN19707_c0_g2GBF90518.1hypothetical protein Rsub_03514 [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.70 0.00

TRINITY_DN30806_c0_g1RMZ56986.1hypothetical protein APUTEX25_005048, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.70 0.00

TRINITY_DN32752_c0_g1XP_023734296.1actin-7-like [Lactuca sativa]Lactuca_sativa 55.70 0.00

TRINITY_DN32817_c0_g3XP_009388638.1PREDICTED: 60S ribosomal protein L35-like [Musa acuminata subsp. malaccensis]Musa_acuminata 55.70 0.00

TRINITY_DN34532_c0_g8GBG63616.1hypothetical protein CBR_g38927 [Chara braunii]Chara_braunii 55.70 0.00

TRINITY_DN34541_c0_g2XP_007160396.1hypothetical protein PHAVU_002G318400g [Phaseolus vulgaris]Phaseolus_vulgaris 55.70 0.00

TRINITY_DN34738_c0_g1EEC78702.1hypothetical protein OsI_18862 [Oryza sativa Indica Group]Oryza_sativa 55.70 0.00

TRINITY_DN34893_c0_g1GBF98458.1hypothetical protein Rsub_11103 [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.70 0.00

TRINITY_DN35445_c0_g2GAQ79787.1hypothetical protein KFL_000380210 [Klebsormidium nitens]Klebsormidium_nitens 55.70 0.00

TRINITY_DN36133_c1_g3GAX81580.1hypothetical protein CEUSTIGMA_g9008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN36163_c0_g8XP_010441488.1PREDICTED: ras-related protein RABD2b [Camelina sativa]Camelina_sativa 55.70 0.00

TRINITY_DN36343_c1_g5GAX74887.1hypothetical protein CEUSTIGMA_g2333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN36403_c1_g13RYR02552.1hypothetical protein Ahy_B06g081346 isoform B [Arachis hypogaea]Arachis_hypogaea 55.70 0.00

TRINITY_DN36688_c1_g4PTQ33037.1hypothetical protein MARPO_0092s0011 [Marchantia polymorpha]Marchantia_polymorpha 55.70 0.00

TRINITY_DN38605_c0_g3KZV15344.1hypothetical protein F511_25212 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 55.70 0.00

TRINITY_DN38632_c0_g6GAQ84038.1Anaphase promoting complex Cdc20 subunits [Klebsormidium nitens]Klebsormidium_nitens 55.70 0.00

TRINITY_DN39027_c0_g2KXZ54933.1hypothetical protein GPECTOR_3g103 [Gonium pectorale]Gonium_pectorale 55.70 0.00

TRINITY_DN39139_c0_g4XP_003618381.2alpha-mannosidase 2 [Medicago truncatula]Medicago_truncatula 55.70 0.00

TRINITY_DN39348_c0_g3XP_005651733.1trypsin-like serine protease [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.70 0.00

TRINITY_DN39375_c0_g3XP_006842340.1chaperone protein dnaJ 15 [Amborella trichopoda]Amborella_trichopoda 55.70 0.00

TRINITY_DN39635_c0_g1GAX85659.1hypothetical protein CEUSTIGMA_g13074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN40332_c0_g1PON48368.1hypothetical protein PanWU01x14_237630 [Parasponia andersonii]Parasponia_andersonii 55.70 0.00

TRINITY_DN40785_c0_g1KXZ49505.1hypothetical protein GPECTOR_21g731 [Gonium pectorale]Gonium_pectorale 55.70 0.00

TRINITY_DN42063_c0_g3XP_001699097.1dihydroxyacetone kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN42156_c0_g3XP_006436020.1ubiquitin-conjugating enzyme E2 7 [Citrus clementina]Citrus_clementina 55.70 0.00

TRINITY_DN42211_c0_g1XP_002950430.1hypothetical protein VOLCADRAFT_90800 [Volvox carteri f. nagariensis]Volvox_carteri 55.70 0.00

TRINITY_DN42244_c0_g2XP_001697012.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN43379_c0_g1XP_002946364.1hypothetical protein VOLCADRAFT_55911 [Volvox carteri f. nagariensis]Volvox_carteri 55.70 0.00

TRINITY_DN43508_c0_g1PNH02787.1Ankycorbin [Tetrabaena socialis]Tetrabaena_socialis 55.70 0.00

TRINITY_DN43871_c1_g4GAX72572.1hypothetical protein CEUSTIGMA_g28.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN44198_c1_g1GAX74782.1hypothetical protein CEUSTIGMA_g2229.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN44261_c0_g3PNH01094.1Ankyrin repeat, PH and SEC7 domain containing protein secG [Tetrabaena socialis]Tetrabaena_socialis 55.70 0.00

TRINITY_DN44721_c1_g1PNW80087.1hypothetical protein CHLRE_08g377300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN44932_c1_g2GAX84646.1hypothetical protein CEUSTIGMA_g12067.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN45236_c1_g2XP_001689962.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN45271_c0_g2GAX75800.1hypothetical protein CEUSTIGMA_g3243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN45275_c0_g2OUS44644.15-aminolevulinic acid synthase [Ostreococcus tauri]Ostreococcus_tauri 55.70 0.00

TRINITY_DN45379_c0_g3GAX73783.1hypothetical protein CEUSTIGMA_g1234.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN45429_c0_g1GAX80782.1hypothetical protein CEUSTIGMA_g8218.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN45597_c0_g4AFK42952.1unknown [Lotus japonicus]Lotus_japonicus 55.70 0.00

TRINITY_DN45614_c0_g1GAX73815.1hypothetical protein CEUSTIGMA_g1266.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN45951_c0_g1GAX79260.1hypothetical protein CEUSTIGMA_g6700.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN46257_c0_g2GAX78605.1hypothetical protein CEUSTIGMA_g6044.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN46836_c1_g1PNH11898.1Patatin-like phospholipase domain-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 55.70 0.00

TRINITY_DN47340_c0_g4PNH06305.1Omega-3 fatty acid desaturase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 55.70 0.00

TRINITY_DN47513_c0_g4XP_001692474.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN48248_c0_g5XP_017224346.1PREDICTED: ras-related protein RABD2a [Daucus carota subsp. sativus]Daucus_carota 55.70 0.00

TRINITY_DN50458_c1_g3PRW55925.1translation initiation factor fusion with methylthioribose kinase [Chlorella sorokiniana]Chlorella_sorokiniana 55.70 0.00

TRINITY_DN50824_c0_g2PNW88956.1hypothetical protein CHLRE_01g051950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN51644_c0_g4XP_007509027.1ABC transporter C family protein [Bathycoccus prasinos]Bathycoccus_prasinos 55.70 0.00

TRINITY_DN51969_c2_g1KXZ47900.1hypothetical protein GPECTOR_32g513 [Gonium pectorale]Gonium_pectorale 55.70 0.00



TRINITY_DN52180_c1_g1PNW81055.1hypothetical protein CHLRE_07g342920v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.70 0.00

TRINITY_DN52465_c0_g2GAX80439.1hypothetical protein CEUSTIGMA_g7878.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN52593_c1_g1GAX76918.1hypothetical protein CEUSTIGMA_g4364.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.70 0.00

TRINITY_DN1623_c0_g1XP_010272160.1PREDICTED: phospholipid-transporting ATPase 3-like [Nelumbo nucifera]Nelumbo_nucifera 55.60 0.00

TRINITY_DN2262_c0_g1GAQ84171.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN23447_c0_g1PKI40656.1hypothetical protein CRG98_038911 [Punica granatum]Punica_granatum 55.60 0.00

TRINITY_DN24007_c0_g1BAJ96688.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.60 0.00

TRINITY_DN25974_c0_g1XP_003059075.1dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 55.60 0.00

TRINITY_DN31423_c0_g2GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN31573_c0_g1XP_005650343.1sterol delta-7 reductase DWF5 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.60 0.00

TRINITY_DN31908_c0_g3GAQ91618.1alpha-1,3-glucosyltransferase [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN33082_c0_g1XP_002954903.1hypothetical protein VOLCADRAFT_82992 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN33227_c0_g1XP_019087055.1PREDICTED: protein BOBBER 1 [Camelina sativa]Camelina_sativa 55.60 0.00

TRINITY_DN33945_c0_g1XP_021747545.1tRNA-dihydrouridine(20) synthase [NAD(P)+]-like [Chenopodium quinoa]Chenopodium_quinoa 55.60 0.00

TRINITY_DN36081_c1_g6GAQ79025.1Regulatory protein MLP and related LIM proteins [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN36177_c0_g3XP_022017851.1ABC transporter A family member 2-like [Helianthus annuus]Helianthus_annuus 55.60 0.00

TRINITY_DN3617_c0_g1XP_002508862.1predicted protein [Micromonas commoda]Micromonas_commoda 55.60 0.00

TRINITY_DN36248_c1_g4GAQ91153.1hypothetical protein KFL_007350025 [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN36864_c0_g5OTG33006.1putative immunoglobulin-like fold, Immunoglobulin E-set [Helianthus annuus]Helianthus_annuus 55.60 0.00

TRINITY_DN37029_c0_g2OWM74552.1hypothetical protein CDL15_Pgr005131 [Punica granatum]Punica_granatum 55.60 0.00

TRINITY_DN37193_c0_g8XP_006838450.1ras-related protein RABH1b [Amborella trichopoda]Amborella_trichopoda 55.60 0.00

TRINITY_DN37335_c0_g5XP_002505241.1glycosyltransferase family 35 protein [Micromonas commoda]Micromonas_commoda 55.60 0.00

TRINITY_DN37612_c0_g4XP_002952334.1hypothetical protein VOLCADRAFT_105471 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN37792_c0_g13KZV54876.1wall-associated kinase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 55.60 0.00

TRINITY_DN37902_c0_g1XP_002947976.1hypothetical protein VOLCADRAFT_57773 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN38800_c0_g2GAX79863.1hypothetical protein CEUSTIGMA_g7303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN39052_c0_g2PIA46551.1hypothetical protein AQUCO_01500238v1 [Aquilegia coerulea]Aquilegia_coerulea 55.60 0.00

TRINITY_DN39385_c0_g1XP_001700291.1mitogen-activated protein kinase 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN40156_c2_g3GAX74379.1hypothetical protein CEUSTIGMA_g1827.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN40260_c1_g2PNW77428.1hypothetical protein CHLRE_10g436100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN40473_c0_g5KXZ53401.1hypothetical protein GPECTOR_7g1297 [Gonium pectorale]Gonium_pectorale 55.60 0.00

TRINITY_DN41084_c0_g1GAX77908.1hypothetical protein CEUSTIGMA_g5350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN41165_c0_g3PNH09476.1Purple acid phosphatase 15 [Tetrabaena socialis]Tetrabaena_socialis 55.60 0.00

TRINITY_DN41236_c0_g2KXZ48414.1hypothetical protein GPECTOR_28g821 [Gonium pectorale]Gonium_pectorale 55.60 0.00

TRINITY_DN41281_c0_g1PNH07661.1Serine/threonine-protein kinase DCLK1 [Tetrabaena socialis]Tetrabaena_socialis 55.60 0.00

TRINITY_DN41417_c1_g9XP_005645160.1proteasome-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.60 0.00

TRINITY_DN41499_c0_g6XP_002954288.1hypothetical protein VOLCADRAFT_95056 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN41631_c1_g3GAX84660.1hypothetical protein CEUSTIGMA_g12081.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN41782_c0_g2PNW79691.1hypothetical protein CHLRE_08g363200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN41794_c0_g1PNW74811.1hypothetical protein CHLRE_12g508853v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN42037_c1_g2KXZ45439.1hypothetical protein GPECTOR_54g179 [Gonium pectorale]Gonium_pectorale 55.60 0.00

TRINITY_DN42613_c0_g2XP_023874577.1ribose-phosphate pyrophosphokinase 2-like [Quercus suber]Quercus_suber 55.60 0.00

TRINITY_DN42737_c0_g1XP_001696175.126S proteasome regulatory subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN43423_c0_g4GAX79801.1hypothetical protein CEUSTIGMA_g7241.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN43569_c0_g2KXZ54104.1hypothetical protein GPECTOR_5g207 [Gonium pectorale]Gonium_pectorale 55.60 0.00

TRINITY_DN43674_c0_g5PNW81569.1hypothetical protein CHLRE_06g252100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN44169_c0_g2PNH05351.1hypothetical protein TSOC_008393 [Tetrabaena socialis]Tetrabaena_socialis 55.60 0.00

TRINITY_DN44525_c0_g1PRQ55656.1putative nucleotidyltransferase, Ribonuclease H [Rosa chinensis]Rosa_chinensis 55.60 0.00

TRINITY_DN44661_c1_g2PNH08069.1hypothetical protein TSOC_005422, partial [Tetrabaena socialis]Tetrabaena_socialis 55.60 0.00

TRINITY_DN44685_c1_g1GAX73793.1hypothetical protein CEUSTIGMA_g1244.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN44774_c1_g7RWR84593.1actin [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 55.60 0.00

TRINITY_DN44861_c0_g2GAX74929.1hypothetical protein CEUSTIGMA_g2375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN44987_c0_g3GAX80960.1hypothetical protein CEUSTIGMA_g8395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN45887_c0_g1XP_020218695.1DExH-box ATP-dependent RNA helicase DExH9 isoform X1 [Cajanus cajan]Cajanus_cajan 55.60 0.00

TRINITY_DN45926_c1_g2GAX81533.1hypothetical protein CEUSTIGMA_g8961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN46194_c0_g2XP_001692995.1translocase of outer mitochondrial membrane [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN46252_c1_g7GAX81441.1hypothetical protein CEUSTIGMA_g8871.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN46269_c0_g4XP_003057858.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 55.60 0.00

TRINITY_DN46537_c0_g6KXZ54517.1hypothetical protein GPECTOR_4g582 [Gonium pectorale]Gonium_pectorale 55.60 0.00

TRINITY_DN46592_c0_g2XP_001696393.1transcription factor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN46914_c0_g5GBG91680.1hypothetical protein CBR_g53494 [Chara braunii]Chara_braunii 55.60 0.00

TRINITY_DN47160_c3_g5XP_004515043.1serine carboxypeptidase-like 20 [Cicer arietinum]Cicer_arietinum 55.60 0.00

TRINITY_DN47288_c2_g1EOY26390.1Uncharacterized protein TCM_027940 [Theobroma cacao]Theobroma_cacao 55.60 0.00

TRINITY_DN47342_c0_g2XP_002955311.1hypothetical protein VOLCADRAFT_96261 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN47444_c0_g3XP_002953214.1hypothetical protein VOLCADRAFT_93914 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN47574_c0_g5XP_003056182.1thioredoxin-disufide reductase [Micromonas pusilla CCMP1545]Micromonas_pusilla 55.60 0.00



TRINITY_DN47806_c1_g2XP_006410515.1DEAD-box ATP-dependent RNA helicase 21 [Eutrema salsugineum]Eutrema_salsugineum 55.60 0.00

TRINITY_DN48435_c0_g3GAX83903.1hypothetical protein CEUSTIGMA_g11327.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN48829_c0_g7KDO40390.1hypothetical protein CISIN_1g0383932mg, partial [Citrus sinensis]Citrus_sinensis 55.60 0.00

TRINITY_DN48927_c0_g1XP_002951814.1hypothetical protein VOLCADRAFT_121012 [Volvox carteri f. nagariensis]Volvox_carteri 55.60 0.00

TRINITY_DN48931_c2_g2PSC75814.1BRCA1-associated [Micractinium conductrix]Micractinium_conductrix 55.60 0.00

TRINITY_DN49024_c0_g1ABF94958.1retrotransposon protein, putative, Ty1-copia subclass [Oryza sativa Japonica Group]Oryza_sativa 55.60 0.00

TRINITY_DN49219_c0_g2XP_001698784.1SM/Sec1-family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN49453_c0_g3GAX81380.1hypothetical protein CEUSTIGMA_g8811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN50608_c0_g3PNH04976.1hypothetical protein TSOC_008815 [Tetrabaena socialis]Tetrabaena_socialis 55.60 0.00

TRINITY_DN50832_c0_g2GAX84704.1hypothetical protein CEUSTIGMA_g12126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0.00

TRINITY_DN51526_c1_g1PNW76824.1hypothetical protein CHLRE_11g477850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.60 0.00

TRINITY_DN52132_c0_g3GAX75317.1hypothetical protein CEUSTIGMA_g2762.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.60 0

TRINITY_DN6471_c0_g1GAQ77600.1haloacid dehalogenase-like hydrolase superfamily hydrolase [Klebsormidium nitens]Klebsormidium_nitens 55.60 0.00

TRINITY_DN28036_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.50 0.00

TRINITY_DN34046_c0_g1XP_002963820.1ribulose-phosphate 3-epimerase, cytoplasmic isoform isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 55.50 0.00

TRINITY_DN35240_c0_g3XP_023771457.1S-formylglutathione hydrolase [Lactuca sativa]Lactuca_sativa 55.50 0.00

TRINITY_DN36509_c1_g4AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN37828_c1_g6BAU61586.1eukaryotic elongation factor, selenocysteine-tRNA-specific [Gonium pectorale]Gonium_pectorale 55.50 0.00

TRINITY_DN38612_c0_g3GAX81071.1hypothetical protein CEUSTIGMA_g8506.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN38704_c0_g5OAE23986.1hypothetical protein AXG93_4625s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 55.50 0.00

TRINITY_DN39153_c0_g1PNH04836.1LL-diaminopimelate aminotransferase [Tetrabaena socialis]Tetrabaena_socialis 55.50 0.00

TRINITY_DN40001_c0_g2PNH11051.1hypothetical protein TSOC_002124 [Tetrabaena socialis]Tetrabaena_socialis 55.50 0.00

TRINITY_DN40233_c1_g2KXZ45349.1hypothetical protein GPECTOR_56g446 [Gonium pectorale]Gonium_pectorale 55.50 0.00

TRINITY_DN40776_c0_g2XP_001690895.1maltose exporter-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN41133_c1_g3GAX77572.1hypothetical protein CEUSTIGMA_g5016.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN41404_c0_g1GAX79487.1hypothetical protein CEUSTIGMA_g6928.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN42555_c2_g5KXZ55621.1hypothetical protein GPECTOR_2g1171 [Gonium pectorale]Gonium_pectorale 55.50 0.00

TRINITY_DN42839_c0_g2PNW72225.1hypothetical protein CHLRE_16g676900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN43226_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 55.50 0.00

TRINITY_DN43806_c0_g3RMZ55635.1hypothetical protein APUTEX25_000218, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.50 0.00

TRINITY_DN45503_c0_g3GAX74452.1hypothetical protein CEUSTIGMA_g1901.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN46660_c2_g1GAX82408.1hypothetical protein CEUSTIGMA_g9836.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN47440_c1_g4XP_005649825.1hypothetical protein COCSUDRAFT_40577 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.50 0.00

TRINITY_DN48699_c0_g4XP_022869789.1E3 ubiquitin-protein ligase RGLG1-like [Olea europaea var. sylvestris]Olea_europaea 55.50 0.00

TRINITY_DN49655_c0_g9XP_002455160.2acyl-coenzyme A oxidase 4, peroxisomal [Sorghum bicolor]Sorghum_bicolor 55.50 0.00

TRINITY_DN49872_c1_g1GAX86111.1hypothetical protein CEUSTIGMA_g13523.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN51012_c0_g1XP_001701378.13-phosphoinoside dependent protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN51488_c0_g1GAX83832.1hypothetical protein CEUSTIGMA_g11256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN51562_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 55.50 0.00

TRINITY_DN51699_c0_g1PNW77238.1hypothetical protein CHLRE_10g428150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN51705_c0_g2GAQ90311.120S proteasome regulatory subunit beta protein [Klebsormidium nitens]Klebsormidium_nitens 55.50 0.00

TRINITY_DN51984_c0_g1XP_001690493.1voltage-gated Ca2+ channel, alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.50 0.00

TRINITY_DN52551_c2_g1GAX80439.1hypothetical protein CEUSTIGMA_g7878.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.50 0.00

TRINITY_DN9400_c0_g1O65084.1RecName: Full=Proteasome subunit beta type-3; AltName: Full=20S proteasome alpha subunit C; AltName: Full=20S proteasome subunit beta-3Picea_mariana 55.50 0.00

TRINITY_DN22606_c0_g2XP_027331169.1eukaryotic translation initiation factor 2 subunit beta-like [Abrus precatorius]Abrus_precatorius 55.40 0.00

TRINITY_DN32263_c0_g1XP_023872808.1probable choline-phosphate cytidylyltransferase [Quercus suber]Quercus_suber 55.40 0.00

TRINITY_DN32630_c0_g1GAQ83476.1ubiquinone biosynthesis methyltransferase [Klebsormidium nitens]Klebsormidium_nitens 55.40 0.00

TRINITY_DN33056_c0_g1GAQ87137.1Ribonuclease H [Klebsormidium nitens]Klebsormidium_nitens 55.40 0.00

TRINITY_DN34539_c2_g11AIU49438.1translation initiation factor 2, partial [Schrenkiella parvula]Schrenkiella_parvula 55.40 0.00

TRINITY_DN35096_c1_g11PSC74966.160S ribosomal L27a-3 [Micractinium conductrix]Micractinium_conductrix 55.40 0.00

TRINITY_DN35096_c1_g2BAJ89237.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.40 0.00

TRINITY_DN35351_c0_g9GAX75024.1hypothetical protein CEUSTIGMA_g2470.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN36038_c0_g6XP_005651778.1AAA-ATPase of VPS4/SKD1 family [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.40 0.00

TRINITY_DN36390_c0_g4PRW57584.1coatomer subunit beta -1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 55.40 0.00

TRINITY_DN36407_c0_g5KXZ41777.1hypothetical protein GPECTOR_287g768 [Gonium pectorale]Gonium_pectorale 55.40 0.00

TRINITY_DN36458_c0_g2GAX79540.1hypothetical protein CEUSTIGMA_g6981.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN37403_c0_g3ADI46920.1MTM0417 [Volvox carteri f. nagariensis]Volvox_carteri 55.40 0.00

TRINITY_DN37435_c1_g3PNH05207.1Protein DEK [Tetrabaena socialis]Tetrabaena_socialis 55.40 0.00

TRINITY_DN37945_c0_g2RVW75945.1Nucleolar and coiled-body phosphoprotein 1 [Vitis vinifera]Vitis_vinifera 55.40 0.00

TRINITY_DN38034_c0_g1XP_002946190.1hypothetical protein VOLCADRAFT_115779 [Volvox carteri f. nagariensis]Volvox_carteri 55.40 0.00

TRINITY_DN38190_c0_g2KHN28077.1Serine/threonine-protein kinase svkA [Glycine soja]Glycine_soja 55.40 0.00

TRINITY_DN38799_c0_g3XP_007509729.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 55.40 0.00

TRINITY_DN39553_c0_g6VDD13480.1unnamed protein product, partial [Brassica oleracea]Brassica_oleracea 55.40 0.00

TRINITY_DN39787_c0_g1PNW74124.1hypothetical protein CHLRE_13g586350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00

TRINITY_DN40114_c0_g7XP_023889181.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 55.40 0.00

TRINITY_DN40883_c0_g4PNW86207.1hypothetical protein CHLRE_02g077150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00



TRINITY_DN41193_c0_g1XP_024363154.1exonuclease 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 55.40 0.00

TRINITY_DN41420_c2_g3KXZ46265.1hypothetical protein GPECTOR_45g135 [Gonium pectorale]Gonium_pectorale 55.40 0.00

TRINITY_DN41435_c0_g3XP_001701253.1sulfite oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00

TRINITY_DN41646_c0_g4KXZ47025.1hypothetical protein GPECTOR_38g262 [Gonium pectorale]Gonium_pectorale 55.40 0.00

TRINITY_DN41977_c0_g1XP_001421094.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 55.40 0.00

TRINITY_DN42304_c0_g2XP_009615553.1PREDICTED: ubiquitin-conjugating enzyme E2 27 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 55.40 0.00

TRINITY_DN42719_c0_g8PSR93452.1Cleavage and polyadenylation specificity factor subunit like [Actinidia chinensis var. chinensis]Actinidia_chinensis 55.40 0.00

TRINITY_DN42914_c0_g6XP_014617665.1hydroxymethylglutaryl-CoA synthase [Glycine max]Glycine_max 55.40 0.00

TRINITY_DN43140_c0_g6XP_011078226.1ATP-dependent 6-phosphofructokinase 6 [Sesamum indicum]Sesamum_indicum 55.40 0.00

TRINITY_DN43317_c0_g2OAE24734.1hypothetical protein AXG93_2016s1390 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 55.40 0.00

TRINITY_DN43322_c0_g2PNH01463.1hypothetical protein TSOC_012647, partial [Tetrabaena socialis]Tetrabaena_socialis 55.40 0.00

TRINITY_DN43747_c1_g1XP_013895089.12-oxodicarboxylate carrier 2 [Monoraphidium neglectum]Monoraphidium_neglectum 55.40 0.00

TRINITY_DN43748_c0_g4XP_009804609.1PREDICTED: probable dimethyladenosine transferase [Nicotiana sylvestris]Nicotiana_sylvestris 55.40 0.00

TRINITY_DN43944_c2_g5XP_004305767.1PREDICTED: ABC transporter B family member 19-like [Fragaria vesca subsp. vesca]Fragaria_vesca 55.40 0.00

TRINITY_DN44727_c0_g5XP_001698462.1DNA damage-sensing protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00

TRINITY_DN45121_c0_g1PRW57084.1N-alpha-acetyltransferase auxiliary subunit [Chlorella sorokiniana]Chlorella_sorokiniana 55.40 0.00

TRINITY_DN45608_c1_g5XP_013906761.1hypothetical protein MNEG_0211 [Monoraphidium neglectum]Monoraphidium_neglectum 55.40 0.00

TRINITY_DN45629_c0_g2GAX78187.1hypothetical protein CEUSTIGMA_g5629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN45895_c1_g2PRQ29587.1putative xenobiotic-transporting ATPase [Rosa chinensis]Rosa_chinensis 55.40 0.00

TRINITY_DN46096_c0_g2AHA15363.1isopentenyl diphosphate isomerase type 2 [Taraxacum kok-saghyz]Taraxacum_kok-saghyz 55.40 0.00

TRINITY_DN46932_c0_g1GAX75306.1hypothetical protein CEUSTIGMA_g2751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN48203_c1_g3XP_001694942.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00

TRINITY_DN48270_c0_g3GAX81218.1hypothetical protein CEUSTIGMA_g8650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN48370_c0_g3PRW44365.1DNA repair endonuclease UVH1 [Chlorella sorokiniana]Chlorella_sorokiniana 55.40 0.00

TRINITY_DN48606_c1_g4KXZ52128.1ARPC4 protein [Gonium pectorale]Gonium_pectorale 55.40 0.00

TRINITY_DN49254_c1_g1PNH02301.1hypothetical protein TSOC_011732 [Tetrabaena socialis]Tetrabaena_socialis 55.40 0.00

TRINITY_DN50010_c0_g4XP_021982835.1calcium-dependent protein kinase 11-like [Helianthus annuus]Helianthus_annuus 55.40 0.00

TRINITY_DN50017_c0_g4GAX83876.1hypothetical protein CEUSTIGMA_g11301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN50473_c0_g1KXZ51468.1hypothetical protein GPECTOR_12g431 [Gonium pectorale]Gonium_pectorale 55.40 0.00

TRINITY_DN50964_c0_g6KVH90342.1Histone-fold [Cynara cardunculus var. scolymus]Cynara_cardunculus 55.40 0.00

TRINITY_DN51046_c0_g2GAX76584.1hypothetical protein CEUSTIGMA_g4030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN51060_c0_g2XP_001696393.1transcription factor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.40 0.00

TRINITY_DN51148_c0_g3XP_002946450.1hypothetical protein VOLCADRAFT_86748 [Volvox carteri f. nagariensis]Volvox_carteri 55.40 0.00

TRINITY_DN51802_c0_g1GAX77883.1hypothetical protein CEUSTIGMA_g5325.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.40 0.00

TRINITY_DN51861_c0_g7GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 55.40 0.00

TRINITY_DN26705_c0_g1XP_023871825.1calcineurin subunit B [Quercus suber]Quercus_suber 55.30 0.00

TRINITY_DN28098_c0_g2XP_024364210.1putative endo-1,3(4)-beta-glucanase 2 [Physcomitrella patens]Physcomitrella_patens 55.30 0.00

TRINITY_DN28359_c0_g1PNR29562.1hypothetical protein PHYPA_028256, partial [Physcomitrella patens]Physcomitrella_patens 55.30 0.00

TRINITY_DN29690_c0_g1GAX74920.1hypothetical protein CEUSTIGMA_g2366.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN30165_c0_g1OAE30855.1hypothetical protein AXG93_2615s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 55.30 0.00

TRINITY_DN31034_c0_g1XP_019458904.1PREDICTED: putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 2 isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 55.30 0.00

TRINITY_DN32549_c1_g1XP_010251079.1PREDICTED: glycine-rich RNA-binding protein 3, mitochondrial [Nelumbo nucifera]Nelumbo_nucifera 55.30 0.00

TRINITY_DN33062_c0_g1XP_021593558.139S ribosomal protein L47, mitochondrial-like [Manihot esculenta]Manihot_esculenta 55.30 0.00

TRINITY_DN33882_c0_g1XP_001421099.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 55.30 0.00

TRINITY_DN34775_c0_g1OAE31024.1hypothetical protein AXG93_1502s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 55.30 0.00

TRINITY_DN37871_c0_g4XP_001693932.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.30 0.00

TRINITY_DN38040_c0_g10GAX84117.1hypothetical protein CEUSTIGMA_g11540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN39610_c1_g7P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 55.30 0.00

TRINITY_DN39886_c0_g5KXZ50602.1hypothetical protein GPECTOR_15g285 [Gonium pectorale]Gonium_pectorale 55.30 0.00

TRINITY_DN40059_c0_g4GAX83154.1hypothetical protein CEUSTIGMA_g10580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN40367_c0_g2KXZ44735.1hypothetical protein GPECTOR_63g60 [Gonium pectorale]Gonium_pectorale 55.30 0.00

TRINITY_DN40386_c0_g2ERN10593.1hypothetical protein AMTR_s00028p00129850 [Amborella trichopoda]Amborella_trichopoda 55.30 0.00

TRINITY_DN40543_c0_g2PRW60623.1ATPase ASNA1-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 55.30 0.00

TRINITY_DN40852_c1_g2XP_005646619.1pre-rRNA processing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.30 0.00

TRINITY_DN41457_c0_g2RMZ53138.1hypothetical protein APUTEX25_005127, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.30 0.00

TRINITY_DN41590_c0_g6GBG58961.1hypothetical protein CBR_g24311 [Chara braunii]Chara_braunii 55.30 0.00

TRINITY_DN41769_c0_g1XP_002946745.1hypothetical protein VOLCADRAFT_56293 [Volvox carteri f. nagariensis]Volvox_carteri 55.30 0.00

TRINITY_DN42416_c0_g9PNW88419.1hypothetical protein CHLRE_01g028550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.30 0.00

TRINITY_DN42811_c0_g2XP_023870737.1glucose-6-phosphate isomerase-like [Quercus suber]Quercus_suber 55.30 0.00

TRINITY_DN43030_c0_g4GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 55.30 0.00

TRINITY_DN43052_c0_g1GBF88705.1hypothetical protein Rsub_01604 [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.30 0.00

TRINITY_DN45089_c0_g1XP_004965963.1GTP-binding nuclear protein Ran-3 [Setaria italica]Setaria_italica 55.30 0.00

TRINITY_DN45578_c1_g4XP_020686085.1DNA replication licensing factor MCM2 [Dendrobium catenatum]Dendrobium_catenatum 55.30 0.00

TRINITY_DN45656_c0_g1XP_001694229.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.30 0.00

TRINITY_DN46051_c0_g2GAX75294.1hypothetical protein CEUSTIGMA_g2739.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN46317_c0_g1XP_013899037.1hypothetical protein MNEG_7944 [Monoraphidium neglectum]Monoraphidium_neglectum 55.30 0.00



TRINITY_DN47304_c0_g4PNW77455.1hypothetical protein CHLRE_10g437350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.30 0.00

TRINITY_DN47874_c1_g3GAX80554.1hypothetical protein CEUSTIGMA_g7991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN48040_c2_g3GAX79041.1hypothetical protein CEUSTIGMA_g6481.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN48186_c1_g4XP_016186882.1lon protease homolog 2, peroxisomal isoform X1 [Arachis ipaensis]Arachis_ipaensis 55.30 0.00

TRINITY_DN49370_c0_g2XP_027933092.1DEAD-box ATP-dependent RNA helicase 28 [Vigna unguiculata]Vigna_unguiculata 55.30 0.00

TRINITY_DN49875_c0_g1PON91994.1RidA family [Trema orientale]Trema_orientale 55.30 0.00

TRINITY_DN50757_c0_g1PNW72762.1hypothetical protein CHLRE_15g641400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.30 0.00

TRINITY_DN51121_c0_g8GAX74569.1hypothetical protein CEUSTIGMA_g2018.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.30 0.00

TRINITY_DN51852_c0_g12KCW72373.1hypothetical protein EUGRSUZ_E00827 [Eucalyptus grandis]Eucalyptus_grandis 55.30 0.00

TRINITY_DN52616_c0_g1XP_002949829.13'5'-cyclic nucleotide phosphodiesterase [Volvox carteri f. nagariensis]Volvox_carteri 55.30 0.00

TRINITY_DN12090_c0_g1XP_024398933.1serine/threonine-protein kinase AtPK2/AtPK19-like [Physcomitrella patens]Physcomitrella_patens 55.20 0.00

TRINITY_DN23968_c0_g1GAX74920.1hypothetical protein CEUSTIGMA_g2366.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN29598_c0_g1XP_020248902.1phosphatidylinositol N-acetylglucosaminyltransferase subunit P-like isoform X1 [Asparagus officinalis]Asparagus_officinalis 55.20 0.00

TRINITY_DN29637_c0_g1XP_011396985.1Cysteine-rich PDZ-binding protein [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.20 0.00

TRINITY_DN30427_c0_g1XP_001703304.1protein arginine N-methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.20 0.00

TRINITY_DN30609_c0_g1XP_005847305.1hypothetical protein CHLNCDRAFT_134426 [Chlorella variabilis]Chlorella_variabilis 55.20 0.00

TRINITY_DN31145_c0_g2RAL48001.1hypothetical protein DM860_016202 [Cuscuta australis]Cuscuta_australis 55.20 0.00

TRINITY_DN31599_c0_g1XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 55.20 0.00

TRINITY_DN32692_c0_g1XP_010672459.1PREDICTED: uncharacterized protein LOC104889024 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 55.20 0.00

TRINITY_DN33865_c0_g2OAY32899.1hypothetical protein MANES_13G054500 [Manihot esculenta]Manihot_esculenta 55.20 0.00

TRINITY_DN3456_c0_g1GAQ91585.1RNA polymerase I-associated factor PAF67 [Klebsormidium nitens]Klebsormidium_nitens 55.20 0.00

TRINITY_DN34850_c0_g13RVX14879.1ABC transporter C family member 3 [Vitis vinifera]Vitis_vinifera 55.20 0.00

TRINITY_DN35164_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 55.20 0.00

TRINITY_DN35777_c0_g1XP_004982654.1methionine aminopeptidase 1A [Setaria italica]Setaria_italica 55.20 0.00

TRINITY_DN36162_c0_g1GBG70223.1hypothetical protein CBR_g6354 [Chara braunii]Chara_braunii 55.20 0.00

TRINITY_DN36844_c0_g9XP_024970223.160S ribosomal protein L24 [Cynara cardunculus var. scolymus]Cynara_cardunculus 55.20 0.00

TRINITY_DN37021_c0_g1PNW83347.1hypothetical protein CHLRE_05g246950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.20 0.00

TRINITY_DN37023_c0_g3OAE32338.1hypothetical protein AXG93_3017s1080 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 55.20 0.00

TRINITY_DN38874_c0_g1XP_005647273.1carbon-nitrogen hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.20 0.00

TRINITY_DN38886_c0_g2PHU28465.1hypothetical protein BC332_00558 [Capsicum chinense]Capsicum_chinense 55.20 0.00

TRINITY_DN39380_c0_g2PNW88273.1hypothetical protein CHLRE_01g022250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.20 0.00

TRINITY_DN39435_c0_g2PNH05802.1Metalloreductase STEAP3 [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN39523_c0_g2GAX80691.1hypothetical protein CEUSTIGMA_g8126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN39689_c0_g6BAJ93233.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.20 0.00

TRINITY_DN40143_c0_g1ALM54987.1DEAD box RNA helicase CiRH12, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 55.20 0.00

TRINITY_DN40384_c0_g2PSC75990.12-oxoisovalerate dehydrogenase subunit alpha 2, mitochondrial-like [Micractinium conductrix]Micractinium_conductrix 55.20 0.00

TRINITY_DN40626_c0_g2GBF89156.1hypothetical protein Rsub_01873 [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.20 0.00

TRINITY_DN40796_c1_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 55.20 0.00

TRINITY_DN41259_c0_g2KXZ46400.1hypothetical protein GPECTOR_44g75 [Gonium pectorale]Gonium_pectorale 55.20 0.00

TRINITY_DN41482_c0_g9PNH08087.1BTB/POZ domain-containing protein KCTD17 [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN42362_c0_g1GAX75709.1hypothetical protein CEUSTIGMA_g3152.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN42749_c0_g1PNH04197.1hypothetical protein TSOC_009660 [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN42965_c0_g1XP_002951828.1hypothetical protein VOLCADRAFT_61744 [Volvox carteri f. nagariensis]Volvox_carteri 55.20 0.00

TRINITY_DN44013_c1_g2GAX80119.1hypothetical protein CEUSTIGMA_g7557.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN44219_c0_g1XP_010667356.1PREDICTED: translation factor GUF1 homolog, chloroplastic [Beta vulgaris subsp. vulgaris]Beta_vulgaris 55.20 0.00

TRINITY_DN44353_c0_g3GAX72731.1hypothetical protein CEUSTIGMA_g187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN44842_c0_g2RMZ56664.1hypothetical protein APUTEX25_002753, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.20 0.00

TRINITY_DN45000_c0_g1GAX77354.1hypothetical protein CEUSTIGMA_g4800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN45046_c0_g1GAX79007.1hypothetical protein CEUSTIGMA_g6447.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN45674_c2_g3KXZ55975.1hypothetical protein GPECTOR_2g1527 [Gonium pectorale]Gonium_pectorale 55.20 0.00

TRINITY_DN45980_c0_g3KXZ56725.1hypothetical protein GPECTOR_1g653 [Gonium pectorale]Gonium_pectorale 55.20 0.00

TRINITY_DN46520_c0_g1PNW82618.1hypothetical protein CHLRE_06g286350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.20 0.00

TRINITY_DN47914_c0_g4XP_001690145.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.20 0.00

TRINITY_DN47939_c0_g2GBF94393.1importin subunit beta-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.20 0.00

TRINITY_DN48221_c0_g4GAQ82296.1hypothetical protein KFL_001070010 [Klebsormidium nitens]Klebsormidium_nitens 55.20 0.00

TRINITY_DN48496_c1_g2PNH11163.1Ankyrin repeat domain-containing protein [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN50310_c1_g2XP_027181531.1replication factor C subunit 2 [Coffea eugenioides]Coffea_eugenioides 55.20 0.00

TRINITY_DN50478_c2_g1GAX80542.1hypothetical protein CEUSTIGMA_g7980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN50684_c1_g1GAX73392.1hypothetical protein CEUSTIGMA_g845.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.20 0.00

TRINITY_DN50981_c1_g2KXZ45967.1hypothetical protein GPECTOR_49g551 [Gonium pectorale]Gonium_pectorale 55.20 0.00

TRINITY_DN51841_c0_g4PNH12009.1Arsenical pump membrane protein [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN6989_c0_g1XP_012828121.1PREDICTED: 10 kDa chaperonin-like [Erythranthe guttata]Erythranthe_guttata 55.20 0.00

TRINITY_DN9249_c0_g1PNH07322.1Cell division cycle protein 20 [Tetrabaena socialis]Tetrabaena_socialis 55.20 0.00

TRINITY_DN15296_c0_g2XP_026455099.1DNA polymerase delta catalytic subunit-like [Papaver somniferum]Papaver_somniferum 55.10 0.00

TRINITY_DN16276_c0_g1GAQ85919.13-hydroxy-2-methylbutyryl-CoA dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 55.10 0.00

TRINITY_DN21589_c0_g1XP_002505367.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 55.10 0.00



TRINITY_DN23218_c0_g2XP_001700340.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.10 0.00

TRINITY_DN23878_c0_g1PNH09370.1Cytochrome P450 3A2 [Tetrabaena socialis]Tetrabaena_socialis 55.10 0.00

TRINITY_DN24233_c0_g1XP_006855681.1exosome complex exonuclease RRP44 homolog A [Amborella trichopoda]Amborella_trichopoda 55.10 0.00

TRINITY_DN24535_c0_g3ERN12399.1hypothetical protein AMTR_s00025p00122870 [Amborella trichopoda]Amborella_trichopoda 55.10 0.00

TRINITY_DN29662_c0_g1GAQ82295.1hypothetical protein KFL_001060280 [Klebsormidium nitens]Klebsormidium_nitens 55.10 0.00

TRINITY_DN30524_c0_g1XP_012840678.1PREDICTED: shaggy-related protein kinase epsilon isoform X1 [Erythranthe guttata]Erythranthe_guttata 55.10 0.00

TRINITY_DN33958_c0_g1PIN07962.1Protein phosphatase 2 regulatory subunit [Handroanthus impetiginosus]Handroanthus_impetiginosus 55.10 0.00

TRINITY_DN35339_c0_g6XP_027109156.1actin-11-like [Coffea arabica]Coffea_arabica 55.10 0.00

TRINITY_DN36046_c0_g3XP_012462432.1PREDICTED: helicase and polymerase-containing protein TEBICHI isoform X2 [Gossypium raimondii]Gossypium_raimondii 55.10 0.00

TRINITY_DN36216_c0_g3XP_006283701.1casein kinase 1-like protein 11 isoform X1 [Capsella rubella]Capsella_rubella 55.10 0.00



TRINITY_DN36270_c0_g1XP_008353982.1PREDICTED: FH protein interacting protein FIP2-like [Malus domestica]Malus_domestica 55.10 0.00

TRINITY_DN37477_c0_g4BAK02284.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.10 0.00

TRINITY_DN39373_c0_g5XP_010913424.1PREDICTED: pyruvate dehydrogenase E1 component subunit alpha-1, mitochondrial [Elaeis guineensis]Elaeis_guineensis 55.10 0.00

TRINITY_DN39705_c0_g4XP_019180297.1PREDICTED: cyclin-dependent kinase E-1 isoform X1 [Ipomoea nil]Ipomoea_nil 55.10 0.00

TRINITY_DN40294_c0_g1GAX74886.1hypothetical protein CEUSTIGMA_g2332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN40346_c0_g1GAX78980.1hypothetical protein CEUSTIGMA_g6420.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN40769_c1_g1GAX86058.1hypothetical protein CEUSTIGMA_g13473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN41384_c0_g5XP_013906813.1hypothetical protein MNEG_0152 [Monoraphidium neglectum]Monoraphidium_neglectum 55.10 0.00

TRINITY_DN4144_c0_g2XP_007515395.1thymidine kinase [Bathycoccus prasinos]Bathycoccus_prasinos 55.10 0.00

TRINITY_DN42261_c0_g4GAX78347.1hypothetical protein CEUSTIGMA_g5789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN42444_c1_g6GAX81726.1hypothetical protein CEUSTIGMA_g9154.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN42505_c0_g3AAZ31073.1peroxisomal targeting signal 2 receptor, partial [Medicago sativa]Medicago_sativa 55.10 0.00

TRINITY_DN42921_c0_g4GAX73590.1hypothetical protein CEUSTIGMA_g1041.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN43124_c0_g4GAQ81015.1glycyl-tRNA synthetase [Klebsormidium nitens]Klebsormidium_nitens 55.10 0.00

TRINITY_DN43377_c0_g3GAX83956.1hypothetical protein CEUSTIGMA_g11380.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN44221_c0_g1RAL45294.1hypothetical protein DM860_014704 [Cuscuta australis]Cuscuta_australis 55.10 0.00

TRINITY_DN44375_c0_g2XP_002955379.1hypothetical protein VOLCADRAFT_106781 [Volvox carteri f. nagariensis]Volvox_carteri 55.10 0.00

TRINITY_DN44376_c1_g1XP_001695591.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.10 0.00

TRINITY_DN45082_c0_g2GAX74150.1hypothetical protein CEUSTIGMA_g1599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN46378_c0_g2GAX77606.1hypothetical protein CEUSTIGMA_g5050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN46703_c0_g2KXZ46517.1hypothetical protein GPECTOR_43g954 [Gonium pectorale]Gonium_pectorale 55.10 0.00

TRINITY_DN47113_c0_g4AFK45219.1unknown [Lotus japonicus]Lotus_japonicus 55.10 0.00

TRINITY_DN47205_c0_g2XP_002950646.1ATP-energized ABC transporter [Volvox carteri f. nagariensis]Volvox_carteri 55.10 0.00

TRINITY_DN47263_c0_g1PNH09618.1hypothetical protein TSOC_003745 [Tetrabaena socialis]Tetrabaena_socialis 55.10 0.00

TRINITY_DN47714_c0_g3XP_011002725.1PREDICTED: coatomer subunit beta'-2 [Populus euphratica]Populus_euphratica 55.10 0.00

TRINITY_DN47929_c1_g2KXZ53453.1hypothetical protein GPECTOR_7g1352 [Gonium pectorale]Gonium_pectorale 55.10 0.00

TRINITY_DN48412_c0_g4GAX73759.1hypothetical protein CEUSTIGMA_g1210.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN48622_c0_g1GBF93441.1hypothetical protein Rsub_06574 [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.10 0.00

TRINITY_DN49058_c0_g2GAX80191.1hypothetical protein CEUSTIGMA_g7629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN49341_c1_g2PNH06348.1Protein DAMAGED DNA-BINDING 2 [Tetrabaena socialis]Tetrabaena_socialis 55.10 0.00

TRINITY_DN49972_c0_g1GAX82454.1hypothetical protein CEUSTIGMA_g9881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.10 0.00

TRINITY_DN50156_c0_g1PRW56740.1chromatin-remodeling complex ATPase chain [Chlorella sorokiniana]Chlorella_sorokiniana 55.10 0.00

TRINITY_DN50178_c1_g1GBF94561.1aldo keto reductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 55.10 0.00

TRINITY_DN50267_c1_g1XP_008782894.1SURP and G-patch domain-containing protein 1-like protein isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 55.10 0.00

TRINITY_DN50534_c0_g3XP_023908859.1kinesin heavy chain-like [Quercus suber]Quercus_suber 55.10 0.00

TRINITY_DN51000_c1_g3KXZ49867.1hypothetical protein GPECTOR_19g318 [Gonium pectorale]Gonium_pectorale 55.10 0.00

TRINITY_DN51840_c0_g1XP_001691331.1riboflavin kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.10 0.00

TRINITY_DN51965_c2_g2XP_024024228.1protein REVEILLE 8 isoform X1 [Morus notabilis]Morus_notabilis 55.10 0.00

TRINITY_DN51976_c0_g1KXZ44428.1hypothetical protein GPECTOR_67g268 [Gonium pectorale]Gonium_pectorale 55.10 0.00

TRINITY_DN52300_c4_g1PNW88063.1hypothetical protein CHLRE_01g012600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.10 0.00

TRINITY_DN52567_c0_g2XP_001698195.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.10 0.00

TRINITY_DN52926_c0_g1PNR61941.1hypothetical protein PHYPA_000365 [Physcomitrella patens]Physcomitrella_patens 55.10 0.00

TRINITY_DN53301_c0_g1XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 55.10 0.00

TRINITY_DN53390_c0_g1GAQ79096.126S Proteasom Rpn13 [Klebsormidium nitens]Klebsormidium_nitens 55.10 0.00

TRINITY_DN10805_c0_g1RMZ54466.1hypothetical protein APUTEX25_002042, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.00 0.00

TRINITY_DN26160_c0_g1XP_003567174.2inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase VIP1 isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 55.00 0.00

TRINITY_DN26862_c0_g2XP_002955080.1hypothetical protein VOLCADRAFT_33691 [Volvox carteri f. nagariensis]Volvox_carteri 55.00 0.00

TRINITY_DN28198_c0_g1GBG79350.1hypothetical protein CBR_g29500 [Chara braunii]Chara_braunii 55.00 0.00

TRINITY_DN28215_c0_g1PHT98789.1putative serine/threonine protein kinase IRE4 [Capsicum chinense]Capsicum_chinense 55.00 0.00

TRINITY_DN29393_c0_g1GAX83570.1hypothetical protein CEUSTIGMA_g10995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN32947_c0_g1BAK01088.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 55.00 0.00

TRINITY_DN37916_c0_g1GAX83798.1hypothetical protein CEUSTIGMA_g11223.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN38840_c0_g3XP_002946551.1ATM/ATR-like kinase [Volvox carteri f. nagariensis]Volvox_carteri 55.00 0.00

TRINITY_DN38872_c0_g4XP_002946789.1hypothetical protein VOLCADRAFT_103216 [Volvox carteri f. nagariensis]Volvox_carteri 55.00 0.00

TRINITY_DN39580_c0_g3GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN39658_c0_g1KNA09875.1hypothetical protein SOVF_149620, partial [Spinacia oleracea]Spinacia_oleracea 55.00 0.00

TRINITY_DN40140_c1_g3PNW75795.1hypothetical protein CHLRE_12g560300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN40771_c2_g4XP_005650670.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 55.00 0.00

TRINITY_DN41180_c0_g2XP_024384928.1nuclear transcription factor Y subunit B-3-like [Physcomitrella patens]Physcomitrella_patens 55.00 0.00

TRINITY_DN41266_c0_g1XP_016186801.160S ribosomal protein L7a-1 [Arachis ipaensis]Arachis_ipaensis 55.00 0.00

TRINITY_DN41357_c0_g2GAV87318.1UQ_con domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 55.00 0.00

TRINITY_DN41581_c0_g1XP_002958833.1thylakoid membrane protein [Volvox carteri f. nagariensis]Volvox_carteri 55.00 0.00

TRINITY_DN42104_c0_g2GAX79982.1hypothetical protein CEUSTIGMA_g7421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN42238_c2_g4XP_001700954.1mitochondrial carrier protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN42283_c0_g1GBG67432.1hypothetical protein CBR_g567 [Chara braunii]Chara_braunii 55.00 0.00

TRINITY_DN42385_c0_g3GAX80984.1hypothetical protein CEUSTIGMA_g8419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00



TRINITY_DN42485_c1_g2XP_027098418.1protein-S-isoprenylcysteine O-methyltransferase B-like isoform X2 [Coffea arabica]Coffea_arabica 55.00 0.00

TRINITY_DN42974_c0_g1XP_001700127.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN43303_c1_g2PNW78107.1hypothetical protein CHLRE_10g464450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN43345_c0_g12XP_001695426.1methionine aminopeptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN43571_c0_g3PSC67053.1Retrovirus-related Pol poly from transposon TNT 1-94, partial [Micractinium conductrix]Micractinium_conductrix 55.00 0.00

TRINITY_DN43830_c0_g5XP_001696495.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN44180_c0_g1XP_016740456.1PREDICTED: probable ADP-ribosylation factor GTPase-activating protein AGD8 [Gossypium hirsutum]Gossypium_hirsutum 55.00 0.00

TRINITY_DN44374_c0_g3ONM41231.1Cytochrome c oxidase polypeptide Vb [Zea mays]Zea_mays 55.00 0.00

TRINITY_DN44758_c0_g1GAX75306.1hypothetical protein CEUSTIGMA_g2751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN45150_c1_g2PNW85663.1hypothetical protein CHLRE_03g197100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN45345_c0_g2PRW20908.1Oxidoreductase HTATIP2 [Chlorella sorokiniana]Chlorella_sorokiniana 55.00 0.00

TRINITY_DN46214_c0_g2GAX82273.1hypothetical protein CEUSTIGMA_g9702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN46242_c0_g1PSC67747.1E3 ubiquitin-ligase UPL6 [Micractinium conductrix]Micractinium_conductrix 55.00 0.00

TRINITY_DN46418_c0_g1RMZ55658.1hypothetical protein APUTEX25_000241, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 55.00 0.00

TRINITY_DN47038_c0_g1GAX78137.1hypothetical protein CEUSTIGMA_g5579.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN47074_c0_g4PRW20651.1DNA mismatch repair Mlh1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 55.00 0.00

TRINITY_DN47526_c1_g1KXZ50372.1hypothetical protein GPECTOR_16g545 [Gonium pectorale]Gonium_pectorale 55.00 0.00

TRINITY_DN47915_c0_g10XP_024397348.1probable voltage-gated potassium channel subunit beta [Physcomitrella patens]Physcomitrella_patens 55.00 0.00

TRINITY_DN49488_c0_g2PRW58449.1isoleucine--tRNA cytoplasmic isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 55.00 0

TRINITY_DN49990_c0_g2GAX84963.1hypothetical protein CEUSTIGMA_g12384.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN50050_c0_g1KXZ54091.1hypothetical protein GPECTOR_5g196 [Gonium pectorale]Gonium_pectorale 55.00 0.00

TRINITY_DN50669_c0_g2GAX83399.1hypothetical protein CEUSTIGMA_g10824.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN50798_c0_g6AAD44344.2actin [Dunaliella salina]Dunaliella_salina 55.00 0.00

TRINITY_DN51006_c1_g4XP_001697222.1sulfate transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 55.00 0.00

TRINITY_DN51281_c1_g6GAX81638.1hypothetical protein CEUSTIGMA_g9066.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN52251_c0_g2KXZ51059.1hypothetical protein GPECTOR_14g45 [Gonium pectorale]Gonium_pectorale 55.00 0.00

TRINITY_DN52260_c1_g1GAX72877.1hypothetical protein CEUSTIGMA_g332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0

TRINITY_DN52281_c1_g1GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN52450_c0_g2GAX80476.1hypothetical protein CEUSTIGMA_g7915.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 55.00 0.00

TRINITY_DN14354_c0_g1XP_009792617.1PREDICTED: non-specific lipid-transfer protein 2-like [Nicotiana sylvestris]Nicotiana_sylvestris 54.90 0.00

TRINITY_DN18545_c0_g2XP_002949412.1hypothetical protein VOLCADRAFT_89849 [Volvox carteri f. nagariensis]Volvox_carteri 54.90 0.00

TRINITY_DN30700_c0_g1KEH15547.1acyl-CoA dehydrogenase [Medicago truncatula]Medicago_truncatula 54.90 0.00

TRINITY_DN31077_c1_g2XP_010439511.1PREDICTED: ISWI chromatin-remodeling complex ATPase CHR11 isoform X1 [Camelina sativa]Camelina_sativa 54.90 0.00

TRINITY_DN31747_c0_g1XP_009375282.1PREDICTED: uncharacterized protein LOC103964113 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 54.90 0.00

TRINITY_DN35029_c0_g1PWZ32581.1hypothetical protein Zm00014a_008178 [Zea mays]Zea_mays 54.90 0.00

TRINITY_DN35673_c0_g1XP_023901899.1nicotinate-nucleotide pyrophosphorylase [carboxylating]-like [Quercus suber]Quercus_suber 54.90 0.00

TRINITY_DN35748_c0_g14XP_020527634.1GPI mannosyltransferase 3 isoform X2 [Amborella trichopoda]Amborella_trichopoda 54.90 0.00

TRINITY_DN35757_c1_g4ABK23771.1unknown [Picea sitchensis]Picea_sitchensis 54.90 0.00

TRINITY_DN36152_c0_g1GBG88029.1hypothetical protein CBR_g46400 [Chara braunii]Chara_braunii 54.90 0.00

TRINITY_DN37396_c0_g9XP_002505757.1predicted protein [Micromonas commoda]Micromonas_commoda 54.90 0.00

TRINITY_DN37583_c0_g1KXZ46855.1hypothetical protein GPECTOR_40g589 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN37770_c0_g1KXZ43192.1hypothetical protein GPECTOR_98g776 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN37785_c1_g3XP_019244618.1PREDICTED: transducin beta-like protein 3 [Nicotiana attenuata]Nicotiana_attenuata 54.90 0.00

TRINITY_DN37789_c0_g4XP_013900162.140S ribosomal protein S27-2 [Monoraphidium neglectum]Monoraphidium_neglectum 54.90 0.00

TRINITY_DN38020_c1_g3KXZ55123.1hypothetical protein GPECTOR_3g275 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN38197_c0_g3XP_002951808.1hypothetical protein VOLCADRAFT_81593 [Volvox carteri f. nagariensis]Volvox_carteri 54.90 0.00

TRINITY_DN38238_c1_g7GAX75954.1hypothetical protein CEUSTIGMA_g3397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN38975_c0_g1GAX75066.1hypothetical protein CEUSTIGMA_g2510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN39176_c3_g2KXZ44635.1hypothetical protein GPECTOR_64g129 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN39311_c1_g3GAX74934.1hypothetical protein CEUSTIGMA_g2380.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN39518_c0_g5GBF97266.1hypothetical protein Rsub_09957 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.90 0.00

TRINITY_DN39696_c0_g4PNH03298.1hypothetical protein TSOC_010664 [Tetrabaena socialis]Tetrabaena_socialis 54.90 0.00

TRINITY_DN40716_c0_g7XP_015082183.1DNA mismatch repair protein MSH7 [Solanum pennellii]Solanum_pennellii 54.90 0.00

TRINITY_DN41159_c0_g2KXZ55449.1hypothetical protein GPECTOR_3g98 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN41327_c1_g4KDD72226.1G10-like protein, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 54.90 0.00

TRINITY_DN41552_c0_g4GAQ86363.16-phosphofructo-2-kinase / fructose-2,6-bisphosphatase:PFKFB [Klebsormidium nitens]Klebsormidium_nitens 54.90 0.00

TRINITY_DN41713_c0_g2GAX85199.1hypothetical protein CEUSTIGMA_g12618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN42200_c0_g6GAX80984.1hypothetical protein CEUSTIGMA_g8419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN42304_c0_g3GAX73915.1hypothetical protein CEUSTIGMA_g1365.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN42334_c0_g5XP_002947788.1hypothetical protein VOLCADRAFT_103570 [Volvox carteri f. nagariensis]Volvox_carteri 54.90 0.00

TRINITY_DN42818_c0_g2BAK00478.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.90 0.00

TRINITY_DN42845_c1_g1GAQ79537.1DNA damage-binding protein 1 [Klebsormidium nitens]Klebsormidium_nitens 54.90 0.00

TRINITY_DN43517_c1_g3GBF99037.1hypothetical protein Rsub_11982 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.90 0.00

TRINITY_DN43550_c0_g3XP_001691347.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.90 0.00

TRINITY_DN44090_c0_g3XP_013900891.1peptide-receptor component [Monoraphidium neglectum]Monoraphidium_neglectum 54.90 0.00

TRINITY_DN44221_c0_g6CAA98166.1RAB5A [Lotus japonicus]Lotus_japonicus 54.90 0.00



TRINITY_DN44571_c0_g1XP_002499518.1vacuolar iron family transporter [Micromonas commoda]Micromonas_commoda 54.90 0.00

TRINITY_DN45227_c0_g6PTQ50073.1hypothetical protein MARPO_0001s0126 [Marchantia polymorpha]Marchantia_polymorpha 54.90 0.00

TRINITY_DN45329_c1_g6PNW84871.1hypothetical protein CHLRE_03g161800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.90 0.00

TRINITY_DN45912_c0_g1XP_002974519.1betaine aldehyde dehydrogenase 2, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 54.90 0.00

TRINITY_DN46532_c0_g1PNW73664.1hypothetical protein CHLRE_13g567650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.90 0.00

TRINITY_DN46820_c0_g3GBF90820.1hypothetical protein Rsub_03674 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.90 0.00

TRINITY_DN46955_c1_g7PNH06851.1GATA transcription factor 8 [Tetrabaena socialis]Tetrabaena_socialis 54.90 0.00

TRINITY_DN47098_c0_g2KXZ43319.1hypothetical protein GPECTOR_94g641 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN47252_c1_g1PNW82739.1hypothetical protein CHLRE_06g292100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.90 0.00

TRINITY_DN47803_c0_g10GAQ78747.1Putative DUAL SPECIFICITY PROTEIN PHOSPHATASE [Klebsormidium nitens]Klebsormidium_nitens 54.90 0.00

TRINITY_DN48003_c0_g4KXZ53244.1hypothetical protein GPECTOR_7g1138 [Gonium pectorale]Gonium_pectorale 54.90 0.00

TRINITY_DN48311_c0_g4XP_001694124.1guanylate cyclase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.90 0.00

TRINITY_DN48320_c1_g2GAX72741.1hypothetical protein CEUSTIGMA_g197.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN48882_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 54.90 0.00

TRINITY_DN50137_c0_g4GAX73269.1hypothetical protein CEUSTIGMA_g723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN50657_c0_g3GAX79955.1hypothetical protein CEUSTIGMA_g7394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN52452_c0_g3GAX80839.1hypothetical protein CEUSTIGMA_g8274.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.90 0.00

TRINITY_DN7896_c0_g1NP_001331849.1Cyclin A3;1 [Arabidopsis thaliana]Arabidopsis_thaliana 54.90 0.00

TRINITY_DN11177_c0_g1XP_020198444.1anaphase-promoting complex subunit 11-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 54.80 0.00

TRINITY_DN12223_c0_g1XP_015691953.1PREDICTED: DNA-(apurinic or apyrimidinic site) lyase, chloroplastic-like isoform X1 [Oryza brachyantha]Oryza_brachyantha 54.80 0.00

TRINITY_DN21504_c0_g2P51824.2RecName: Full=ADP-ribosylation factor 1Solanum_tuberosum 54.80 0.00

TRINITY_DN29562_c0_g1XP_024374381.1cAMP-dependent protein kinase catalytic subunit beta-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 54.80 0.00

TRINITY_DN32830_c0_g3KMZ76111.1Ras-related protein RABH1e [Zostera marina]Zostera_marina 54.80 0.00

TRINITY_DN32931_c0_g1XP_024402681.1type IV inositol polyphosphate 5-phosphatase 11-like [Physcomitrella patens]Physcomitrella_patens 54.80 0.00

TRINITY_DN35862_c1_g5XP_024391819.1xylulose kinase 2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 54.80 0.00

TRINITY_DN36207_c0_g1XP_002501792.1predicted protein [Micromonas commoda]Micromonas_commoda 54.80 0.00

TRINITY_DN36461_c1_g6XP_003058670.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 54.80 0.00

TRINITY_DN37198_c0_g4OUS47250.1P-loop containing nucleoside triphosphate hydrolase protein [Ostreococcus tauri]Ostreococcus_tauri 54.80 0.00

TRINITY_DN37693_c0_g6GAX78985.1hypothetical protein CEUSTIGMA_g6425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN37878_c0_g3GAX72632.1hypothetical protein CEUSTIGMA_g88.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN37909_c0_g1GAX73591.1hypothetical protein CEUSTIGMA_g1042.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN38512_c0_g1XP_002953341.1hypothetical protein VOLCADRAFT_75661 [Volvox carteri f. nagariensis]Volvox_carteri 54.80 0.00

TRINITY_DN38594_c1_g3KXZ45454.1hypothetical protein GPECTOR_54g195 [Gonium pectorale]Gonium_pectorale 54.80 0.00

TRINITY_DN38663_c0_g8XP_024374329.1ATP-binding cassette sub-family A member 1-like [Physcomitrella patens]Physcomitrella_patens 54.80 0.00

TRINITY_DN38800_c0_g6XP_027916538.1LOW QUALITY PROTEIN: calcium-transporting ATPase 8, plasma membrane-type-like [Vigna unguiculata]Vigna_unguiculata 54.80 0.00

TRINITY_DN38833_c0_g4PRW57597.1Diphthamide biosynthesis 1 [Chlorella sorokiniana]Chlorella_sorokiniana 54.80 0.00

TRINITY_DN38917_c0_g2GAX80591.1hypothetical protein CEUSTIGMA_g8028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN39188_c1_g2XP_018684773.1PREDICTED: kinesin-like protein KIN-13B [Musa acuminata subsp. malaccensis]Musa_acuminata 54.80 0.00

TRINITY_DN39244_c0_g4GAQ89084.1Electron transfer flavoprotein alpha subunit [Klebsormidium nitens]Klebsormidium_nitens 54.80 0.00

TRINITY_DN39276_c0_g2XP_002945983.1hypothetical protein VOLCADRAFT_120131 [Volvox carteri f. nagariensis]Volvox_carteri 54.80 0.00

TRINITY_DN40040_c0_g9PTQ49307.1hypothetical protein MARPO_0003s0185 [Marchantia polymorpha]Marchantia_polymorpha 54.80 0.00

TRINITY_DN40157_c1_g2XP_005647116.1PTPA-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.80 0.00

TRINITY_DN40760_c0_g3PNH04838.1Cyclin-dependent kinase C-1, partial [Tetrabaena socialis]Tetrabaena_socialis 54.80 0.00

TRINITY_DN42956_c0_g2PNW88982.1hypothetical protein CHLRE_01g053250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.80 0.00

TRINITY_DN44690_c0_g5PSR92815.1Cell division cycle 5-like protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 54.80 0.00

TRINITY_DN44846_c0_g1KXZ44490.1hypothetical protein GPECTOR_67g331 [Gonium pectorale]Gonium_pectorale 54.80 0.00

TRINITY_DN45523_c0_g3PNW77150.1hypothetical protein CHLRE_10g424300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.80 0.00

TRINITY_DN46878_c1_g7P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 54.80 0.00

TRINITY_DN46954_c0_g10GBG86585.1hypothetical protein CBR_g41650 [Chara braunii]Chara_braunii 54.80 0.00

TRINITY_DN47033_c1_g1XP_001698308.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.80 0.00

TRINITY_DN47455_c0_g2GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN47552_c1_g2XP_002946425.1hypothetical protein VOLCADRAFT_115997 [Volvox carteri f. nagariensis]Volvox_carteri 54.80 0.00

TRINITY_DN48184_c1_g1ANE10534.1carbonic anhydrase 3 [Dunaliella salina]Dunaliella_salina 54.80 0.00

TRINITY_DN48328_c0_g1GAX77699.1hypothetical protein CEUSTIGMA_g5142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN48799_c0_g6GAX85694.1hypothetical protein CEUSTIGMA_g13110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN50010_c0_g2XP_010233961.1CBL-interacting protein kinase 29 [Brachypodium distachyon]Brachypodium_distachyon 54.80 0.00

TRINITY_DN50365_c0_g9XP_002957456.1hypothetical protein VOLCADRAFT_98508 [Volvox carteri f. nagariensis]Volvox_carteri 54.80 0.00

TRINITY_DN51057_c0_g3GAX73547.1hypothetical protein CEUSTIGMA_g998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN51942_c2_g7GAX81946.1hypothetical protein CEUSTIGMA_g9374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN52036_c0_g1GBF99906.1hypothetical protein Rsub_12814 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.80 0.00

TRINITY_DN52344_c1_g4GAX74150.1hypothetical protein CEUSTIGMA_g1599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN5457_c0_g1GAX73222.1hypothetical protein CEUSTIGMA_g675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.80 0.00

TRINITY_DN11002_c0_g1PNW73224.1hypothetical protein CHLRE_14g623800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN14303_c0_g1XP_019192681.1PREDICTED: structural maintenance of chromosomes protein 2-1-like [Ipomoea nil]Ipomoea_nil 54.70 0.00

TRINITY_DN19788_c0_g1ESR53301.1hypothetical protein CICLE_v10019071mg [Citrus clementina]Citrus_clementina 54.70 0.00

TRINITY_DN25315_c0_g1GAQ79324.1malonyl-CoA decarboxylase [Klebsormidium nitens]Klebsormidium_nitens 54.70 0.00



TRINITY_DN27121_c0_g1PON66310.1Coatomer alpha subunit [Trema orientale]Trema_orientale 54.70 0.00

TRINITY_DN29250_c0_g1XP_005845475.1hypothetical protein CHLNCDRAFT_32263 [Chlorella variabilis]Chlorella_variabilis 54.70 0.00

TRINITY_DN29433_c0_g1XP_023922181.1uncharacterized protein C688.03c-like [Quercus suber]Quercus_suber 54.70 0.00

TRINITY_DN29455_c1_g1XP_023887669.1SWI/SNF and RSC complexes subunit ssr2-like [Quercus suber]Quercus_suber 54.70 0.00

TRINITY_DN30887_c0_g1EEF24733.1pterin-4-alpha-carbinolamine dehydratase, putative [Ricinus communis]Ricinus_communis 54.70 0.00

TRINITY_DN31817_c0_g1GBF99186.1DNA mismatch repair [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.70 0.00

TRINITY_DN32441_c0_g1PWA38896.1dual specificity protein phosphatase 1 [Artemisia annua]Artemisia_annua 54.70 0.00

TRINITY_DN32513_c0_g1PNW71185.1hypothetical protein CHLRE_16g694201v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN33006_c0_g2GAQ81675.1OTU-like cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 54.70 0.00

TRINITY_DN33472_c0_g1GAX74027.1hypothetical protein CEUSTIGMA_g1477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN33498_c0_g1XP_024363681.1probable histone chaperone ASF1A [Physcomitrella patens]Physcomitrella_patens 54.70 0.00

TRINITY_DN34204_c0_g1ABK26321.1unknown [Picea sitchensis]Picea_sitchensis 54.70 0.00

TRINITY_DN36038_c0_g1XP_005651778.1AAA-ATPase of VPS4/SKD1 family [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.70 0.00

TRINITY_DN36305_c1_g2XP_001693138.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN36446_c1_g5CCF17540.1RabE GTPase protein [Micrasterias denticulata]Micrasterias_denticulata 54.70 0.00

TRINITY_DN36996_c0_g2EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 54.70 0.00

TRINITY_DN37414_c0_g5OWM67047.1hypothetical protein CDL15_Pgr000499 [Punica granatum]Punica_granatum 54.70 0.00

TRINITY_DN37671_c1_g4GBF93265.1hypothetical protein Rsub_05997 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.70 0.00

TRINITY_DN37806_c0_g6PRW45012.1serine threonine- kinase hippo-like [Chlorella sorokiniana]Chlorella_sorokiniana 54.70 0.00

TRINITY_DN38193_c1_g1XP_002950061.1hypothetical protein VOLCADRAFT_104580 [Volvox carteri f. nagariensis]Volvox_carteri 54.70 0.00

TRINITY_DN38602_c0_g2XP_016565840.1PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like [Capsicum annuum]Capsicum_annuum 54.70 0.00

TRINITY_DN38695_c2_g5PNW81005.1hypothetical protein CHLRE_07g338900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN38891_c1_g2PNW77243.1hypothetical protein CHLRE_10g428400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN38934_c0_g6XP_013895833.1hypothetical protein MNEG_11149 [Monoraphidium neglectum]Monoraphidium_neglectum 54.70 0.00

TRINITY_DN39135_c1_g2XP_014522879.1ribosomal RNA-processing protein 8-like isoform X1 [Vigna radiata var. radiata]Vigna_radiata 54.70 0.00

TRINITY_DN39342_c0_g4XP_018468484.1PREDICTED: chaperone protein dnaJ 15-like [Raphanus sativus]Raphanus_sativus 54.70 0.00

TRINITY_DN39886_c0_g1PRW33067.1glycolate oxidase [Chlorella sorokiniana]Chlorella_sorokiniana 54.70 0.00

TRINITY_DN41260_c0_g2GAX80837.1hypothetical protein CEUSTIGMA_g8272.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN41483_c0_g1AXU98877.1hypothetical protein (mitochondrion) [Brassica juncea]Brassica_juncea 54.70 0.00

TRINITY_DN41774_c0_g1XP_001700447.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN41848_c0_g9GAX77635.1hypothetical protein CEUSTIGMA_g5078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN43375_c0_g3GAX78237.1hypothetical protein CEUSTIGMA_g5679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN43801_c0_g2KXZ53452.1hypothetical protein GPECTOR_7g1351 [Gonium pectorale]Gonium_pectorale 54.70 0.00

TRINITY_DN44571_c1_g1GAX82705.1hypothetical protein CEUSTIGMA_g10131.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN44835_c1_g4PNW70201.1hypothetical protein CHLRE_17g710100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN45047_c0_g5PSC67974.1nucleolar complex 2-like protein [Micractinium conductrix]Micractinium_conductrix 54.70 0.00

TRINITY_DN45926_c0_g1KXZ52074.1hypothetical protein GPECTOR_10g1097 [Gonium pectorale]Gonium_pectorale 54.70 0.00

TRINITY_DN45987_c0_g1PNW82784.1hypothetical protein CHLRE_06g294000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN46032_c0_g5PNH00072.1hypothetical protein TSOC_014120 [Tetrabaena socialis]Tetrabaena_socialis 54.70 0.00

TRINITY_DN46383_c0_g6XP_010231286.1phosphatidate phosphatase PAH1 [Brachypodium distachyon]Brachypodium_distachyon 54.70 0.00

TRINITY_DN46490_c1_g7PSC67067.1Retrovirus-related Pol poly from transposon TNT 1-94, partial [Micractinium conductrix]Micractinium_conductrix 54.70 0.00

TRINITY_DN46802_c1_g2PNH11046.1Thiol-disulfide oxidoreductase ResA [Tetrabaena socialis]Tetrabaena_socialis 54.70 0.00

TRINITY_DN47027_c0_g3GAQ84628.1putative aldehyde dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 54.70 0.00

TRINITY_DN47095_c1_g4XP_002945688.1hypothetical protein VOLCADRAFT_85913 [Volvox carteri f. nagariensis]Volvox_carteri 54.70 0.00

TRINITY_DN47808_c0_g6KZV15216.1citrate synthase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 54.70 0.00

TRINITY_DN48276_c0_g3GAX75584.1hypothetical protein CEUSTIGMA_g3028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN49117_c0_g2PNW75538.1hypothetical protein CHLRE_12g530800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN49293_c0_g4GAQ81772.126S proteasome subunit RPN8 [Klebsormidium nitens]Klebsormidium_nitens 54.70 0.00

TRINITY_DN50285_c0_g1KXZ55983.1hypothetical protein GPECTOR_2g1535 [Gonium pectorale]Gonium_pectorale 54.70 0.00

TRINITY_DN50889_c4_g4XP_001690122.1cytochrome P450 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN51057_c0_g1PNW86247.1hypothetical protein CHLRE_02g078650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.70 0.00

TRINITY_DN51323_c0_g3GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN51458_c0_g4OAY66306.1Oryzain alpha chain [Ananas comosus]Ananas_comosus 54.70 0.00

TRINITY_DN51852_c0_g8GBG83673.1hypothetical protein CBR_g37475 [Chara braunii]Chara_braunii 54.70 0.00

TRINITY_DN52046_c1_g3GAQ82709.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 54.70 0.00

TRINITY_DN52179_c1_g5ACB28472.1polyprotein, partial [Ananas comosus]Ananas_comosus 54.70 0.00

TRINITY_DN52634_c4_g1GAX84617.1hypothetical protein CEUSTIGMA_g12038.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.70 0.00

TRINITY_DN927_c0_g1XP_020584914.1heterogeneous nuclear ribonucleoprotein 1-like isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 54.70 0.00

TRINITY_DN948_c0_g1KMZ62684.1Phospholipase D zeta [Zostera marina]Zostera_marina 54.70 0.00

TRINITY_DN23085_c0_g1RLM79096.1transcription factor E2FA-like [Panicum miliaceum]Panicum_miliaceum 54.60 0.00

TRINITY_DN31784_c0_g1XP_010061867.1PREDICTED: 14-3-3-like protein GF14 psi [Eucalyptus grandis]Eucalyptus_grandis 54.60 0.00

TRINITY_DN35191_c0_g1XP_020591309.1polyubiquitin-like [Phalaenopsis equestris]Phalaenopsis_equestris 54.60 0.00

TRINITY_DN35830_c0_g10XP_019251877.1PREDICTED: ADP,ATP carrier protein 1, mitochondrial-like [Nicotiana attenuata]Nicotiana_attenuata 54.60 0.00

TRINITY_DN36442_c0_g1XP_008388577.1PREDICTED: serine--tRNA ligase-like isoform X1 [Malus domestica]Malus_domestica 54.60 0.00

TRINITY_DN37366_c0_g4PNH10165.1Serine acetyltransferase 5 [Tetrabaena socialis]Tetrabaena_socialis 54.60 0.00

TRINITY_DN38659_c0_g2XP_001703263.1expansin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00



TRINITY_DN39667_c0_g1GAX83696.1hypothetical protein CEUSTIGMA_g11121.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.60 0.00

TRINITY_DN39706_c0_g1GBG59351.1hypothetical protein CBR_g38380 [Chara braunii]Chara_braunii 54.60 0.00

TRINITY_DN39711_c0_g4XP_023878824.1acyl-CoA dehydrogenase apdG-like [Quercus suber]Quercus_suber 54.60 0.00

TRINITY_DN40863_c1_g4XP_023871270.1GTP cyclohydrolase 1-like [Quercus suber]Quercus_suber 54.60 0.00

TRINITY_DN41749_c0_g2XP_001699712.1homoserine dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN41883_c0_g2KXZ51626.1hypothetical protein GPECTOR_12g590 [Gonium pectorale]Gonium_pectorale 54.60 0.00

TRINITY_DN43084_c0_g1GAX85363.1hypothetical protein CEUSTIGMA_g12780.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.60 0.00

TRINITY_DN43343_c1_g3KXZ56450.1hypothetical protein GPECTOR_1g402 [Gonium pectorale]Gonium_pectorale 54.60 0.00

TRINITY_DN43673_c1_g1PNW73548.1hypothetical protein CHLRE_13g563550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN44266_c1_g4PNW80718.1hypothetical protein CHLRE_07g327079v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN45335_c2_g1XP_001695310.1cytochrome b-561-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN45510_c0_g2GAX73558.1hypothetical protein CEUSTIGMA_g1009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.60 0.00

TRINITY_DN46072_c0_g3PNW72206.1hypothetical protein CHLRE_16g677850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN46718_c1_g2PNH09621.1Regulator of chromosome condensation [Tetrabaena socialis]Tetrabaena_socialis 54.60 0.00

TRINITY_DN46723_c0_g3OIW11385.1hypothetical protein TanjilG_19641 [Lupinus angustifolius]Lupinus_angustifolius 54.60 0.00

TRINITY_DN47294_c0_g3XP_004141596.2PREDICTED: DNA-directed RNA polymerase 2, chloroplastic/mitochondrial [Cucumis sativus]Cucumis_sativus 54.60 0.00

TRINITY_DN47808_c0_g1KXZ53862.1hypothetical protein GPECTOR_6g780 [Gonium pectorale]Gonium_pectorale 54.60 0.00

TRINITY_DN47868_c1_g8XP_006858286.1DEAD-box ATP-dependent RNA helicase 20 [Amborella trichopoda]Amborella_trichopoda 54.60 0.00

TRINITY_DN48598_c1_g1GBF90919.1hypothetical protein Rsub_03774 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.60 0.00

TRINITY_DN49021_c0_g1GAX79066.1hypothetical protein CEUSTIGMA_g6506.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.60 0.00

TRINITY_DN49334_c0_g2KXZ54245.1hypothetical protein GPECTOR_5g335 [Gonium pectorale]Gonium_pectorale 54.60 0.00

TRINITY_DN49871_c2_g2KXZ56864.1hypothetical protein GPECTOR_1g78 [Gonium pectorale]Gonium_pectorale 54.60 0.00

TRINITY_DN50275_c0_g3BAK05241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.60 0.00

TRINITY_DN50515_c0_g1XP_013896896.1hypothetical protein MNEG_10087 [Monoraphidium neglectum]Monoraphidium_neglectum 54.60 0.00

TRINITY_DN51114_c1_g1PNW83180.1hypothetical protein CHLRE_06g310100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.60 0.00

TRINITY_DN9418_c0_g1OAE25179.1hypothetical protein AXG93_1823s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 54.60 0.00

TRINITY_DN13790_c0_g1XP_004294883.1PREDICTED: THO complex subunit 3-like [Fragaria vesca subsp. vesca]Fragaria_vesca 54.50 0.00

TRINITY_DN15594_c0_g1GAQ83235.1hypothetical protein KFL_001400190 [Klebsormidium nitens]Klebsormidium_nitens 54.50 0.00

TRINITY_DN21736_c0_g2PIN22794.1Cyclin [Handroanthus impetiginosus]Handroanthus_impetiginosus 54.50 0.00

TRINITY_DN3413_c0_g1EPS74159.1hypothetical protein M569_00600, partial [Genlisea aurea]Genlisea_aurea 54.50 0.00

TRINITY_DN34755_c0_g1OVA04168.1Mitochondrial carrier protein [Macleaya cordata]Macleaya_cordata 54.50 0.00

TRINITY_DN36050_c0_g5GBG61504.1hypothetical protein CBR_g21847 [Chara braunii]Chara_braunii 54.50 0.00

TRINITY_DN36845_c1_g6XP_001697962.1ATP-dependent clp protease ATP-binding subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN36921_c0_g5XP_010550954.1PREDICTED: probable nucleolar protein 5-2 [Tarenaya hassleriana]Tarenaya_hassleriana 54.50 0.00

TRINITY_DN37176_c0_g1XP_026385616.1probable ubiquitin conjugation factor E4 isoform X2 [Papaver somniferum]Papaver_somniferum 54.50 0.00

TRINITY_DN37186_c3_g3RWW91136.1hypothetical protein BHE74_00000324 [Ensete ventricosum]Ensete_ventricosum 54.50 0.00

TRINITY_DN38521_c0_g6GAX73964.1hypothetical protein CEUSTIGMA_g1414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN38540_c0_g1GAX77846.1hypothetical protein CEUSTIGMA_g5288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN39561_c1_g3GAX77502.1hypothetical protein CEUSTIGMA_g4946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN39584_c1_g8XP_001689820.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN39652_c0_g5GBF96601.1hypothetical protein Rsub_09347 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.50 0.00

TRINITY_DN39972_c0_g1GAX84312.1hypothetical protein CEUSTIGMA_g11734.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN40486_c2_g2KDO66762.1hypothetical protein CISIN_1g039491mg [Citrus sinensis]Citrus_sinensis 54.50 0.00

TRINITY_DN40591_c0_g3XP_001691587.1voltage-gated Ca2+ channel, alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN40606_c1_g2XP_002325959.3xylulose kinase 2 [Populus trichocarpa]Populus_trichocarpa 54.50 0.00

TRINITY_DN40951_c1_g2KXZ50257.1hypothetical protein GPECTOR_17g895 [Gonium pectorale]Gonium_pectorale 54.50 0.00

TRINITY_DN41063_c2_g1GBF92534.1hypothetical protein Rsub_05148 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.50 0.00

TRINITY_DN41301_c0_g4XP_019187833.1PREDICTED: protein BONZAI 3 [Ipomoea nil]Ipomoea_nil 54.50 0.00

TRINITY_DN41591_c0_g7KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 54.50 0.00

TRINITY_DN41742_c0_g1GAX80915.1hypothetical protein CEUSTIGMA_g8350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN42164_c0_g2KXZ41301.1hypothetical protein GPECTOR_568g603 [Gonium pectorale]Gonium_pectorale 54.50 0.00

TRINITY_DN42324_c0_g1XP_002949782.1hypothetical protein VOLCADRAFT_90160 [Volvox carteri f. nagariensis]Volvox_carteri 54.50 0.00

TRINITY_DN42660_c0_g8XP_023890364.140S ribosomal protein S21 [Quercus suber]Quercus_suber 54.50 0.00

TRINITY_DN43142_c1_g1XP_024517261.1ubiquitin-conjugating enzyme E2 8 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 54.50 0.00

TRINITY_DN43333_c0_g1XP_002948913.1hypothetical protein VOLCADRAFT_89262 [Volvox carteri f. nagariensis]Volvox_carteri 54.50 0.00

TRINITY_DN43421_c1_g3XP_005847832.1hypothetical protein CHLNCDRAFT_17642, partial [Chlorella variabilis]Chlorella_variabilis 54.50 0.00

TRINITY_DN43496_c0_g2XP_002949435.1hypothetical protein VOLCADRAFT_89889 [Volvox carteri f. nagariensis]Volvox_carteri 54.50 0.00

TRINITY_DN43873_c0_g1XP_005845496.1hypothetical protein CHLNCDRAFT_26028 [Chlorella variabilis]Chlorella_variabilis 54.50 0.00

TRINITY_DN43910_c0_g3PNW70648.1hypothetical protein CHLRE_17g728700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN44133_c1_g1GAX78170.1hypothetical protein CEUSTIGMA_g5612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN44340_c0_g2GAX73260.1hypothetical protein CEUSTIGMA_g714.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN44377_c0_g1PNW88797.1hypothetical protein CHLRE_01g045000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN45024_c0_g1GAX73620.1hypothetical protein CEUSTIGMA_g1071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN45050_c0_g9GAX76740.1hypothetical protein CEUSTIGMA_g4187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN45198_c0_g5GAX82262.1hypothetical protein CEUSTIGMA_g9690.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN45342_c0_g1GAX72907.1hypothetical protein CEUSTIGMA_g362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00



TRINITY_DN45462_c0_g7RLM57969.1E3 ubiquitin-protein ligase CHFR-like [Panicum miliaceum]Panicum_miliaceum 54.50 0.00

TRINITY_DN45549_c0_g1XP_005652052.1nucleotide-diphospho-sugar transferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.50 0.00

TRINITY_DN45701_c1_g1KXZ47501.1hypothetical protein GPECTOR_35g939 [Gonium pectorale]Gonium_pectorale 54.50 0.00

TRINITY_DN45784_c0_g1PNW72102.1hypothetical protein CHLRE_16g682350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN46160_c0_g7RWR73681.1putative AMP deaminase isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 54.50 0.00

TRINITY_DN48044_c0_g1GAX85008.1hypothetical protein CEUSTIGMA_g12429.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN48146_c1_g4RQL81462.1hypothetical protein DY000_00007452 [Brassica cretica]Brassica_cretica 54.50 0.00

TRINITY_DN48341_c0_g7XP_005648825.1hypothetical protein COCSUDRAFT_28729 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.50 0.00

TRINITY_DN48692_c1_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 54.50 0.00

TRINITY_DN48699_c0_g3XP_025807324.1nifU-like protein 4, mitochondrial [Panicum hallii]Panicum_hallii 54.50 0.00

TRINITY_DN48866_c0_g1PNW73952.1hypothetical protein CHLRE_13g579500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN48900_c0_g1GAX82134.1hypothetical protein CEUSTIGMA_g9562.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN49806_c1_g13GAX76677.1hypothetical protein CEUSTIGMA_g4123.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN50514_c2_g2PNH04763.1Protein LSM12 A [Tetrabaena socialis]Tetrabaena_socialis 54.50 0.00

TRINITY_DN50517_c0_g1XP_002956665.1hypothetical protein VOLCADRAFT_97641 [Volvox carteri f. nagariensis]Volvox_carteri 54.50 0.00

TRINITY_DN50707_c0_g3GAX80212.1hypothetical protein CEUSTIGMA_g7650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0.00

TRINITY_DN51302_c1_g3PNW84435.1hypothetical protein CHLRE_03g144847v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.50 0.00

TRINITY_DN51743_c0_g2GAX79886.1hypothetical protein CEUSTIGMA_g7326.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.50 0

TRINITY_DN52682_c2_g1AGB85039.1hypothetical protein CHLPROCp009, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 54.50 0.00

TRINITY_DN12471_c1_g1EFJ34935.1hypothetical protein SELMODRAFT_65764, partial [Selaginella moellendorffii]Selaginella_moellendorffii 54.40 0.00

TRINITY_DN17481_c0_g1XP_002315469.2CBL-interacting serine/threonine-protein kinase 1 isoform X1 [Populus trichocarpa]Populus_trichocarpa 54.40 0.00

TRINITY_DN21102_c0_g1VDC60481.1unnamed protein product [Brassica rapa]Brassica_rapa 54.40 0.00

TRINITY_DN23062_c0_g1GBF91630.1alanine aminotransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.40 0.00

TRINITY_DN25599_c0_g1GAQ78755.1NADH-cytochrome b-5 reductase [Klebsormidium nitens]Klebsormidium_nitens 54.40 0.00

TRINITY_DN28694_c0_g1XP_023917479.1ATP-dependent RNA helicase dbp2-like [Quercus suber]Quercus_suber 54.40 0.00

TRINITY_DN28940_c0_g1GBG83125.1hypothetical protein CBR_g36743 [Chara braunii]Chara_braunii 54.40 0.00

TRINITY_DN32014_c0_g2XP_024529937.1kinesin-like protein KIN-1 [Selaginella moellendorffii]Selaginella_moellendorffii 54.40 0.00

TRINITY_DN35569_c0_g3XP_002500834.1predicted protein [Micromonas commoda]Micromonas_commoda 54.40 0.00

TRINITY_DN35621_c0_g4KMS94501.1hypothetical protein BVRB_020780, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 54.40 0.00

TRINITY_DN35898_c0_g10GAQ87476.1P-type ATPase [Klebsormidium nitens]Klebsormidium_nitens 54.40 0.00

TRINITY_DN35969_c0_g1GAX83512.1hypothetical protein CEUSTIGMA_g10937.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN36353_c0_g2KYP51015.1ABC transporter C family member 4 [Cajanus cajan]Cajanus_cajan 54.40 0.00

TRINITY_DN36631_c0_g7BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.40 0.00

TRINITY_DN36664_c0_g2GAX83610.1hypothetical protein CEUSTIGMA_g11034.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN36737_c0_g1XP_002974064.2probable RNA 3'-terminal phosphate cyclase-like protein [Selaginella moellendorffii]Selaginella_moellendorffii 54.40 0.00

TRINITY_DN37118_c1_g1KXZ51169.1hypothetical protein GPECTOR_13g656 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN37175_c0_g4XP_022735436.1probable nucleoredoxin 1 [Durio zibethinus]Durio_zibethinus 54.40 0.00

TRINITY_DN37360_c0_g1XP_023901768.1spermidine synthase-like [Quercus suber]Quercus_suber 54.40 0.00

TRINITY_DN37595_c0_g2PNW84679.1hypothetical protein CHLRE_03g154300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN39914_c0_g1GAX76865.1hypothetical protein CEUSTIGMA_g4311.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN40107_c0_g1GAX72585.1hypothetical protein CEUSTIGMA_g41.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN40412_c2_g3XP_002950527.1hypothetical protein VOLCADRAFT_91015 [Volvox carteri f. nagariensis]Volvox_carteri 54.40 0.00

TRINITY_DN40518_c0_g1GAX78825.1hypothetical protein CEUSTIGMA_g6262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN40899_c1_g2XP_013900632.1hypothetical protein MNEG_6349 [Monoraphidium neglectum]Monoraphidium_neglectum 54.40 0.00

TRINITY_DN41255_c0_g2XP_002945788.1hypothetical protein VOLCADRAFT_78789 [Volvox carteri f. nagariensis]Volvox_carteri 54.40 0.00

TRINITY_DN41827_c0_g1KXZ43161.1hypothetical protein GPECTOR_99g796 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN42353_c0_g1PSC68894.1RNA methyltransferase At5g10620 [Micractinium conductrix]Micractinium_conductrix 54.40 0.00

TRINITY_DN42490_c0_g3GAX76066.1hypothetical protein CEUSTIGMA_g3509.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN42492_c0_g2PSC72849.140S ribosomal S30 [Micractinium conductrix]Micractinium_conductrix 54.40 0.00

TRINITY_DN42917_c0_g1KXZ42153.1hypothetical protein GPECTOR_194g321 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN42980_c0_g1XP_001690032.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN43024_c1_g6XP_001697937.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN43123_c0_g4PRW57254.1rae1 [Chlorella sorokiniana]Chlorella_sorokiniana 54.40 0.00

TRINITY_DN43338_c1_g4GAQ85021.1RNAse L inhibitor [Klebsormidium nitens]Klebsormidium_nitens 54.40 0.00

TRINITY_DN43401_c1_g6XP_001694660.1dynein heavy chain 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN43568_c0_g4XP_002956761.1heat shock protein Hsp70F [Volvox carteri f. nagariensis]Volvox_carteri 54.40 0.00

TRINITY_DN44316_c1_g1KXZ47762.1hypothetical protein GPECTOR_33g644 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN44927_c0_g8GAX75026.1hypothetical protein CEUSTIGMA_g2472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN45109_c0_g1KXZ56702.1hypothetical protein GPECTOR_1g632 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN45413_c0_g6XP_022839530.1Alternative oxidase [Ostreococcus tauri]Ostreococcus_tauri 54.40 0.00

TRINITY_DN45618_c0_g2PNH06873.1hypothetical protein TSOC_006720, partial [Tetrabaena socialis]Tetrabaena_socialis 54.40 0.00

TRINITY_DN45796_c0_g1XP_001697997.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN46607_c0_g1GBF97366.1hypothetical protein Rsub_11013 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.40 0.00

TRINITY_DN46865_c0_g1PNW75945.1hypothetical protein CHLRE_12g553750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN47085_c0_g4GAX81164.1hypothetical protein CEUSTIGMA_g8597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN47665_c0_g2GAX83862.1hypothetical protein CEUSTIGMA_g11287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00



TRINITY_DN48478_c1_g1PNR55449.1hypothetical protein PHYPA_006346 [Physcomitrella patens]Physcomitrella_patens 54.40 0.00

TRINITY_DN48967_c0_g2PSC76227.1UPF0759 -like isoform X2 [Micractinium conductrix]Micractinium_conductrix 54.40 0.00

TRINITY_DN49073_c0_g1EPS74717.1hypothetical protein M569_00042, partial [Genlisea aurea]Genlisea_aurea 54.40 0.00

TRINITY_DN49692_c1_g5XP_005848353.1hypothetical protein CHLNCDRAFT_35190 [Chlorella variabilis]Chlorella_variabilis 54.40 0.00

TRINITY_DN49716_c1_g1XP_001697425.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.40 0.00

TRINITY_DN49974_c0_g1XP_002957690.1hypothetical protein VOLCADRAFT_119772 [Volvox carteri f. nagariensis]Volvox_carteri 54.40 0.00

TRINITY_DN50142_c0_g6GAX83125.1hypothetical protein CEUSTIGMA_g10551.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN50183_c1_g1GAX77819.1hypothetical protein CEUSTIGMA_g5262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN50748_c1_g1KXZ51223.1hypothetical protein GPECTOR_13g710 [Gonium pectorale]Gonium_pectorale 54.40 0.00

TRINITY_DN51533_c0_g1PRQ29559.1putative nucleotidyltransferase, Ribonuclease H [Rosa chinensis]Rosa_chinensis 54.40 0.00

TRINITY_DN51744_c3_g5GAX73796.1hypothetical protein CEUSTIGMA_g1247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN52369_c0_g1XP_002949829.13'5'-cyclic nucleotide phosphodiesterase [Volvox carteri f. nagariensis]Volvox_carteri 54.40 0.00

TRINITY_DN52576_c0_g9GAX73826.1hypothetical protein CEUSTIGMA_g1277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.40 0.00

TRINITY_DN52954_c0_g1XP_001419941.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 54.40 0.00

TRINITY_DN23245_c0_g1XP_027116321.1proteasome subunit beta type-2-B-like [Coffea arabica]Coffea_arabica 54.30 0.00

TRINITY_DN25692_c0_g1XP_002954716.1hypothetical protein VOLCADRAFT_76427 [Volvox carteri f. nagariensis]Volvox_carteri 54.30 0.00

TRINITY_DN26539_c0_g1XP_020977203.1ABC transporter B family member 15-like [Arachis ipaensis]Arachis_ipaensis 54.30 0.00

TRINITY_DN26633_c0_g1XP_023894262.1phosphoglycerate kinase-like [Quercus suber]Quercus_suber 54.30 0.00

TRINITY_DN28878_c0_g1PIN08707.1hypothetical protein CDL12_18713 [Handroanthus impetiginosus]Handroanthus_impetiginosus 54.30 0.00

TRINITY_DN30307_c0_g1XP_012842723.1PREDICTED: 60S ribosomal protein L44 [Erythranthe guttata]Erythranthe_guttata 54.30 0.00

TRINITY_DN30848_c0_g4XP_010415936.1PREDICTED: WD repeat-containing protein 70 [Camelina sativa]Camelina_sativa 54.30 0.00

TRINITY_DN32241_c1_g1XP_023926195.1ubiquitin-conjugating enzyme E2-16 kDa [Quercus suber]Quercus_suber 54.30 0.00

TRINITY_DN33928_c0_g1PRW18407.1glucosamine 6-phosphate N-acetyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 54.30 0.00

TRINITY_DN35557_c0_g1XP_006655378.2PREDICTED: uncharacterized protein LOC102711889 [Oryza brachyantha]Oryza_brachyantha 54.30 0.00

TRINITY_DN35655_c1_g2CDY63600.1BnaUnng00870D [Brassica napus]Brassica_napus 54.30 0.00

TRINITY_DN36038_c0_g3KDD75175.1SNF2 family domain-containing protein, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 54.30 0.00

TRINITY_DN36794_c0_g2AXU98877.1hypothetical protein (mitochondrion) [Brassica juncea]Brassica_juncea 54.30 0.00

TRINITY_DN36799_c0_g1ACF79371.1unknown [Zea mays]Zea_mays 54.30 0.00

TRINITY_DN37193_c0_g9XP_010532473.1PREDICTED: ras-related protein RABH1e-like [Tarenaya hassleriana]Tarenaya_hassleriana 54.30 0.00

TRINITY_DN37229_c0_g9KZN04010.1hypothetical protein DCAR_004808 [Daucus carota subsp. sativus]Daucus_carota 54.30 0.00

TRINITY_DN37917_c1_g1GBF98720.1cytochrome b6-f complex subunit chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.30 0.00

TRINITY_DN38229_c0_g2KRH17780.1hypothetical protein GLYMA_13G015300 [Glycine max]Glycine_max 54.30 0.00

TRINITY_DN38330_c1_g1KXZ42000.1hypothetical protein GPECTOR_226g495 [Gonium pectorale]Gonium_pectorale 54.30 0.00

TRINITY_DN38438_c1_g2GAX81374.1hypothetical protein CEUSTIGMA_g8805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN38541_c0_g3XP_005646818.1P25-alpha [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.30 0.00

TRINITY_DN38641_c0_g4PNW73826.1hypothetical protein CHLRE_13g574350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN38957_c2_g2KXZ51336.1hypothetical protein GPECTOR_13g823 [Gonium pectorale]Gonium_pectorale 54.30 0.00

TRINITY_DN39257_c1_g4AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN39802_c0_g6PRW61391.1dnaJ-like protein subfamily B member 4-like isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 54.30 0.00

TRINITY_DN39824_c0_g6PRW59412.1RNA exonuclease 4 [Chlorella sorokiniana]Chlorella_sorokiniana 54.30 0.00

TRINITY_DN39890_c1_g5PNW79709.1hypothetical protein CHLRE_08g363874v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN40084_c0_g1ACF81765.1unknown [Zea mays]Zea_mays 54.30 0.00

TRINITY_DN40525_c0_g3BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.30 0.00

TRINITY_DN41049_c0_g2XP_020532031.1serine/threonine-protein kinase TOUSLED [Amborella trichopoda]Amborella_trichopoda 54.30 0.00

TRINITY_DN41470_c0_g7PNW70189.1hypothetical protein CHLRE_17g709600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN41698_c0_g13YP_009463636.1hypothetical protein SG3EUKT975005.1 (chloroplast) [Haematococcus lacustris]Haematococcus_lacustris 54.30 0.00

TRINITY_DN41972_c0_g4KXZ55440.1ACK1 protein [Gonium pectorale]Gonium_pectorale 54.30 0.00

TRINITY_DN42068_c0_g1XP_022746861.1ras-related protein RABG3f-like isoform X2 [Durio zibethinus]Durio_zibethinus 54.30 0.00

TRINITY_DN42099_c1_g5GBF87693.1hypothetical protein Rsub_00404 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.30 0.00

TRINITY_DN42472_c1_g4EOY26781.1ATP binding microtubule motor family protein isoform 1 [Theobroma cacao]Theobroma_cacao 54.30 0.00

TRINITY_DN42599_c0_g5XP_022035103.1ABC transporter C family member 2-like [Helianthus annuus]Helianthus_annuus 54.30 0.00

TRINITY_DN42761_c0_g1XP_002956592.1hypothetical protein VOLCADRAFT_67186 [Volvox carteri f. nagariensis]Volvox_carteri 54.30 0.00

TRINITY_DN42948_c0_g3PNW84668.1hypothetical protein CHLRE_03g153850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN43241_c2_g1XP_002955717.1hypothetical protein VOLCADRAFT_106936 [Volvox carteri f. nagariensis]Volvox_carteri 54.30 0.00

TRINITY_DN44312_c0_g6GAX73708.1hypothetical protein CEUSTIGMA_g1161.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN44697_c0_g1KXZ50280.1hypothetical protein GPECTOR_17g919 [Gonium pectorale]Gonium_pectorale 54.30 0.00

TRINITY_DN44841_c0_g2GAX77396.1hypothetical protein CEUSTIGMA_g4842.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN44920_c0_g6GAQ91802.1ATP-dependent RNA helicase A [Klebsormidium nitens]Klebsormidium_nitens 54.30 0.00

TRINITY_DN46201_c1_g8XP_023882893.1ubiquitin-activating enzyme E1 1-like [Quercus suber]Quercus_suber 54.30 0.00

TRINITY_DN47065_c0_g1GAX75423.1hypothetical protein CEUSTIGMA_g2867.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN47066_c0_g3XP_009803289.1PREDICTED: aspartate aminotransferase, mitochondrial [Nicotiana sylvestris]Nicotiana_sylvestris 54.30 0.00

TRINITY_DN47812_c0_g1PNW76094.1hypothetical protein CHLRE_12g548050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.30 0.00

TRINITY_DN48189_c0_g1GAX85640.1hypothetical protein CEUSTIGMA_g13055.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN48266_c0_g1KXZ51612.1hypothetical protein GPECTOR_12g576 [Gonium pectorale]Gonium_pectorale 54.30 0.00

TRINITY_DN48591_c0_g1GAX81530.1hypothetical protein CEUSTIGMA_g8958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN49133_c0_g2GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00



TRINITY_DN49879_c1_g1XP_002945836.1hypothetical protein VOLCADRAFT_120213 [Volvox carteri f. nagariensis]Volvox_carteri 54.30 0.00

TRINITY_DN50316_c0_g3GAX84605.1hypothetical protein CEUSTIGMA_g12026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN50900_c1_g1GAX77008.1hypothetical protein CEUSTIGMA_g4455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.30 0.00

TRINITY_DN51929_c1_g1GBF92133.1kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.30 0.00

TRINITY_DN52368_c1_g2GAQ85389.1clathrin heavy chain [Klebsormidium nitens]Klebsormidium_nitens 54.30 0.00

TRINITY_DN52510_c1_g4GAQ93583.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 54.30 0.00

TRINITY_DN53052_c0_g1PKA55918.160S ribosomal protein L35a-1 [Apostasia shenzhenica]Apostasia_shenzhenica 54.30 0.00

TRINITY_DN21119_c0_g6GAX75810.1hypothetical protein CEUSTIGMA_g3253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN33976_c0_g1XP_020678313.1peroxisomal 2,4-dienoyl-CoA reductase-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 54.20 0.00

TRINITY_DN34401_c0_g3XP_008380475.1PREDICTED: glycine-rich RNA-binding protein 4, mitochondrial isoform X2 [Malus domestica]Malus_domestica 54.20 0.00

TRINITY_DN35764_c1_g10XP_002505367.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 54.20 0.00

TRINITY_DN36252_c0_g1PVH66381.1hypothetical protein PAHAL_1G230400 [Panicum hallii]Panicum_hallii 54.20 0.00

TRINITY_DN36864_c0_g3OAE25968.1hypothetical protein AXG93_1712s1480 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 54.20 0.00

TRINITY_DN37309_c0_g2XP_002958987.1hypothetical protein VOLCADRAFT_70162 [Volvox carteri f. nagariensis]Volvox_carteri 54.20 0.00

TRINITY_DN37864_c0_g4NP_001346368.1ABC transporter B family member 21 [Zea mays]Zea_mays 54.20 0.00

TRINITY_DN38300_c0_g7GAQ78994.1Replication factor C subunit RFC4 [Klebsormidium nitens]Klebsormidium_nitens 54.20 0.00

TRINITY_DN38404_c0_g1KXZ48630.1hypothetical protein GPECTOR_26g533 [Gonium pectorale]Gonium_pectorale 54.20 0.00

TRINITY_DN38527_c0_g3OWM76381.1hypothetical protein CDL15_Pgr028251 [Punica granatum]Punica_granatum 54.20 0.00

TRINITY_DN38899_c0_g8GAQ87274.1ABC transporter [Klebsormidium nitens]Klebsormidium_nitens 54.20 0.00

TRINITY_DN39258_c0_g5GAX73504.1hypothetical protein CEUSTIGMA_g956.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN39547_c0_g3XP_013895816.1hypothetical protein MNEG_11166 [Monoraphidium neglectum]Monoraphidium_neglectum 54.20 0.00

TRINITY_DN39804_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.20 0.00

TRINITY_DN40642_c0_g1XP_001692299.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.20 0.00

TRINITY_DN40728_c0_g1XP_024374585.1DNA damage-inducible protein 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 54.20 0.00

TRINITY_DN40940_c0_g8XP_023905256.1probable mitochondrial phosphate carrier protein [Quercus suber]Quercus_suber 54.20 0.00

TRINITY_DN41344_c0_g2XP_002952334.1hypothetical protein VOLCADRAFT_105471 [Volvox carteri f. nagariensis]Volvox_carteri 54.20 0.00

TRINITY_DN41451_c0_g2XP_021851976.160S ribosomal protein L13a-4 [Spinacia oleracea]Spinacia_oleracea 54.20 0.00

TRINITY_DN41452_c0_g1XP_023926185.1probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial [Quercus suber]Quercus_suber 54.20 0.00

TRINITY_DN41534_c0_g1GBF95179.1hypothetical protein Rsub_07892 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.20 0.00

TRINITY_DN41833_c0_g4XP_026421126.1ABC transporter B family member 19-like isoform X1 [Papaver somniferum]Papaver_somniferum 54.20 0.00

TRINITY_DN41916_c0_g1XP_013905024.1hypothetical protein MNEG_1946 [Monoraphidium neglectum]Monoraphidium_neglectum 54.20 0.00

TRINITY_DN42519_c0_g2XP_002950292.1hypothetical protein VOLCADRAFT_90773 [Volvox carteri f. nagariensis]Volvox_carteri 54.20 0.00

TRINITY_DN42841_c0_g5EFJ21285.1hypothetical protein SELMODRAFT_443692 [Selaginella moellendorffii]Selaginella_moellendorffii 54.20 0.00

TRINITY_DN43189_c0_g2KXZ52088.1hypothetical protein GPECTOR_10g1111 [Gonium pectorale]Gonium_pectorale 54.20 0.00

TRINITY_DN43917_c1_g7XP_024535807.1nascent polypeptide-associated complex subunit alpha-like protein isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 54.20 0.00

TRINITY_DN44497_c1_g8XP_005645291.1hypothetical protein COCSUDRAFT_43672 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.20 0.00

TRINITY_DN44575_c0_g1XP_002957403.1hypothetical protein VOLCADRAFT_119688 [Volvox carteri f. nagariensis]Volvox_carteri 54.20 0.00

TRINITY_DN46603_c0_g2GBF93167.1hypothetical protein Rsub_05898 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.20 0.00

TRINITY_DN47176_c0_g1GAX77643.1hypothetical protein CEUSTIGMA_g5086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN47661_c0_g2XP_001691280.1adenylyl cyclase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.20 0.00

TRINITY_DN47670_c1_g5XP_001701957.1ATM/ATR-like kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.20 0.00

TRINITY_DN47675_c0_g2KQJ95975.1hypothetical protein BRADI_3g20045v3 [Brachypodium distachyon]Brachypodium_distachyon 54.20 0.00

TRINITY_DN48007_c1_g2GAX80078.1hypothetical protein CEUSTIGMA_g7516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN48144_c0_g1KXZ51116.1hypothetical protein GPECTOR_14g97 [Gonium pectorale]Gonium_pectorale 54.20 0.00

TRINITY_DN48698_c0_g1XP_024537068.1tRNA pseudouridine(38/39) synthase isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 54.20 0.00

TRINITY_DN48879_c1_g2GAX78096.1hypothetical protein CEUSTIGMA_g5538.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN48896_c1_g3XP_001698614.1guanylate cyclase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.20 0.00

TRINITY_DN49133_c0_g1GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN49231_c1_g3XP_001697224.1intraflagellar transport protein 81 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.20 0.00

TRINITY_DN50174_c0_g5GAX78176.1hypothetical protein CEUSTIGMA_g5618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.20 0.00

TRINITY_DN52077_c0_g1PSC76533.1NAD-dependent deacetylase sirtuin-2 [Micractinium conductrix]Micractinium_conductrix 54.20 0.00

TRINITY_DN52328_c0_g6XP_027768604.1uncharacterized protein LOC114074811 [Solanum pennellii]Solanum_pennellii 54.20 0.00

TRINITY_DN52679_c2_g1KXZ55522.1hypothetical protein GPECTOR_2g1071 [Gonium pectorale]Gonium_pectorale 54.20 0.00

TRINITY_DN29950_c0_g1EEF26602.1tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase, putative, partial [Ricinus communis]Ricinus_communis 54.10 0.00

TRINITY_DN31256_c0_g1EFJ33025.1hypothetical protein SELMODRAFT_38090, partial [Selaginella moellendorffii]Selaginella_moellendorffii 54.10 0.00

TRINITY_DN31417_c0_g1EFH70169.1hypothetical protein ARALYDRAFT_314047 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 54.10 0.00

TRINITY_DN32818_c0_g2GBG64759.1hypothetical protein CBR_g46716 [Chara braunii]Chara_braunii 54.10 0.00

TRINITY_DN33429_c0_g2OEL16707.11,4-alpha-glucan-branching enzyme 2, chloroplastic/amyloplastic [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 54.10 0.00

TRINITY_DN33707_c0_g2XP_003579972.1isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 54.10 0.00

TRINITY_DN34081_c0_g2XP_002501349.1predicted protein [Micromonas commoda]Micromonas_commoda 54.10 0.00

TRINITY_DN34372_c0_g1EFJ21602.1hypothetical protein SELMODRAFT_106718 [Selaginella moellendorffii]Selaginella_moellendorffii 54.10 0.00

TRINITY_DN35226_c0_g1PRQ41512.1putative glutamine--fructose-6-phosphate transaminase (isomerizing) [Rosa chinensis]Rosa_chinensis 54.10 0.00

TRINITY_DN35333_c0_g2GBF96202.1hypothetical protein Rsub_08747 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.10 0.00

TRINITY_DN35708_c0_g1XP_009411274.1PREDICTED: cycloartenol-C-24-methyltransferase 1 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 54.10 0.00

TRINITY_DN36694_c0_g1XP_023891018.1short/branched chain specific acyl-CoA dehydrogenase, mitochondrial-like [Quercus suber]Quercus_suber 54.10 0.00

TRINITY_DN36894_c0_g1PNW70032.1hypothetical protein CHLRE_17g702950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00



TRINITY_DN37335_c0_g1XP_024965277.1ubiquitin-conjugating enzyme E2-17 kDa [Cynara cardunculus var. scolymus]Cynara_cardunculus 54.10 0.00

TRINITY_DN37523_c0_g3BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 54.10 0.00

TRINITY_DN39302_c0_g6KXZ42076.1hypothetical protein GPECTOR_210g419 [Gonium pectorale]Gonium_pectorale 54.10 0.00

TRINITY_DN39536_c1_g2XP_002947859.1hypothetical protein VOLCADRAFT_73435 [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN39945_c0_g2PNW72602.1hypothetical protein CHLRE_15g638101v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN40007_c0_g2XP_023906985.14-aminobutyrate aminotransferase-like [Quercus suber]Quercus_suber 54.10 0.00

TRINITY_DN40067_c0_g2XP_001702863.1sodium/phosphate symporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN40238_c2_g7KMZ63959.1GTP-binding nuclear protein Ran-3 [Zostera marina]Zostera_marina 54.10 0.00

TRINITY_DN40242_c1_g3XP_005648735.1hypothetical protein COCSUDRAFT_14972 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.10 0.00

TRINITY_DN42233_c0_g2GAX76597.1hypothetical protein CEUSTIGMA_g4043.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN42563_c2_g3AKT95177.1zeaxanthin epoxidase [Haematococcus lacustris]Haematococcus_lacustris 54.10 0.00

TRINITY_DN43150_c0_g1GAX85581.1hypothetical protein CEUSTIGMA_g12996.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN43163_c1_g2PNW75475.1hypothetical protein CHLRE_12g528100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN43655_c0_g1PNH12171.1hypothetical protein TSOC_000944 [Tetrabaena socialis]Tetrabaena_socialis 54.10 0.00

TRINITY_DN43656_c1_g2GBG75466.1hypothetical protein CBR_g20098 [Chara braunii]Chara_braunii 54.10 0.00

TRINITY_DN43754_c0_g4XP_002959181.1hypothetical protein VOLCADRAFT_121785 [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN44403_c0_g1KXZ51728.1hypothetical protein GPECTOR_11g175 [Gonium pectorale]Gonium_pectorale 54.10 0.00

TRINITY_DN44425_c0_g3GAX82634.1hypothetical protein CEUSTIGMA_g10060.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN45194_c1_g1XP_002948700.1hypothetical protein VOLCADRAFT_89087 [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN45194_c1_g3XP_002949480.1flagellar inner dynein arm heavy chain 11 [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN45303_c0_g1XP_002955332.1hypothetical protein VOLCADRAFT_96186 [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN45492_c0_g1GBF90569.1mitochondrial arginine transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.10 0.00

TRINITY_DN45595_c0_g1KXZ45846.1hypothetical protein GPECTOR_50g640 [Gonium pectorale]Gonium_pectorale 54.10 0.00

TRINITY_DN45992_c0_g1GBF97604.126S proteasome non-ATPase regulatory subunit 6 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.10 0.00

TRINITY_DN46328_c0_g2GAX78034.1hypothetical protein CEUSTIGMA_g5476.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN46529_c1_g2PNH05716.1hypothetical protein TSOC_008021, partial [Tetrabaena socialis]Tetrabaena_socialis 54.10 0.00

TRINITY_DN46878_c1_g6P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 54.10 0.00

TRINITY_DN47080_c0_g2XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN47347_c0_g2PNH04560.1Ethylene-responsive transcription factor 7 [Tetrabaena socialis]Tetrabaena_socialis 54.10 0.00

TRINITY_DN47407_c1_g1GAX84399.1hypothetical protein CEUSTIGMA_g11821.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN47748_c0_g4GAX76480.1hypothetical protein CEUSTIGMA_g3925.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN47792_c1_g2XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 54.10 0.00

TRINITY_DN48371_c1_g6GAX80914.1hypothetical protein CEUSTIGMA_g8349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN48707_c0_g4KJB36869.1hypothetical protein B456_006G179900 [Gossypium raimondii]Gossypium_raimondii 54.10 0.00

TRINITY_DN49088_c0_g1PNW77667.1hypothetical protein CHLRE_10g446400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN49499_c0_g4GAX74234.1hypothetical protein CEUSTIGMA_g1683.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN49552_c0_g5XP_026421640.1casein kinase 1-like protein 10 [Papaver somniferum]Papaver_somniferum 54.10 0.00

TRINITY_DN49808_c0_g5GAX73813.1hypothetical protein CEUSTIGMA_g1264.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN49921_c0_g1XP_011085850.12-oxoglutarate dehydrogenase, mitochondrial-like [Sesamum indicum]Sesamum_indicum 54.10 0

TRINITY_DN50174_c0_g1XP_002958023.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 54.10 0.00

TRINITY_DN50182_c1_g1PNH08156.1Protein ROOT HAIR DEFECTIVE 3 [Tetrabaena socialis]Tetrabaena_socialis 54.10 0.00

TRINITY_DN50657_c0_g1GAX79955.1hypothetical protein CEUSTIGMA_g7394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.10 0.00

TRINITY_DN50773_c0_g2PNW87119.1hypothetical protein CHLRE_02g109850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN51027_c0_g3KXZ53815.1hypothetical protein GPECTOR_6g733 [Gonium pectorale]Gonium_pectorale 54.10 0.00

TRINITY_DN51822_c0_g1XP_001692619.1hypothetical protein CHLREDRAFT_146167 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.10 0.00

TRINITY_DN51868_c1_g1PRW58628.1chloroplastic isoform X3 [Chlorella sorokiniana]Chlorella_sorokiniana 54.10 0.00

TRINITY_DN14869_c0_g1ART66851.1ATP binding cassette subfamily B member 1, partial [Phyllostachys sp. KD-2017]Phyllostachys_sp._KD-2017 54.00 0.00

TRINITY_DN2641_c0_g1OAY82667.1Mitochondrial uncoupling protein 1 [Ananas comosus]Ananas_comosus 54.00 0.00

TRINITY_DN29649_c0_g1XP_008438387.1PREDICTED: 3-ketoacyl-CoA thiolase 2, peroxisomal [Cucumis melo]Cucumis_melo 54.00 0.00

TRINITY_DN32462_c0_g2EFJ32158.1hypothetical protein SELMODRAFT_85440, partial [Selaginella moellendorffii]Selaginella_moellendorffii 54.00 0.00

TRINITY_DN33878_c0_g1XP_006394735.1tRNA (guanine-N(7)-)-methyltransferase [Eutrema salsugineum]Eutrema_salsugineum 54.00 0.00

TRINITY_DN34156_c0_g1XP_002958386.1p300/CBP acetyl-transferase [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN35868_c0_g6GAV63630.1UCH domain-containing protein/DUSP domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 54.00 0.00

TRINITY_DN36782_c0_g2OAE29260.1hypothetical protein AXG93_3114s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 54.00 0.00

TRINITY_DN37293_c0_g2GBF94205.1hypothetical protein Rsub_06475 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.00 0.00

TRINITY_DN37617_c0_g5XP_002509220.1radial spoke protein 11 [Micromonas commoda]Micromonas_commoda 54.00 0.00

TRINITY_DN37988_c1_g4GAQ79764.1Tryptophan or tyrosine transporter protein [Klebsormidium nitens]Klebsormidium_nitens 54.00 0.00

TRINITY_DN38229_c0_g4GAX82662.1hypothetical protein CEUSTIGMA_g10088.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN39291_c0_g4XP_001700193.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.00 0.00

TRINITY_DN39521_c0_g3KXZ52582.1hypothetical protein GPECTOR_9g626 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN39650_c1_g2XP_002505272.1radial spoke protein 7 [Micromonas commoda]Micromonas_commoda 54.00 0.00

TRINITY_DN40142_c0_g6GAX86501.1hypothetical protein CEUSTIGMA_g13909.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN40232_c1_g3PRW33700.1hypothetical protein C2E21_7608 [Chlorella sorokiniana]Chlorella_sorokiniana 54.00 0.00

TRINITY_DN40291_c2_g2XP_002958710.1hypothetical protein VOLCADRAFT_108265 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN40310_c2_g3GAX78157.1hypothetical protein CEUSTIGMA_g5599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN40665_c0_g6PVH32284.1hypothetical protein PAHAL_9G361700 [Panicum hallii]Panicum_hallii 54.00 0.00



TRINITY_DN40983_c0_g4XP_002956695.1hypothetical protein VOLCADRAFT_121558 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN41671_c0_g6GAX78651.1hypothetical protein CEUSTIGMA_g6089.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN41686_c0_g2KXZ44943.1hypothetical protein GPECTOR_60g720 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN42326_c0_g2GBG61308.1hypothetical protein CBR_g19841 [Chara braunii]Chara_braunii 54.00 0.00

TRINITY_DN42820_c1_g2GAX82673.1hypothetical protein CEUSTIGMA_g10099.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN43442_c0_g3KXZ44277.1hypothetical protein GPECTOR_70g508 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN43455_c0_g1PNW80720.1hypothetical protein CHLRE_07g327150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.00 0.00

TRINITY_DN43607_c0_g2XP_002953825.1hypothetical protein VOLCADRAFT_94557 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN44490_c0_g5GAX73544.1hypothetical protein CEUSTIGMA_g995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN44586_c1_g6GBF88979.1hypothetical protein Rsub_01478 [Raphidocelis subcapitata]Raphidocelis_subcapitata 54.00 0.00

TRINITY_DN45418_c0_g2PNH07589.1LYR motif-containing protein 4B [Tetrabaena socialis]Tetrabaena_socialis 54.00 0.00

TRINITY_DN45774_c0_g3GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 54.00 0.00

TRINITY_DN45837_c0_g7XP_023901842.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 54.00 0.00

TRINITY_DN45963_c0_g1GAX85577.1hypothetical protein CEUSTIGMA_g12992.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN46596_c0_g5XP_024381752.1DNA topoisomerase 3-beta-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 54.00 0.00

TRINITY_DN46896_c0_g2KXZ56876.1hypothetical protein GPECTOR_1g790 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN47018_c0_g1KXZ52475.1hypothetical protein GPECTOR_9g519 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN47085_c0_g2GAX81164.1hypothetical protein CEUSTIGMA_g8597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN47874_c1_g1GAX80212.1hypothetical protein CEUSTIGMA_g7650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN48520_c1_g4PNW69613.1hypothetical protein CHLRE_36g759697v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.00 0.00

TRINITY_DN48607_c0_g4GAX84389.1hypothetical protein CEUSTIGMA_g11811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN49200_c0_g3XP_002949067.1hypothetical protein VOLCADRAFT_89371 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN49225_c0_g1XP_001689563.1intraflagellar transport protein 74/72 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.00 0.00

TRINITY_DN49530_c0_g3KXZ50024.1hypothetical protein GPECTOR_18g177 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN50077_c0_g1XP_002954575.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN50900_c2_g1XP_005651506.1cobalamin-independent methionine synthase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 54.00 0.00

TRINITY_DN51037_c2_g7KXZ53253.1hypothetical protein GPECTOR_7g1147 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN51089_c0_g1XP_002951562.1hypothetical protein VOLCADRAFT_105163 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN51161_c0_g1PNW79521.1hypothetical protein CHLRE_08g358528v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 54.00 0.00

TRINITY_DN5123_c0_g1XP_002957720.1hypothetical protein VOLCADRAFT_119771 [Volvox carteri f. nagariensis]Volvox_carteri 54.00 0.00

TRINITY_DN52044_c1_g1GAX78363.1hypothetical protein CEUSTIGMA_g5805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN52342_c1_g1GAX80495.1hypothetical protein CEUSTIGMA_g7933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN52376_c0_g3XP_019183332.1PREDICTED: shaggy-related protein kinase epsilon [Ipomoea nil]Ipomoea_nil 54.00 0.00

TRINITY_DN52629_c0_g1KXZ44832.1hypothetical protein GPECTOR_61g785 [Gonium pectorale]Gonium_pectorale 54.00 0.00

TRINITY_DN54011_c0_g1GAX77376.1hypothetical protein CEUSTIGMA_g4822.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 54.00 0.00

TRINITY_DN15574_c0_g1ABR17680.1unknown [Picea sitchensis]Picea_sitchensis 53.90 0.00

TRINITY_DN20791_c0_g3XP_024994420.160S ribosomal protein L9-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 53.90 0.00

TRINITY_DN24575_c0_g2AAG15839.2NADPH-dependent mannose 6-phosphate reductase [Phelipanche ramosa]Phelipanche_ramosa 53.90 0.00

TRINITY_DN28886_c0_g1XP_015063016.1dynein light chain 2, cytoplasmic [Solanum pennellii]Solanum_pennellii 53.90 0.00

TRINITY_DN32010_c0_g3PSC69898.1sulfate transporter [Micractinium conductrix]Micractinium_conductrix 53.90 0.00

TRINITY_DN32834_c0_g1XP_005643384.1hypothetical protein COCSUDRAFT_45003 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.90 0.00

TRINITY_DN35130_c0_g1XP_020264946.1ADP-ribosylation factor 1-like [Asparagus officinalis]Asparagus_officinalis 53.90 0.00

TRINITY_DN3573_c0_g1ADA67931.1putative E2 ubiquitin-conjugating enzyme [Wolffia arrhiza]Wolffia_arrhiza 53.90 0.00

TRINITY_DN36436_c0_g2XP_006828441.1glutamine synthetase cytosolic isozyme [Amborella trichopoda]Amborella_trichopoda 53.90 0.00

TRINITY_DN36436_c0_g4XP_019420065.1PREDICTED: glutamine synthetase nodule isozyme-like [Lupinus angustifolius]Lupinus_angustifolius 53.90 0.00

TRINITY_DN36796_c1_g1KXZ56224.1hypothetical protein GPECTOR_1g195 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN36816_c0_g9KXZ56385.1hypothetical protein GPECTOR_1g341 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN37150_c1_g3GAX72664.1hypothetical protein CEUSTIGMA_g120.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN37600_c1_g2XP_002952884.1hypothetical protein VOLCADRAFT_105708 [Volvox carteri f. nagariensis]Volvox_carteri 53.90 0.00

TRINITY_DN39737_c0_g2GBG72803.1hypothetical protein CBR_g12371 [Chara braunii]Chara_braunii 53.90 0.00

TRINITY_DN39879_c0_g6XP_009593823.1PREDICTED: ABC transporter F family member 3 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 53.90 0.00

TRINITY_DN40113_c0_g1OWM63713.1hypothetical protein CDL15_Pgr008256 [Punica granatum]Punica_granatum 53.90 0.00

TRINITY_DN40516_c0_g5KXZ53629.1hypothetical protein GPECTOR_6g546 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN41876_c0_g1GAX82713.1hypothetical protein CEUSTIGMA_g10139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN42005_c0_g4KXZ56257.1hypothetical protein GPECTOR_1g224 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN42303_c0_g3XP_019449203.1PREDICTED: valine--tRNA ligase, mitochondrial 1 isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 53.90 0.00

TRINITY_DN43623_c0_g1KXZ45237.1hypothetical protein GPECTOR_57g527 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN43644_c1_g3XP_011626840.1protein FIZZY-RELATED 1 [Amborella trichopoda]Amborella_trichopoda 53.90 0.00

TRINITY_DN45114_c1_g1GAX81362.1hypothetical protein CEUSTIGMA_g8793.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN45191_c0_g1PNW74677.1hypothetical protein CHLRE_12g487400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.90 0.00

TRINITY_DN47727_c1_g1XP_005644842.1APG9-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.90 0.00

TRINITY_DN47780_c1_g8XP_023897595.1peroxisomal hydratase-dehydrogenase-epimerase-like [Quercus suber]Quercus_suber 53.90 0.00

TRINITY_DN48401_c0_g1GAX72672.1hypothetical protein CEUSTIGMA_g128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN48981_c0_g3GBF89736.1pheophorbide a oxygenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.90 0.00

TRINITY_DN49513_c0_g1XP_005646835.1purine 5'-nucleotidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.90 0.00

TRINITY_DN51237_c1_g1GAX79630.1hypothetical protein CEUSTIGMA_g7071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00



TRINITY_DN51642_c1_g1GBF97525.1hypothetical protein Rsub_10448 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.90 0.00

TRINITY_DN51742_c1_g2GAX79537.1hypothetical protein CEUSTIGMA_g6978.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN52105_c1_g7KXZ53056.1hypothetical protein GPECTOR_8g50 [Gonium pectorale]Gonium_pectorale 53.90 0.00

TRINITY_DN52480_c2_g2GAX81306.1hypothetical protein CEUSTIGMA_g8737.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.90 0.00

TRINITY_DN14336_c0_g1XP_024401001.1AP-1 complex subunit gamma-2-like [Physcomitrella patens]Physcomitrella_patens 53.80 0.00

TRINITY_DN18086_c0_g2BAA25911.1actin [Nannochloris bacillaris]Nannochloris_bacillaris 53.80 0.00

TRINITY_DN32072_c0_g3EPS73416.1hypothetical protein M569_01340 [Genlisea aurea]Genlisea_aurea 53.80 0.00

TRINITY_DN32153_c0_g1XP_008224242.1PREDICTED: heat stress transcription factor A-6b [Prunus mume]Prunus_mume 53.80 0.00

TRINITY_DN33032_c0_g1PNW78508.1hypothetical protein CHLRE_09g394350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN33140_c0_g1ESR56653.1hypothetical protein CICLE_v10019348mg [Citrus clementina]Citrus_clementina 53.80 0.00

TRINITY_DN33336_c0_g1XP_023908858.1serine/threonine-protein kinase ksg1-like [Quercus suber]Quercus_suber 53.80 0.00

TRINITY_DN35448_c0_g5XP_007202848.1vacuolar-processing enzyme [Prunus persica]Prunus_persica 53.80 0.00

TRINITY_DN35833_c0_g2XP_010103424.1probable E3 ubiquitin-protein ligase LUL4 [Morus notabilis]Morus_notabilis 53.80 0.00

TRINITY_DN36456_c0_g2PNH11245.1Chaperone protein dnaJ 2 [Tetrabaena socialis]Tetrabaena_socialis 53.80 0.00

TRINITY_DN36522_c0_g2XP_024165371.1WD40 repeat-containing protein HOS15-like isoform X2 [Rosa chinensis]Rosa_chinensis 53.80 0.00

TRINITY_DN37249_c0_g1ALD84318.1acetyl-CoA acetyltransferase 2 [Morus alba]Morus_alba 53.80 0.00

TRINITY_DN38475_c0_g3PNW83435.1hypothetical protein CHLRE_05g243451v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN38587_c1_g5GAX80940.1hypothetical protein CEUSTIGMA_g8375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN39100_c0_g1GAX73191.1hypothetical protein CEUSTIGMA_g644.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN39126_c1_g5EOY27727.1Ribosomal protein L18ae/LX family protein [Theobroma cacao]Theobroma_cacao 53.80 0.00

TRINITY_DN39307_c0_g6XP_024536556.1histone H1-II-like [Selaginella moellendorffii]Selaginella_moellendorffii 53.80 0.00

TRINITY_DN39365_c1_g1XP_002947696.1hypothetical protein VOLCADRAFT_79831 [Volvox carteri f. nagariensis]Volvox_carteri 53.80 0.00

TRINITY_DN39797_c0_g5PRW33296.1cytochrome b5 domain-containing RLF-like [Chlorella sorokiniana]Chlorella_sorokiniana 53.80 0.00

TRINITY_DN41073_c0_g2KXZ52397.1hypothetical protein GPECTOR_9g441 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN41262_c0_g2GAX80751.1hypothetical protein CEUSTIGMA_g8186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN41339_c0_g1GAX80037.1hypothetical protein CEUSTIGMA_g7476.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN41818_c1_g3KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN41841_c0_g1PNW88831.1hypothetical protein CHLRE_01g046501v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN42243_c0_g3XP_023871579.1uncharacterized protein LOC111984184 [Quercus suber]Quercus_suber 53.80 0.00

TRINITY_DN42347_c0_g4GAX82212.1hypothetical protein CEUSTIGMA_g9640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN43257_c1_g2KXZ51919.1hypothetical protein GPECTOR_11g46 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN43263_c0_g2OUS42553.1hypothetical protein BE221DRAFT_195958 [Ostreococcus tauri]Ostreococcus_tauri 53.80 0.00

TRINITY_DN43400_c0_g1XP_019422635.1PREDICTED: ADP-ribosylation factor 1-like [Lupinus angustifolius]Lupinus_angustifolius 53.80 0.00

TRINITY_DN44461_c0_g2PNW80137.1hypothetical protein CHLRE_08g379450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN44760_c0_g1XP_001700613.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN44848_c0_g3GAX80508.1hypothetical protein CEUSTIGMA_g7946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN44969_c0_g1XP_002951275.1hypothetical protein VOLCADRAFT_91788 [Volvox carteri f. nagariensis]Volvox_carteri 53.80 0.00

TRINITY_DN45159_c0_g3PTQ35039.1hypothetical protein MARPO_0074s0031 [Marchantia polymorpha]Marchantia_polymorpha 53.80 0.00

TRINITY_DN45163_c0_g4RMZ56080.1hypothetical protein APUTEX25_004504 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 53.80 0.00

TRINITY_DN45581_c1_g3XP_001695874.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN45688_c0_g2PNW70755.1hypothetical protein CHLRE_17g733150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN45927_c0_g4GAX82652.1hypothetical protein CEUSTIGMA_g10078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN46017_c0_g2XP_002973005.1E3 ubiquitin-protein ligase CSU1 [Selaginella moellendorffii]Selaginella_moellendorffii 53.80 0.00

TRINITY_DN46058_c1_g3GAQ77627.1hypothetical protein KFL_000010760 [Klebsormidium nitens]Klebsormidium_nitens 53.80 0.00

TRINITY_DN46151_c0_g5PNW74349.1hypothetical protein CHLRE_13g605000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN46483_c1_g1XP_001689490.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN46564_c0_g1GAQ81203.1DNA replication licensing factor MCM8 component [Klebsormidium nitens]Klebsormidium_nitens 53.80 0.00

TRINITY_DN46820_c0_g4GAX82175.1hypothetical protein CEUSTIGMA_g9603.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN46828_c0_g2KXZ45671.1hypothetical protein GPECTOR_52g69 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN46985_c0_g3XP_005651402.1DUF1313-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.80 0.00

TRINITY_DN47181_c0_g9PNW83242.1hypothetical protein CHLRE_05g233950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN47486_c0_g3GAX84108.1hypothetical protein CEUSTIGMA_g11531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN47660_c1_g2GAX76676.1hypothetical protein CEUSTIGMA_g4122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN48121_c0_g1GAX75912.1hypothetical protein CEUSTIGMA_g3355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN48358_c0_g3PNW72279.1hypothetical protein CHLRE_16g674800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN48476_c0_g7XP_023902741.1uncharacterized protein LOC112014584 [Quercus suber]Quercus_suber 53.80 0.00

TRINITY_DN48527_c1_g3PNW80482.1hypothetical protein CHLRE_07g319300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN49707_c1_g3XP_005844892.1hypothetical protein CHLNCDRAFT_26436 [Chlorella variabilis]Chlorella_variabilis 53.80 0.00

TRINITY_DN49834_c1_g5PNW74350.1hypothetical protein CHLRE_13g605050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN50003_c0_g1GAX73999.1hypothetical protein CEUSTIGMA_g1449.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN50044_c0_g1PNH11580.1Serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit gamma [Tetrabaena socialis]Tetrabaena_socialis 53.80 0.00

TRINITY_DN50178_c0_g2KXZ51290.1hypothetical protein GPECTOR_13g777 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN50646_c0_g4XP_004152215.1PREDICTED: periodic tryptophan protein 2 homolog [Cucumis sativus]Cucumis_sativus 53.80 0.00

TRINITY_DN50806_c0_g3GAX79705.1hypothetical protein CEUSTIGMA_g7146.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN50849_c0_g1KXZ53139.1hypothetical protein GPECTOR_7g1030 [Gonium pectorale]Gonium_pectorale 53.80 0.00

TRINITY_DN50945_c1_g8KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 53.80 0.00



TRINITY_DN51296_c0_g2XP_001695835.1major facilitator superfamily transporter, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN51440_c1_g2GAX78701.1hypothetical protein CEUSTIGMA_g6139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN51740_c0_g1GBF99286.1hypothetical protein Rsub_12046 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.80 0.00

TRINITY_DN51741_c0_g2PNW84063.1hypothetical protein CHLRE_04g219700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.80 0.00

TRINITY_DN51792_c0_g6XP_016709942.1PREDICTED: acetyl-CoA acetyltransferase, cytosolic 1 [Gossypium hirsutum]Gossypium_hirsutum 53.80 0.00

TRINITY_DN52508_c2_g5GBF88898.1isochorismate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.80 0.00

TRINITY_DN52597_c1_g4GAX79790.1hypothetical protein CEUSTIGMA_g7230.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.80 0.00

TRINITY_DN52966_c0_g1RYR06578.1hypothetical protein Ahy_B05g073894 [Arachis hypogaea]Arachis_hypogaea 53.80 0.00

TRINITY_DN10532_c0_g1XP_002505959.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 53.70 0.00

TRINITY_DN16293_c0_g1XP_021997003.1mitogen-activated protein kinase kinase kinase NPK1-like isoform X1 [Helianthus annuus]Helianthus_annuus 53.70 0.00

TRINITY_DN20542_c0_g1XP_009351063.1PREDICTED: acetyl-CoA acetyltransferase, mitochondrial-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 53.70 0.00

TRINITY_DN20575_c0_g2XP_021854381.1mitochondrial uncoupling protein 1-like [Spinacia oleracea]Spinacia_oleracea 53.70 0.00

TRINITY_DN25283_c0_g1EFJ19475.1hypothetical protein SELMODRAFT_419211 [Selaginella moellendorffii]Selaginella_moellendorffii 53.70 0.00

TRINITY_DN30353_c0_g2XP_005845260.1hypothetical protein CHLNCDRAFT_26048 [Chlorella variabilis]Chlorella_variabilis 53.70 0.00

TRINITY_DN31858_c0_g2XP_022840646.1Fatty acid hydroxylase [Ostreococcus tauri]Ostreococcus_tauri 53.70 0.00

TRINITY_DN34146_c0_g1XP_003057263.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.70 0.00

TRINITY_DN35676_c0_g4RLN04554.1hypothetical protein C2845_PM13G07960 [Panicum miliaceum]Panicum_miliaceum 53.70 0.00

TRINITY_DN36584_c2_g1XP_005649998.1hypothetical protein COCSUDRAFT_61671 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.70 0.00

TRINITY_DN37091_c0_g5PNW75024.1hypothetical protein CHLRE_12g499700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN37443_c1_g1XP_001693125.1trehalase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN37629_c0_g1XP_017243630.1PREDICTED: uncharacterized protein LOC108215621 isoform X2 [Daucus carota subsp. sativus]Daucus_carota 53.70 0.00

TRINITY_DN37839_c0_g3KXZ46597.1hypothetical protein GPECTOR_42g808 [Gonium pectorale]Gonium_pectorale 53.70 0.00

TRINITY_DN39162_c0_g1XP_020100594.1serine--tRNA ligase, chloroplastic/mitochondrial isoform X1 [Ananas comosus]Ananas_comosus 53.70 0.00

TRINITY_DN40202_c0_g6GAQ78262.1putative SNF2 family DNA repair protein [Klebsormidium nitens]Klebsormidium_nitens 53.70 0.00

TRINITY_DN40454_c0_g1GAX78569.1hypothetical protein CEUSTIGMA_g6009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN40796_c1_g7CAC95163.1RNA polymerase [Physcomitrella patens]Physcomitrella_patens 53.70 0.00

TRINITY_DN41440_c0_g2RWR81965.1proteasome subunit alpha type-4 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 53.70 0.00

TRINITY_DN41510_c1_g1XP_005645866.1hypothetical protein COCSUDRAFT_53962 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.70 0.00

TRINITY_DN41678_c0_g1GAX79746.1hypothetical protein CEUSTIGMA_g7187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN41805_c0_g1XP_023732714.1ubiquitin-like modifier-activating enzyme 5 [Lactuca sativa]Lactuca_sativa 53.70 0.00

TRINITY_DN42099_c1_g1GAX83157.1hypothetical protein CEUSTIGMA_g10583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN42211_c0_g3GAX82166.1hypothetical protein CEUSTIGMA_g9594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN42418_c0_g3PSC75091.1SAM-dependent methyltransferase [Micractinium conductrix]Micractinium_conductrix 53.70 0.00

TRINITY_DN43541_c1_g1XP_001690249.1flagellar outer dynein arm 18 kDa light chain LC4 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN43644_c1_g8OVA00162.1WD40 repeat [Macleaya cordata]Macleaya_cordata 53.70 0.00

TRINITY_DN44051_c0_g1ACL13981.1NADPH dependent alkenal/alkenone reductase [Dunaliella salina]Dunaliella_salina 53.70 0.00

TRINITY_DN44140_c0_g1XP_001698794.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN44275_c0_g6XP_014756886.1serine/threonine-protein kinase CTR1 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 53.70 0.00

TRINITY_DN44629_c1_g3KXZ43985.1hypothetical protein GPECTOR_76g807 [Gonium pectorale]Gonium_pectorale 53.70 0.00

TRINITY_DN44742_c0_g1GAX75021.1hypothetical protein CEUSTIGMA_g2467.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN44829_c1_g2XP_002953933.1hypothetical protein VOLCADRAFT_118548 [Volvox carteri f. nagariensis]Volvox_carteri 53.70 0.00

TRINITY_DN44914_c3_g2GAX80391.1hypothetical protein CEUSTIGMA_g7830.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN46056_c0_g4XP_002506757.1dynein beta chain, flagellar outer arm [Micromonas commoda]Micromonas_commoda 53.70 0.00

TRINITY_DN46820_c0_g5GBF90820.1hypothetical protein Rsub_03674 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.70 0.00

TRINITY_DN47371_c0_g11PNW75147.1hypothetical protein CHLRE_12g514700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN48055_c1_g10BBC28473.1serine/threonine-protein kinase [Yamagishiella unicocca]Yamagishiella_unicocca 53.70 0.00

TRINITY_DN48195_c0_g5GBF89436.1hypothetical protein Rsub_02008 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.70 0.00

TRINITY_DN48304_c2_g1KXZ54440.1hypothetical protein GPECTOR_5g92 [Gonium pectorale]Gonium_pectorale 53.70 0.00

TRINITY_DN50050_c1_g2PNH05133.13-ketoacyl-CoA synthase 6 [Tetrabaena socialis]Tetrabaena_socialis 53.70 0.00

TRINITY_DN50528_c0_g6GAX77522.1hypothetical protein CEUSTIGMA_g4966.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.70 0.00

TRINITY_DN51578_c0_g1PNW80796.1hypothetical protein CHLRE_07g329882v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN52606_c2_g1XP_013905934.1cytochrome P450 [Monoraphidium neglectum]Monoraphidium_neglectum 53.70 0.00

TRINITY_DN622_c0_g1XP_001694643.1aconitate hydratase, N-terminal, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.70 0.00

TRINITY_DN8183_c0_g1KDD73785.1hypothetical protein H632_c1839p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 53.70 0.00

TRINITY_DN13586_c0_g1XP_006644840.1PREDICTED: probable 3-hydroxybutyryl-CoA dehydrogenase [Oryza brachyantha]Oryza_brachyantha 53.60 0.00

TRINITY_DN2170_c0_g1XP_010029619.1PREDICTED: serine/threonine-protein kinase STY8 isoform X3 [Eucalyptus grandis]Eucalyptus_grandis 53.60 0.00

TRINITY_DN22832_c0_g1KXZ49012.1DHC3 protein [Gonium pectorale]Gonium_pectorale 53.60 0.00

TRINITY_DN33189_c0_g2OAE25820.1hypothetical protein AXG93_2145s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 53.60 0.00

TRINITY_DN33404_c0_g2XP_004143498.1PREDICTED: probable Xaa-Pro aminopeptidase P [Cucumis sativus]Cucumis_sativus 53.60 0.00

TRINITY_DN34142_c0_g1GAQ89333.1transport protein particle component [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN34785_c0_g5XP_006288309.1CTD small phosphatase-like protein 2 isoform X1 [Capsella rubella]Capsella_rubella 53.60 0.00

TRINITY_DN34838_c0_g1GAQ79025.1Regulatory protein MLP and related LIM proteins [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN35213_c0_g4KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 53.60 0.00

TRINITY_DN36400_c1_g8XP_002889401.1cytochrome c oxidase assembly protein COX11, mitochondrial [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 53.60 0.00

TRINITY_DN36538_c2_g4GAQ88954.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN36771_c1_g4KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 53.60 0.00



TRINITY_DN36775_c1_g3GBF92665.1mitochondrial import inner membrane translocase subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.60 0.00

TRINITY_DN37442_c0_g1AEW90637.1KU80-like protein [Pinus sylvestris]Pinus_sylvestris 53.60 0.00

TRINITY_DN37477_c0_g5XP_024365111.1uncharacterized protein LOC112277239 [Physcomitrella patens]Physcomitrella_patens 53.60 0.00

TRINITY_DN37946_c0_g1XP_022023304.1serine/threonine-protein phosphatase 5-like isoform X2 [Helianthus annuus]Helianthus_annuus 53.60 0.00

TRINITY_DN38044_c1_g1XP_001699907.1flavin-dependent monoxygenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN38402_c0_g3XP_001694925.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN38601_c1_g2XP_013902948.1hypothetical protein MNEG_4029 [Monoraphidium neglectum]Monoraphidium_neglectum 53.60 0.00

TRINITY_DN38903_c0_g2KZM84921.1hypothetical protein DCAR_027657 [Daucus carota subsp. sativus]Daucus_carota 53.60 0.00

TRINITY_DN38944_c1_g1KYP53097.1Retrovirus-related Pol polyprotein from transposon 17.6 [Cajanus cajan]Cajanus_cajan 53.60 0.00

TRINITY_DN39018_c0_g1GAX77995.1hypothetical protein CEUSTIGMA_g5437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN39689_c0_g2BAJ86872.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.60 0.00

TRINITY_DN39917_c0_g1GAX84207.1hypothetical protein CEUSTIGMA_g11630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN40782_c1_g2GAX85740.1hypothetical protein CEUSTIGMA_g13155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN41868_c0_g1XP_002948040.1hypothetical protein VOLCADRAFT_116593 [Volvox carteri f. nagariensis]Volvox_carteri 53.60 0.00

TRINITY_DN41899_c1_g4XP_002948928.1hypothetical protein VOLCADRAFT_80444 [Volvox carteri f. nagariensis]Volvox_carteri 53.60 0.00

TRINITY_DN41956_c0_g5PNH07117.1Chlorophyll a-b binding protein CP26, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 53.60 0.00

TRINITY_DN42155_c0_g4BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.60 0.00

TRINITY_DN43104_c0_g1GAX72769.1hypothetical protein CEUSTIGMA_g225.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN43547_c2_g5XP_001702840.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN43923_c0_g4XP_020988500.1DNA-directed RNA polymerases II, IV and V subunit 12 isoform X1 [Arachis duranensis]Arachis_duranensis 53.60 0.00

TRINITY_DN44256_c1_g1XP_001701808.1response regulator of potential two component system [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN44541_c0_g2GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN44782_c0_g3XP_002947491.1hypothetical protein VOLCADRAFT_56991 [Volvox carteri f. nagariensis]Volvox_carteri 53.60 0.00

TRINITY_DN45883_c0_g2PRW45077.1HBS1 isoform X1 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 53.60 0.00

TRINITY_DN46275_c0_g4XP_001700356.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN46411_c0_g3PNW73618.1hypothetical protein CHLRE_13g565950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN46781_c0_g2PRW59514.1Rab family GTPase [Chlorella sorokiniana]Chlorella_sorokiniana 53.60 0.00

TRINITY_DN46790_c0_g2GAX73633.1hypothetical protein CEUSTIGMA_g1084.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN47047_c0_g1PNW77802.1hypothetical protein CHLRE_10g452450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN47243_c0_g4GAX81364.1hypothetical protein CEUSTIGMA_g8795.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN47477_c0_g1XP_003061454.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.60 0.00

TRINITY_DN47526_c1_g8PRW59003.1thymidylate kinase-like isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 53.60 0.00

TRINITY_DN48137_c0_g1XP_002956619.1hypothetical protein VOLCADRAFT_119452 [Volvox carteri f. nagariensis]Volvox_carteri 53.60 0.00

TRINITY_DN48290_c0_g1KXZ54063.1hypothetical protein GPECTOR_5g170 [Gonium pectorale]Gonium_pectorale 53.60 0.00

TRINITY_DN48456_c0_g2GAX74557.1hypothetical protein CEUSTIGMA_g2006.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN48658_c1_g5XP_004242864.1ethanolamine-phosphate cytidylyltransferase [Solanum lycopersicum]Solanum_lycopersicum 53.60 0.00

TRINITY_DN48826_c2_g1GAX78186.1hypothetical protein CEUSTIGMA_g5628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN49479_c1_g2GAX84476.1hypothetical protein CEUSTIGMA_g11896.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN49966_c0_g4PNW87485.1hypothetical protein CHLRE_02g144004v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN50269_c1_g1XP_013899025.1hypothetical protein MNEG_7955 [Monoraphidium neglectum]Monoraphidium_neglectum 53.60 0.00

TRINITY_DN50448_c0_g1XP_001702609.1F1F0 ATP synthase epsilon subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN50547_c1_g2PNH05468.1hypothetical protein TSOC_008299, partial [Tetrabaena socialis]Tetrabaena_socialis 53.60 0.00

TRINITY_DN50601_c1_g2GAX75297.1hypothetical protein CEUSTIGMA_g2742.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN51432_c0_g1PNW70441.1hypothetical protein CHLRE_17g719900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0

TRINITY_DN51932_c2_g1PRW05739.1Gag-Pol poly [Chlorella sorokiniana]Chlorella_sorokiniana 53.60 0.00

TRINITY_DN52232_c0_g8GAQ89367.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN52244_c0_g2GAX82607.1hypothetical protein CEUSTIGMA_g10033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN52303_c3_g2PNW76026.1hypothetical protein CHLRE_12g550550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.60 0.00

TRINITY_DN52386_c2_g1GAX74733.1hypothetical protein CEUSTIGMA_g2180.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.60 0.00

TRINITY_DN52603_c7_g1AXF41555.1HLA3 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 53.60 0.00

TRINITY_DN6821_c0_g1GAQ80913.1putative Xeroderma pigmentosum group B protein [Klebsormidium nitens]Klebsormidium_nitens 53.60 0.00

TRINITY_DN2156_c0_g1GAQ84757.1putative phosphatidylinositol kinase, partial [Klebsormidium nitens]Klebsormidium_nitens 53.50 0.00

TRINITY_DN25165_c0_g1XP_020883841.1uncharacterized protein At2g38710 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 53.50 0.00

TRINITY_DN30229_c0_g1GAQ87230.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 53.50 0.00

TRINITY_DN31460_c0_g1OAE26596.1hypothetical protein AXG93_4542s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 53.50 0.00

TRINITY_DN32725_c0_g1GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN35491_c0_g1GAX84715.1hypothetical protein CEUSTIGMA_g12137.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN35612_c0_g6XP_006857952.1ubiquitin-related modifier 1 homolog 2 [Amborella trichopoda]Amborella_trichopoda 53.50 0.00

TRINITY_DN36479_c0_g3XP_001699891.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.50 0.00

TRINITY_DN37404_c0_g3PNW83435.1hypothetical protein CHLRE_05g243451v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.50 0.00

TRINITY_DN37409_c0_g1GBG70236.1hypothetical protein CBR_g6365 [Chara braunii]Chara_braunii 53.50 0.00

TRINITY_DN37927_c0_g1GAX75625.1hypothetical protein CEUSTIGMA_g3069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN38048_c1_g2XP_015068765.1E2F-associated phosphoprotein [Solanum pennellii]Solanum_pennellii 53.50 0.00

TRINITY_DN38224_c0_g1KZV14986.1hypothetical protein F511_09455 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 53.50 0.00

TRINITY_DN38553_c0_g9XP_007510166.1chaperone protein DnaJ [Bathycoccus prasinos]Bathycoccus_prasinos 53.50 0.00

TRINITY_DN38637_c0_g2PNH01184.1Nif-specific regulatory protein [Tetrabaena socialis]Tetrabaena_socialis 53.50 0.00



TRINITY_DN39337_c0_g5XP_002508862.1predicted protein [Micromonas commoda]Micromonas_commoda 53.50 0.00

TRINITY_DN40562_c0_g2GAX74136.1hypothetical protein CEUSTIGMA_g1585.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN41253_c0_g1GBF94869.1hypothetical protein Rsub_08112 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.50 0.00

TRINITY_DN41458_c0_g4XP_023897711.1non-specific lipid-transfer protein-like [Quercus suber]Quercus_suber 53.50 0.00

TRINITY_DN41612_c0_g2XP_013893295.1hypothetical protein MNEG_13686 [Monoraphidium neglectum]Monoraphidium_neglectum 53.50 0.00

TRINITY_DN41971_c0_g1GAX79931.1hypothetical protein CEUSTIGMA_g7371.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN42003_c0_g2XP_002954034.1hypothetical protein VOLCADRAFT_106211 [Volvox carteri f. nagariensis]Volvox_carteri 53.50 0.00

TRINITY_DN43073_c0_g3GAX78566.1hypothetical protein CEUSTIGMA_g6006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN43184_c0_g1XP_023877466.1uncharacterized protein LOC111989914 [Quercus suber]Quercus_suber 53.50 0.00

TRINITY_DN44543_c0_g4XP_002953437.1hypothetical protein VOLCADRAFT_105963 [Volvox carteri f. nagariensis]Volvox_carteri 53.50 0.00

TRINITY_DN44980_c0_g3PPS16311.1hypothetical protein GOBAR_AA04265 [Gossypium barbadense]Gossypium_barbadense 53.50 0.00

TRINITY_DN44983_c0_g1XP_002949645.1hypothetical protein VOLCADRAFT_117335 [Volvox carteri f. nagariensis]Volvox_carteri 53.50 0.00

TRINITY_DN45019_c0_g1GAX75263.1hypothetical protein CEUSTIGMA_g2708.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN46106_c0_g2GAX72901.1hypothetical protein CEUSTIGMA_g356.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN46751_c0_g8PNH12071.1Protein BONZAI 3, partial [Tetrabaena socialis]Tetrabaena_socialis 53.50 0.00

TRINITY_DN47360_c1_g4XP_001701563.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.50 0.00

TRINITY_DN47373_c0_g2AEZ49871.1FK506 binding protein [Dunaliella salina]Dunaliella_salina 53.50 0.00

TRINITY_DN47645_c0_g4GAX85852.1hypothetical protein CEUSTIGMA_g13267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN47763_c0_g6GAX85929.1hypothetical protein CEUSTIGMA_g13345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN48224_c0_g4GAX75678.1hypothetical protein CEUSTIGMA_g3121.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN48838_c1_g3QBB20014.1E3 ubiquitin ligase HOS1-like proteon [Ettlia sp. YC001]Ettlia_sp._YC001 53.50 0.00

TRINITY_DN49098_c0_g2XP_002955101.1hypothetical protein VOLCADRAFT_76524 [Volvox carteri f. nagariensis]Volvox_carteri 53.50 0.00

TRINITY_DN49134_c0_g5PSC73559.1DUF1295 domain [Micractinium conductrix]Micractinium_conductrix 53.50 0.00

TRINITY_DN49155_c0_g1XP_001701278.1formate nitrite transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.50 0.00

TRINITY_DN50145_c1_g1PNH09150.1Transcription factor Pur-alpha 1 [Tetrabaena socialis]Tetrabaena_socialis 53.50 0.00

TRINITY_DN50247_c0_g2GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 53.50 0.00

TRINITY_DN50256_c0_g5XP_012857178.1PREDICTED: myosin-17-like [Erythranthe guttata]Erythranthe_guttata 53.50 0.00

TRINITY_DN50564_c0_g6OWM65473.1hypothetical protein CDL15_Pgr009063 [Punica granatum]Punica_granatum 53.50 0.00

TRINITY_DN50688_c1_g1GAX76497.1hypothetical protein CEUSTIGMA_g3942.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN51537_c0_g8GAX82386.1hypothetical protein CEUSTIGMA_g9814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN52342_c0_g1GAX80494.1hypothetical protein CEUSTIGMA_g7932.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.50 0.00

TRINITY_DN10190_c0_g1XP_012073409.1tRNAse Z TRZ4, mitochondrial isoform X1 [Jatropha curcas]Jatropha_curcas 53.40 0.00

TRINITY_DN23882_c0_g3GAQ91993.1mitochondrial lipoamide dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 53.40 0.00

TRINITY_DN24743_c0_g1XP_002508924.1predicted protein [Micromonas commoda]Micromonas_commoda 53.40 0.00

TRINITY_DN27476_c0_g1OIW15996.1hypothetical protein TanjilG_04531 [Lupinus angustifolius]Lupinus_angustifolius 53.40 0.00

TRINITY_DN30211_c0_g2XP_020264859.1probable peptidyl-tRNA hydrolase 2 [Asparagus officinalis]Asparagus_officinalis 53.40 0.00

TRINITY_DN32025_c0_g1PLY82604.1hypothetical protein LSAT_8X114921 [Lactuca sativa]Lactuca_sativa 53.40 0.00

TRINITY_DN32485_c0_g1XP_002949989.1hypothetical protein VOLCADRAFT_90367 [Volvox carteri f. nagariensis]Volvox_carteri 53.40 0.00

TRINITY_DN34436_c0_g1XP_010263118.1PREDICTED: D-lactate dehydrogenase [cytochrome], mitochondrial isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 53.40 0.00

TRINITY_DN35063_c0_g2XP_010679304.1PREDICTED: structural maintenance of chromosomes protein 1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 53.40 0.00

TRINITY_DN37287_c1_g8PHT38696.1Long chain acyl-CoA synthetase 6, peroxisomal [Capsicum baccatum]Capsicum_baccatum 53.40 0.00

TRINITY_DN37808_c0_g5XP_023766412.1serine/threonine-protein kinase AFC1 [Lactuca sativa]Lactuca_sativa 53.40 0.00

TRINITY_DN38299_c0_g1XP_009387351.1PREDICTED: ras-related protein RABC2a [Musa acuminata subsp. malaccensis]Musa_acuminata 53.40 0.00

TRINITY_DN39071_c1_g2XP_024004589.1uncharacterized protein LOC18029711 [Eutrema salsugineum]Eutrema_salsugineum 53.40 0.00

TRINITY_DN39358_c0_g7KXZ48331.1hypothetical protein GPECTOR_28g737 [Gonium pectorale]Gonium_pectorale 53.40 0.00

TRINITY_DN39498_c0_g5PSC72089.1P-type ATPase [Micractinium conductrix]Micractinium_conductrix 53.40 0.00

TRINITY_DN40227_c0_g6GAX80651.1hypothetical protein CEUSTIGMA_g8086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN40602_c0_g1GAX78346.1hypothetical protein CEUSTIGMA_g5788.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN40616_c0_g3GAX73789.1hypothetical protein CEUSTIGMA_g1240.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN40806_c0_g1XP_002948266.1hypothetical protein VOLCADRAFT_120569 [Volvox carteri f. nagariensis]Volvox_carteri 53.40 0.00

TRINITY_DN41425_c0_g1GAX73970.1hypothetical protein CEUSTIGMA_g1420.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN41899_c1_g3GBF98161.1hypothetical protein Rsub_10573 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.40 0.00

TRINITY_DN42295_c0_g1XP_002952250.1hypothetical protein VOLCADRAFT_105384 [Volvox carteri f. nagariensis]Volvox_carteri 53.40 0.00

TRINITY_DN42326_c0_g4XP_023896089.1triosephosphate isomerase-like [Quercus suber]Quercus_suber 53.40 0.00

TRINITY_DN42601_c0_g7GAX73921.1hypothetical protein CEUSTIGMA_g1371.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN42789_c0_g4GAX84188.1hypothetical protein CEUSTIGMA_g11611.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN43005_c2_g3XP_024385470.1galactokinase-like [Physcomitrella patens]Physcomitrella_patens 53.40 0.00

TRINITY_DN43149_c0_g1GAX81273.1hypothetical protein CEUSTIGMA_g8705.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN43839_c0_g2APT69331.1ATP-citrate lyase small subunit [Dunaliella tertiolecta]Dunaliella_tertiolecta 53.40 0.00

TRINITY_DN44789_c0_g1KXZ46763.1hypothetical protein GPECTOR_41g728 [Gonium pectorale]Gonium_pectorale 53.40 0.00

TRINITY_DN44793_c0_g1PSC67800.1ketopantoate hydroxymethyltransferase [Micractinium conductrix]Micractinium_conductrix 53.40 0.00

TRINITY_DN45220_c0_g2XP_002952315.1hypothetical protein VOLCADRAFT_92949 [Volvox carteri f. nagariensis]Volvox_carteri 53.40 0.00

TRINITY_DN45255_c0_g1GBF96305.1hypothetical protein Rsub_09100 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.40 0.00

TRINITY_DN46156_c0_g1XP_023905184.1RNA cytidine acetyltransferase-like [Quercus suber]Quercus_suber 53.40 0.00

TRINITY_DN46594_c0_g2PNH10222.1GATA transcription factor 9 [Tetrabaena socialis]Tetrabaena_socialis 53.40 0.00

TRINITY_DN46808_c0_g4EEC66960.1hypothetical protein OsI_33610 [Oryza sativa Indica Group]Oryza_sativa 53.40 0.00



TRINITY_DN47209_c0_g2GAX78077.1hypothetical protein CEUSTIGMA_g5519.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN47301_c1_g2GAX83739.1hypothetical protein CEUSTIGMA_g11164.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN47934_c0_g1GAX73372.1hypothetical protein CEUSTIGMA_g825.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN47944_c1_g1PNW70415.1hypothetical protein CHLRE_17g718850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.40 0.00

TRINITY_DN48624_c1_g1GAX73110.1hypothetical protein CEUSTIGMA_g563.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN48664_c2_g6GAX73543.1hypothetical protein CEUSTIGMA_g994.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN49359_c0_g1PRW44560.1ribosomal lysine N-methyltransferase 3 [Chlorella sorokiniana]Chlorella_sorokiniana 53.40 0.00

TRINITY_DN49672_c0_g3XP_005846221.1hypothetical protein CHLNCDRAFT_135485 [Chlorella variabilis]Chlorella_variabilis 53.40 0.00

TRINITY_DN50137_c0_g3XP_001697241.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.40 0.00

TRINITY_DN51233_c0_g1GAX85342.1hypothetical protein CEUSTIGMA_g12759.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN51334_c0_g1GAX84035.1hypothetical protein CEUSTIGMA_g11459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN51738_c0_g3RYQ89956.1hypothetical protein Ahy_B09g096327 [Arachis hypogaea]Arachis_hypogaea 53.40 0.00

TRINITY_DN52253_c1_g2GAX76248.1hypothetical protein CEUSTIGMA_g3692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN52352_c2_g3KXZ45344.1hypothetical protein GPECTOR_56g441 [Gonium pectorale]Gonium_pectorale 53.40 0.00

TRINITY_DN52404_c0_g1GAX81250.1hypothetical protein CEUSTIGMA_g8682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.40 0.00

TRINITY_DN53508_c0_g1XP_002956875.1hypothetical protein VOLCADRAFT_109379 [Volvox carteri f. nagariensis]Volvox_carteri 53.40 0.00

TRINITY_DN12070_c0_g1XP_023874578.1cytochrome c oxidase subunit 6B-like [Quercus suber]Quercus_suber 53.30 0.00

TRINITY_DN13809_c0_g1ABR17702.1unknown [Picea sitchensis]Picea_sitchensis 53.30 0.00

TRINITY_DN15881_c0_g1RVX05712.1Polyubiquitin [Vitis vinifera]Vitis_vinifera 53.30 0.00

TRINITY_DN19737_c0_g1PKI68800.1hypothetical protein CRG98_010857 [Punica granatum]Punica_granatum 53.30 0.00

TRINITY_DN25976_c0_g2XP_013899518.1DNA (cytosine-5-)-methyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 53.30 0.00

TRINITY_DN31242_c0_g1GAX79951.1hypothetical protein CEUSTIGMA_g7390.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN31843_c0_g2XP_024368335.1probable ribosome biogenesis protein RLP24 [Physcomitrella patens]Physcomitrella_patens 53.30 0.00

TRINITY_DN32137_c0_g6GAQ84476.1NAD(P)-linked oxidoreductase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 53.30 0.00

TRINITY_DN32600_c0_g4GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 53.30 0.00

TRINITY_DN32677_c0_g1KXZ46351.1hypothetical protein GPECTOR_44g3 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN33122_c0_g1XP_021682398.1uncharacterized protein LOC110666275 [Hevea brasiliensis]Hevea_brasiliensis 53.30 0.00

TRINITY_DN34640_c0_g1XP_020690514.1thymidylate kinase [Dendrobium catenatum]Dendrobium_catenatum 53.30 0.00

TRINITY_DN35291_c0_g6XP_021863123.1activating signal cointegrator 1-like isoform X1 [Spinacia oleracea]Spinacia_oleracea 53.30 0.00

TRINITY_DN35474_c0_g5XP_019247050.1PREDICTED: ubiquitin-like [Nicotiana attenuata]Nicotiana_attenuata 53.30 0.00

TRINITY_DN35785_c0_g7PNH10779.1ERI1 exoribonuclease 2, partial [Tetrabaena socialis]Tetrabaena_socialis 53.30 0.00

TRINITY_DN35920_c0_g2XP_022948650.1coatomer subunit beta-1-like [Cucurbita moschata]Cucurbita_moschata 53.30 0.00

TRINITY_DN36036_c0_g7BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.30 0.00

TRINITY_DN36563_c0_g3KXZ45677.1hypothetical protein GPECTOR_52g74 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN36709_c0_g1OEL14075.1Heptahelical transmembrane protein 2 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 53.30 0.00

TRINITY_DN37029_c0_g1OMO56882.1SNF2-related protein [Corchorus capsularis]Corchorus_capsularis 53.30 0.00

TRINITY_DN37180_c0_g2XP_019462477.1PREDICTED: cell division control protein 2 homolog 2 isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 53.30 0.00

TRINITY_DN37459_c0_g2GAQ81557.1Xanthine dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 53.30 0.00

TRINITY_DN37854_c0_g2XP_001691863.1small rab-related GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN38407_c0_g8GAX72970.1hypothetical protein CEUSTIGMA_g424.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN38564_c0_g2XP_009135600.1PREDICTED: ras-related protein RABG3f-like [Brassica rapa]Brassica_rapa 53.30 0.00

TRINITY_DN39352_c0_g3XP_001694767.1methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN39921_c1_g1GAX82236.1hypothetical protein CEUSTIGMA_g9664.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN40326_c0_g3XP_009400482.1PREDICTED: IAA-amino acid hydrolase ILR1-like 5 [Musa acuminata subsp. malaccensis]Musa_acuminata 53.30 0.00

TRINITY_DN40981_c2_g1XP_002957242.1hypothetical protein VOLCADRAFT_67961 [Volvox carteri f. nagariensis]Volvox_carteri 53.30 0.00

TRINITY_DN41037_c1_g4XP_002952723.1hypothetical protein VOLCADRAFT_105635 [Volvox carteri f. nagariensis]Volvox_carteri 53.30 0.00

TRINITY_DN41183_c1_g4GAX85543.1hypothetical protein CEUSTIGMA_g12958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN41836_c1_g3GAX73206.1hypothetical protein CEUSTIGMA_g659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN42176_c0_g2GAQ78682.1Kinesin-like protein [Klebsormidium nitens]Klebsormidium_nitens 53.30 0.00

TRINITY_DN42438_c0_g3KXZ56700.1hypothetical protein GPECTOR_1g630 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN42806_c1_g1KXZ44016.1hypothetical protein GPECTOR_75g740 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN42812_c0_g4GAX75326.1hypothetical protein CEUSTIGMA_g2771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN42938_c0_g1KXZ43192.1hypothetical protein GPECTOR_98g776 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN43554_c0_g1AAK70872.1pyruvate dehydrogenase kinase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN44167_c0_g1KXZ49360.1hypothetical protein GPECTOR_22g954 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN45087_c0_g1XP_018436846.1PREDICTED: ABC transporter A family member 7-like [Raphanus sativus]Raphanus_sativus 53.30 0.00

TRINITY_DN45361_c0_g8XP_002946060.1hypothetical protein VOLCADRAFT_120167 [Volvox carteri f. nagariensis]Volvox_carteri 53.30 0.00

TRINITY_DN47640_c0_g11XP_024364184.1superoxide dismutase [Cu-Zn]-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 53.30 0.00

TRINITY_DN48362_c1_g2XP_002948417.1hypothetical protein VOLCADRAFT_103883 [Volvox carteri f. nagariensis]Volvox_carteri 53.30 0.00

TRINITY_DN48873_c0_g4XP_005842863.1hypothetical protein CHLNCDRAFT_33380 [Chlorella variabilis]Chlorella_variabilis 53.30 0.00

TRINITY_DN48930_c0_g1GAX81197.1hypothetical protein CEUSTIGMA_g8630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN50821_c1_g7XP_002441634.1casein kinase 1-like protein 2 isoform X1 [Sorghum bicolor]Sorghum_bicolor 53.30 0.00

TRINITY_DN50981_c1_g1PNW84993.1hypothetical protein CHLRE_03g167250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN51300_c0_g1GBG81763.1hypothetical protein CBR_g33941 [Chara braunii]Chara_braunii 53.30 0.00

TRINITY_DN51328_c1_g2PNW86554.1hypothetical protein CHLRE_02g091400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN51462_c1_g1GAX77432.1hypothetical protein CEUSTIGMA_g4877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00



TRINITY_DN51891_c2_g3PNW83142.1hypothetical protein CHLRE_06g308400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.30 0.00

TRINITY_DN51924_c2_g1XP_002955242.1hypothetical protein VOLCADRAFT_65661 [Volvox carteri f. nagariensis]Volvox_carteri 53.30 0.00

TRINITY_DN52103_c0_g3GAX83899.1hypothetical protein CEUSTIGMA_g11323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0.00

TRINITY_DN52161_c0_g1KXZ51622.1hypothetical protein GPECTOR_12g586 [Gonium pectorale]Gonium_pectorale 53.30 0.00

TRINITY_DN52543_c1_g1GAX80387.1hypothetical protein CEUSTIGMA_g7826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.30 0

TRINITY_DN52610_c2_g1XP_005647981.1MT-A70 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.30 0.00

TRINITY_DN19415_c0_g1PTQ34569.1hypothetical protein MARPO_0079s0069 [Marchantia polymorpha]Marchantia_polymorpha 53.20 0.00

TRINITY_DN19926_c0_g1XP_027332496.1dual specificity protein phosphatase 1-like isoform X1 [Abrus precatorius]Abrus_precatorius 53.20 0.00

TRINITY_DN25445_c0_g1GAX77102.1hypothetical protein CEUSTIGMA_g4548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN27695_c0_g6YP_009310456.1cytochrome c oxidase subunit 2 (mitochondrion) [Pyramimonas parkeae]Pyramimonas_parkeae 53.20 0.00



TRINITY_DN2798_c0_g2KDD76101.1MT-A70 S-adenosylmethionine-binding subunit of mRNA:m6A methyl-transferase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 53.20 0.00

TRINITY_DN29070_c0_g1XP_027097392.1nuclear transport factor 2B-like [Coffea arabica]Coffea_arabica 53.20 0.00

TRINITY_DN30882_c0_g2GBG61109.1hypothetical protein CBR_g19186 [Chara braunii]Chara_braunii 53.20 0.00

TRINITY_DN33572_c0_g1XP_003062761.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.20 0.00

TRINITY_DN34081_c0_g1XP_020186109.1protein MEMO1 isoform X1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 53.20 0.00

TRINITY_DN34153_c0_g4XP_003062451.1dihydrouridine synthase [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.20 0.00

TRINITY_DN35445_c0_g3XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 53.20 0.00

TRINITY_DN36774_c0_g5GBG68262.1hypothetical protein CBR_g2811 [Chara braunii]Chara_braunii 53.20 0.00

TRINITY_DN36776_c1_g2XP_001691801.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN36876_c0_g3KXZ49734.1hypothetical protein GPECTOR_20g591 [Gonium pectorale]Gonium_pectorale 53.20 0.00

TRINITY_DN36930_c0_g4KXZ56120.1hypothetical protein GPECTOR_1g100 [Gonium pectorale]Gonium_pectorale 53.20 0.00

TRINITY_DN37156_c0_g2CAN62678.1hypothetical protein VITISV_012000 [Vitis vinifera]Vitis_vinifera 53.20 0.00

TRINITY_DN37287_c1_g1GAQ81454.1hypothetical protein KFL_000800315 [Klebsormidium nitens]Klebsormidium_nitens 53.20 0.00

TRINITY_DN37391_c0_g1PNW86960.1hypothetical protein CHLRE_02g103050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN37472_c0_g2GAX76251.1hypothetical protein CEUSTIGMA_g3695.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN37479_c0_g1GAX80535.1hypothetical protein CEUSTIGMA_g7973.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN38177_c0_g4PNW78652.1hypothetical protein CHLRE_09g388352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN38552_c0_g1PNW76773.1hypothetical protein CHLRE_11g475600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN39120_c0_g2GAX75814.1hypothetical protein CEUSTIGMA_g3257.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN39581_c0_g9GAQ79910.1ABC transporter A family [Klebsormidium nitens]Klebsormidium_nitens 53.20 0.00

TRINITY_DN40445_c0_g3GAX75310.1hypothetical protein CEUSTIGMA_g2755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN40558_c0_g3XP_024172741.1plasma membrane ATPase 1-like [Rosa chinensis]Rosa_chinensis 53.20 0.00

TRINITY_DN40732_c1_g8PNH12065.1hypothetical protein TSOC_001003 [Tetrabaena socialis]Tetrabaena_socialis 53.20 0.00

TRINITY_DN40888_c1_g3GAX80726.1hypothetical protein CEUSTIGMA_g8161.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN40999_c0_g1GAX78526.1hypothetical protein CEUSTIGMA_g5966.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN41142_c0_g3KXZ53111.1hypothetical protein GPECTOR_7g1001 [Gonium pectorale]Gonium_pectorale 53.20 0.00

TRINITY_DN41893_c1_g4GAQ87913.1S-adenosyl-L-methionine-dependent methyltransferases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 53.20 0.00

TRINITY_DN42623_c1_g5GAX81545.1hypothetical protein CEUSTIGMA_g8973.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN42901_c0_g1GAX78344.1hypothetical protein CEUSTIGMA_g5786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN42985_c1_g2GAX76050.1hypothetical protein CEUSTIGMA_g3493.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN43945_c0_g1XP_009141550.1PREDICTED: cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG2 [Brassica rapa]Brassica_rapa 53.20 0.00

TRINITY_DN44163_c0_g2PSC67820.140S ribosomal S5 [Micractinium conductrix]Micractinium_conductrix 53.20 0.00

TRINITY_DN44245_c0_g3GAV78585.1RNA_pol_Rpb1_2 domain-containing protein/RNA_pol_Rpb1_3 domain-containing protein/RNA_pol_Rpb1_7 domain-containing protein/RNA_pol_Rpb1_6 domain-containing protein/RNA_pol_Rpb1_1 domain-containing protein/RNA_pol_Rpb1_5 domain-containing protein/RNA_pol_Rpb1_4 domain-containing protein/RNA_pol_Rpb1_R domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 53.20 0.00

TRINITY_DN44476_c0_g7RWW91136.1hypothetical protein BHE74_00000324 [Ensete ventricosum]Ensete_ventricosum 53.20 0.00

TRINITY_DN44968_c0_g4XP_001418237.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 53.20 0.00

TRINITY_DN45146_c0_g1GAX79479.1hypothetical protein CEUSTIGMA_g6920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN46024_c2_g4GAX83166.1hypothetical protein CEUSTIGMA_g10592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN46665_c0_g3KXZ54652.1hypothetical protein GPECTOR_4g718 [Gonium pectorale]Gonium_pectorale 53.20 0.00

TRINITY_DN46870_c0_g1GAX72742.1hypothetical protein CEUSTIGMA_g198.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN47086_c0_g1PNH10062.1Anaphase-promoting complex subunit 10 [Tetrabaena socialis]Tetrabaena_socialis 53.20 0.00

TRINITY_DN47204_c1_g5XP_023882891.1probable V-type proton ATPase 20 kDa proteolipid subunit [Quercus suber]Quercus_suber 53.20 0.00

TRINITY_DN47304_c0_g3KMZ63109.1putative tRNA-dihydrouridine synthase [Zostera marina]Zostera_marina 53.20 0.00

TRINITY_DN47364_c0_g6XP_023876660.11-phosphatidylinositol 4,5-bisphosphate phosphodiesterase 1-like [Quercus suber]Quercus_suber 53.20 0.00

TRINITY_DN47748_c0_g7GAX82451.1hypothetical protein CEUSTIGMA_g9878.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN48457_c0_g4GAX85156.1hypothetical protein CEUSTIGMA_g12574.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN48722_c0_g3PRW45646.1OTU domain-containing protein isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 53.20 0.00

TRINITY_DN48812_c1_g3XP_001693975.1guanylate cyclase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN49860_c1_g1XP_002947784.1hypothetical protein VOLCADRAFT_79808 [Volvox carteri f. nagariensis]Volvox_carteri 53.20 0.00

TRINITY_DN50399_c1_g1GAX79189.1hypothetical protein CEUSTIGMA_g6629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN50562_c0_g1GAX74661.1hypothetical protein CEUSTIGMA_g2109.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN50566_c0_g2XP_001699977.1eyespot assembly protein, ABC1 kinase family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN51772_c2_g3GAX81251.1hypothetical protein CEUSTIGMA_g8683.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN52269_c1_g1PNW70755.1hypothetical protein CHLRE_17g733150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.20 0.00

TRINITY_DN52278_c1_g6GAX82214.1hypothetical protein CEUSTIGMA_g9642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.20 0.00

TRINITY_DN52548_c0_g4PRW59198.1thioredoxin o [Chlorella sorokiniana]Chlorella_sorokiniana 53.20 0.00

TRINITY_DN53224_c0_g1OVA09010.1Ribosomal protein L34Ae [Macleaya cordata]Macleaya_cordata 53.20 0.00

TRINITY_DN17104_c0_g1GAQ82709.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 53.10 0.00

TRINITY_DN2095_c0_g1XP_002954668.1hypothetical protein VOLCADRAFT_109934 [Volvox carteri f. nagariensis]Volvox_carteri 53.10 0.00

TRINITY_DN23882_c0_g1GBG65266.1Glycine decarboxlase L-protein (GDC-L) [Chara braunii]Chara_braunii 53.10 0.00

TRINITY_DN242_c0_g1XP_015632652.160S ribosomal protein L13-2 [Oryza sativa Japonica Group]Oryza_sativa 53.10 0.00

TRINITY_DN33245_c0_g6XP_002502827.1predicted protein [Micromonas commoda]Micromonas_commoda 53.10 0.00

TRINITY_DN34460_c0_g1GAX84821.1hypothetical protein CEUSTIGMA_g12242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN35062_c0_g2XP_026401872.1cyclin-dependent kinase F-4-like [Papaver somniferum]Papaver_somniferum 53.10 0.00

TRINITY_DN36097_c0_g6PNW80042.1hypothetical protein CHLRE_08g375450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN36637_c0_g1GAX85035.1hypothetical protein CEUSTIGMA_g12455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN36822_c0_g6PNW88844.1hypothetical protein CHLRE_01g047229v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00



TRINITY_DN37019_c0_g8GAX79486.1hypothetical protein CEUSTIGMA_g6927.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN37477_c0_g2BAK02284.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.10 0.00

TRINITY_DN37838_c0_g8PRW50885.1intracellular family [Chlorella sorokiniana]Chlorella_sorokiniana 53.10 0.00

TRINITY_DN37877_c1_g3GBG59279.1hypothetical protein CBR_g32294 [Chara braunii]Chara_braunii 53.10 0.00

TRINITY_DN38012_c2_g6XP_001694043.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN38843_c0_g2KNA10047.1hypothetical protein SOVF_147960 [Spinacia oleracea]Spinacia_oleracea 53.10 0.00

TRINITY_DN39323_c0_g3PNW76314.1hypothetical protein CHLRE_12g541352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN39651_c0_g3XP_005649112.1acyl-CoA oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.10 0.00

TRINITY_DN39741_c0_g1GAX76177.1hypothetical protein CEUSTIGMA_g3621.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN39816_c0_g11GAX76158.1hypothetical protein CEUSTIGMA_g3602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN39860_c0_g2PSC69418.1anaphase-promoting complex subunit 1 isoform X2 isoform D [Micractinium conductrix]Micractinium_conductrix 53.10 0.00

TRINITY_DN40125_c0_g1XP_001696371.1WD40 repeat protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN40275_c0_g1XP_002950128.1hypothetical protein VOLCADRAFT_104625 [Volvox carteri f. nagariensis]Volvox_carteri 53.10 0.00

TRINITY_DN41481_c0_g7BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.10 0.00

TRINITY_DN41545_c0_g12XP_003063717.1flagellar inner arm dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.10 0.00

TRINITY_DN41779_c1_g1XP_005845649.1hypothetical protein CHLNCDRAFT_136679 [Chlorella variabilis]Chlorella_variabilis 53.10 0.00

TRINITY_DN42149_c0_g1XP_013895327.1hypothetical protein MNEG_11655 [Monoraphidium neglectum]Monoraphidium_neglectum 53.10 0.00

TRINITY_DN42559_c0_g3XP_001695899.1predicted membrane-anchored protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN43002_c0_g2XP_023870757.1serine/threonine-protein kinase gad8-like [Quercus suber]Quercus_suber 53.10 0.00

TRINITY_DN43316_c0_g4XP_001694933.1phenylalanyl-tRNA synthetase alpha chain [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN43558_c0_g4XP_002954085.1hypothetical protein VOLCADRAFT_64346 [Volvox carteri f. nagariensis]Volvox_carteri 53.10 0.00

TRINITY_DN43632_c0_g1PSC73955.126S proteasome complex subunit DSS1 [Micractinium conductrix]Micractinium_conductrix 53.10 0.00

TRINITY_DN44155_c1_g6BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.10 0.00

TRINITY_DN44552_c0_g4AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN44877_c0_g3PWA58998.1phenylalanyl-tRNA synthetase [Artemisia annua]Artemisia_annua 53.10 0.00

TRINITY_DN44922_c0_g1GBF88235.1metal-nicotianamine transporter-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.10 0.00

TRINITY_DN44986_c1_g2KXZ47863.1hypothetical protein GPECTOR_32g476 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN45127_c0_g1PNW77838.1hypothetical protein CHLRE_10g453807v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN45539_c0_g3XP_001697511.1chromodomain-helicase-DNA-binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN45646_c0_g7GBF90806.1hypothetical protein Rsub_03107 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.10 0.00

TRINITY_DN45736_c0_g3XP_002946342.1hypothetical protein VOLCADRAFT_120271 [Volvox carteri f. nagariensis]Volvox_carteri 53.10 0.00

TRINITY_DN45744_c0_g2GAX75527.1hypothetical protein CEUSTIGMA_g2970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN45953_c1_g2PNH06979.1hypothetical protein TSOC_006593 [Tetrabaena socialis]Tetrabaena_socialis 53.10 0.00

TRINITY_DN46000_c0_g1GBF99865.1hypothetical protein Rsub_12505 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.10 0.00

TRINITY_DN46327_c0_g9XP_027075432.1SNF1-related protein kinase catalytic subunit alpha KIN10 [Coffea arabica]Coffea_arabica 53.10 0.00

TRINITY_DN47930_c0_g1GAQ84645.1hypothetical protein KFL_001980280 [Klebsormidium nitens]Klebsormidium_nitens 53.10 0.00

TRINITY_DN48655_c0_g1KXZ53888.1hypothetical protein GPECTOR_6g806 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN49157_c0_g1GAX76236.1hypothetical protein CEUSTIGMA_g3680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN49197_c0_g2PNW70067.1hypothetical protein CHLRE_17g704300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN49362_c0_g3XP_001692106.1actin-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN49698_c0_g3PNW71331.1hypothetical protein CHLRE_16g649800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN50134_c0_g3KXZ42158.1hypothetical protein GPECTOR_194g326 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN50561_c1_g5KXZ53139.1hypothetical protein GPECTOR_7g1030 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN50577_c1_g1BAJ98473.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 53.10 0

TRINITY_DN51600_c0_g3GAX82960.1hypothetical protein CEUSTIGMA_g10387.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN51619_c2_g2GAX82619.1hypothetical protein CEUSTIGMA_g10045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN51708_c0_g2KXZ51468.1hypothetical protein GPECTOR_12g431 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN51721_c0_g1KXZ43893.1hypothetical protein GPECTOR_78g81 [Gonium pectorale]Gonium_pectorale 53.10 0.00

TRINITY_DN51723_c1_g1PNW81396.1hypothetical protein CHLRE_07g354150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.10 0.00

TRINITY_DN52017_c0_g1GAX77204.1hypothetical protein CEUSTIGMA_g4650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN52239_c0_g2GAX77412.1hypothetical protein CEUSTIGMA_g4858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.10 0.00

TRINITY_DN52572_c0_g2GAQ80263.1thioredoxin domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 53.10 0.00

TRINITY_DN53388_c0_g1RID51775.1hypothetical protein BRARA_H02417 [Brassica rapa]Brassica_rapa 53.10 0.00

TRINITY_DN9871_c0_g1XP_023910405.1argininosuccinate synthase-like [Quercus suber]Quercus_suber 53.10 0.00

TRINITY_DN13320_c0_g1KMZ73583.1Serine--tRNA ligase [Zostera marina]Zostera_marina 53.00 0.00

TRINITY_DN185_c0_g1XP_009354448.1PREDICTED: annexin-like protein RJ4 isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 53.00 0.00

TRINITY_DN19694_c0_g1XP_024356657.1NAD-dependent protein deacetylase SRT1-like [Physcomitrella patens]Physcomitrella_patens 53.00 0.00

TRINITY_DN28134_c0_g1GAQ82113.1hypothetical protein KFL_001000350 [Klebsormidium nitens]Klebsormidium_nitens 53.00 0.00

TRINITY_DN30497_c0_g1XP_011396562.1Proteasome subunit alpha type-1-A [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 53.00 0.00

TRINITY_DN31659_c0_g1XP_024996566.1uncharacterized protein LOC112529491 [Cynara cardunculus var. scolymus]Cynara_cardunculus 53.00 0.00

TRINITY_DN32783_c0_g1XP_024544221.139S ribosomal protein L41-B, mitochondrial-like [Selaginella moellendorffii]Selaginella_moellendorffii 53.00 0.00

TRINITY_DN33390_c0_g1XP_002971824.1proteasome subunit alpha type-3 [Selaginella moellendorffii]Selaginella_moellendorffii 53.00 0.00

TRINITY_DN34624_c0_g1AAU93947.1thioredoxin H [Helicosporidium sp. ex Simulium jonesi]Helicosporidium_sp._ex_Simulium_jonesi 53.00 0.00

TRINITY_DN3710_c0_g1GAQ78183.120S proteasome regulatory subunit alpha protein [Klebsormidium nitens]Klebsormidium_nitens 53.00 0.00

TRINITY_DN37565_c0_g4XP_005844200.1hypothetical protein CHLNCDRAFT_59028 [Chlorella variabilis]Chlorella_variabilis 53.00 0.00

TRINITY_DN37739_c1_g2GAX85050.1hypothetical protein CEUSTIGMA_g12470.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00



TRINITY_DN38398_c0_g5XP_002952226.1hypothetical protein VOLCADRAFT_92921 [Volvox carteri f. nagariensis]Volvox_carteri 53.00 0.00

TRINITY_DN38458_c0_g1XP_023897602.14-hydroxyphenylpyruvate dioxygenase-like [Quercus suber]Quercus_suber 53.00 0.00

TRINITY_DN38875_c1_g1XP_024402894.1methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 53.00 0.00

TRINITY_DN39121_c0_g4XP_013614305.1PREDICTED: pyridoxine/pyridoxamine 5'-phosphate oxidase 1, chloroplastic [Brassica oleracea var. oleracea]Brassica_oleracea 53.00 0.00

TRINITY_DN39229_c0_g5KXZ41741.1hypothetical protein GPECTOR_299g811 [Gonium pectorale]Gonium_pectorale 53.00 0.00

TRINITY_DN39474_c0_g5XP_005650790.1pyruvate dehydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.00 0.00

TRINITY_DN39740_c0_g1GAX75635.1hypothetical protein CEUSTIGMA_g3079.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN40490_c0_g3GAX81005.1hypothetical protein CEUSTIGMA_g8440.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN42525_c0_g3GAX74273.1hypothetical protein CEUSTIGMA_g1722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN42654_c0_g5GBF90454.1hypothetical protein Rsub_03450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.00 0.00

TRINITY_DN43514_c0_g3XP_005847052.1hypothetical protein CHLNCDRAFT_24117 [Chlorella variabilis]Chlorella_variabilis 53.00 0.00

TRINITY_DN43538_c0_g1KXZ50975.1hypothetical protein GPECTOR_14g218 [Gonium pectorale]Gonium_pectorale 53.00 0.00

TRINITY_DN43752_c2_g3GBF87867.1beta-adaptin A [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.00 0.00

TRINITY_DN45105_c0_g3PNW74676.1hypothetical protein CHLRE_12g487450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0.00

TRINITY_DN45282_c1_g2XP_005646154.1RCC1/BLIP-II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 53.00 0.00

TRINITY_DN46059_c0_g3XP_002955286.1hypothetical protein VOLCADRAFT_96206 [Volvox carteri f. nagariensis]Volvox_carteri 53.00 0.00

TRINITY_DN46680_c0_g1GAX85082.1hypothetical protein CEUSTIGMA_g12502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN47030_c1_g1APW83744.1carotenoid cleavage dioxygenase [Dunaliella salina]Dunaliella_salina 53.00 0.00

TRINITY_DN47273_c0_g1KXZ46522.1hypothetical protein GPECTOR_43g959 [Gonium pectorale]Gonium_pectorale 53.00 0.00

TRINITY_DN47555_c0_g9XP_024386797.1PAN2-PAN3 deadenylation complex catalytic subunit Pan2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 53.00 0.00

TRINITY_DN47649_c0_g2XP_003055534.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.00 0.00

TRINITY_DN48738_c0_g2GAX73140.1hypothetical protein CEUSTIGMA_g593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN48814_c0_g1PNW72916.1hypothetical protein CHLRE_14g611517v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0.00

TRINITY_DN48892_c0_g1PNW70485.1hypothetical protein CHLRE_17g721900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0.00

TRINITY_DN49109_c1_g6XP_001699106.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0.00

TRINITY_DN49458_c0_g1XP_002946540.1hypothetical protein VOLCADRAFT_72688 [Volvox carteri f. nagariensis]Volvox_carteri 53.00 0.00

TRINITY_DN49682_c0_g1GBF87502.150S ribosomal protein, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.00 0.00

TRINITY_DN49701_c0_g1PNW80525.1hypothetical protein CHLRE_07g321000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0.00

TRINITY_DN49702_c0_g1GAX79718.1hypothetical protein CEUSTIGMA_g7159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN49723_c0_g3GBF99162.1hypothetical protein Rsub_12129 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.00 0.00

TRINITY_DN49940_c0_g1GBF88408.1hypothetical protein Rsub_01120 [Raphidocelis subcapitata]Raphidocelis_subcapitata 53.00 0.00

TRINITY_DN51056_c0_g1GAX78230.1hypothetical protein CEUSTIGMA_g5672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN51306_c0_g1GAX74906.1hypothetical protein CEUSTIGMA_g2352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN51372_c1_g2GAX78694.1hypothetical protein CEUSTIGMA_g6132.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 53.00 0.00

TRINITY_DN52215_c2_g1XP_001695270.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 53.00 0

TRINITY_DN53542_c0_g1XP_003055791.1dpy-30 like protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 53.00 0.00

TRINITY_DN951_c0_g1XP_020678106.1calmodulin-like protein 11 [Dendrobium catenatum]Dendrobium_catenatum 53.00 0.00

TRINITY_DN23679_c0_g1XP_005650019.1hypothetical protein COCSUDRAFT_22697 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.90 0.00

TRINITY_DN25289_c0_g1XP_011045315.1PREDICTED: uncharacterized protein LOC105140257 isoform X1 [Populus euphratica]Populus_euphratica 52.90 0.00

TRINITY_DN29150_c0_g1XP_002964492.160S ribosomal protein L27-3 [Selaginella moellendorffii]Selaginella_moellendorffii 52.90 0.00

TRINITY_DN29920_c0_g1XP_023889248.1putative DNA helicase ino80 [Quercus suber]Quercus_suber 52.90 0.00

TRINITY_DN31113_c0_g2GBG59821.1hypothetical protein CBR_g54923 [Chara braunii]Chara_braunii 52.90 0.00

TRINITY_DN32010_c0_g1XP_015877031.1probable sulfate transporter 4.2 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 52.90 0.00

TRINITY_DN33236_c0_g1XP_001689455.1peroxiredoxin, type II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN33334_c0_g1KCW55564.1hypothetical protein EUGRSUZ_I01435 [Eucalyptus grandis]Eucalyptus_grandis 52.90 0.00

TRINITY_DN33392_c0_g1PNR31432.1hypothetical protein PHYPA_025553 [Physcomitrella patens]Physcomitrella_patens 52.90 0.00

TRINITY_DN33707_c0_g3ESQ53580.1hypothetical protein EUTSA_v10025418mg [Eutrema salsugineum]Eutrema_salsugineum 52.90 0.00

TRINITY_DN35393_c0_g1KZV56239.1ATP synthase subunit alpha, partial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 52.90 0.00

TRINITY_DN36100_c0_g3OVA04022.1ABC transporter-like [Macleaya cordata]Macleaya_cordata 52.90 0.00

TRINITY_DN36307_c0_g1XP_027355324.1casein kinase I-like isoform X1 [Abrus precatorius]Abrus_precatorius 52.90 0.00

TRINITY_DN36412_c0_g8GAQ87713.1alpha-2-macroglobulin [Klebsormidium nitens]Klebsormidium_nitens 52.90 0.00

TRINITY_DN36555_c0_g3GAQ86106.1Zinc finger RING-type domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 52.90 0.00

TRINITY_DN36686_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 52.90 0.00

TRINITY_DN37104_c1_g1KXZ55702.1hypothetical protein GPECTOR_2g1252 [Gonium pectorale]Gonium_pectorale 52.90 0.00

TRINITY_DN37373_c0_g6XP_006391021.1eukaryotic translation initiation factor 5A-3 [Eutrema salsugineum]Eutrema_salsugineum 52.90 0.00

TRINITY_DN37515_c0_g1XP_019181886.1PREDICTED: cytochrome c oxidase assembly protein COX15 [Ipomoea nil]Ipomoea_nil 52.90 0.00

TRINITY_DN37551_c0_g2PRW20803.160S ribosomal L35-like [Chlorella sorokiniana]Chlorella_sorokiniana 52.90 0.00

TRINITY_DN37909_c0_g5GAX74132.1hypothetical protein CEUSTIGMA_g1581.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN38727_c2_g4GBF89823.1hypothetical protein Rsub_02527 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.90 0.00

TRINITY_DN38742_c1_g1XP_001689814.1LOW QUALITY PROTEIN: selenoprotein T [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN38775_c0_g1XP_002979962.1GPN-loop GTPase 3 [Selaginella moellendorffii]Selaginella_moellendorffii 52.90 0.00

TRINITY_DN39040_c1_g3GAX72657.1hypothetical protein CEUSTIGMA_g113.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN39223_c1_g2XP_005650581.1hypothetical protein COCSUDRAFT_40212 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.90 0.00

TRINITY_DN39515_c0_g1GAQ81454.1hypothetical protein KFL_000800315 [Klebsormidium nitens]Klebsormidium_nitens 52.90 0.00

TRINITY_DN39798_c0_g1XP_002507020.1bah-phd domain-containing protein [Micromonas commoda]Micromonas_commoda 52.90 0.00

TRINITY_DN40419_c0_g2XP_024540611.1glycine dehydrogenase (decarboxylating), mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 52.90 0.00



TRINITY_DN40879_c0_g1GBF88184.1phosphatase 2C and cyclic nucleotide-binding kinase domain-containing protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.90 0.00

TRINITY_DN40883_c0_g1GAX82027.1hypothetical protein CEUSTIGMA_g9455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN41047_c0_g4XP_003074258.1Inosine/uridine-preferring nucleoside hydrolase [Ostreococcus tauri]Ostreococcus_tauri 52.90 0.00

TRINITY_DN41744_c0_g4PNW78052.1hypothetical protein CHLRE_10g462300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN41762_c0_g7GAX78985.1hypothetical protein CEUSTIGMA_g6425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN41877_c1_g4XP_001697043.1aminoacyl-tRNA ligase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN42096_c0_g4EOY16567.1Polynucleotidyl transferase, ribonuclease H-like superfamily protein isoform 1 [Theobroma cacao]Theobroma_cacao 52.90 0.00

TRINITY_DN42335_c0_g2XP_006341918.1PREDICTED: probable serine/threonine protein kinase IRE4 isoform X1 [Solanum tuberosum]Solanum_tuberosum 52.90 0.00

TRINITY_DN42446_c0_g1GAX76740.1hypothetical protein CEUSTIGMA_g4187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN42463_c1_g1PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 52.90 0.00

TRINITY_DN43372_c0_g6RMZ54765.1hypothetical protein APUTEX25_000282, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 52.90 0.00

TRINITY_DN43953_c0_g3XP_001693486.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN44587_c0_g1GBF94042.1hypothetical protein Rsub_07310 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.90 0.00

TRINITY_DN44601_c0_g1GAX84653.1hypothetical protein CEUSTIGMA_g12074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN44791_c0_g1XP_005645006.1monodehydroascorbate reductase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.90 0.00

TRINITY_DN45986_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 52.90 0.00

TRINITY_DN46706_c1_g1GAX76757.1hypothetical protein CEUSTIGMA_g4204.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN46787_c0_g3XP_002947950.1hypothetical protein VOLCADRAFT_88374 [Volvox carteri f. nagariensis]Volvox_carteri 52.90 0.00

TRINITY_DN47173_c1_g4XP_024385811.1protein EXPORTIN 1A-like [Physcomitrella patens]Physcomitrella_patens 52.90 0

TRINITY_DN47260_c0_g3XP_002959527.1hypothetical protein VOLCADRAFT_101012 [Volvox carteri f. nagariensis]Volvox_carteri 52.90 0.00

TRINITY_DN47264_c0_g3GAX77679.1hypothetical protein CEUSTIGMA_g5122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN47519_c0_g4PNH05407.1hypothetical protein TSOC_008341 [Tetrabaena socialis]Tetrabaena_socialis 52.90 0.00

TRINITY_DN48115_c0_g3XP_001690494.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN48231_c1_g5PNW77273.1hypothetical protein CHLRE_10g429350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN48519_c0_g3XP_001696492.1cyclin dependent kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN48540_c0_g5XP_001703153.1MaoC-like dehydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN48545_c0_g3GAQ93053.1hypothetical protein KFL_012730010 [Klebsormidium nitens]Klebsormidium_nitens 52.90 0.00

TRINITY_DN48572_c0_g2GBF92968.1hypothetical protein Rsub_05804 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.90 0.00

TRINITY_DN48713_c1_g2PNW87232.1hypothetical protein CHLRE_02g114250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN49047_c0_g4GAX76830.1hypothetical protein CEUSTIGMA_g4276.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN50486_c2_g9GAX74165.1hypothetical protein CEUSTIGMA_g1614.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN50513_c1_g2XP_002952694.14-hydroxyphenylpyruvate dioxygenase [Volvox carteri f. nagariensis]Volvox_carteri 52.90 0.00

TRINITY_DN50546_c0_g1GAX84385.1hypothetical protein CEUSTIGMA_g11807.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN50770_c0_g5ERN00634.1hypothetical protein AMTR_s00091p00165720, partial [Amborella trichopoda]Amborella_trichopoda 52.90 0.00

TRINITY_DN50775_c0_g2XP_001702481.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.90 0.00

TRINITY_DN50882_c0_g1GAX84081.1hypothetical protein CEUSTIGMA_g11505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN51281_c1_g2GAX81638.1hypothetical protein CEUSTIGMA_g9066.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN51680_c1_g1GAX80284.1hypothetical protein CEUSTIGMA_g7722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN51983_c0_g3GAX77988.1hypothetical protein CEUSTIGMA_g5430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.90 0.00

TRINITY_DN52674_c2_g2KXZ45409.1hypothetical protein GPECTOR_55g315 [Gonium pectorale]Gonium_pectorale 52.90 0.00

TRINITY_DN15397_c0_g1GAV85853.1Pkinase domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 52.80 0.00

TRINITY_DN16764_c0_g1ACX43954.1cysteine protease 1 [Brachiaria hybrid cultivar]Brachiaria_hybrid_cultivar 52.80 0.00

TRINITY_DN20425_c0_g1GAQ84169.1hypothetical protein KFL_001790070 [Klebsormidium nitens]Klebsormidium_nitens 52.80 0.00

TRINITY_DN29364_c0_g2PQM39568.1splicing factor 3B subunit 4 [Prunus yedoensis var. nudiflora]Prunus_yedoensis 52.80 0.00

TRINITY_DN31997_c0_g2RVX08721.1Transcription factor MYB118 [Vitis vinifera]Vitis_vinifera 52.80 0.00

TRINITY_DN34785_c0_g11PAN18198.1hypothetical protein PAHAL_3G185300 [Panicum hallii]Panicum_hallii 52.80 0.00

TRINITY_DN35217_c0_g1GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN35489_c1_g2BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.80 0.00

TRINITY_DN36252_c0_g3OIW11385.1hypothetical protein TanjilG_19641 [Lupinus angustifolius]Lupinus_angustifolius 52.80 0.00

TRINITY_DN36725_c0_g2XP_001694042.1NADH:ubiquinone oxidoreductase B14 subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN37122_c1_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.80 0.00

TRINITY_DN37297_c0_g2XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 52.80 0.00

TRINITY_DN37939_c0_g2OAE33678.1hypothetical protein AXG93_4689s1650 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 52.80 0.00

TRINITY_DN38052_c0_g3RMZ55925.1hypothetical protein APUTEX25_004349 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 52.80 0.00

TRINITY_DN38304_c0_g1XP_023877492.1protein hob1-like [Quercus suber]Quercus_suber 52.80 0.00

TRINITY_DN38382_c1_g4PNW84115.1hypothetical protein CHLRE_04g221550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN38669_c0_g2XP_023891019.1guanine nucleotide-binding protein subunit beta-like [Quercus suber]Quercus_suber 52.80 0.00

TRINITY_DN39108_c2_g3XP_002948204.1hypothetical protein VOLCADRAFT_120602 [Volvox carteri f. nagariensis]Volvox_carteri 52.80 0.00

TRINITY_DN39133_c0_g1PNW73260.1hypothetical protein CHLRE_14g625350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN39306_c1_g1GAX77428.1hypothetical protein CEUSTIGMA_g4873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN40611_c2_g4GAX73939.1hypothetical protein CEUSTIGMA_g1389.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN40629_c2_g1XP_001700520.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN41542_c0_g4PKA51934.1hypothetical protein AXF42_Ash008163 [Apostasia shenzhenica]Apostasia_shenzhenica 52.80 0.00

TRINITY_DN41562_c0_g1GAX77974.1hypothetical protein CEUSTIGMA_g5416.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN41841_c0_g3PNW78652.1hypothetical protein CHLRE_09g388352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN42875_c1_g2XP_004236144.1alpha-mannosidase I MNS5 [Solanum lycopersicum]Solanum_lycopersicum 52.80 0.00



TRINITY_DN43784_c0_g3PNW75107.1hypothetical protein CHLRE_12g496200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN43850_c0_g4XP_003059568.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 52.80 0.00

TRINITY_DN44091_c0_g1GAX82152.1hypothetical protein CEUSTIGMA_g9580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN44252_c0_g2XP_001703576.1mitochondrial substrate carrier protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN44307_c0_g4PTQ30844.1hypothetical protein MARPO_0119s0044 [Marchantia polymorpha]Marchantia_polymorpha 52.80 0.00

TRINITY_DN44712_c0_g1GAQ88060.1methylcrotonoyl-CoA carboxylase subunit alpha [Klebsormidium nitens]Klebsormidium_nitens 52.80 0.00

TRINITY_DN44767_c0_g1GAX77631.1hypothetical protein CEUSTIGMA_g5074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.80 0.00

TRINITY_DN44819_c0_g1EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 52.80 0.00

TRINITY_DN45890_c0_g1PNH06431.1Transmembrane protein 14A [Tetrabaena socialis]Tetrabaena_socialis 52.80 0.00

TRINITY_DN46484_c0_g2XP_023890373.1probable UTP--glucose-1-phosphate uridylyltransferase [Quercus suber]Quercus_suber 52.80 0.00

TRINITY_DN47288_c2_g4XP_021995608.1uncharacterized protein LOC110892767 [Helianthus annuus]Helianthus_annuus 52.80 0.00

TRINITY_DN47881_c0_g3XP_005851160.1hypothetical protein CHLNCDRAFT_137775 [Chlorella variabilis]Chlorella_variabilis 52.80 0.00

TRINITY_DN47908_c2_g2PNW78269.1hypothetical protein CHLRE_09g404351v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN48222_c0_g1PNW81821.1hypothetical protein CHLRE_06g261750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.80 0.00

TRINITY_DN48228_c0_g6PRW60832.1chitinase [Chlorella sorokiniana]Chlorella_sorokiniana 52.80 0.00

TRINITY_DN48946_c1_g1XP_002956688.1hypothetical protein VOLCADRAFT_107336 [Volvox carteri f. nagariensis]Volvox_carteri 52.80 0.00

TRINITY_DN49550_c1_g1XP_002950696.1eukaryotic translation initiation factor 2 gamma [Volvox carteri f. nagariensis]Volvox_carteri 52.80 0.00

TRINITY_DN49911_c0_g3XP_013893898.1hypothetical protein MNEG_13084 [Monoraphidium neglectum]Monoraphidium_neglectum 52.80 0.00

TRINITY_DN50874_c0_g2GBF92499.1major facilitator transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.80 0.00

TRINITY_DN51598_c0_g1GAQ90142.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 52.80 0.00

TRINITY_DN52029_c1_g3KXZ48051.1hypothetical protein GPECTOR_30g146 [Gonium pectorale]Gonium_pectorale 52.80 0.00

TRINITY_DN9951_c0_g1XP_023877356.1serine/threonine-protein kinase DBF20-like [Quercus suber]Quercus_suber 52.80 0.00

TRINITY_DN14260_c0_g1GAQ79718.1alpha-tubulin N-acetyltransferase [Klebsormidium nitens]Klebsormidium_nitens 52.70 0.00

TRINITY_DN19283_c0_g1GBG69603.1hypothetical protein CBR_g4433 [Chara braunii]Chara_braunii 52.70 0.00

TRINITY_DN2822_c0_g1XP_027167914.1ABC transporter A family member 2-like [Coffea eugenioides]Coffea_eugenioides 52.70 0.00

TRINITY_DN30920_c0_g1OAE24696.1hypothetical protein AXG93_2016s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 52.70 0.00

TRINITY_DN33375_c0_g2EFH56348.1hypothetical protein ARALYDRAFT_322083 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 52.70 0.00

TRINITY_DN33931_c0_g1GAX77888.1hypothetical protein CEUSTIGMA_g5330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN34148_c0_g1BAJ99035.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.70 0.00

TRINITY_DN34367_c0_g1XP_024387189.1mediator of RNA polymerase II transcription subunit 15-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 52.70 0.00

TRINITY_DN35247_c0_g1XP_021891738.160S acidic ribosomal protein P0-like [Carica papaya]Carica_papaya 52.70 0.00

TRINITY_DN35439_c1_g7KZV21680.1ABC transporter A family member 2-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 52.70 0.00

TRINITY_DN36419_c0_g3XP_002959026.1hypothetical protein VOLCADRAFT_108435 [Volvox carteri f. nagariensis]Volvox_carteri 52.70 0.00

TRINITY_DN36460_c1_g8XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 52.70 0.00

TRINITY_DN36703_c0_g1XP_024380794.1OTU domain-containing protein 5-B-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 52.70 0.00

TRINITY_DN37101_c0_g4XP_027913140.1DNA polymerase delta catalytic subunit-like isoform X1 [Vigna unguiculata]Vigna_unguiculata 52.70 0.00

TRINITY_DN37440_c0_g3KDD72661.1hypothetical protein H632_c3057p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 52.70 0.00

TRINITY_DN37514_c0_g1QBG38065.1NADH dehydrogenase subunit 2 (mitochondrion) [Chlorosarcinopsis eremi]Chlorosarcinopsis_eremi 52.70 0.00

TRINITY_DN37825_c0_g1GAX80914.1hypothetical protein CEUSTIGMA_g8349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN37865_c1_g3PNH05624.1hypothetical protein TSOC_008118 [Tetrabaena socialis]Tetrabaena_socialis 52.70 0.00

TRINITY_DN38076_c1_g1XP_002958612.1hypothetical protein VOLCADRAFT_99891 [Volvox carteri f. nagariensis]Volvox_carteri 52.70 0.00

TRINITY_DN38091_c0_g3ACN40777.1unknown [Picea sitchensis]Picea_sitchensis 52.70 0.00

TRINITY_DN38454_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.70 0.00

TRINITY_DN38731_c0_g2XP_005642799.1RBP11-like subunits of RNA polymerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.70 0.00

TRINITY_DN39485_c0_g6XP_002954015.1hypothetical protein VOLCADRAFT_118552 [Volvox carteri f. nagariensis]Volvox_carteri 52.70 0.00

TRINITY_DN39643_c0_g1PSC71663.1Pre-mRNA-splicing factor CWC21 [Micractinium conductrix]Micractinium_conductrix 52.70 0.00

TRINITY_DN40512_c0_g4PRW34018.1trans-2-enoyl- reductase [Chlorella sorokiniana]Chlorella_sorokiniana 52.70 0.00

TRINITY_DN40572_c0_g6GAX75731.1hypothetical protein CEUSTIGMA_g3174.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN40929_c0_g5XP_027104636.1probable low-specificity L-threonine aldolase 1 [Coffea arabica]Coffea_arabica 52.70 0.00

TRINITY_DN41502_c1_g7XP_010534608.1PREDICTED: clathrin heavy chain 2-like [Tarenaya hassleriana]Tarenaya_hassleriana 52.70 0.00

TRINITY_DN41767_c0_g5GAX85168.1hypothetical protein CEUSTIGMA_g12586.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN42228_c0_g5XP_002313982.26-phosphofructo-2-kinase/fructose-2,6-bisphosphatase isoform X1 [Populus trichocarpa]Populus_trichocarpa 52.70 0.00

TRINITY_DN42254_c0_g2XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 52.70 0.00

TRINITY_DN42601_c0_g1GAX77983.1hypothetical protein CEUSTIGMA_g5425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN42850_c0_g1GAX83343.1hypothetical protein CEUSTIGMA_g10768.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN43042_c0_g2XP_001693997.1beta tubulin 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.70 0.00

TRINITY_DN43966_c0_g1KXZ55513.1hypothetical protein GPECTOR_2g1062 [Gonium pectorale]Gonium_pectorale 52.70 0.00

TRINITY_DN43966_c0_g2PRW61141.1mitogen-activated kinase kinase kinase NPK1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 52.70 0.00

TRINITY_DN43998_c0_g3RZC14159.1Tubulin beta-2 chain, partial [Glycine soja]Glycine_soja 52.70 0.00

TRINITY_DN44006_c1_g2XP_001701075.1diacylglycerol kinase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.70 0.00

TRINITY_DN44174_c0_g4GAQ88245.1hypothetical protein KFL_004120120 [Klebsormidium nitens]Klebsormidium_nitens 52.70 0.00

TRINITY_DN44359_c0_g2KXZ42056.1hypothetical protein GPECTOR_214g438 [Gonium pectorale]Gonium_pectorale 52.70 0.00

TRINITY_DN45050_c0_g1GAX74129.1hypothetical protein CEUSTIGMA_g1578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN45092_c0_g1GAX76031.1hypothetical protein CEUSTIGMA_g3474.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN45394_c0_g1KXZ44686.1hypothetical protein GPECTOR_63g15 [Gonium pectorale]Gonium_pectorale 52.70 0.00

TRINITY_DN45506_c1_g1GAX73182.1hypothetical protein CEUSTIGMA_g635.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00



TRINITY_DN47116_c0_g4GAQ77823.1Nucleoside diphosphate kinase [Klebsormidium nitens]Klebsormidium_nitens 52.70 0.00

TRINITY_DN48482_c0_g11XP_006445884.1notchless protein homolog [Citrus clementina]Citrus_clementina 52.70 0.00

TRINITY_DN48563_c0_g1GAQ88260.1Ca2+ transporting ATPase [Klebsormidium nitens]Klebsormidium_nitens 52.70 0.00

TRINITY_DN49367_c0_g2GAX80278.1hypothetical protein CEUSTIGMA_g7716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN49463_c0_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 52.70 0.00

TRINITY_DN50079_c0_g2XP_005844336.1hypothetical protein CHLNCDRAFT_58922 [Chlorella variabilis]Chlorella_variabilis 52.70 0.00

TRINITY_DN50294_c0_g1GAX82562.1hypothetical protein CEUSTIGMA_g9988.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN50522_c1_g1GBF92769.1hypothetical protein Rsub_05388 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.70 0.00

TRINITY_DN50914_c0_g1GAX82705.1hypothetical protein CEUSTIGMA_g10131.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN51012_c0_g2KXZ49935.1hypothetical protein GPECTOR_19g386 [Gonium pectorale]Gonium_pectorale 52.70 0.00

TRINITY_DN51156_c0_g2GAX85578.1hypothetical protein CEUSTIGMA_g12993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN51760_c0_g1GAX80918.1hypothetical protein CEUSTIGMA_g8353.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.70 0.00

TRINITY_DN51928_c0_g1XP_001703763.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.70 0.00

TRINITY_DN52129_c0_g2PNW78157.1hypothetical protein CHLRE_10g466350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.70 0.00

TRINITY_DN23318_c0_g1ERN00581.1hypothetical protein AMTR_s00091p00037050 [Amborella trichopoda]Amborella_trichopoda 52.60 0.00

TRINITY_DN25976_c0_g1XP_013899518.1DNA (cytosine-5-)-methyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 52.60 0.00

TRINITY_DN27963_c0_g1RDX69773.1Actin-interacting protein 1-2, partial [Mucuna pruriens]Mucuna_pruriens 52.60 0.00

TRINITY_DN30963_c0_g1XP_023901449.1inorganic pyrophosphatase-like [Quercus suber]Quercus_suber 52.60 0.00

TRINITY_DN35043_c0_g4XP_012486239.1PREDICTED: AMP deaminase [Gossypium raimondii]Gossypium_raimondii 52.60 0.00

TRINITY_DN35561_c0_g7XP_013899756.1H/ACA ribonucleoprotein complex subunit 1 [Monoraphidium neglectum]Monoraphidium_neglectum 52.60 0.00

TRINITY_DN35918_c1_g6XP_015614849.1probable serine protease EDA2 [Oryza sativa Japonica Group]Oryza_sativa 52.60 0.00

TRINITY_DN36022_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 52.60 0.00

TRINITY_DN36124_c0_g1XP_008353982.1PREDICTED: FH protein interacting protein FIP2-like [Malus domestica]Malus_domestica 52.60 0.00

TRINITY_DN36501_c0_g1XP_005848226.1hypothetical protein CHLNCDRAFT_144742 [Chlorella variabilis]Chlorella_variabilis 52.60 0.00

TRINITY_DN36915_c0_g1PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.60 0.00

TRINITY_DN37033_c0_g1GAQ78464.1cyclophilin [Klebsormidium nitens]Klebsormidium_nitens 52.60 0.00

TRINITY_DN37688_c0_g2XP_020157630.1ribose-phosphate pyrophosphokinase 1-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 52.60 0.00

TRINITY_DN37767_c0_g13RZC13813.1ATP-dependent 6-phosphofructokinase 3 [Glycine soja]Glycine_soja 52.60 0.00

TRINITY_DN38296_c0_g5XP_010695992.1PREDICTED: protein-L-isoaspartate O-methyltransferase isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 52.60 0.00

TRINITY_DN39396_c0_g1GBG92316.1hypothetical protein CBR_g55161, partial [Chara braunii]Chara_braunii 52.60 0.00

TRINITY_DN39587_c1_g4GAQ88954.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 52.60 0.00

TRINITY_DN39856_c0_g2GAX79539.1hypothetical protein CEUSTIGMA_g6980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN40773_c0_g1ABD98165.12-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.60 0.00

TRINITY_DN40823_c0_g2GAX79665.1hypothetical protein CEUSTIGMA_g7106.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN41126_c1_g2XP_021725567.1ubiquinol oxidase 2, mitochondrial-like [Chenopodium quinoa]Chenopodium_quinoa 52.60 0.00

TRINITY_DN41374_c0_g2EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 52.60 0.00

TRINITY_DN41471_c1_g1KXZ49107.1hypothetical protein GPECTOR_23g38 [Gonium pectorale]Gonium_pectorale 52.60 0.00

TRINITY_DN41978_c1_g1GAX74112.1hypothetical protein CEUSTIGMA_g1561.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN42128_c0_g5GAX82247.1hypothetical protein CEUSTIGMA_g9675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN43081_c0_g4XP_009383808.1PREDICTED: GTPase-activating protein GYP1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 52.60 0.00

TRINITY_DN43705_c0_g1XP_001696624.1thylakoid lumenal protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.60 0.00

TRINITY_DN43775_c0_g1GAX74971.1hypothetical protein CEUSTIGMA_g2417.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN43843_c0_g3PNW73583.1hypothetical protein CHLRE_13g564850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.60 0.00

TRINITY_DN43998_c0_g2XP_007515746.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 52.60 0.00

TRINITY_DN43999_c0_g2GAX80044.1hypothetical protein CEUSTIGMA_g7483.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN44690_c0_g2RYR22514.1hypothetical protein Ahy_B03g067819 [Arachis hypogaea]Arachis_hypogaea 52.60 0.00

TRINITY_DN45546_c1_g3GBF93470.1hypothetical protein Rsub_06603 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.60 0.00

TRINITY_DN45669_c0_g4XP_009411068.1PREDICTED: ubiquitin-NEDD8-like protein RUB2 [Musa acuminata subsp. malaccensis]Musa_acuminata 52.60 0.00

TRINITY_DN45754_c0_g1PON48973.1Splicing factor-like protein [Parasponia andersonii]Parasponia_andersonii 52.60 0.00

TRINITY_DN45826_c1_g11XP_018439770.1PREDICTED: thiamine biosynthetic bifunctional enzyme BTH1, chloroplastic [Raphanus sativus]Raphanus_sativus 52.60 0.00

TRINITY_DN46022_c1_g4XP_022730729.1GTP-binding protein YPTM2-like [Durio zibethinus]Durio_zibethinus 52.60 0.00

TRINITY_DN46026_c0_g1XP_013906874.1hypothetical protein MNEG_0108 [Monoraphidium neglectum]Monoraphidium_neglectum 52.60 0.00

TRINITY_DN47012_c0_g1GAX85350.1hypothetical protein CEUSTIGMA_g12767.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN48047_c1_g2XP_005847282.1hypothetical protein CHLNCDRAFT_134329 [Chlorella variabilis]Chlorella_variabilis 52.60 0.00

TRINITY_DN48075_c0_g3GBG81344.1hypothetical protein CBR_g32017 [Chara braunii]Chara_braunii 52.60 0.00

TRINITY_DN48388_c0_g3GAX76158.1hypothetical protein CEUSTIGMA_g3602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN48395_c0_g3GAX77022.1hypothetical protein CEUSTIGMA_g4469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN48796_c0_g2PNW81240.1hypothetical protein CHLRE_07g347900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.60 0.00

TRINITY_DN48974_c0_g1XP_005850384.1hypothetical protein CHLNCDRAFT_142258 [Chlorella variabilis]Chlorella_variabilis 52.60 0.00

TRINITY_DN49629_c0_g5PSC72213.150S ribosomal L3 [Micractinium conductrix]Micractinium_conductrix 52.60 0.00

TRINITY_DN49644_c1_g3XP_024969009.1glutamine synthetase nodule isozyme [Cynara cardunculus var. scolymus]Cynara_cardunculus 52.60 0.00

TRINITY_DN49715_c0_g1PSC71668.1Phospholipase B-like 1 [Micractinium conductrix]Micractinium_conductrix 52.60 0.00

TRINITY_DN49726_c1_g1PNH00090.1putative L-ascorbate peroxidase 6 [Tetrabaena socialis]Tetrabaena_socialis 52.60 0.00

TRINITY_DN49877_c1_g4GBF97559.1hypothetical protein Rsub_10160 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.60 0.00

TRINITY_DN51275_c2_g1GAX83380.1hypothetical protein CEUSTIGMA_g10805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00

TRINITY_DN51421_c0_g1GAX74493.1hypothetical protein CEUSTIGMA_g1942.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.60 0.00



TRINITY_DN51458_c0_g8XP_019156487.1PREDICTED: low-temperature-induced cysteine proteinase-like [Ipomoea nil]Ipomoea_nil 52.60 0.00

TRINITY_DN51481_c0_g4XP_005847841.1hypothetical protein CHLNCDRAFT_134074 [Chlorella variabilis]Chlorella_variabilis 52.60 0.00

TRINITY_DN52620_c1_g2KXZ51905.1hypothetical protein GPECTOR_11g339 [Gonium pectorale]Gonium_pectorale 52.60 0.00

TRINITY_DN1247_c0_g1EFJ26676.1hypothetical protein SELMODRAFT_97090 [Selaginella moellendorffii]Selaginella_moellendorffii 52.50 0.00

TRINITY_DN1489_c0_g1XP_021737730.15'-3' exoribonuclease 3-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 52.50 0.00

TRINITY_DN16853_c0_g1XP_020185467.1ribonuclease H2 subunit A [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 52.50 0.00

TRINITY_DN16869_c0_g2XP_005647174.1NAD(P)-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.50 0.00

TRINITY_DN18720_c0_g1ABK22915.1unknown [Picea sitchensis]Picea_sitchensis 52.50 0.00

TRINITY_DN23525_c0_g1KXZ46612.1hypothetical protein GPECTOR_42g823 [Gonium pectorale]Gonium_pectorale 52.50 0.00

TRINITY_DN28181_c0_g2XP_023877279.1histidine protein kinase NIK1-like [Quercus suber]Quercus_suber 52.50 0.00

TRINITY_DN28250_c0_g1PNR27151.1hypothetical protein PHYPA_030632 [Physcomitrella patens]Physcomitrella_patens 52.50 0.00

TRINITY_DN31494_c0_g1VDD12629.1unnamed protein product [Brassica rapa]Brassica_rapa 52.50 0.00

TRINITY_DN33305_c0_g1BAJ91146.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.50 0.00

TRINITY_DN34306_c0_g1XP_023902770.1mitochondrial FAD-linked sulfhydryl oxidase ERV1-like [Quercus suber]Quercus_suber 52.50 0.00

TRINITY_DN35434_c0_g1XP_002983055.11,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 52.50 0.00

TRINITY_DN35647_c0_g2XP_017259151.1PREDICTED: zinc finger CCCH domain-containing protein 1-like [Daucus carota subsp. sativus]Daucus_carota 52.50 0.00

TRINITY_DN35869_c0_g3GAX73698.1hypothetical protein CEUSTIGMA_g1150.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN36441_c0_g3PRW58990.1carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase 1 [Chlorella sorokiniana]Chlorella_sorokiniana 52.50 0.00

TRINITY_DN36482_c0_g2PRW56094.1phosphatidylinositol N-acetylglucosaminyltransferase gpi3 subunit-like isoform X5 [Chlorella sorokiniana]Chlorella_sorokiniana 52.50 0.00

TRINITY_DN36731_c1_g3PNH09730.1Trafficking protein particle complex subunit 6B [Tetrabaena socialis]Tetrabaena_socialis 52.50 0.00

TRINITY_DN36846_c0_g7XP_024187497.1microsomal glutathione S-transferase 3-like [Rosa chinensis]Rosa_chinensis 52.50 0.00

TRINITY_DN37018_c0_g3XP_003058670.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 52.50 0.00

TRINITY_DN37330_c0_g3XP_023914418.1exosome complex exonuclease dis3-like [Quercus suber]Quercus_suber 52.50 0.00

TRINITY_DN37813_c1_g8PNW72006.1hypothetical protein CHLRE_16g686350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.50 0.00

TRINITY_DN38595_c0_g2PNH11061.1hypothetical protein TSOC_002156, partial [Tetrabaena socialis]Tetrabaena_socialis 52.50 0.00

TRINITY_DN39392_c0_g4PNH02289.1Guanylate cyclase 2G [Tetrabaena socialis]Tetrabaena_socialis 52.50 0.00

TRINITY_DN39396_c0_g2OMO54877.1hypothetical protein CCACVL1_27502 [Corchorus capsularis]Corchorus_capsularis 52.50 0.00

TRINITY_DN39924_c0_g1PNH10700.1hypothetical protein TSOC_002554 [Tetrabaena socialis]Tetrabaena_socialis 52.50 0.00

TRINITY_DN39938_c0_g1GAX86469.1hypothetical protein CEUSTIGMA_g13879.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN40003_c0_g2PWA97656.1periodic tryptophan protein [Artemisia annua]Artemisia_annua 52.50 0.00

TRINITY_DN41558_c0_g2XP_005843753.1hypothetical protein CHLNCDRAFT_139841 [Chlorella variabilis]Chlorella_variabilis 52.50 0.00

TRINITY_DN41709_c1_g2PRW56659.1Exodeoxyribonuclease III [Chlorella sorokiniana]Chlorella_sorokiniana 52.50 0.00

TRINITY_DN42849_c1_g10P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 52.50 0.00

TRINITY_DN43645_c0_g1ABI79071.1chloroplast carotene biosynthesis-related protein [Dunaliella salina]Dunaliella_salina 52.50 0.00

TRINITY_DN44435_c1_g4PRW60639.1isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 52.50 0.00

TRINITY_DN44541_c0_g5PNH10087.1hypothetical protein TSOC_003217 [Tetrabaena socialis]Tetrabaena_socialis 52.50 0.00

TRINITY_DN45029_c1_g1PNW69988.1hypothetical protein CHLRE_17g701100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.50 0.00

TRINITY_DN45095_c0_g1GAX77231.1hypothetical protein CEUSTIGMA_g4677.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN45272_c0_g4GBG87683.1hypothetical protein CBR_g45837 [Chara braunii]Chara_braunii 52.50 0.00

TRINITY_DN45413_c0_g4XP_022839774.1Thioredoxin, conserved site [Ostreococcus tauri]Ostreococcus_tauri 52.50 0.00

TRINITY_DN45597_c0_g1GBF99783.1hypothetical protein Rsub_12223 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.50 0.00

TRINITY_DN46494_c1_g1XP_001690215.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.50 0.00

TRINITY_DN47292_c0_g5GAQ78688.1ubiquitin-conjugating enzyme [Klebsormidium nitens]Klebsormidium_nitens 52.50 0.00

TRINITY_DN47867_c0_g1GAX72576.1hypothetical protein CEUSTIGMA_g32.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN48162_c1_g1GBF89702.1hypothetical protein Rsub_02872 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.50 0.00

TRINITY_DN49966_c0_g3GAX74597.1hypothetical protein CEUSTIGMA_g2045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN50700_c0_g4XP_024393221.1uncharacterized protein LOC112290779 [Physcomitrella patens]Physcomitrella_patens 52.50 0.00

TRINITY_DN50963_c0_g1KXZ53570.1hypothetical protein GPECTOR_6g487 [Gonium pectorale]Gonium_pectorale 52.50 0.00

TRINITY_DN5110_c0_g1XP_006287273.1arginyl-tRNA--protein transferase 1 isoform X1 [Capsella rubella]Capsella_rubella 52.50 0.00

TRINITY_DN51408_c0_g4BAK00582.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.50 0.00

TRINITY_DN52088_c0_g2GAQ93583.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 52.50 0.00

TRINITY_DN52395_c0_g5XP_002948422.1hypothetical protein VOLCADRAFT_116830 [Volvox carteri f. nagariensis]Volvox_carteri 52.50 0.00

TRINITY_DN52582_c1_g6GAX85699.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.50 0.00

TRINITY_DN5731_c0_g1AAV83799.1putative actin 1, partial [Chorispora bungeana]Chorispora_bungeana 52.50 0.00

TRINITY_DN13233_c0_g1XP_002264623.1PREDICTED: ras-related protein RABD1 [Vitis vinifera]Vitis_vinifera 52.40 0.00

TRINITY_DN13653_c0_g1XP_020395329.1heat shock protein 90-6, mitochondrial isoform X6 [Zea mays]Zea_mays 52.40 0.00

TRINITY_DN26277_c0_g1XP_027938719.1trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM1-like [Vigna unguiculata]Vigna_unguiculata 52.40 0.00

TRINITY_DN26292_c0_g2XP_002961229.1probable phospholipid hydroperoxide glutathione peroxidase [Selaginella moellendorffii]Selaginella_moellendorffii 52.40 0.00

TRINITY_DN29358_c0_g1GAQ88724.1putative defender against cell death [Klebsormidium nitens]Klebsormidium_nitens 52.40 0.00

TRINITY_DN32134_c0_g1XP_013893498.1hypothetical protein MNEG_13483 [Monoraphidium neglectum]Monoraphidium_neglectum 52.40 0.00

TRINITY_DN33927_c0_g1XP_004249357.114 kDa zinc-binding protein [Solanum lycopersicum]Solanum_lycopersicum 52.40 0.00

TRINITY_DN34665_c0_g1GAQ80986.1Aldo/keto reductase family protein [Klebsormidium nitens]Klebsormidium_nitens 52.40 0.00

TRINITY_DN35661_c0_g5XP_005845455.1hypothetical protein CHLNCDRAFT_58625 [Chlorella variabilis]Chlorella_variabilis 52.40 0.00

TRINITY_DN35965_c0_g1XP_005845903.1hypothetical protein CHLNCDRAFT_32055 [Chlorella variabilis]Chlorella_variabilis 52.40 0.00

TRINITY_DN36069_c0_g4XP_020677543.16-phosphofructo-2-kinase/fructose-2,6-bisphosphatase [Dendrobium catenatum]Dendrobium_catenatum 52.40 0.00

TRINITY_DN36121_c0_g5XP_003063387.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 52.40 0.00



TRINITY_DN36326_c1_g2YP_717290.1cytochrome b (mitochondrion) [Ostreococcus tauri]Ostreococcus_tauri 52.40 0.00

TRINITY_DN36495_c0_g2ONK69446.1uncharacterized protein A4U43_C05F22970 [Asparagus officinalis]Asparagus_officinalis 52.40 0.00

TRINITY_DN36697_c0_g1XP_012434830.1PREDICTED: beta-amylase-like isoform X1 [Gossypium raimondii]Gossypium_raimondii 52.40 0.00

TRINITY_DN36963_c1_g3KXZ52800.1hypothetical protein GPECTOR_8g187 [Gonium pectorale]Gonium_pectorale 52.40 0.00

TRINITY_DN37034_c0_g1KZV16704.1hypothetical protein F511_42513 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 52.40 0.00

TRINITY_DN37597_c1_g8XP_010244408.1PREDICTED: protein SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1-like [Nelumbo nucifera]Nelumbo_nucifera 52.40 0.00

TRINITY_DN38158_c2_g1XP_002951763.1hypothetical protein VOLCADRAFT_92239 [Volvox carteri f. nagariensis]Volvox_carteri 52.40 0.00

TRINITY_DN38205_c2_g4PSC69247.1aminotransferase class IV [Micractinium conductrix]Micractinium_conductrix 52.40 0.00

TRINITY_DN38623_c1_g2GAX83888.1hypothetical protein CEUSTIGMA_g11313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN38909_c0_g5XP_005642926.1alcohol oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.40 0.00

TRINITY_DN39622_c0_g1XP_010248900.1PREDICTED: cyclin-dependent kinase G-2 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 52.40 0.00

TRINITY_DN39717_c2_g2XP_007509254.1coatomer protein gamma-subunit [Bathycoccus prasinos]Bathycoccus_prasinos 52.40 0.00

TRINITY_DN40393_c2_g3PNW87231.1hypothetical protein CHLRE_02g114200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN40520_c0_g1GAX83214.1hypothetical protein CEUSTIGMA_g10640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN40558_c0_g1EMS59303.1Plasma membrane ATPase [Triticum urartu]Triticum_urartu 52.40 0.00

TRINITY_DN41417_c1_g3XP_027068708.1proteasome subunit beta type-6 [Coffea arabica]Coffea_arabica 52.40 0.00

TRINITY_DN41439_c0_g3BAK05241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.40 0.00

TRINITY_DN41639_c0_g1PRW58395.1PAB-dependent poly(A)-specific ribonuclease subunit 2 [Chlorella sorokiniana]Chlorella_sorokiniana 52.40 0.00

TRINITY_DN42557_c1_g4XP_023925510.1DNA repair and recombination protein radC-like [Quercus suber]Quercus_suber 52.40 0.00

TRINITY_DN42582_c1_g6XP_010107728.1putative calcium-transporting ATPase 13, plasma membrane-type [Morus notabilis]Morus_notabilis 52.40 0.00

TRINITY_DN42978_c0_g2PRW59422.1acyl- N-acyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 52.40 0.00

TRINITY_DN43546_c0_g2GAX82745.1hypothetical protein CEUSTIGMA_g10171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN43971_c0_g8XP_011459839.1PREDICTED: LOW QUALITY PROTEIN: ABC transporter B family member 13-like, partial [Fragaria vesca subsp. vesca]Fragaria_vesca 52.40 0.00

TRINITY_DN45396_c0_g1GAX77530.1hypothetical protein CEUSTIGMA_g4974.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN45414_c0_g1XP_001702979.1iron-sulfur cluster assembly protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN45582_c0_g3PTQ47315.1hypothetical protein MARPO_0008s0091 [Marchantia polymorpha]Marchantia_polymorpha 52.40 0.00

TRINITY_DN45802_c1_g3KXZ54447.1hypothetical protein GPECTOR_5g99 [Gonium pectorale]Gonium_pectorale 52.40 0.00

TRINITY_DN46310_c0_g2XP_009376354.1PREDICTED: 3-ketoacyl-CoA thiolase 2, peroxisomal [Pyrus x bretschneideri]Pyrus_x_bretschneideri 52.40 0.00

TRINITY_DN46404_c0_g2GBF90451.1choline-phosphate cytidylyltransferase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.40 0.00

TRINITY_DN46915_c0_g6PNW77385.1hypothetical protein CHLRE_10g434250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN47266_c0_g1KDD75273.1hypothetical protein H632_c774p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 52.40 0.00

TRINITY_DN47336_c1_g2XP_002955033.1hypothetical protein VOLCADRAFT_106628 [Volvox carteri f. nagariensis]Volvox_carteri 52.40 0.00

TRINITY_DN48742_c1_g1GAX75172.1hypothetical protein CEUSTIGMA_g2616.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN49218_c0_g1XP_013904698.1hypothetical protein MNEG_2277 [Monoraphidium neglectum]Monoraphidium_neglectum 52.40 0.00

TRINITY_DN49461_c0_g3XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 52.40 0.00

TRINITY_DN49688_c1_g4PNW84074.1hypothetical protein CHLRE_04g220000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN49846_c1_g1GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 52.40 0.00

TRINITY_DN50603_c2_g1KXZ47369.1hypothetical protein GPECTOR_36g90 [Gonium pectorale]Gonium_pectorale 52.40 0.00

TRINITY_DN50677_c0_g3XP_001690590.1mixed lineage protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN50717_c0_g7XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 52.40 0.00

TRINITY_DN50898_c0_g2GAX80343.1hypothetical protein CEUSTIGMA_g7781.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN50972_c0_g1XP_001693956.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN51076_c0_g1XP_002947931.1hypothetical protein VOLCADRAFT_57872 [Volvox carteri f. nagariensis]Volvox_carteri 52.40 0.00

TRINITY_DN51157_c0_g2GAX81547.1hypothetical protein CEUSTIGMA_g8975.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN51407_c0_g1PNW78787.1hypothetical protein CHLRE_09g390134v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.40 0.00

TRINITY_DN51736_c1_g1XP_024518061.1sucrose synthase 2-like [Selaginella moellendorffii]Selaginella_moellendorffii 52.40 0.00

TRINITY_DN52047_c0_g4GAX73391.1hypothetical protein CEUSTIGMA_g844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.40 0.00

TRINITY_DN22729_c0_g1AAM61036.1contains similarity to poly(A)-binding protein II [Arabidopsis thaliana]Arabidopsis_thaliana 52.30 0.00

TRINITY_DN26905_c0_g1XP_003079495.2Adenylyl cyclase class-3/4/guanylyl cyclase [Ostreococcus tauri]Ostreococcus_tauri 52.30 0.00

TRINITY_DN31675_c0_g1XP_010690080.1PREDICTED: GTP-binding protein YPTM2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 52.30 0.00

TRINITY_DN32140_c0_g1AAB86496.1calmodulin [Zea mays]Zea_mays 52.30 0.00

TRINITY_DN32569_c0_g1EEF26640.1conserved hypothetical protein [Ricinus communis]Ricinus_communis 52.30 0.00

TRINITY_DN34380_c0_g4GAX77236.1hypothetical protein CEUSTIGMA_g4682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN35524_c2_g7GBF96670.1T-complex 1 subunit alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.30 0.00

TRINITY_DN35905_c0_g8GAX78856.1hypothetical protein CEUSTIGMA_g6294.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN36660_c0_g2XP_003061666.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 52.30 0.00

TRINITY_DN37099_c0_g7XP_006582028.1tip elongation aberrant protein 1 isoform X3 [Glycine max]Glycine_max 52.30 0.00

TRINITY_DN37595_c0_g6XP_002957380.1hypothetical protein VOLCADRAFT_98450 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN38343_c1_g3XP_002958585.1hypothetical protein VOLCADRAFT_108201 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN38460_c0_g3XP_020177521.1protein SUPPRESSOR OF FRI 4 isoform X2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 52.30 0.00

TRINITY_DN38737_c1_g8GBF97321.1hypothetical protein Rsub_10012 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.30 0.00

TRINITY_DN38786_c1_g7XP_019438405.1PREDICTED: aspartate aminotransferase 1 [Lupinus angustifolius]Lupinus_angustifolius 52.30 0.00

TRINITY_DN38963_c0_g5XP_001701447.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN39216_c0_g1PNW78560.1hypothetical protein CHLRE_09g392250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN39280_c1_g3XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN39992_c0_g1GAQ81454.1hypothetical protein KFL_000800315 [Klebsormidium nitens]Klebsormidium_nitens 52.30 0.00



TRINITY_DN40078_c1_g4XP_005647364.1ATP-dependent hsl protease ATP-binding subunit hslU [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.30 0.00

TRINITY_DN40742_c0_g1PSC75468.1very-long-chain (3R)-3-hydroxyacyl-dehydratase 2 [Micractinium conductrix]Micractinium_conductrix 52.30 0.00

TRINITY_DN40976_c0_g3XP_013595518.1PREDICTED: 60S ribosomal protein L7a-2-like [Brassica oleracea var. oleracea]Brassica_oleracea 52.30 0.00

TRINITY_DN41475_c0_g3NP_564955.1Protein kinase superfamily protein [Arabidopsis thaliana]Arabidopsis_thaliana 52.30 0.00

TRINITY_DN41723_c0_g5XP_024399574.1spliceosome-associated protein 130 A-like [Physcomitrella patens]Physcomitrella_patens 52.30 0.00

TRINITY_DN42097_c0_g2XP_005644176.1SPRY-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.30 0.00

TRINITY_DN42724_c0_g2PNW78026.1hypothetical protein CHLRE_10g461400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN42924_c0_g1XP_002945615.1hypothetical protein VOLCADRAFT_85767 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN43562_c0_g2PNH10772.1hypothetical protein TSOC_002454 [Tetrabaena socialis]Tetrabaena_socialis 52.30 0.00

TRINITY_DN43767_c0_g2GAX84707.1hypothetical protein CEUSTIGMA_g12129.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN43857_c0_g4XP_001695399.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN44334_c1_g8KXZ44095.1hypothetical protein GPECTOR_74g709 [Gonium pectorale]Gonium_pectorale 52.30 0.00

TRINITY_DN44953_c0_g1GAX74177.1hypothetical protein CEUSTIGMA_g1626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN45239_c0_g2GBF88972.1hypothetical protein Rsub_01471 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.30 0.00

TRINITY_DN45291_c0_g1GAX74893.1hypothetical protein CEUSTIGMA_g2339.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN45839_c0_g7XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN46179_c0_g2GAX74154.1hypothetical protein CEUSTIGMA_g1603.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN46769_c0_g1XP_013906622.1hypothetical protein MNEG_0350 [Monoraphidium neglectum]Monoraphidium_neglectum 52.30 0.00

TRINITY_DN47019_c0_g3XP_002315435.1iron-sulfur assembly protein IscA-like 1, mitochondrial [Populus trichocarpa]Populus_trichocarpa 52.30 0.00

TRINITY_DN47915_c0_g9PNW76543.1hypothetical protein CHLRE_11g467680v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN48114_c0_g4KXZ43299.1hypothetical protein GPECTOR_95g688 [Gonium pectorale]Gonium_pectorale 52.30 0.00

TRINITY_DN48205_c1_g3GAX84178.1hypothetical protein CEUSTIGMA_g11601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN48355_c0_g1GAX85929.1hypothetical protein CEUSTIGMA_g13345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN48367_c3_g4XP_002949672.1hypothetical protein VOLCADRAFT_90164 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN48592_c0_g1GAX72603.1hypothetical protein CEUSTIGMA_g59.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN48944_c0_g1BAK01458.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.30 0.00

TRINITY_DN49017_c0_g2PNH12282.1WW domain-containing oxidoreductase [Tetrabaena socialis]Tetrabaena_socialis 52.30 0.00

TRINITY_DN49778_c0_g2XP_024371748.1uncharacterized protein LOC112280458 [Physcomitrella patens]Physcomitrella_patens 52.30 0.00

TRINITY_DN49787_c0_g6GAX78298.1hypothetical protein CEUSTIGMA_g5740.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN50448_c0_g2PNW77166.1hypothetical protein CHLRE_10g425050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN50462_c0_g5XP_002950281.1hypothetical protein VOLCADRAFT_74579 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN50893_c1_g2PNW73759.1hypothetical protein CHLRE_13g571560v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.30 0.00

TRINITY_DN50987_c1_g1PNH03052.1hypothetical protein TSOC_010945, partial [Tetrabaena socialis]Tetrabaena_socialis 52.30 0.00

TRINITY_DN51570_c0_g2GAX79497.1hypothetical protein CEUSTIGMA_g6938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN51991_c1_g3KXZ44863.1hypothetical protein GPECTOR_61g816 [Gonium pectorale]Gonium_pectorale 52.30 0

TRINITY_DN52249_c0_g1PRW44610.1macrophage erythroblast attacher [Chlorella sorokiniana]Chlorella_sorokiniana 52.30 0.00

TRINITY_DN52272_c0_g1XP_002955638.1hypothetical protein VOLCADRAFT_121446 [Volvox carteri f. nagariensis]Volvox_carteri 52.30 0.00

TRINITY_DN5238_c0_g1XP_021836384.1intron-binding protein aquarius [Spinacia oleracea]Spinacia_oleracea 52.30 0.00

TRINITY_DN53165_c0_g1XP_023901495.1uncharacterized hydrolase C21C3.09c-like [Quercus suber]Quercus_suber 52.30 0.00

TRINITY_DN538_c0_g1GAX79076.1hypothetical protein CEUSTIGMA_g6516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.30 0.00

TRINITY_DN8087_c0_g1KXZ48236.1hypothetical protein GPECTOR_29g17 [Gonium pectorale]Gonium_pectorale 52.30 0.00

TRINITY_DN11659_c0_g1PTQ32090.1hypothetical protein MARPO_0103s0058 [Marchantia polymorpha]Marchantia_polymorpha 52.20 0.00

TRINITY_DN12257_c0_g1PTQ31414.1hypothetical protein MARPO_0112s0056 [Marchantia polymorpha]Marchantia_polymorpha 52.20 0.00

TRINITY_DN17714_c0_g3RID56239.1hypothetical protein BRARA_G03452 [Brassica rapa]Brassica_rapa 52.20 0.00

TRINITY_DN23340_c0_g1GAX75127.1hypothetical protein CEUSTIGMA_g2571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN32693_c0_g1XP_022775114.160S ribosomal protein L26-1-like [Durio zibethinus]Durio_zibethinus 52.20 0.00

TRINITY_DN33375_c0_g1XP_010443367.1PREDICTED: glycylpeptide N-tetradecanoyltransferase 1-like [Camelina sativa]Camelina_sativa 52.20 0.00

TRINITY_DN33943_c0_g5XP_001419806.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 52.20 0.00

TRINITY_DN34150_c0_g1XP_005647558.1DER1-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.20 0.00

TRINITY_DN34416_c0_g1GAQ88925.1hypothetical protein KFL_004700070 [Klebsormidium nitens]Klebsormidium_nitens 52.20 0.00

TRINITY_DN34489_c0_g1AHI49900.1membrane protein, partial [Lavandula angustifolia]Lavandula_angustifolia 52.20 0.00

TRINITY_DN34732_c0_g1PNW88169.1hypothetical protein CHLRE_01g017400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN35123_c0_g3XP_021765314.1cytochrome c oxidase assembly protein COX19-like [Chenopodium quinoa]Chenopodium_quinoa 52.20 0.00

TRINITY_DN36257_c0_g1XP_021898621.1phosphatidate phosphatase PAH2 [Carica papaya]Carica_papaya 52.20 0.00

TRINITY_DN3679_c0_g1XP_021673334.1putative uridine kinase C227.14 isoform X1 [Hevea brasiliensis]Hevea_brasiliensis 52.20 0.00

TRINITY_DN36965_c0_g1XP_002951251.1hypothetical protein VOLCADRAFT_91715 [Volvox carteri f. nagariensis]Volvox_carteri 52.20 0.00

TRINITY_DN37356_c0_g1PUZ44459.1hypothetical protein GQ55_8G101100 [Panicum hallii var. hallii]Panicum_hallii 52.20 0.00

TRINITY_DN37638_c0_g1XP_008437632.1PREDICTED: histone-lysine N-methyltransferase ATXR6 [Cucumis melo]Cucumis_melo 52.20 0.00

TRINITY_DN38680_c0_g1PNH01325.1hypothetical protein TSOC_012797 [Tetrabaena socialis]Tetrabaena_socialis 52.20 0.00

TRINITY_DN40223_c0_g3XP_001694512.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN40451_c0_g2XP_001418458.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 52.20 0.00

TRINITY_DN40549_c0_g1PNW86767.1hypothetical protein CHLRE_02g095149v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN40773_c0_g4XP_001695126.1flagellar outer dynein arm heavy chain beta [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN41272_c1_g5GAX86368.1hypothetical protein CEUSTIGMA_g13780.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN41661_c0_g2XP_010526179.1PREDICTED: myb-related protein 3R-1-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 52.20 0.00

TRINITY_DN41741_c0_g2GAX75045.1hypothetical protein CEUSTIGMA_g2489.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00



TRINITY_DN41833_c0_g3XP_020265493.1putative multidrug resistance protein isoform X2 [Asparagus officinalis]Asparagus_officinalis 52.20 0.00

TRINITY_DN41841_c0_g2PNW78652.1hypothetical protein CHLRE_09g388352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN42493_c0_g4XP_021745791.1ras-related protein RABA5d-like [Chenopodium quinoa]Chenopodium_quinoa 52.20 0.00

TRINITY_DN42716_c0_g4PNW85233.1hypothetical protein CHLRE_03g177200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN43235_c0_g2XP_001693673.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN43618_c0_g2PNW71519.1hypothetical protein CHLRE_16g657700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN44303_c0_g4GBF92749.1carbohydrate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.20 0.00

TRINITY_DN44354_c0_g4GAX74879.1hypothetical protein CEUSTIGMA_g2325.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN45106_c1_g5XP_002992484.1dynein light chain 1, cytoplasmic [Selaginella moellendorffii]Selaginella_moellendorffii 52.20 0.00

TRINITY_DN45621_c0_g2GAX75109.1hypothetical protein CEUSTIGMA_g2553.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN45974_c1_g5PRW05928.1methionine adenosyltransferase 2 subunit beta [Chlorella sorokiniana]Chlorella_sorokiniana 52.20 0.00

TRINITY_DN46950_c0_g3PNW88059.1hypothetical protein CHLRE_01g012400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN47323_c0_g2XP_011096303.1DNA-directed RNA polymerase II subunit RPB2 [Sesamum indicum]Sesamum_indicum 52.20 0

TRINITY_DN47668_c1_g2XP_011396468.1Putative mitochondrial 2-oxoglutarate/malate carrier protein [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 52.20 0.00

TRINITY_DN47715_c0_g2XP_021992004.1FH protein interacting protein FIP2-like [Helianthus annuus]Helianthus_annuus 52.20 0.00

TRINITY_DN47779_c0_g1PSC74242.1mitochondrial uncoupling 1 isoform B [Micractinium conductrix]Micractinium_conductrix 52.20 0.00

TRINITY_DN48147_c0_g4GAX75385.1hypothetical protein CEUSTIGMA_g2829.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN48307_c0_g8GAQ93053.1hypothetical protein KFL_012730010 [Klebsormidium nitens]Klebsormidium_nitens 52.20 0.00

TRINITY_DN48433_c0_g2PNW73523.1hypothetical protein CHLRE_13g562450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN48536_c0_g2GAX80006.1hypothetical protein CEUSTIGMA_g7445.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN48934_c0_g2PSC72785.1hypothetical protein C2E20_3887 [Micractinium conductrix]Micractinium_conductrix 52.20 0.00

TRINITY_DN49219_c0_g3XP_002953427.1hypothetical protein VOLCADRAFT_42633 [Volvox carteri f. nagariensis]Volvox_carteri 52.20 0.00

TRINITY_DN49472_c0_g1GAX72910.1hypothetical protein CEUSTIGMA_g365.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN50088_c0_g7KXZ41938.1hypothetical protein GPECTOR_239g568 [Gonium pectorale]Gonium_pectorale 52.20 0.00

TRINITY_DN50172_c0_g1XP_010543076.1PREDICTED: tRNA pseudouridine(38/39) synthase isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 52.20 0.00

TRINITY_DN51099_c0_g1ALM54984.1DEAD box RNA helicase CiRH9, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 52.20 0.00

TRINITY_DN52015_c2_g1GAX74265.1hypothetical protein CEUSTIGMA_g1714.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.20 0.00

TRINITY_DN52571_c2_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.20 0.00

TRINITY_DN52678_c1_g3PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 52.20 0.00

TRINITY_DN53036_c0_g1BAK03542.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.20 0.00

TRINITY_DN1167_c0_g1XP_023915239.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 52.10 0.00

TRINITY_DN12999_c0_g1XP_012067224.1chaperone protein dnaJ 10 [Jatropha curcas]Jatropha_curcas 52.10 0.00

TRINITY_DN15946_c0_g1AFK36347.1unknown [Lotus japonicus]Lotus_japonicus 52.10 0.00

TRINITY_DN16587_c0_g1XP_023887031.1transcription factor MYB118-like [Quercus suber]Quercus_suber 52.10 0.00

TRINITY_DN25920_c0_g1XP_001693017.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN30689_c0_g1GAX75378.1hypothetical protein CEUSTIGMA_g2822.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN30981_c0_g2OMO66191.1hypothetical protein CCACVL1_21270 [Corchorus capsularis]Corchorus_capsularis 52.10 0.00

TRINITY_DN31673_c0_g1XP_009413439.1PREDICTED: 26S proteasome non-ATPase regulatory subunit 6 [Musa acuminata subsp. malaccensis]Musa_acuminata 52.10 0.00

TRINITY_DN32634_c0_g1GBF96833.1archease [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.10 0.00

TRINITY_DN33584_c0_g6XP_010035251.1PREDICTED: uncharacterized protein LOC104424504 [Eucalyptus grandis]Eucalyptus_grandis 52.10 0.00

TRINITY_DN35174_c0_g1XP_002500561.1predicted protein [Micromonas commoda]Micromonas_commoda 52.10 0.00

TRINITY_DN35561_c0_g5XP_003064158.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 52.10 0.00

TRINITY_DN36100_c0_g2GAQ79910.1ABC transporter A family [Klebsormidium nitens]Klebsormidium_nitens 52.10 0.00

TRINITY_DN36118_c0_g1XP_020228489.1agmatine deiminase [Cajanus cajan]Cajanus_cajan 52.10 0.00

TRINITY_DN36228_c0_g2XP_010100698.1calcium-transporting ATPase, endoplasmic reticulum-type [Morus notabilis]Morus_notabilis 52.10 0.00

TRINITY_DN36461_c1_g13XP_001703131.1NimA-related protein kinase 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN36680_c0_g4GBF99376.13-hydroxybutyrate dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.10 0.00

TRINITY_DN36868_c0_g4GAQ79749.1ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 52.10 0.00

TRINITY_DN36918_c0_g3GAX84227.1hypothetical protein CEUSTIGMA_g11650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN36923_c3_g4GAX78319.1hypothetical protein CEUSTIGMA_g5761.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN37607_c0_g2XP_023907417.1NADPH oxidase 1-like [Quercus suber]Quercus_suber 52.10 0.00

TRINITY_DN37900_c0_g1XP_023907855.1delta-aminolevulinic acid dehydratase-like [Quercus suber]Quercus_suber 52.10 0.00

TRINITY_DN38402_c0_g2GAX74136.1hypothetical protein CEUSTIGMA_g1585.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN38434_c0_g1GBF95769.1hypothetical protein Rsub_08205 [Raphidocelis subcapitata]Raphidocelis_subcapitata 52.10 0.00

TRINITY_DN38498_c2_g3GAX78079.1hypothetical protein CEUSTIGMA_g5521.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN38963_c1_g1XP_024397348.1probable voltage-gated potassium channel subunit beta [Physcomitrella patens]Physcomitrella_patens 52.10 0.00

TRINITY_DN39503_c0_g2XP_002948300.1hypothetical protein VOLCADRAFT_88502 [Volvox carteri f. nagariensis]Volvox_carteri 52.10 0.00

TRINITY_DN39618_c0_g3XP_002947127.1hypothetical protein VOLCADRAFT_103349 [Volvox carteri f. nagariensis]Volvox_carteri 52.10 0.00

TRINITY_DN39960_c0_g1GAX80212.1hypothetical protein CEUSTIGMA_g7650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN40000_c0_g5XP_024524110.1pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH7-like [Selaginella moellendorffii]Selaginella_moellendorffii 52.10 0.00

TRINITY_DN40117_c2_g2XP_005850741.1hypothetical protein CHLNCDRAFT_19737, partial [Chlorella variabilis]Chlorella_variabilis 52.10 0.00

TRINITY_DN40705_c0_g2XP_013901318.1beta-amylase [Monoraphidium neglectum]Monoraphidium_neglectum 52.10 0.00

TRINITY_DN40979_c1_g5XP_012845340.1PREDICTED: ribosome biogenesis protein TSR3 homolog isoform X1 [Erythranthe guttata]Erythranthe_guttata 52.10 0.00

TRINITY_DN41495_c0_g2KXZ53237.1hypothetical protein GPECTOR_7g1131 [Gonium pectorale]Gonium_pectorale 52.10 0.00

TRINITY_DN41891_c1_g4XP_001693526.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN42265_c0_g2GAQ90785.1hypothetical protein KFL_006840080 [Klebsormidium nitens]Klebsormidium_nitens 52.10 0.00



TRINITY_DN42333_c1_g3PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN42518_c0_g2PNW77680.1hypothetical protein CHLRE_10g447000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN42569_c0_g4XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 52.10 0.00

TRINITY_DN42653_c0_g12XP_012840097.1PREDICTED: 60S ribosomal protein L23a-like [Erythranthe guttata]Erythranthe_guttata 52.10 0.00

TRINITY_DN43659_c0_g5GAX85539.1hypothetical protein CEUSTIGMA_g12955.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN43754_c0_g1KXZ52377.1hypothetical protein GPECTOR_9g421 [Gonium pectorale]Gonium_pectorale 52.10 0.00

TRINITY_DN44725_c0_g3GAQ89038.1hypothetical protein KFL_004810110 [Klebsormidium nitens]Klebsormidium_nitens 52.10 0.00

TRINITY_DN44814_c0_g2XP_009112537.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 3 [Brassica rapa]Brassica_rapa 52.10 0.00

TRINITY_DN45335_c2_g3GAX84598.1hypothetical protein CEUSTIGMA_g12019.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN45773_c1_g8XP_010463964.1PREDICTED: 40S ribosomal protein Sa-2 [Camelina sativa]Camelina_sativa 52.10 0.00

TRINITY_DN46181_c2_g7EAZ01624.1hypothetical protein OsI_23659 [Oryza sativa Indica Group]Oryza_sativa 52.10 0.00

TRINITY_DN47261_c1_g10BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.10 0.00

TRINITY_DN47470_c0_g5GAX80630.1hypothetical protein CEUSTIGMA_g8065.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN47581_c0_g1GAX75335.1hypothetical protein CEUSTIGMA_g2780.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN47735_c0_g2XP_001690591.1superoxide dismutase [Fe] [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN47797_c0_g1PNW82330.1hypothetical protein CHLRE_06g278219v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN48505_c0_g2GAX80986.1hypothetical protein CEUSTIGMA_g8421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN48961_c0_g1GAX75254.1hypothetical protein CEUSTIGMA_g2699.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN49147_c0_g1PNW72614.1hypothetical protein CHLRE_15g635750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN49275_c1_g1PNW75304.1hypothetical protein CHLRE_12g521500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN49353_c0_g1XP_001703263.1expansin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN49406_c0_g4XP_002946043.1hypothetical protein VOLCADRAFT_85900 [Volvox carteri f. nagariensis]Volvox_carteri 52.10 0.00

TRINITY_DN49729_c0_g2XP_022935202.1calcium-dependent protein kinase 20-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 52.10 0.00

TRINITY_DN49968_c0_g1BAK02183.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.10 0.00

TRINITY_DN50025_c0_g2XP_002953308.1hypothetical protein VOLCADRAFT_63538 [Volvox carteri f. nagariensis]Volvox_carteri 52.10 0.00

TRINITY_DN50279_c0_g2XP_005646077.1hypothetical protein COCSUDRAFT_56748 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.10 0.00

TRINITY_DN50929_c1_g1XP_001689901.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN51268_c2_g1PNW77353.1hypothetical protein CHLRE_10g432900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN52129_c0_g1GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.10 0.00

TRINITY_DN52276_c2_g1PNH10002.1hypothetical protein TSOC_003319 [Tetrabaena socialis]Tetrabaena_socialis 52.10 0.00

TRINITY_DN52409_c0_g2XP_001692090.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.10 0.00

TRINITY_DN13148_c0_g2XP_002961586.160S ribosomal protein L14-1 [Selaginella moellendorffii]Selaginella_moellendorffii 52.00 0.00

TRINITY_DN20575_c0_g1GBG72627.1hypothetical protein CBR_g12201 [Chara braunii]Chara_braunii 52.00 0.00

TRINITY_DN27111_c0_g1RDY09195.1DNA mismatch repair protein MSH7, partial [Mucuna pruriens]Mucuna_pruriens 52.00 0.00

TRINITY_DN28254_c0_g1PNW78442.1hypothetical protein CHLRE_09g397150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.00 0.00

TRINITY_DN33544_c0_g1KMZ70871.1DNA-directed RNA polymerase II subunit RPB7 [Zostera marina]Zostera_marina 52.00 0.00

TRINITY_DN34918_c0_g6PKA56740.1Putative phospholipid-transporting ATPase 9 [Apostasia shenzhenica]Apostasia_shenzhenica 52.00 0.00

TRINITY_DN35166_c0_g1PTQ27704.1hypothetical protein MARPO_0186s0005 [Marchantia polymorpha]Marchantia_polymorpha 52.00 0.00

TRINITY_DN37430_c0_g1XP_019417441.1PREDICTED: pantothenate kinase 2-like [Lupinus angustifolius]Lupinus_angustifolius 52.00 0.00

TRINITY_DN38242_c0_g1XP_002958411.1hypothetical protein VOLCADRAFT_99673 [Volvox carteri f. nagariensis]Volvox_carteri 52.00 0.00

TRINITY_DN38375_c0_g1XP_020979640.1uncharacterized protein LOC107643668 [Arachis ipaensis]Arachis_ipaensis 52.00 0.00

TRINITY_DN38478_c0_g1RWR88975.1Cytoplasmic FMR1-interacting [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 52.00 0.00

TRINITY_DN38633_c0_g6GAX74983.1hypothetical protein CEUSTIGMA_g2429.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN38768_c0_g6BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.00 0.00

TRINITY_DN39625_c0_g1XP_023893808.1ferrochelatase, mitochondrial-like [Quercus suber]Quercus_suber 52.00 0.00

TRINITY_DN40108_c0_g1XP_027346514.1putative methyltransferase At1g22800, mitochondrial isoform X3 [Abrus precatorius]Abrus_precatorius 52.00 0.00

TRINITY_DN40525_c0_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 52.00 0.00

TRINITY_DN40558_c0_g2RXH67562.1hypothetical protein DVH24_027709 [Malus domestica]Malus_domestica 52.00 0.00

TRINITY_DN40652_c1_g5GAQ89424.1ankyrin repeat family protein [Klebsormidium nitens]Klebsormidium_nitens 52.00 0.00

TRINITY_DN40677_c2_g2KXZ45166.1hypothetical protein GPECTOR_57g456 [Gonium pectorale]Gonium_pectorale 52.00 0.00

TRINITY_DN40870_c0_g6KXZ47859.1hypothetical protein GPECTOR_32g471 [Gonium pectorale]Gonium_pectorale 52.00 0.00

TRINITY_DN41311_c0_g1XP_021727832.1E3 ubiquitin-protein ligase SP1-like [Chenopodium quinoa]Chenopodium_quinoa 52.00 0.00

TRINITY_DN41470_c0_g6GAQ84306.1Histone acetyltransferase MYST family [Klebsormidium nitens]Klebsormidium_nitens 52.00 0.00

TRINITY_DN41813_c0_g1GAX85582.1hypothetical protein CEUSTIGMA_g12997.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN42688_c0_g3GAX72854.1hypothetical protein CEUSTIGMA_g309.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN43133_c0_g4ABK21084.1unknown [Picea sitchensis]Picea_sitchensis 52.00 0.00

TRINITY_DN43404_c1_g2PNW75064.1hypothetical protein CHLRE_12g498150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.00 0.00

TRINITY_DN43429_c0_g2XP_010094504.1DEAD-box ATP-dependent RNA helicase 42 [Morus notabilis]Morus_notabilis 52.00 0.00

TRINITY_DN43786_c0_g2KEH16995.1hypothetical protein MTR_0055s0130 [Medicago truncatula]Medicago_truncatula 52.00 0.00

TRINITY_DN44000_c0_g4PNW73328.1hypothetical protein CHLRE_14g627917v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.00 0.00

TRINITY_DN44255_c0_g1PRW44471.1Peptide-N4-N-acetyl-beta-D-glucosaminylaspar agine amidase F precursor [Chlorella sorokiniana]Chlorella_sorokiniana 52.00 0.00

TRINITY_DN44725_c0_g6ADE76067.1unknown [Picea sitchensis]Picea_sitchensis 52.00 0.00

TRINITY_DN44799_c0_g2XP_001697456.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.00 0.00

TRINITY_DN45420_c0_g2KXZ54468.1hypothetical protein GPECTOR_4g533 [Gonium pectorale]Gonium_pectorale 52.00 0.00

TRINITY_DN45628_c0_g1GAX82703.1hypothetical protein CEUSTIGMA_g10129.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN45722_c1_g3PNH10818.1putative protein phosphatase 2C 11 [Tetrabaena socialis]Tetrabaena_socialis 52.00 0.00



TRINITY_DN45753_c1_g4GAX79164.1hypothetical protein CEUSTIGMA_g6604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN46408_c0_g1XP_005652240.1RCC1/BLIP-II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 52.00 0.00

TRINITY_DN46730_c0_g1GAX83252.1hypothetical protein CEUSTIGMA_g10678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN47031_c1_g7GAX76227.1hypothetical protein CEUSTIGMA_g3671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN47582_c1_g1XP_002955043.1hypothetical protein VOLCADRAFT_95933 [Volvox carteri f. nagariensis]Volvox_carteri 52.00 0.00

TRINITY_DN48702_c3_g3GAX74276.1hypothetical protein CEUSTIGMA_g1725.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN49671_c1_g2GAQ86331.1lysine-ketoglutarate reductase [Klebsormidium nitens]Klebsormidium_nitens 52.00 0.00

TRINITY_DN49922_c0_g5GAX77633.1hypothetical protein CEUSTIGMA_g5076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN51178_c0_g5XP_013891576.1hypothetical protein MNEG_15407 [Monoraphidium neglectum]Monoraphidium_neglectum 52.00 0.00

TRINITY_DN51482_c0_g3GAX83466.1hypothetical protein CEUSTIGMA_g10891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 52.00 0.00

TRINITY_DN52010_c0_g4XP_001694358.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 52.00 0.00

TRINITY_DN20283_c0_g1XP_005845936.1hypothetical protein CHLNCDRAFT_36397 [Chlorella variabilis]Chlorella_variabilis 51.90 0.00

TRINITY_DN22776_c0_g1PWA53816.1mitochondrial import inner membrane translocase subunit TIM14-1 [Artemisia annua]Artemisia_annua 51.90 0.00

TRINITY_DN32743_c0_g1GAQ77823.1Nucleoside diphosphate kinase [Klebsormidium nitens]Klebsormidium_nitens 51.90 0.00

TRINITY_DN33585_c0_g1XP_006379847.1proteasome subunit beta type-2-A [Populus trichocarpa]Populus_trichocarpa 51.90 0.00

TRINITY_DN33883_c0_g1OAE33601.1hypothetical protein AXG93_4019s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.90 0.00

TRINITY_DN34687_c1_g1RXH89011.1hypothetical protein DVH24_000610 [Malus domestica]Malus_domestica 51.90 0.00

TRINITY_DN34719_c0_g1PNW79169.1hypothetical protein CHLRE_09g403034v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN35968_c0_g1PNH11343.1Protein ELC [Tetrabaena socialis]Tetrabaena_socialis 51.90 0.00

TRINITY_DN36119_c0_g1GBF91278.12-phosphoglycerate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.90 0.00

TRINITY_DN36511_c0_g3KXZ48895.1hypothetical protein GPECTOR_24g184 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN36798_c0_g2NP_194915.2glutathione peroxidase 7 [Arabidopsis thaliana]Arabidopsis_thaliana 51.90 0.00

TRINITY_DN37057_c0_g2GAX78269.1hypothetical protein CEUSTIGMA_g5711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN37723_c0_g5XP_026431798.1importin subunit beta-1-like [Papaver somniferum]Papaver_somniferum 51.90 0.00

TRINITY_DN37780_c0_g4OAE27991.1hypothetical protein AXG93_1062s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.90 0.00

TRINITY_DN38487_c0_g5XP_009397471.1PREDICTED: transmembrane protein 258-like [Musa acuminata subsp. malaccensis]Musa_acuminata 51.90 0.00

TRINITY_DN38924_c1_g2ONK75457.1uncharacterized protein A4U43_C03F17040 [Asparagus officinalis]Asparagus_officinalis 51.90 0.00

TRINITY_DN38977_c0_g9OAE21358.1hypothetical protein AXG93_891s1060 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.90 0.00

TRINITY_DN39239_c0_g5GAX83147.1hypothetical protein CEUSTIGMA_g10573.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN39366_c0_g1XP_023883116.1protein pyrABCN-like [Quercus suber]Quercus_suber 51.90 0.00

TRINITY_DN39783_c1_g1XP_005643010.1hypothetical protein COCSUDRAFT_60132 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.90 0.00

TRINITY_DN40449_c1_g2GAX80219.1hypothetical protein CEUSTIGMA_g7657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN40472_c1_g4GBF89971.1FAD dependent oxidoreductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.90 0.00

TRINITY_DN40622_c0_g6XP_023897602.14-hydroxyphenylpyruvate dioxygenase-like [Quercus suber]Quercus_suber 51.90 0.00

TRINITY_DN41022_c0_g1OAE26017.1hypothetical protein AXG93_4601s1160 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.90 0.00

TRINITY_DN41265_c0_g2KXZ42631.1hypothetical protein GPECTOR_129g561 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN41336_c1_g2GBF94089.1hypothetical protein Rsub_07357 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.90 0.00

TRINITY_DN41730_c1_g7GAX81284.1hypothetical protein CEUSTIGMA_g8716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN41949_c0_g1GAX79983.1hypothetical protein CEUSTIGMA_g7422.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN41964_c1_g7XP_019439979.1PREDICTED: fumarylacetoacetase [Lupinus angustifolius]Lupinus_angustifolius 51.90 0.00

TRINITY_DN41967_c1_g2PNH12744.13-oxo-5-alpha-steroid 4-dehydrogenase 1 [Tetrabaena socialis]Tetrabaena_socialis 51.90 0.00

TRINITY_DN42080_c0_g1XP_023878824.1acyl-CoA dehydrogenase apdG-like [Quercus suber]Quercus_suber 51.90 0.00

TRINITY_DN42203_c0_g6OAE35093.1hypothetical protein AXG93_763s1270 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.90 0.00

TRINITY_DN42408_c0_g2GAX85355.1hypothetical protein CEUSTIGMA_g12772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN42462_c0_g2GBF94991.1hypothetical protein Rsub_07492 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.90 0.00

TRINITY_DN43060_c0_g3XP_001695207.1ammonium transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN43232_c0_g2KXZ44494.1hypothetical protein GPECTOR_67g335 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN43272_c0_g1GBG59351.1hypothetical protein CBR_g38380 [Chara braunii]Chara_braunii 51.90 0.00

TRINITY_DN43610_c1_g1PSC70561.1Glycosyl transferase family 8 [Micractinium conductrix]Micractinium_conductrix 51.90 0.00

TRINITY_DN43800_c0_g7GAX85075.1hypothetical protein CEUSTIGMA_g12495.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN44304_c0_g3GAX84589.1hypothetical protein CEUSTIGMA_g12010.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN44691_c0_g1XP_005849386.1hypothetical protein CHLNCDRAFT_30609 [Chlorella variabilis]Chlorella_variabilis 51.90 0.00

TRINITY_DN45363_c0_g5KXZ42771.1hypothetical protein GPECTOR_119g402 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN45404_c0_g3GAX77261.1hypothetical protein CEUSTIGMA_g4707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN45530_c0_g2PTQ39897.1hypothetical protein MARPO_0043s0127 [Marchantia polymorpha]Marchantia_polymorpha 51.90 0.00

TRINITY_DN45788_c0_g1PNW73571.1hypothetical protein CHLRE_13g564500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN46878_c0_g1P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 51.90 0.00

TRINITY_DN47172_c0_g3PNH07816.1putative helicase MAGATAMA 3 [Tetrabaena socialis]Tetrabaena_socialis 51.90 0.00

TRINITY_DN47835_c0_g2XP_005843112.1hypothetical protein CHLNCDRAFT_141544 [Chlorella variabilis]Chlorella_variabilis 51.90 0.00

TRINITY_DN47980_c0_g4GBG85810.1hypothetical protein CBR_g40620 [Chara braunii]Chara_braunii 51.90 0.00

TRINITY_DN48134_c0_g8KXZ47489.1hypothetical protein GPECTOR_35g927 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN48206_c1_g2BAJ86872.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.90 0.00

TRINITY_DN48308_c0_g2VDD46608.1unnamed protein product [Brassica oleracea]Brassica_oleracea 51.90 0.00

TRINITY_DN48337_c0_g1GAX81341.1hypothetical protein CEUSTIGMA_g8772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN48504_c1_g1KXZ55981.1hypothetical protein GPECTOR_2g1533 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN48985_c0_g1PNW80988.1hypothetical protein CHLRE_07g338350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00



TRINITY_DN49077_c0_g2XP_001703408.1low-CO2-inducible membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN49220_c0_g2GAX78360.1hypothetical protein CEUSTIGMA_g5802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN49259_c0_g2GAX83293.1hypothetical protein CEUSTIGMA_g10719.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN49717_c1_g2XP_002951624.1hypothetical protein VOLCADRAFT_92146 [Volvox carteri f. nagariensis]Volvox_carteri 51.90 0.00

TRINITY_DN50156_c0_g6XP_001690904.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN50319_c1_g1XP_013893892.1hypothetical protein MNEG_13090 [Monoraphidium neglectum]Monoraphidium_neglectum 51.90 0.00

TRINITY_DN50646_c0_g1PNW77308.1hypothetical protein CHLRE_10g430800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN50875_c0_g3PNW84883.1hypothetical protein CHLRE_03g162333v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.90 0.00

TRINITY_DN50936_c0_g3KXZ41898.1hypothetical protein GPECTOR_249g616 [Gonium pectorale]Gonium_pectorale 51.90 0.00

TRINITY_DN50942_c0_g2PNH11442.1Granule-bound starch synthase 1, chloroplastic/amyloplastic [Tetrabaena socialis]Tetrabaena_socialis 51.90 0.00

TRINITY_DN51947_c0_g3GAX76080.1hypothetical protein CEUSTIGMA_g3523.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.90 0.00

TRINITY_DN52046_c1_g2XP_003061397.1dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.90 0.00

TRINITY_DN52328_c0_g3PKU85087.1putative mitochondrial protein [Dendrobium catenatum]Dendrobium_catenatum 51.90 0.00

TRINITY_DN53758_c0_g1XP_021765314.1cytochrome c oxidase assembly protein COX19-like [Chenopodium quinoa]Chenopodium_quinoa 51.90 0.00

TRINITY_DN687_c0_g1XP_015870925.1uncharacterized protein LOC107408079 [Ziziphus jujuba]Ziziphus_jujuba 51.90 0.00

TRINITY_DN23302_c0_g1XP_024402700.1uncharacterized protein LOC112295402 [Physcomitrella patens]Physcomitrella_patens 51.80 0.00

TRINITY_DN32578_c0_g1GBG86680.1hypothetical protein CBR_g41742 [Chara braunii]Chara_braunii 51.80 0.00

TRINITY_DN33263_c0_g1GAQ89654.1NADP-dependent glutamate dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 51.80 0.00

TRINITY_DN33315_c0_g1GAX81334.1hypothetical protein CEUSTIGMA_g8765.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN3340_c0_g1KMZ62069.1E3 ubiquitin-protein ligase synoviolin [Zostera marina]Zostera_marina 51.80 0.00

TRINITY_DN34641_c0_g1KXZ50729.1hypothetical protein GPECTOR_15g413 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN34908_c0_g1GAQ88055.1putative WD-40 repeat family protein [Klebsormidium nitens]Klebsormidium_nitens 51.80 0.00

TRINITY_DN35497_c0_g2XP_009351018.1PREDICTED: ATP-dependent DNA helicase PIF1-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 51.80 0.00

TRINITY_DN35764_c1_g9GBG77213.1hypothetical protein CBR_g23540 [Chara braunii]Chara_braunii 51.80 0.00

TRINITY_DN36038_c0_g7PSC75535.1SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1 [Micractinium conductrix]Micractinium_conductrix 51.80 0.00

TRINITY_DN37332_c0_g9GBG61435.1hypothetical protein CBR_g21780 [Chara braunii]Chara_braunii 51.80 0.00

TRINITY_DN37333_c0_g2GBF90662.1hypothetical protein Rsub_03234 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.80 0.00

TRINITY_DN37702_c1_g3KMS93274.1hypothetical protein BVRB_033130, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 51.80 0.00

TRINITY_DN38017_c0_g1OAY76687.1E3 ubiquitin-protein ligase RNF4 [Ananas comosus]Ananas_comosus 51.80 0.00

TRINITY_DN38230_c0_g1PNW87342.1hypothetical protein CHLRE_02g118801v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00

TRINITY_DN38298_c0_g1XP_002954540.1hypothetical protein VOLCADRAFT_106415 [Volvox carteri f. nagariensis]Volvox_carteri 51.80 0.00

TRINITY_DN39293_c0_g2RAL37462.1hypothetical protein DM860_000156 [Cuscuta australis]Cuscuta_australis 51.80 0.00

TRINITY_DN40093_c0_g10KXZ53748.1hypothetical protein GPECTOR_6g665 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN40216_c0_g1GAX77269.1hypothetical protein CEUSTIGMA_g4715.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN40316_c0_g4BAJ98303.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.80 0.00

TRINITY_DN40603_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN40616_c0_g6XP_003054902.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.80 0.00

TRINITY_DN40849_c0_g5OAP16055.1DCD [Arabidopsis thaliana]Arabidopsis_thaliana 51.80 0.00

TRINITY_DN40916_c3_g1GAX85843.1hypothetical protein CEUSTIGMA_g13258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN41028_c0_g8PNW86203.1hypothetical protein CHLRE_02g076987v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00

TRINITY_DN42646_c0_g2KXZ46843.1hypothetical protein GPECTOR_40g577 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN42678_c0_g3PKU86669.1RNA-directed DNA polymerase [Dendrobium catenatum]Dendrobium_catenatum 51.80 0.00

TRINITY_DN42788_c0_g7XP_005648152.1TPR-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.80 0.00

TRINITY_DN43079_c1_g1GAX79825.1hypothetical protein CEUSTIGMA_g7265.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN43292_c1_g9PSC76457.1nuclear pore complex NUP107 isoform B [Micractinium conductrix]Micractinium_conductrix 51.80 0.00

TRINITY_DN43327_c1_g4PNW83103.1hypothetical protein CHLRE_06g306650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00

TRINITY_DN43708_c0_g1GAX83831.1hypothetical protein CEUSTIGMA_g11255.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN43711_c1_g4XP_013896576.1Protein PRY1 [Monoraphidium neglectum]Monoraphidium_neglectum 51.80 0.00

TRINITY_DN43712_c0_g3GAX77417.1hypothetical protein CEUSTIGMA_g4862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN43730_c0_g2KXZ49496.1hypothetical protein GPECTOR_21g722 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN44120_c0_g1GAX75588.1hypothetical protein CEUSTIGMA_g3032.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN45159_c0_g1PNR41378.1hypothetical protein PHYPA_018781 [Physcomitrella patens]Physcomitrella_patens 51.80 0.00

TRINITY_DN45198_c0_g7GAX82262.1hypothetical protein CEUSTIGMA_g9690.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN45399_c0_g2GAX83501.1hypothetical protein CEUSTIGMA_g10926.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN45420_c0_g1PNW83220.1hypothetical protein CHLRE_06g311800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00

TRINITY_DN45769_c0_g5GAX82829.1hypothetical protein CEUSTIGMA_g10255.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN45806_c0_g1GAX79957.1hypothetical protein CEUSTIGMA_g7396.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN46245_c0_g10XP_001695336.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00

TRINITY_DN46927_c0_g1GAX84695.1hypothetical protein CEUSTIGMA_g12117.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN46945_c0_g1XP_005647842.1aminotransferase, classes I and II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.80 0.00

TRINITY_DN47044_c0_g1XP_006837032.1actin-related protein 4 isoform X1 [Amborella trichopoda]Amborella_trichopoda 51.80 0.00

TRINITY_DN47353_c0_g2XP_023871579.1uncharacterized protein LOC111984184 [Quercus suber]Quercus_suber 51.80 0.00

TRINITY_DN47541_c1_g3XP_013896236.1Uncharacterized protein MNEG_10745 [Monoraphidium neglectum]Monoraphidium_neglectum 51.80 0.00

TRINITY_DN47636_c0_g1PNW86681.1hypothetical protein CHLRE_02g095068v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0

TRINITY_DN47772_c0_g9ESR38458.1hypothetical protein CICLE_v10024719mg [Citrus clementina]Citrus_clementina 51.80 0.00

TRINITY_DN47827_c0_g2PNW81691.1hypothetical protein CHLRE_06g256420v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.80 0.00



TRINITY_DN48073_c0_g2PNH09397.1Purple acid phosphatase 17 [Tetrabaena socialis]Tetrabaena_socialis 51.80 0.00

TRINITY_DN48406_c1_g2KXZ51515.1hypothetical protein GPECTOR_12g478 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN48568_c0_g6XP_012856387.1PREDICTED: probable CCR4-associated factor 1 homolog 6 [Erythranthe guttata]Erythranthe_guttata 51.80 0.00

TRINITY_DN48838_c1_g2KXZ41329.1hypothetical protein GPECTOR_547g556 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN49283_c0_g1XP_002947572.1hypothetical protein VOLCADRAFT_56931 [Volvox carteri f. nagariensis]Volvox_carteri 51.80 0.00

TRINITY_DN49378_c0_g1GAX81831.1hypothetical protein CEUSTIGMA_g9259.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN49503_c1_g2GAX84399.1hypothetical protein CEUSTIGMA_g11821.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN50815_c0_g4XP_002500502.1histone deacetylase [Micromonas commoda]Micromonas_commoda 51.80 0.00

TRINITY_DN50876_c0_g3GAX79236.1hypothetical protein CEUSTIGMA_g6676.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN51202_c2_g2GAX83384.1hypothetical protein CEUSTIGMA_g10809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN51217_c0_g5GAQ87532.1dynein light chain [Klebsormidium nitens]Klebsormidium_nitens 51.80 0.00

TRINITY_DN51302_c0_g2KXZ51619.1hypothetical protein GPECTOR_12g583 [Gonium pectorale]Gonium_pectorale 51.80 0.00

TRINITY_DN51444_c0_g8XP_002500130.1predicted protein [Micromonas commoda]Micromonas_commoda 51.80 0.00

TRINITY_DN51730_c1_g1GAX83067.1hypothetical protein CEUSTIGMA_g10493.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN51777_c0_g3XP_024376532.1RNA cytidine acetyltransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 51.80 0.00

TRINITY_DN51873_c1_g4GAX80469.1hypothetical protein CEUSTIGMA_g7908.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN52161_c0_g2GAX74152.1hypothetical protein CEUSTIGMA_g1601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.80 0.00

TRINITY_DN52408_c0_g1RAL48034.1hypothetical protein DM860_017811 [Cuscuta australis]Cuscuta_australis 51.80 0.00

TRINITY_DN52435_c0_g1PNH05639.1ADP,ATP carrier protein, partial [Tetrabaena socialis]Tetrabaena_socialis 51.80 0.00

TRINITY_DN52506_c1_g1PNH09567.1C-factor [Tetrabaena socialis]Tetrabaena_socialis 51.80 0.00

TRINITY_DN1273_c0_g2XP_016574784.1PREDICTED: triacylglycerol lipase 2-like isoform X1 [Capsicum annuum]Capsicum_annuum 51.70 0.00

TRINITY_DN23044_c0_g1OWM78707.1hypothetical protein CDL15_Pgr002878 [Punica granatum]Punica_granatum 51.70 0.00

TRINITY_DN29303_c0_g2XP_003080284.1Exosome complex component CSL4 [Ostreococcus tauri]Ostreococcus_tauri 51.70 0.00

TRINITY_DN33326_c0_g2XP_023000300.1dual specificity protein phosphatase 1 [Cucurbita maxima]Cucurbita_maxima 51.70 0.00

TRINITY_DN33859_c0_g1ABK23391.1unknown [Picea sitchensis]Picea_sitchensis 51.70 0.00

TRINITY_DN36125_c0_g1XP_023879866.1UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase-like [Quercus suber]Quercus_suber 51.70 0.00

TRINITY_DN36332_c0_g2AES82275.2peptide chain release factor 1 [Medicago truncatula]Medicago_truncatula 51.70 0.00

TRINITY_DN37611_c0_g2XP_010268240.1PREDICTED: DNA-directed RNA polymerases II and V subunit 8A-like [Nelumbo nucifera]Nelumbo_nucifera 51.70 0.00

TRINITY_DN38464_c0_g2XP_011080984.1serine racemase isoform X1 [Sesamum indicum]Sesamum_indicum 51.70 0.00

TRINITY_DN38592_c1_g2PNH04210.1hypothetical protein TSOC_009654 [Tetrabaena socialis]Tetrabaena_socialis 51.70 0.00

TRINITY_DN38789_c1_g6PNW85349.1hypothetical protein CHLRE_03g182200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN40764_c0_g6XP_013899972.1Dual specificity protein kinase shkE [Monoraphidium neglectum]Monoraphidium_neglectum 51.70 0.00

TRINITY_DN40937_c0_g3XP_023897257.1branched-chain-amino-acid aminotransferase, cytosolic-like [Quercus suber]Quercus_suber 51.70 0.00

TRINITY_DN41522_c1_g3XP_001415633.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 51.70 0.00

TRINITY_DN41545_c0_g11XP_003063717.1flagellar inner arm dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.70 0.00

TRINITY_DN41545_c0_g6XP_002952352.1dynein heavy chain 5 [Volvox carteri f. nagariensis]Volvox_carteri 51.70 0.00

TRINITY_DN42021_c0_g3GBF96668.1ABC transporter I family member chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.70 0.00

TRINITY_DN42468_c0_g5XP_015867336.1dnaJ homolog subfamily B member 1 [Ziziphus jujuba]Ziziphus_jujuba 51.70 0.00

TRINITY_DN42472_c1_g1XP_019194031.1PREDICTED: kinesin-like protein KIN-13B [Ipomoea nil]Ipomoea_nil 51.70 0.00

TRINITY_DN42664_c0_g1PNW81005.1hypothetical protein CHLRE_07g338900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN42880_c0_g2XP_005651817.1nucleic acid binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.70 0.00

TRINITY_DN43040_c0_g2GAX83166.1hypothetical protein CEUSTIGMA_g10592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.70 0.00

TRINITY_DN43775_c0_g3GAX74972.1hypothetical protein CEUSTIGMA_g2418.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.70 0.00

TRINITY_DN43911_c0_g9PNW81170.1hypothetical protein CHLRE_07g345150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN44655_c2_g2GBG71854.1hypothetical protein CBR_g10792 [Chara braunii]Chara_braunii 51.70 0.00

TRINITY_DN44713_c1_g1XP_001689445.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN46303_c0_g5KGN58657.1hypothetical protein Csa_3G710840 [Cucumis sativus]Cucumis_sativus 51.70 0.00

TRINITY_DN46800_c0_g1GAX79504.1hypothetical protein CEUSTIGMA_g6945.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.70 0.00

TRINITY_DN47265_c0_g2GAX77925.1hypothetical protein CEUSTIGMA_g5367.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.70 0.00

TRINITY_DN47313_c0_g1XP_001701107.1high intensity light-inducible lhc-like gene [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN47376_c0_g1XP_001698051.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.70 0.00

TRINITY_DN48062_c0_g2XP_002949430.1hypothetical protein VOLCADRAFT_89878 [Volvox carteri f. nagariensis]Volvox_carteri 51.70 0.00

TRINITY_DN48598_c1_g2GAX86128.1hypothetical protein CEUSTIGMA_g13541.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.70 0.00

TRINITY_DN50265_c0_g1PNH03659.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 51.70 0.00

TRINITY_DN51457_c0_g5KXZ46950.1hypothetical protein GPECTOR_39g444 [Gonium pectorale]Gonium_pectorale 51.70 0.00

TRINITY_DN52886_c0_g1XP_019235071.1PREDICTED: adenylate kinase 4-like isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 51.70 0.00

TRINITY_DN20331_c1_g1XP_005644167.1bifunctional aspartokinase/homoserine dehydrogenase I [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.60 0.00

TRINITY_DN24620_c0_g1XP_007515785.1seryl-tRNA synthetase [Bathycoccus prasinos]Bathycoccus_prasinos 51.60 0.00

TRINITY_DN28031_c0_g1GBG83673.1hypothetical protein CBR_g37475 [Chara braunii]Chara_braunii 51.60 0.00

TRINITY_DN28205_c0_g2GAX75981.1hypothetical protein CEUSTIGMA_g3424.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN29549_c0_g1XP_026432898.1nucleolar protein dao-5-like [Papaver somniferum]Papaver_somniferum 51.60 0.00

TRINITY_DN31279_c0_g1GAQ85648.1Fragile Histidine Triad (FHIT) protein [Klebsormidium nitens]Klebsormidium_nitens 51.60 0.00

TRINITY_DN31782_c0_g1RMZ55863.1hypothetical protein APUTEX25_003829 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.60 0.00

TRINITY_DN32598_c0_g1GAX79099.1hypothetical protein CEUSTIGMA_g6539.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN35863_c0_g1XP_012079902.126S proteasome non-ATPase regulatory subunit 6 homolog [Jatropha curcas]Jatropha_curcas 51.60 0.00

TRINITY_DN36122_c0_g3GAQ79375.1glutathione transferase [Klebsormidium nitens]Klebsormidium_nitens 51.60 0.00



TRINITY_DN36369_c1_g7PNW74831.1hypothetical protein CHLRE_12g507950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN36842_c0_g1GAX74966.1hypothetical protein CEUSTIGMA_g2412.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN37229_c0_g2XP_013896026.1Coiled-coil domain-containing protein 25-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 51.60 0.00

TRINITY_DN37394_c0_g8PTQ42799.1hypothetical protein MARPO_0028s0106 [Marchantia polymorpha]Marchantia_polymorpha 51.60 0.00

TRINITY_DN37522_c0_g12GBF99862.1kinesin-ii motor subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.60 0.00

TRINITY_DN37540_c1_g3KXZ54550.1hypothetical protein GPECTOR_4g615 [Gonium pectorale]Gonium_pectorale 51.60 0.00

TRINITY_DN37873_c0_g1EFJ26958.1hypothetical protein SELMODRAFT_96351 [Selaginella moellendorffii]Selaginella_moellendorffii 51.60 0.00

TRINITY_DN38400_c0_g9RRT56348.1hypothetical protein B296_00029537 [Ensete ventricosum]Ensete_ventricosum 51.60 0.00

TRINITY_DN38428_c0_g1GAX75289.1hypothetical protein CEUSTIGMA_g2734.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN39922_c1_g7PNW86374.1hypothetical protein CHLRE_02g083900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN40014_c0_g4XP_002951744.1hypothetical protein VOLCADRAFT_105247 [Volvox carteri f. nagariensis]Volvox_carteri 51.60 0.00

TRINITY_DN40152_c0_g5OAE25132.1hypothetical protein AXG93_3217s1490 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.60 0.00

TRINITY_DN41440_c0_g3XP_010551741.1PREDICTED: proteasome subunit alpha type-4-A-like [Tarenaya hassleriana]Tarenaya_hassleriana 51.60 0.00

TRINITY_DN41737_c0_g1XP_023897604.1cystathionine beta-synthase-like [Quercus suber]Quercus_suber 51.60 0.00

TRINITY_DN41848_c0_g1GAX77635.1hypothetical protein CEUSTIGMA_g5078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN41859_c0_g5KDP46231.1hypothetical protein JCGZ_10071 [Jatropha curcas]Jatropha_curcas 51.60 0.00

TRINITY_DN42613_c0_g4PNW71630.1hypothetical protein CHLRE_16g662250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN42832_c0_g5XP_002967096.1mitogen-activated protein kinase homolog NTF3 [Selaginella moellendorffii]Selaginella_moellendorffii 51.60 0.00

TRINITY_DN43060_c0_g2GAX76740.1hypothetical protein CEUSTIGMA_g4187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN44077_c0_g2XP_012458453.1PREDICTED: guanosine nucleotide diphosphate dissociation inhibitor At5g09550-like [Gossypium raimondii]Gossypium_raimondii 51.60 0.00

TRINITY_DN44651_c0_g3GAQ91203.1glutathione S-transferase [Klebsormidium nitens]Klebsormidium_nitens 51.60 0.00

TRINITY_DN45216_c0_g3PNW82266.1hypothetical protein CHLRE_06g278158v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN45576_c0_g2PRW58877.1P-ATPase family transporter: copper ion heavy metal transporting P-type ATPase [Chlorella sorokiniana]Chlorella_sorokiniana 51.60 0.00

TRINITY_DN45798_c0_g2PNW72226.1hypothetical protein CHLRE_16g676850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN45822_c0_g1XP_002948753.1hypothetical protein VOLCADRAFT_58667 [Volvox carteri f. nagariensis]Volvox_carteri 51.60 0.00

TRINITY_DN46757_c0_g1XP_005642743.1hypothetical protein COCSUDRAFT_54973 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.60 0.00

TRINITY_DN47418_c0_g3GAX85096.1hypothetical protein CEUSTIGMA_g12516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN47508_c0_g7XP_003532109.1glutamyl-tRNA(Gln) amidotransferase subunit A, chloroplastic/mitochondrial [Glycine max]Glycine_max 51.60 0.00

TRINITY_DN47592_c1_g5GAX75795.1hypothetical protein CEUSTIGMA_g3238.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN4841_c0_g1PWA52500.1Ubiquitin [Artemisia annua]Artemisia_annua 51.60 0.00

TRINITY_DN49657_c1_g1GAX78567.1hypothetical protein CEUSTIGMA_g6007.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN49662_c0_g4PNH10693.1hypothetical protein TSOC_002568 [Tetrabaena socialis]Tetrabaena_socialis 51.60 0.00

TRINITY_DN50187_c1_g1GBF90826.1transient receptor potential channel protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.60 0.00

TRINITY_DN51236_c0_g1XP_001698309.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN51294_c0_g1GAX76756.1hypothetical protein CEUSTIGMA_g4203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.60 0.00

TRINITY_DN51357_c1_g9XP_002507698.1glutathione peroxidase [Micromonas commoda]Micromonas_commoda 51.60 0.00

TRINITY_DN51649_c0_g1XP_001690454.1cationic amino acid transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.60 0.00

TRINITY_DN52694_c0_g1XP_020157087.140S ribosomal protein S24-1-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 51.60 0.00

TRINITY_DN8116_c0_g1XP_003074615.1Helicase, C-terminal [Ostreococcus tauri]Ostreococcus_tauri 51.60 0.00

TRINITY_DN19316_c0_g1XP_005847439.1hypothetical protein CHLNCDRAFT_35608 [Chlorella variabilis]Chlorella_variabilis 51.50 0.00

TRINITY_DN26552_c0_g1XP_024166191.1type IV inositol polyphosphate 5-phosphatase 11 [Rosa chinensis]Rosa_chinensis 51.50 0.00

TRINITY_DN26837_c0_g1BAB61216.1P0460E08.26 [Oryza sativa Japonica Group]Oryza_sativa 51.50 0.00

TRINITY_DN28089_c0_g1OMO78887.1Ubiquitin-conjugating enzyme, E2 [Corchorus capsularis]Corchorus_capsularis 51.50 0.00

TRINITY_DN31041_c0_g1XP_005650030.1proteasome maturation factor UMP1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.50 0.00

TRINITY_DN31958_c0_g1GBF90134.1hypothetical protein Rsub_03267 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.50 0.00

TRINITY_DN32600_c0_g2GAQ80173.1homogentisate 1,2-dioxygenase [Klebsormidium nitens]Klebsormidium_nitens 51.50 0.00

TRINITY_DN34465_c0_g1PTQ46741.1hypothetical protein MARPO_0010s0129 [Marchantia polymorpha]Marchantia_polymorpha 51.50 0.00

TRINITY_DN34918_c0_g8KOM40287.1hypothetical protein LR48_Vigan04g048500 [Vigna angularis]Vigna_angularis 51.50 0.00

TRINITY_DN35887_c0_g1PHT27921.1hypothetical protein CQW23_32493 [Capsicum baccatum]Capsicum_baccatum 51.50 0.00

TRINITY_DN36002_c0_g1PON59161.1Glycerophosphoryl diester phosphodiesterase [Parasponia andersonii]Parasponia_andersonii 51.50 0.00

TRINITY_DN37029_c0_g4OAE22111.1hypothetical protein AXG93_1175s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.50 0.00

TRINITY_DN37293_c0_g9XP_020172150.1putative deoxyribonuclease TATDN1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 51.50 0.00

TRINITY_DN37682_c3_g9PSC71008.1Glycoprotease 1 isoform 1 [Micractinium conductrix]Micractinium_conductrix 51.50 0.00

TRINITY_DN37910_c0_g1KZV30902.1transmembrane 9 superfamily member 1 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 51.50 0.00

TRINITY_DN38045_c1_g6GAX81494.1hypothetical protein CEUSTIGMA_g8923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN38800_c0_g3EFJ22392.1hypothetical protein SELMODRAFT_451372 [Selaginella moellendorffii]Selaginella_moellendorffii 51.50 0.00

TRINITY_DN40108_c0_g3XP_002955346.1hypothetical protein VOLCADRAFT_106749 [Volvox carteri f. nagariensis]Volvox_carteri 51.50 0.00

TRINITY_DN40504_c0_g2PNH12933.1hypothetical protein TSOC_000157 [Tetrabaena socialis]Tetrabaena_socialis 51.50 0.00

TRINITY_DN40674_c0_g1XP_011627245.1LOW QUALITY PROTEIN: histone deacetylase 2 [Amborella trichopoda]Amborella_trichopoda 51.50 0.00

TRINITY_DN40746_c0_g5PRW59202.1oxidoreductase NAD-binding domain-containing 1 [Chlorella sorokiniana]Chlorella_sorokiniana 51.50 0.00

TRINITY_DN41077_c0_g2PNW88504.1hypothetical protein CHLRE_01g032400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN41502_c1_g2XP_001696533.1NADH:ubiquinone oxidoreductase 13 kDa subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN41896_c0_g2GAX83460.1hypothetical protein CEUSTIGMA_g10885.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN42095_c0_g1GBG82530.1hypothetical protein CBR_g34906 [Chara braunii]Chara_braunii 51.50 0.00

TRINITY_DN42152_c0_g1GAX76370.1hypothetical protein CEUSTIGMA_g3816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN44592_c0_g3XP_023906524.1eukaryotic translation initiation factor 3 subunit L-like [Quercus suber]Quercus_suber 51.50 0.00



TRINITY_DN44842_c0_g3GAX75216.1hypothetical protein CEUSTIGMA_g2660.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN45225_c0_g1XP_001695920.1low CO2 inducible gene [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN45241_c0_g1XP_001702484.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN45708_c0_g2PNW80473.1hypothetical protein CHLRE_07g319000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN45981_c0_g1KXZ43587.1hypothetical protein GPECTOR_86g380 [Gonium pectorale]Gonium_pectorale 51.50 0.00

TRINITY_DN46296_c0_g3NP_001347248.1uncharacterized protein LOC100273754 [Zea mays]Zea_mays 51.50 0.00

TRINITY_DN46361_c0_g2XP_010690080.1PREDICTED: GTP-binding protein YPTM2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 51.50 0.00

TRINITY_DN47284_c1_g8PIA46755.1hypothetical protein AQUCO_01500358v1 [Aquilegia coerulea]Aquilegia_coerulea 51.50 0.00

TRINITY_DN47355_c1_g3GBG00431.1hypothetical protein Rsub_13230 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.50 0.00

TRINITY_DN47930_c0_g2ALM54992.1DEAD box RNA helicase CiRH22, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 51.50 0.00



TRINITY_DN48036_c1_g1XP_020249684.1SNF1-related protein kinase catalytic subunit alpha KIN10-like [Asparagus officinalis]Asparagus_officinalis 51.50 0.00

TRINITY_DN48240_c1_g2KXZ49276.1hypothetical protein GPECTOR_22g870 [Gonium pectorale]Gonium_pectorale 51.50 0.00

TRINITY_DN4826_c0_g1XP_011395666.140S ribosomal protein S3a [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.50 0.00

TRINITY_DN48325_c0_g4XP_011047352.1PREDICTED: transcription factor MYB98-like [Populus euphratica]Populus_euphratica 51.50 0.00

TRINITY_DN48709_c0_g1PRW58906.1selenocysteine lyase [Chlorella sorokiniana]Chlorella_sorokiniana 51.50 0.00

TRINITY_DN48825_c0_g3GBG93046.1hypothetical protein CBR_g58401 [Chara braunii]Chara_braunii 51.50 0.00

TRINITY_DN49020_c1_g1XP_002948482.1acetyl-coa synthetase [Volvox carteri f. nagariensis]Volvox_carteri 51.50 0.00

TRINITY_DN49249_c0_g3GAX84397.1hypothetical protein CEUSTIGMA_g11819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN50236_c1_g4PNH06959.1Proline synthase co-transcribed bacterial [Tetrabaena socialis]Tetrabaena_socialis 51.50 0.00

TRINITY_DN50350_c0_g1XP_002951309.1hypothetical protein VOLCADRAFT_120959 [Volvox carteri f. nagariensis]Volvox_carteri 51.50 0.00

TRINITY_DN50452_c1_g4XP_001701250.1plastid ribosomal protein L35 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.50 0.00

TRINITY_DN50563_c0_g3GAX79008.1hypothetical protein CEUSTIGMA_g6448.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN50764_c1_g1KXZ43508.1hypothetical protein GPECTOR_88g451 [Gonium pectorale]Gonium_pectorale 51.50 0.00

TRINITY_DN51003_c1_g1XP_023906467.1profilin-2-like [Quercus suber]Quercus_suber 51.50 0.00

TRINITY_DN51003_c1_g2GBG75211.1hypothetical protein CBR_g19847 [Chara braunii]Chara_braunii 51.50 0.00

TRINITY_DN51128_c0_g1GAX79027.1hypothetical protein CEUSTIGMA_g6467.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.50 0.00

TRINITY_DN52750_c0_g1XP_003080166.1Domain of unknown function DUF125, transmembrane [Ostreococcus tauri]Ostreococcus_tauri 51.50 0.00

TRINITY_DN12548_c0_g1GAX84568.1hypothetical protein CEUSTIGMA_g11989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN15312_c0_g1RMZ52881.1hypothetical protein APUTEX25_001000 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.40 0.00

TRINITY_DN23972_c0_g1XP_002957568.1hypothetical protein VOLCADRAFT_107737 [Volvox carteri f. nagariensis]Volvox_carteri 51.40 0.00

TRINITY_DN26158_c0_g1XP_019415948.1PREDICTED: probable steroid-binding protein 3 [Lupinus angustifolius]Lupinus_angustifolius 51.40 0.00

TRINITY_DN29406_c0_g2GBF88570.1glyoxal reductase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN30138_c0_g3XP_011399684.1Malate synthase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.40 0.00

TRINITY_DN30591_c0_g1VDC72836.1unnamed protein product, partial [Brassica rapa]Brassica_rapa 51.40 0.00

TRINITY_DN30640_c0_g2XP_002991063.1anaphase-promoting complex subunit 6 [Selaginella moellendorffii]Selaginella_moellendorffii 51.40 0.00

TRINITY_DN32220_c0_g3XP_024030043.1mediator of RNA polymerase II transcription subunit 34 isoform X1 [Morus notabilis]Morus_notabilis 51.40 0.00

TRINITY_DN32982_c0_g2PWA53816.1mitochondrial import inner membrane translocase subunit TIM14-1 [Artemisia annua]Artemisia_annua 51.40 0.00

TRINITY_DN35083_c0_g3EEF27463.1Tartrate dehydrogenase, putative [Ricinus communis]Ricinus_communis 51.40 0.00

TRINITY_DN35193_c0_g3XP_002500126.1hypothetical protein MICPUN_56023 [Micromonas commoda]Micromonas_commoda 51.40 0.00

TRINITY_DN35510_c0_g1GBG66831.1hypothetical protein CBR_g70709 [Chara braunii]Chara_braunii 51.40 0.00

TRINITY_DN36202_c0_g4XP_010279593.1PREDICTED: ABC transporter A family member 1 [Nelumbo nucifera]Nelumbo_nucifera 51.40 0.00

TRINITY_DN36298_c1_g1GAX76358.1hypothetical protein CEUSTIGMA_g3804.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN36336_c0_g2PNW72739.1hypothetical protein CHLRE_15g638400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00

TRINITY_DN36857_c0_g4PRW58375.1putative pre-mRNA-splicing factor ATP-dependent RNA helicase [Chlorella sorokiniana]Chlorella_sorokiniana 51.40 0.00

TRINITY_DN36862_c0_g2ACG27456.160 ribosomal protein L14 [Zea mays]Zea_mays 51.40 0.00

TRINITY_DN37244_c0_g1RAL46865.1hypothetical protein DM860_005144 [Cuscuta australis]Cuscuta_australis 51.40 0.00

TRINITY_DN37489_c0_g1GBF91148.1hypothetical protein Rsub_04817 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN38291_c0_g1PIA63301.1hypothetical protein AQUCO_00200965v1 [Aquilegia coerulea]Aquilegia_coerulea 51.40 0.00

TRINITY_DN39505_c0_g3PIA42118.1hypothetical protein AQUCO_02100168v1 [Aquilegia coerulea]Aquilegia_coerulea 51.40 0.00

TRINITY_DN40121_c0_g2KXZ55166.1hypothetical protein GPECTOR_3g313 [Gonium pectorale]Gonium_pectorale 51.40 0.00

TRINITY_DN40196_c0_g3XP_005650094.1putative mitochondrial processing peptidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.40 0.00

TRINITY_DN40387_c0_g8XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 51.40 0.00

TRINITY_DN41005_c0_g2XP_019186708.1PREDICTED: DNA replication licensing factor MCM7 [Ipomoea nil]Ipomoea_nil 51.40 0.00

TRINITY_DN41243_c0_g1GAX85837.1hypothetical protein CEUSTIGMA_g13252.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN41390_c2_g6KCW75837.1hypothetical protein EUGRSUZ_D002282, partial [Eucalyptus grandis]Eucalyptus_grandis 51.40 0.00

TRINITY_DN41590_c0_g7PVH31962.1hypothetical protein PAHAL_9G273800 [Panicum hallii]Panicum_hallii 51.40 0.00

TRINITY_DN41661_c0_g5XP_021886824.1transcription factor MYB3R-3 isoform X2 [Carica papaya]Carica_papaya 51.40 0.00

TRINITY_DN42220_c0_g1PNH09922.1Random slug protein 5 [Tetrabaena socialis]Tetrabaena_socialis 51.40 0.00

TRINITY_DN42468_c0_g1XP_024529345.1methyltransferase-like protein 14 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 51.40 0.00

TRINITY_DN42504_c0_g1GBF88550.1tRNA pseudouridine synthase A [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN42674_c0_g9ABR16494.1unknown [Picea sitchensis]Picea_sitchensis 51.40 0.00

TRINITY_DN43122_c0_g1GAX82008.1hypothetical protein CEUSTIGMA_g9436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN43456_c0_g1PNW88593.1hypothetical protein CHLRE_01g036200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00

TRINITY_DN43525_c1_g8BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.40 0.00

TRINITY_DN43962_c0_g5GBF94818.1hypothetical protein Rsub_07990 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN44136_c2_g7GAX76876.1hypothetical protein CEUSTIGMA_g4322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN44871_c0_g3CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 51.40 0.00

TRINITY_DN45150_c1_g1PNW80715.1hypothetical protein CHLRE_07g326950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00

TRINITY_DN45319_c0_g2RWW90253.1hypothetical protein BHE74_00000600 [Ensete ventricosum]Ensete_ventricosum 51.40 0.00

TRINITY_DN45613_c0_g5XP_016499525.1PREDICTED: histone deacetylase complex subunit SAP18-like [Nicotiana tabacum]Nicotiana_tabacum 51.40 0.00

TRINITY_DN47189_c0_g1XP_002948392.1hypothetical protein VOLCADRAFT_88686 [Volvox carteri f. nagariensis]Volvox_carteri 51.40 0.00

TRINITY_DN47415_c0_g1GBF94444.1flagellar associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN47444_c0_g2PNW76408.1hypothetical protein CHLRE_11g467563v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00

TRINITY_DN47570_c0_g8KXZ56411.1hypothetical protein GPECTOR_1g366 [Gonium pectorale]Gonium_pectorale 51.40 0.00

TRINITY_DN47572_c1_g5GBF88261.1rab3 GTPase-activating non-catalytic subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN47583_c1_g5PNW80471.1hypothetical protein CHLRE_07g318900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00



TRINITY_DN47851_c2_g1GAX77479.1hypothetical protein CEUSTIGMA_g4923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN48114_c0_g8XP_002953816.1hypothetical protein VOLCADRAFT_64100 [Volvox carteri f. nagariensis]Volvox_carteri 51.40 0.00

TRINITY_DN48377_c0_g1XP_008387279.1PREDICTED: DNA-binding protein SMUBP-2 [Malus domestica]Malus_domestica 51.40 0.00

TRINITY_DN48587_c0_g1GAX85508.1hypothetical protein CEUSTIGMA_g12924.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN49370_c1_g2GAX77086.1hypothetical protein CEUSTIGMA_g4532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN49672_c0_g2PNH12282.1WW domain-containing oxidoreductase [Tetrabaena socialis]Tetrabaena_socialis 51.40 0.00

TRINITY_DN50614_c0_g2XP_001701830.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.40 0.00

TRINITY_DN50887_c1_g3GBF88862.1chitinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.40 0.00

TRINITY_DN51381_c0_g1GAX81008.1hypothetical protein CEUSTIGMA_g8443.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.40 0.00

TRINITY_DN51634_c1_g4KDD75281.1AMP-binding enzyme [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 51.40 0.00

TRINITY_DN51767_c1_g1XP_011396080.1hypothetical protein F751_3401 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.40 0.00

TRINITY_DN52084_c0_g2KXZ52807.1hypothetical protein GPECTOR_8g193 [Gonium pectorale]Gonium_pectorale 51.40 0.00

TRINITY_DN52297_c2_g2ABH09321.1leucine rich protein [Arachis hypogaea]Arachis_hypogaea 51.40 0.00

TRINITY_DN52494_c4_g2KXZ41819.1hypothetical protein GPECTOR_273g713 [Gonium pectorale]Gonium_pectorale 51.40 0.00

TRINITY_DN52510_c1_g1GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 51.40 0.00

TRINITY_DN52660_c2_g3PNH04157.1hypothetical protein TSOC_009714 [Tetrabaena socialis]Tetrabaena_socialis 51.40 0.00

TRINITY_DN52763_c0_g1GAQ84921.1histone deacetylase [Klebsormidium nitens]Klebsormidium_nitens 51.40 0.00

TRINITY_DN5885_c0_g1XP_023907973.1ATP-dependent 6-phosphofructokinase-like [Quercus suber]Quercus_suber 51.40 0.00

TRINITY_DN14939_c0_g1OUS49169.1NUDIX hydrolase domain-like protein [Ostreococcus tauri]Ostreococcus_tauri 51.30 0.00

TRINITY_DN19724_c0_g1XP_010428834.1PREDICTED: tubulin--tyrosine ligase-like protein 12 [Camelina sativa]Camelina_sativa 51.30 0.00

TRINITY_DN22368_c0_g1RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 51.30 0.00

TRINITY_DN23774_c0_g1BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.30 0.00

TRINITY_DN28356_c0_g2XP_001418300.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 51.30 0.00

TRINITY_DN34385_c0_g1GAX82253.1hypothetical protein CEUSTIGMA_g9681.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN35509_c0_g4GBF98625.1beta-adaptin C [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.30 0.00

TRINITY_DN36163_c0_g2XP_023917717.1AP-2 complex subunit alpha-like [Quercus suber]Quercus_suber 51.30 0.00

TRINITY_DN36165_c0_g7XP_001691706.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN36495_c0_g1PRW32983.1erythromycin esterase [Chlorella sorokiniana]Chlorella_sorokiniana 51.30 0.00

TRINITY_DN36552_c0_g3PTQ42626.1hypothetical protein MARPO_0029s0126 [Marchantia polymorpha]Marchantia_polymorpha 51.30 0.00

TRINITY_DN37122_c1_g7GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN37167_c0_g1XP_001699698.1ammonium transporter, splicing variant [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN37284_c0_g3XP_015159899.1PREDICTED: poly [ADP-ribose] polymerase 2-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 51.30 0.00

TRINITY_DN37985_c0_g1XP_010668577.1PREDICTED: N-acetylglucosamine-1-phosphotransferase subunits alpha/beta-like, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 51.30 0.00

TRINITY_DN39251_c0_g8XP_002503699.1predicted protein [Micromonas commoda]Micromonas_commoda 51.30 0.00

TRINITY_DN39943_c0_g4XP_002315770.2imidazoleglycerol-phosphate dehydratase [Populus trichocarpa]Populus_trichocarpa 51.30 0.00

TRINITY_DN40243_c0_g1GAX81501.1hypothetical protein CEUSTIGMA_g8929.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN40304_c0_g2PNH08537.1Methyltransferase-like protein 2 [Tetrabaena socialis]Tetrabaena_socialis 51.30 0.00

TRINITY_DN40349_c0_g1XP_002946325.1hypothetical protein VOLCADRAFT_102920 [Volvox carteri f. nagariensis]Volvox_carteri 51.30 0.00

TRINITY_DN40482_c0_g1XP_002278744.2PREDICTED: ERBB-3 BINDING PROTEIN 1 [Vitis vinifera]Vitis_vinifera 51.30 0.00

TRINITY_DN40482_c0_g4XP_018808146.1PREDICTED: serine/threonine-protein kinase tricorner-like isoform X1 [Juglans regia]Juglans_regia 51.30 0.00

TRINITY_DN40492_c0_g4XP_002976955.1exosome complex component CSL4 [Selaginella moellendorffii]Selaginella_moellendorffii 51.30 0.00

TRINITY_DN40707_c0_g2GBF92845.1hypothetical protein Rsub_05464 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.30 0.00

TRINITY_DN40982_c2_g3KDD76693.1hypothetical protein H632_c136p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 51.30 0.00

TRINITY_DN41140_c1_g1XP_001690855.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN42006_c0_g2XP_023519636.1DExH-box ATP-dependent RNA helicase DExH14 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 51.30 0.00

TRINITY_DN42261_c0_g2XP_020217911.1protein FIZZY-RELATED 1-like [Cajanus cajan]Cajanus_cajan 51.30 0.00

TRINITY_DN42703_c0_g6GBG88404.1hypothetical protein CBR_g47103 [Chara braunii]Chara_braunii 51.30 0.00

TRINITY_DN42717_c0_g1GAX73124.1hypothetical protein CEUSTIGMA_g577.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN42765_c0_g11XP_003057987.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.30 0.00

TRINITY_DN43507_c0_g3RDY12371.1Serine/threonine-protein kinase CBK1, partial [Mucuna pruriens]Mucuna_pruriens 51.30 0.00

TRINITY_DN43859_c0_g3PNW79242.1hypothetical protein CHLRE_09g407373v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN43882_c0_g4GBF89114.1hypothetical protein Rsub_01831 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.30 0.00

TRINITY_DN45134_c0_g4GAX86359.1hypothetical protein CEUSTIGMA_g13771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN45193_c0_g4XP_019182951.1PREDICTED: cyclin-dependent kinase C-1-like [Ipomoea nil]Ipomoea_nil 51.30 0.00

TRINITY_DN46248_c1_g1GAX83120.1hypothetical protein CEUSTIGMA_g10546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN46528_c1_g2XP_021989968.1dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase complex, mitochondrial-like isoform X1 [Helianthus annuus]Helianthus_annuus 51.30 0.00

TRINITY_DN47102_c0_g1KXZ48125.1hypothetical protein GPECTOR_30g221 [Gonium pectorale]Gonium_pectorale 51.30 0.00

TRINITY_DN47538_c0_g1KXZ56917.1hypothetical protein GPECTOR_1g827 [Gonium pectorale]Gonium_pectorale 51.30 0.00

TRINITY_DN47977_c0_g4XP_001689455.1peroxiredoxin, type II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN48017_c0_g1KXZ45823.1hypothetical protein GPECTOR_50g617 [Gonium pectorale]Gonium_pectorale 51.30 0.00

TRINITY_DN48330_c1_g1GAX82664.1hypothetical protein CEUSTIGMA_g10090.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN48451_c0_g1XP_003061184.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.30 0.00

TRINITY_DN48623_c0_g4XP_002947154.1hypothetical protein VOLCADRAFT_103384 [Volvox carteri f. nagariensis]Volvox_carteri 51.30 0.00

TRINITY_DN49475_c0_g5GAX74273.1hypothetical protein CEUSTIGMA_g1722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN50052_c0_g1GAX73024.1hypothetical protein CEUSTIGMA_g476.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN50058_c0_g2KXZ54253.1hypothetical protein GPECTOR_5g343 [Gonium pectorale]Gonium_pectorale 51.30 0.00



TRINITY_DN50474_c0_g4OTG20906.1putative uridine kinase-like 2 [Helianthus annuus]Helianthus_annuus 51.30 0.00

TRINITY_DN51426_c1_g2GAX84832.1hypothetical protein CEUSTIGMA_g12253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN51555_c1_g2KXZ54203.1hypothetical protein GPECTOR_5g297 [Gonium pectorale]Gonium_pectorale 51.30 0.00

TRINITY_DN51669_c0_g1GAX73206.1hypothetical protein CEUSTIGMA_g659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN51735_c0_g5PNW73103.1hypothetical protein CHLRE_14g618900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN51982_c1_g2GBF95722.1hypothetical protein Rsub_08704 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.30 0.00

TRINITY_DN52039_c0_g3PNH12899.1hypothetical protein TSOC_000140 [Tetrabaena socialis]Tetrabaena_socialis 51.30 0.00

TRINITY_DN52415_c2_g1PNW79837.1hypothetical protein CHLRE_08g368700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.30 0.00

TRINITY_DN52506_c0_g1GAX73530.1hypothetical protein CEUSTIGMA_g982.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.30 0.00

TRINITY_DN15629_c0_g1KDD75300.1fumble, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 51.20 0.00

TRINITY_DN30221_c0_g1GAQ78227.1Serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 51.20 0.00

TRINITY_DN30341_c0_g1GBF91174.1hypothetical protein Rsub_04843 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.20 0.00

TRINITY_DN31801_c0_g2ABK25871.1unknown [Picea sitchensis]Picea_sitchensis 51.20 0.00

TRINITY_DN34733_c0_g1GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 51.20 0.00

TRINITY_DN34776_c0_g2XP_022861653.1ras-related protein RABH1b-like [Olea europaea var. sylvestris]Olea_europaea 51.20 0.00

TRINITY_DN35285_c0_g1GAQ82764.1Actin-related protein Arp2/3 complex subunit Arp3 [Klebsormidium nitens]Klebsormidium_nitens 51.20 0.00

TRINITY_DN36039_c0_g2GAQ87870.1Aromatic amino acid hydroxylase [Klebsormidium nitens]Klebsormidium_nitens 51.20 0.00

TRINITY_DN36774_c0_g6XP_005644751.1putative DEAH [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.20 0.00

TRINITY_DN36804_c0_g5GAX85034.1hypothetical protein CEUSTIGMA_g12454.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN36813_c0_g2EPS74505.1hypothetical protein M569_00222, partial [Genlisea aurea]Genlisea_aurea 51.20 0.00

TRINITY_DN36829_c0_g5PNW87779.1hypothetical protein CHLRE_01g001800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN37091_c1_g3GAQ87620.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 51.20 0

TRINITY_DN37503_c0_g4XP_011400933.1Glycerol kinase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.20 0.00

TRINITY_DN37509_c0_g14XP_021982770.1probable histone H2AXb [Helianthus annuus]Helianthus_annuus 51.20 0.00

TRINITY_DN38663_c0_g3OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 51.20 0.00

TRINITY_DN38705_c0_g1XP_008791759.1uncharacterized protein LOC103708559 isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 51.20 0.00

TRINITY_DN38789_c1_g2PNH10399.1Beta-fructofuranosidase, insoluble isoenzyme CWINV6 [Tetrabaena socialis]Tetrabaena_socialis 51.20 0.00

TRINITY_DN39048_c0_g8XP_020596116.1probable serine/threonine-protein kinase WNK3 [Phalaenopsis equestris]Phalaenopsis_equestris 51.20 0.00

TRINITY_DN39540_c0_g2AEU11038.1flagellar associated protein 107 [Dunaliella salina]Dunaliella_salina 51.20 0.00

TRINITY_DN39752_c1_g4PNW74199.1hypothetical protein CHLRE_13g589167v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN40056_c0_g8KZV15216.1citrate synthase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 51.20 0.00

TRINITY_DN40327_c1_g1XP_001693644.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN40536_c0_g1GAX84184.1hypothetical protein CEUSTIGMA_g11607.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN40603_c0_g2GAX80212.1hypothetical protein CEUSTIGMA_g7650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN40715_c0_g7CCF17540.1RabE GTPase protein [Micrasterias denticulata]Micrasterias_denticulata 51.20 0.00

TRINITY_DN41216_c0_g1XP_002946531.1hypothetical protein VOLCADRAFT_120276 [Volvox carteri f. nagariensis]Volvox_carteri 51.20 0.00

TRINITY_DN4162_c0_g1XP_007515312.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 51.20 0.00

TRINITY_DN41989_c0_g3PNW72646.1hypothetical protein CHLRE_15g636896v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN42038_c1_g2PSC76917.1cupin superfamily subfamily [Micractinium conductrix]Micractinium_conductrix 51.20 0.00

TRINITY_DN42444_c1_g1PNW78177.1hypothetical protein CHLRE_10g467100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN42829_c0_g1PSC71359.1arsenite methyltransferase isoform A [Micractinium conductrix]Micractinium_conductrix 51.20 0.00

TRINITY_DN43429_c0_g4XP_027940540.1zinc finger CCCH domain-containing protein 40-like [Vigna unguiculata]Vigna_unguiculata 51.20 0.00

TRINITY_DN43723_c0_g5XP_002966358.1trafficking protein particle complex subunit 6B isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 51.20 0.00

TRINITY_DN43800_c0_g1PNW72066.1hypothetical protein CHLRE_16g683900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN44240_c0_g2GAQ90679.1hypothetical protein KFL_006720060 [Klebsormidium nitens]Klebsormidium_nitens 51.20 0.00

TRINITY_DN44255_c1_g5XP_002946462.1hypothetical protein VOLCADRAFT_116049 [Volvox carteri f. nagariensis]Volvox_carteri 51.20 0.00

TRINITY_DN44555_c0_g8BAJ99466.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.20 0.00

TRINITY_DN44845_c0_g6XP_005843019.1hypothetical protein CHLNCDRAFT_33302 [Chlorella variabilis]Chlorella_variabilis 51.20 0.00

TRINITY_DN45508_c0_g1XP_026392291.1glycerol-3-phosphate dehydrogenase SDP6, mitochondrial-like [Papaver somniferum]Papaver_somniferum 51.20 0.00

TRINITY_DN45592_c0_g2GAX83463.1hypothetical protein CEUSTIGMA_g10888.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN45724_c0_g4PNH12132.1hypothetical protein TSOC_000988 [Tetrabaena socialis]Tetrabaena_socialis 51.20 0.00

TRINITY_DN46182_c0_g6XP_004143715.1PREDICTED: probable serine/threonine protein kinase IRE [Cucumis sativus]Cucumis_sativus 51.20 0.00

TRINITY_DN46379_c0_g1GAX85054.1hypothetical protein CEUSTIGMA_g12474.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN46403_c0_g1XP_002946024.1hypothetical protein VOLCADRAFT_120148 [Volvox carteri f. nagariensis]Volvox_carteri 51.20 0.00

TRINITY_DN46612_c2_g2XP_002957122.1CF0 ATP synthase subunit II precursor [Volvox carteri f. nagariensis]Volvox_carteri 51.20 0.00

TRINITY_DN46724_c0_g4PRW59215.1tRNA (cytidine(32) guanosine(34)-2 -O)-methyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 51.20 0.00

TRINITY_DN46733_c0_g2XP_005651129.1DNA/RNA polymerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.20 0.00

TRINITY_DN46867_c0_g1KJB24094.1hypothetical protein B456_004G127500 [Gossypium raimondii]Gossypium_raimondii 51.20 0.00

TRINITY_DN46998_c0_g1GAX79614.1hypothetical protein CEUSTIGMA_g7055.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN47233_c0_g3PRW20814.1Altered inheritance rate of mitochondria 25 [Chlorella sorokiniana]Chlorella_sorokiniana 51.20 0.00

TRINITY_DN47258_c0_g2GBF94443.1hypothetical protein Rsub_07257 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.20 0.00

TRINITY_DN47366_c0_g2XP_017420078.1PREDICTED: uncharacterized protein HI_0077 isoform X1 [Vigna angularis]Vigna_angularis 51.20 0.00

TRINITY_DN47448_c1_g6GAX83865.1hypothetical protein CEUSTIGMA_g11290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN47941_c0_g1GAX74201.1hypothetical protein CEUSTIGMA_g1650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN48191_c0_g1BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.20 0.00

TRINITY_DN48537_c1_g1GAX80569.1hypothetical protein CEUSTIGMA_g8006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00



TRINITY_DN48654_c0_g3XP_002948028.1hypothetical protein VOLCADRAFT_79885 [Volvox carteri f. nagariensis]Volvox_carteri 51.20 0.00

TRINITY_DN48761_c0_g2GAX72670.1hypothetical protein CEUSTIGMA_g126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN48861_c0_g1PNW81213.1hypothetical protein CHLRE_07g346800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.20 0.00

TRINITY_DN49171_c0_g3XP_011396826.1hypothetical protein F751_6916 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 51.20 0.00

TRINITY_DN49339_c0_g3GAX82301.1hypothetical protein CEUSTIGMA_g9730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN49361_c0_g3XP_002499568.1predicted protein [Micromonas commoda]Micromonas_commoda 51.20 0.00

TRINITY_DN49474_c0_g3KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 51.20 0.00

TRINITY_DN50037_c0_g2PNH06133.1Adenylate cyclase [Tetrabaena socialis]Tetrabaena_socialis 51.20 0.00

TRINITY_DN50095_c2_g1KXZ55099.1hypothetical protein GPECTOR_3g253 [Gonium pectorale]Gonium_pectorale 51.20 0.00

TRINITY_DN50330_c1_g1XP_002506622.1dynein gamma chain, flagellar outer arm [Micromonas commoda]Micromonas_commoda 51.20 0.00

TRINITY_DN50456_c1_g1KXZ51016.1hypothetical protein GPECTOR_14g257 [Gonium pectorale]Gonium_pectorale 51.20 0

TRINITY_DN50899_c0_g2PNH12254.1hypothetical protein TSOC_000844, partial [Tetrabaena socialis]Tetrabaena_socialis 51.20 0.00

TRINITY_DN51436_c0_g2GAX73324.1hypothetical protein CEUSTIGMA_g778.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN51799_c1_g3GAX82592.1hypothetical protein CEUSTIGMA_g10018.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN51983_c0_g6GBG88409.1hypothetical protein CBR_g47108 [Chara braunii]Chara_braunii 51.20 0.00

TRINITY_DN52163_c0_g1GAX72841.1hypothetical protein CEUSTIGMA_g296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.20 0.00

TRINITY_DN52346_c0_g1GBG68577.1Glutamate: glyoxylate aminotransferase (GGT) [Chara braunii]Chara_braunii 51.20 0.00

TRINITY_DN6131_c0_g1GBF91428.1cytochrome P450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.20 0.00

TRINITY_DN9697_c0_g2XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 51.20 0.00

TRINITY_DN19526_c0_g1XP_023902909.1replication factor C subunit 5-like [Quercus suber]Quercus_suber 51.10 0.00

TRINITY_DN19793_c0_g1XP_007513356.1ribulose-phosphate 3-epimerase [Bathycoccus prasinos]Bathycoccus_prasinos 51.10 0.00

TRINITY_DN21934_c0_g1XP_011078942.1UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase-like [Sesamum indicum]Sesamum_indicum 51.10 0.00

TRINITY_DN34050_c0_g1XP_021662049.1RNA polymerase II subunit A C-terminal domain phosphatase SSU72-like [Hevea brasiliensis]Hevea_brasiliensis 51.10 0.00

TRINITY_DN34436_c0_g2KFK25052.1d-lactate dehydrogenase [Arabis alpina]Arabis_alpina 51.10 0.00

TRINITY_DN34700_c0_g1PNY14246.1cationic amino acid transporter vacuolar-like, partial [Trifolium pratense]Trifolium_pratense 51.10 0.00

TRINITY_DN35537_c1_g1GBF99792.126S proteasome non-ATPase regulatory subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.10 0.00

TRINITY_DN35916_c1_g4RID69577.1hypothetical protein BRARA_C01663 [Brassica rapa]Brassica_rapa 51.10 0.00

TRINITY_DN36943_c0_g2GAX80188.1hypothetical protein CEUSTIGMA_g7626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN37516_c1_g1PNW78266.1hypothetical protein CHLRE_09g404450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.10 0.00

TRINITY_DN38361_c2_g3ARO50091.1indoleamine 2,3-dioxygenase [Yamagishiella unicocca]Yamagishiella_unicocca 51.10 0.00

TRINITY_DN38682_c0_g1GBF93659.1hypothetical protein Rsub_06762 [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.10 0.00

TRINITY_DN38830_c0_g2PNH05873.1Inositol-3-phosphate synthase, partial [Tetrabaena socialis]Tetrabaena_socialis 51.10 0.00

TRINITY_DN39443_c0_g2GAQ81917.1heat shock protein [Klebsormidium nitens]Klebsormidium_nitens 51.10 0.00

TRINITY_DN39577_c0_g1GAX73014.1hypothetical protein CEUSTIGMA_g466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN40120_c0_g3XP_023877303.1transcription factor of morphogenesis MCM1-like [Quercus suber]Quercus_suber 51.10 0.00

TRINITY_DN40846_c2_g2GAX77611.1hypothetical protein CEUSTIGMA_g5055.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN40971_c1_g2GAX80391.1hypothetical protein CEUSTIGMA_g7830.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN42431_c1_g1XP_005646170.1PhyH-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 51.10 0.00

TRINITY_DN42807_c0_g3PNW73807.1hypothetical protein CHLRE_13g573450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.10 0.00

TRINITY_DN42872_c0_g4XP_010930126.1PREDICTED: probable aspartyl aminopeptidase [Elaeis guineensis]Elaeis_guineensis 51.10 0.00

TRINITY_DN42941_c0_g1XP_009393182.1PREDICTED: AMSH-like ubiquitin thioesterase 3 [Musa acuminata subsp. malaccensis]Musa_acuminata 51.10 0.00

TRINITY_DN43043_c0_g3GAX83533.1hypothetical protein CEUSTIGMA_g10958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN43412_c0_g2GAX84165.1hypothetical protein CEUSTIGMA_g11588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN43940_c0_g3AQA29589.1retroviral aspartyl protease [Zea mays]Zea_mays 51.10 0.00

TRINITY_DN44173_c0_g2GAX81168.1hypothetical protein CEUSTIGMA_g8601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN44476_c0_g1GAX80199.1hypothetical protein CEUSTIGMA_g7637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN45016_c0_g5KDO51447.1hypothetical protein CISIN_1g0043292mg, partial [Citrus sinensis]Citrus_sinensis 51.10 0.00

TRINITY_DN45423_c0_g1GAX75807.1hypothetical protein CEUSTIGMA_g3250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN45489_c0_g1XP_002956595.1hypothetical protein VOLCADRAFT_97578 [Volvox carteri f. nagariensis]Volvox_carteri 51.10 0.00

TRINITY_DN45627_c1_g2PNW71306.1hypothetical protein CHLRE_16g648700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.10 0.00

TRINITY_DN45983_c0_g2XP_002958012.1hypothetical protein VOLCADRAFT_99165 [Volvox carteri f. nagariensis]Volvox_carteri 51.10 0.00

TRINITY_DN46264_c0_g6GAX76255.1hypothetical protein CEUSTIGMA_g3699.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN46647_c0_g2GBF88513.1ABC transporter G family protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.10 0.00

TRINITY_DN46647_c0_g4GBF88513.1ABC transporter G family protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.10 0.00

TRINITY_DN47121_c0_g8XP_004984743.1heat shock cognate 70 kDa protein [Setaria italica]Setaria_italica 51.10 0.00

TRINITY_DN47961_c0_g7XP_027106662.1putative ABC transporter C family member 15 isoform X1 [Coffea arabica]Coffea_arabica 51.10 0.00

TRINITY_DN48601_c1_g1GAX77485.1hypothetical protein CEUSTIGMA_g4929.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN49002_c0_g2GAX85323.1hypothetical protein CEUSTIGMA_g12740.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN49041_c0_g2PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 51.10 0.00

TRINITY_DN49043_c0_g3XP_011027261.1PREDICTED: ABC transporter C family member 8-like isoform X1 [Populus euphratica]Populus_euphratica 51.10 0.00

TRINITY_DN49112_c0_g1PNW77923.1hypothetical protein CHLRE_10g457150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.10 0.00

TRINITY_DN49378_c0_g3GAX77211.1hypothetical protein CEUSTIGMA_g4657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN49584_c1_g11GAU21959.1hypothetical protein TSUD_110990 [Trifolium subterraneum]Trifolium_subterraneum 51.10 0.00

TRINITY_DN49598_c1_g2GBF87879.1sucrose phosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.10 0.00

TRINITY_DN50616_c0_g2XP_001701421.1glyoxal or galactose oxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.10 0.00

TRINITY_DN50798_c0_g1BAK00999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 51.10 0.00



TRINITY_DN51116_c1_g1XP_008656690.1cytochrome P450 72A15 [Zea mays]Zea_mays 51.10 0.00

TRINITY_DN51468_c1_g1PSC73882.1ABC transporter A family member 2 isoform C [Micractinium conductrix]Micractinium_conductrix 51.10 0.00

TRINITY_DN51701_c1_g2GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.10 0.00

TRINITY_DN51754_c1_g1GAQ88658.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 51.10 0.00

TRINITY_DN51849_c1_g1KXZ48269.1hypothetical protein GPECTOR_29g47 [Gonium pectorale]Gonium_pectorale 51.10 0.00

TRINITY_DN52210_c0_g2KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 51.10 0.00

TRINITY_DN52445_c1_g3PNH07816.1putative helicase MAGATAMA 3 [Tetrabaena socialis]Tetrabaena_socialis 51.10 0.00

TRINITY_DN52687_c6_g3OMO73136.1reverse transcriptase [Corchorus capsularis]Corchorus_capsularis 51.10 0.00

TRINITY_DN5543_c0_g1XP_018478500.1PREDICTED: glutaredoxin-C2 [Raphanus sativus]Raphanus_sativus 51.10 0.00

TRINITY_DN12438_c0_g1XP_013897666.1nucleoside-triphosphate pyrophosphatase [Monoraphidium neglectum]Monoraphidium_neglectum 51.00 0.00

TRINITY_DN15804_c0_g1XP_001419370.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 51.00 0.00

TRINITY_DN23302_c0_g4XP_024402700.1uncharacterized protein LOC112295402 [Physcomitrella patens]Physcomitrella_patens 51.00 0.00

TRINITY_DN27664_c0_g2GBG62284.1hypothetical protein CBR_g29892 [Chara braunii]Chara_braunii 51.00 0.00

TRINITY_DN30994_c0_g1XP_002977832.1calmodulin [Selaginella moellendorffii]Selaginella_moellendorffii 51.00 0.00

TRINITY_DN34833_c0_g2XP_003058952.1entriole proteome WD40 repeat-containing protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 51.00 0.00

TRINITY_DN36942_c1_g3GBF88231.1alpha beta-hydrolase [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.00 0.00

TRINITY_DN37861_c1_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 51.00 0.00

TRINITY_DN37905_c0_g7XP_027125008.1tRNAse Z TRZ4, mitochondrial isoform X2 [Coffea arabica]Coffea_arabica 51.00 0.00

TRINITY_DN38457_c0_g2XP_023905221.1LETM1 domain-containing protein mdm28, mitochondrial-like [Quercus suber]Quercus_suber 51.00 0.00

TRINITY_DN38607_c1_g10GBG80331.1hypothetical protein CBR_g30699 [Chara braunii]Chara_braunii 51.00 0.00

TRINITY_DN39345_c0_g2XP_021735299.1carnosine N-methyltransferase-like [Chenopodium quinoa]Chenopodium_quinoa 51.00 0.00

TRINITY_DN39634_c0_g2XP_004240111.1putative threonine aspartase isoform X2 [Solanum lycopersicum]Solanum_lycopersicum 51.00 0.00

TRINITY_DN39956_c1_g5KXZ45964.1hypothetical protein GPECTOR_49g548 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN40098_c1_g3XP_024359597.1mitochondrial substrate carrier family protein ucpB-like [Physcomitrella patens]Physcomitrella_patens 51.00 0.00

TRINITY_DN40140_c1_g1NP_001346368.1ABC transporter B family member 21 [Zea mays]Zea_mays 51.00 0.00

TRINITY_DN40402_c1_g4GAX77779.1hypothetical protein CEUSTIGMA_g5222.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN41137_c0_g6XP_001691379.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN41252_c1_g5PNH05981.1Ubiquinone biosynthesis protein COQ9, mitochondrial [Tetrabaena socialis]Tetrabaena_socialis 51.00 0.00

TRINITY_DN41955_c0_g2KXZ42805.1hypothetical protein GPECTOR_117g370 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN42186_c1_g15XP_016573607.1PREDICTED: protein BONZAI 3-like isoform X1 [Capsicum annuum]Capsicum_annuum 51.00 0.00

TRINITY_DN42871_c0_g3GAX74027.1hypothetical protein CEUSTIGMA_g1477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN43485_c1_g6GBF95504.1transcription factor [Raphidocelis subcapitata]Raphidocelis_subcapitata 51.00 0.00

TRINITY_DN44004_c0_g2PNW87886.1hypothetical protein CHLRE_01g005900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN44405_c0_g1XP_001692423.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN45567_c1_g4XP_001695041.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN45646_c0_g5XP_002949315.1hypothetical protein VOLCADRAFT_117135 [Volvox carteri f. nagariensis]Volvox_carteri 51.00 0.00

TRINITY_DN45896_c1_g1KXZ52752.1hypothetical protein GPECTOR_8g143 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN45937_c2_g9XP_024028903.1LOW QUALITY PROTEIN: probable carboxylesterase 12 [Morus notabilis]Morus_notabilis 51.00 0.00

TRINITY_DN46391_c0_g1PNW87389.1hypothetical protein CHLRE_02g147650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN46662_c0_g4KXZ45775.1hypothetical protein GPECTOR_50g568 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN46700_c1_g1KXZ49323.1hypothetical protein GPECTOR_22g917 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN47085_c0_g3XP_017219734.1PREDICTED: CDK5RAP1-like protein [Daucus carota subsp. sativus]Daucus_carota 51.00 0.00

TRINITY_DN48215_c0_g3GAX79874.1hypothetical protein CEUSTIGMA_g7314.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN48235_c0_g2KXZ49585.1hypothetical protein GPECTOR_20g441 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN48722_c0_g1KXZ53403.1hypothetical protein GPECTOR_7g1299 [Gonium pectorale]Gonium_pectorale 51.00 0.00

TRINITY_DN49340_c0_g2GAX73530.1hypothetical protein CEUSTIGMA_g982.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN49990_c0_g4GAX80482.1hypothetical protein CEUSTIGMA_g7920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN50348_c0_g1GAX80271.1hypothetical protein CEUSTIGMA_g7709.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN50837_c1_g2RWR97491.1ras-related protein RABA1f-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 51.00 0.00

TRINITY_DN50850_c0_g2GAX79596.1hypothetical protein CEUSTIGMA_g7037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN51619_c2_g1GAX82619.1hypothetical protein CEUSTIGMA_g10045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN51711_c0_g1XP_001702414.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 51.00 0.00

TRINITY_DN52256_c0_g9GAX73447.1hypothetical protein CEUSTIGMA_g899.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 51.00 0.00

TRINITY_DN54040_c0_g1XP_002510051.1RNA-binding protein 1 [Ricinus communis]Ricinus_communis 51.00 0.00

TRINITY_DN29920_c0_g2RWR84219.1DNA helicase INO80 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 50.90 0.00

TRINITY_DN30510_c0_g1XP_001689989.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN32215_c0_g1GAX85410.1hypothetical protein CEUSTIGMA_g12826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN32509_c0_g2XP_026445350.1ras-related protein RIC1-like [Papaver somniferum]Papaver_somniferum 50.90 0.00

TRINITY_DN34132_c0_g1KZV42179.1hypothetical protein F511_02381 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.90 0.00

TRINITY_DN34230_c0_g1XP_005643659.1peptide methionine sulfoxide reductase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.90 0.00

TRINITY_DN36044_c0_g2XP_022840770.1Ribosomal protein L19/L19e domain [Ostreococcus tauri]Ostreococcus_tauri 50.90 0.00

TRINITY_DN36091_c0_g1XP_019453666.1PREDICTED: ras-related protein Rab11D [Lupinus angustifolius]Lupinus_angustifolius 50.90 0.00

TRINITY_DN36732_c0_g2XP_021680792.1E3 ubiquitin-protein ligase UPL7-like isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 50.90 0.00

TRINITY_DN36813_c0_g3AET02413.1hypothetical protein MTR_8g040260 [Medicago truncatula]Medicago_truncatula 50.90 0.00

TRINITY_DN36865_c0_g5ONK65918.1uncharacterized protein A4U43_C06F2330 [Asparagus officinalis]Asparagus_officinalis 50.90 0.00

TRINITY_DN36959_c1_g11XP_001699846.1regulator of CO2-responsive genes [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00



TRINITY_DN37122_c1_g6BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.90 0.00

TRINITY_DN37820_c1_g9XP_019178734.1PREDICTED: myosin-11-like [Ipomoea nil]Ipomoea_nil 50.90 0.00

TRINITY_DN37865_c1_g6XP_006436020.1ubiquitin-conjugating enzyme E2 7 [Citrus clementina]Citrus_clementina 50.90 0.00

TRINITY_DN38054_c0_g2OAE25737.1hypothetical protein AXG93_4368s1970 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.90 0.00

TRINITY_DN38156_c1_g5PNW77390.1hypothetical protein CHLRE_10g434500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN38352_c1_g11GAX84313.1hypothetical protein CEUSTIGMA_g11735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN40189_c0_g1KZV15208.1hypothetical protein F511_29957 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.90 0.00

TRINITY_DN40525_c0_g2BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.90 0.00

TRINITY_DN41291_c0_g1XP_023871196.1glycogen [starch] synthase-like [Quercus suber]Quercus_suber 50.90 0.00

TRINITY_DN42721_c0_g4GAX75712.1hypothetical protein CEUSTIGMA_g3155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN42872_c0_g3KZV28007.1putative aspartyl aminopeptidase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.90 0.00

TRINITY_DN42876_c0_g2GAX73065.1hypothetical protein CEUSTIGMA_g518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN43038_c0_g10XP_009397250.1PREDICTED: cryptochrome DASH, chloroplastic/mitochondrial isoform X2 [Musa acuminata subsp. malaccensis]Musa_acuminata 50.90 0.00

TRINITY_DN43741_c0_g1PNH07693.1Initiation-specific alpha-1,6-mannosyltransferase [Tetrabaena socialis]Tetrabaena_socialis 50.90 0.00

TRINITY_DN43853_c0_g2XP_005847677.1hypothetical protein CHLNCDRAFT_23378 [Chlorella variabilis]Chlorella_variabilis 50.90 0.00

TRINITY_DN44094_c0_g1GBG78309.1hypothetical protein CBR_g26339 [Chara braunii]Chara_braunii 50.90 0.00

TRINITY_DN44309_c0_g1XP_023870757.1serine/threonine-protein kinase gad8-like [Quercus suber]Quercus_suber 50.90 0.00

TRINITY_DN44541_c0_g7GAX80922.1hypothetical protein CEUSTIGMA_g8357.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN45415_c1_g1GAX82607.1hypothetical protein CEUSTIGMA_g10033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN45514_c2_g1GAX77432.1hypothetical protein CEUSTIGMA_g4877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN45767_c0_g1GAX73126.1hypothetical protein CEUSTIGMA_g579.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN45894_c0_g1PRW44967.1cysteine desulfurase [Chlorella sorokiniana]Chlorella_sorokiniana 50.90 0.00

TRINITY_DN45938_c0_g1XP_021972215.126S proteasome non-ATPase regulatory subunit 1 homolog A-like [Helianthus annuus]Helianthus_annuus 50.90 0.00

TRINITY_DN46213_c1_g3OAE23085.1hypothetical protein AXG93_1544s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.90 0.00

TRINITY_DN46893_c0_g2PRW20199.1formamidopyrimidine-DNA glycosylase isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 50.90 0.00

TRINITY_DN47090_c0_g5GBG00126.1thioredoxin-disulfide reductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.90 0.00

TRINITY_DN47741_c0_g8PNW87173.1hypothetical protein CHLRE_02g111850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN48087_c0_g1XP_001701463.1mitotic checkpoint protein MAD1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN48608_c0_g5GAX72720.1hypothetical protein CEUSTIGMA_g176.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.90 0.00

TRINITY_DN49078_c1_g3XP_005843560.1hypothetical protein CHLNCDRAFT_55086 [Chlorella variabilis]Chlorella_variabilis 50.90 0.00

TRINITY_DN49101_c0_g1PTQ36361.1hypothetical protein MARPO_0064s0046 [Marchantia polymorpha]Marchantia_polymorpha 50.90 0.00

TRINITY_DN49361_c0_g2EOX91407.1Heat shock factor 4 [Theobroma cacao]Theobroma_cacao 50.90 0.00

TRINITY_DN49786_c0_g2XP_002948899.1guanylyl and adenylyl cyclase family member [Volvox carteri f. nagariensis]Volvox_carteri 50.90 0.00

TRINITY_DN49906_c1_g3XP_001703549.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN50154_c0_g1KXZ53340.1hypothetical protein GPECTOR_7g1234 [Gonium pectorale]Gonium_pectorale 50.90 0.00

TRINITY_DN50464_c0_g1XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 50.90 0.00

TRINITY_DN50651_c0_g4H3JU05.1RecName: Full=Peptidyl serine alpha-galactosyltransferase; Short=CrSGT1; Flags: PrecursorChlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN52599_c0_g1PNW78132.1hypothetical protein CHLRE_10g465500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.90 0.00

TRINITY_DN8309_c0_g1EOX97904.1DNA replication licensing factor MCM4, putative [Theobroma cacao]Theobroma_cacao 50.90 0.00

TRINITY_DN25390_c0_g1GAQ83197.1Galactose mutarotase-like protein [Klebsormidium nitens]Klebsormidium_nitens 50.80 0.00

TRINITY_DN26542_c0_g1GBF98484.1hypothetical protein Rsub_11694, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.80 0.00

TRINITY_DN27618_c0_g1PWA60879.1CID domain-containing protein [Artemisia annua]Artemisia_annua 50.80 0.00

TRINITY_DN27760_c0_g1KXZ45909.1DHC7 protein [Gonium pectorale]Gonium_pectorale 50.80 0.00

TRINITY_DN29658_c0_g2GAQ83809.1Protein tyrosine phosphatase CDC14 [Klebsormidium nitens]Klebsormidium_nitens 50.80 0.00

TRINITY_DN30590_c0_g1GAX76060.1hypothetical protein CEUSTIGMA_g3503.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN32850_c0_g1XP_011627882.1protein BRICK 1 [Amborella trichopoda]Amborella_trichopoda 50.80 0.00

TRINITY_DN35566_c0_g1XP_001421099.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 50.80 0.00

TRINITY_DN35646_c0_g1XP_023730831.1CAAX prenyl protease 1 homolog [Lactuca sativa]Lactuca_sativa 50.80 0.00

TRINITY_DN37332_c0_g8PNR48081.1hypothetical protein PHYPA_012554 [Physcomitrella patens]Physcomitrella_patens 50.80 0.00

TRINITY_DN37395_c0_g2GAX81131.1hypothetical protein CEUSTIGMA_g8565.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN37793_c1_g2XP_010053590.1PREDICTED: uncharacterized protein LOC104442004 [Eucalyptus grandis]Eucalyptus_grandis 50.80 0.00

TRINITY_DN37958_c0_g3PIN21694.1Transcription factor MEIS1 [Handroanthus impetiginosus]Handroanthus_impetiginosus 50.80 0.00

TRINITY_DN37988_c1_g2XP_020274599.1LOW QUALITY PROTEIN: transducin beta-like protein 3 [Asparagus officinalis]Asparagus_officinalis 50.80 0.00

TRINITY_DN38037_c1_g3OAE20747.1hypothetical protein AXG93_2269s1080 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.80 0.00

TRINITY_DN38333_c0_g4XP_001703263.1expansin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN38922_c0_g2GAX73749.1hypothetical protein CEUSTIGMA_g1201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN39543_c1_g9GAX77030.1hypothetical protein CEUSTIGMA_g4477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN39703_c0_g7KXZ51584.1hypothetical protein GPECTOR_12g547 [Gonium pectorale]Gonium_pectorale 50.80 0.00

TRINITY_DN39709_c0_g1XP_004976635.1alpha-1,3/1,6-mannosyltransferase ALG2 [Setaria italica]Setaria_italica 50.80 0.00

TRINITY_DN40713_c1_g1GAX84446.1hypothetical protein CEUSTIGMA_g11866.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN40715_c0_g6XP_024357667.1chromodomain-helicase-DNA-binding protein 8-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 50.80 0.00

TRINITY_DN40925_c0_g2XP_001699750.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN41464_c0_g1XP_013906940.1putative rRNA-processing protein UTP23 like protein [Monoraphidium neglectum]Monoraphidium_neglectum 50.80 0.00

TRINITY_DN41629_c0_g6XP_023909059.1protein VAC14 homolog [Quercus suber]Quercus_suber 50.80 0.00

TRINITY_DN41800_c0_g9GAX86058.1hypothetical protein CEUSTIGMA_g13473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN42030_c0_g4GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.80 0.00



TRINITY_DN42190_c0_g3XP_005850672.1hypothetical protein CHLNCDRAFT_140723 [Chlorella variabilis]Chlorella_variabilis 50.80 0.00

TRINITY_DN42560_c0_g3XP_013898978.1hypothetical protein MNEG_8004 [Monoraphidium neglectum]Monoraphidium_neglectum 50.80 0.00

TRINITY_DN42952_c0_g7PNW76788.1hypothetical protein CHLRE_11g476200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN43601_c0_g1PNW75892.1hypothetical protein CHLRE_12g556200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN43908_c0_g4XP_002465650.2DExH-box ATP-dependent RNA helicase DExH14 [Sorghum bicolor]Sorghum_bicolor 50.80 0.00

TRINITY_DN44006_c1_g1GAX75477.1hypothetical protein CEUSTIGMA_g2920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN44115_c0_g1XP_013903750.1Protein midA [Monoraphidium neglectum]Monoraphidium_neglectum 50.80 0.00

TRINITY_DN44212_c1_g1GAX83154.1hypothetical protein CEUSTIGMA_g10580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN44271_c0_g3PNW81529.1hypothetical protein CHLRE_06g250450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN44619_c0_g3GAX83989.1hypothetical protein CEUSTIGMA_g11414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN44658_c1_g2KXZ51691.1hypothetical protein GPECTOR_11g141 [Gonium pectorale]Gonium_pectorale 50.80 0.00

TRINITY_DN45156_c1_g2PNW74393.1hypothetical protein CHLRE_13g606750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN45723_c0_g1NP_001152058.1dihydroorotate dehydrogenase [Zea mays]Zea_mays 50.80 0.00

TRINITY_DN46112_c0_g3XP_001701479.1ARF-like small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN46115_c0_g4OUS45216.1FAD-containing subunit of NADH dehydrogenase [Ostreococcus tauri]Ostreococcus_tauri 50.80 0.00

TRINITY_DN46303_c0_g3RID62880.1hypothetical protein BRARA_E01922 [Brassica rapa]Brassica_rapa 50.80 0.00

TRINITY_DN46912_c0_g1XP_002984997.1glutamate--tRNA ligase, cytoplasmic [Selaginella moellendorffii]Selaginella_moellendorffii 50.80 0.00

TRINITY_DN47574_c0_g2PHU23325.1hypothetical protein BC332_08432 [Capsicum chinense]Capsicum_chinense 50.80 0.00

TRINITY_DN47928_c0_g1GAX78881.1hypothetical protein CEUSTIGMA_g6320.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN48120_c0_g1XP_002953884.1hypothetical protein VOLCADRAFT_64274 [Volvox carteri f. nagariensis]Volvox_carteri 50.80 0.00

TRINITY_DN48213_c0_g4XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 50.80 0.00

TRINITY_DN48228_c0_g4GAX75423.1hypothetical protein CEUSTIGMA_g2867.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN48501_c0_g2GAQ87816.1sodium phosphate symporter [Klebsormidium nitens]Klebsormidium_nitens 50.80 0.00

TRINITY_DN48661_c2_g1KXZ53953.1FAP91 protein [Gonium pectorale]Gonium_pectorale 50.80 0.00

TRINITY_DN48663_c0_g2GAX73008.1hypothetical protein CEUSTIGMA_g460.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN48720_c0_g11XP_021897303.1nucleolar MIF4G domain-containing protein 1-like isoform X1 [Carica papaya]Carica_papaya 50.80 0.00

TRINITY_DN48926_c0_g1GBF89153.1Xaa-Pro aminopeptidase-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.80 0.00

TRINITY_DN48997_c0_g1GAX82368.1hypothetical protein CEUSTIGMA_g9797.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN49046_c0_g2RLN08780.1protein RRP45A-like isoform X2 [Panicum miliaceum]Panicum_miliaceum 50.80 0.00

TRINITY_DN49305_c0_g2XP_019453379.1PREDICTED: catalase isozyme 1-like [Lupinus angustifolius]Lupinus_angustifolius 50.80 0.00

TRINITY_DN49562_c0_g1PRW39353.1phosphoglycerate mutase [Chlorella sorokiniana]Chlorella_sorokiniana 50.80 0.00

TRINITY_DN49817_c0_g8XP_002959248.1hypothetical protein VOLCADRAFT_70607 [Volvox carteri f. nagariensis]Volvox_carteri 50.80 0.00

TRINITY_DN50551_c0_g2PNH06288.1hypothetical protein TSOC_007359 [Tetrabaena socialis]Tetrabaena_socialis 50.80 0.00

TRINITY_DN51093_c0_g1PSC67646.1MAK16-like protein A [Micractinium conductrix]Micractinium_conductrix 50.80 0.00

TRINITY_DN51441_c1_g1GAX75648.1hypothetical protein CEUSTIGMA_g3092.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN52166_c2_g1GBF91271.1hypothetical protein Rsub_03591 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.80 0.00

TRINITY_DN52344_c0_g1XP_001701521.1copper homeostasis protein cutC [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN52455_c0_g1KXZ55190.1hypothetical protein GPECTOR_3g335 [Gonium pectorale]Gonium_pectorale 50.80 0.00

TRINITY_DN52525_c0_g1GAX85296.1hypothetical protein CEUSTIGMA_g12713.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.80 0.00

TRINITY_DN52631_c4_g1AAO73551.1reverse-transcriptase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.80 0.00

TRINITY_DN9928_c0_g1KFK25830.1hypothetical protein AALP_AA8G167400 [Arabis alpina]Arabis_alpina 50.80 0.00

TRINITY_DN12257_c0_g2PTQ31414.1hypothetical protein MARPO_0112s0056 [Marchantia polymorpha]Marchantia_polymorpha 50.70 0.00

TRINITY_DN15144_c0_g1XP_022843014.1histone deacetylase 19-like [Olea europaea var. sylvestris]Olea_europaea 50.70 0.00

TRINITY_DN18658_c0_g1PPS08376.1hypothetical protein GOBAR_AA12273 [Gossypium barbadense]Gossypium_barbadense 50.70 0.00

TRINITY_DN20238_c0_g1XP_020868141.1UPF0235 protein C15orf40 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 50.70 0.00

TRINITY_DN21589_c0_g2GAX79008.1hypothetical protein CEUSTIGMA_g6448.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN23437_c0_g1XP_005650680.1proliferation-associated protein 1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.70 0.00

TRINITY_DN25135_c0_g1XP_004152107.1PREDICTED: probable phospholipid hydroperoxide glutathione peroxidase [Cucumis sativus]Cucumis_sativus 50.70 0.00

TRINITY_DN26988_c0_g1GAQ83828.1M-phase inducer phosphatase [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN28562_c0_g1XP_011025283.1PREDICTED: LOW QUALITY PROTEIN: aarF domain-containing protein kinase 4 [Populus euphratica]Populus_euphratica 50.70 0.00

TRINITY_DN28783_c0_g1XP_006396017.1nitrate reductase [NADH] 2 [Eutrema salsugineum]Eutrema_salsugineum 50.70 0.00

TRINITY_DN30554_c0_g2AAQ07255.1putative sensor kinase PK4 [Oryza sativa Japonica Group]Oryza_sativa 50.70 0.00

TRINITY_DN30562_c0_g1GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 50.70 0.00

TRINITY_DN31455_c0_g1XP_022885694.1D-2-hydroxyglutarate dehydrogenase, mitochondrial [Olea europaea var. sylvestris]Olea_europaea 50.70 0.00

TRINITY_DN31477_c0_g1XP_022938311.1histidine kinase CKI1 [Cucurbita moschata]Cucurbita_moschata 50.70 0.00

TRINITY_DN31791_c0_g2PRQ34925.1putative chromatin remodeling & transcription regulator BTB-POZ family [Rosa chinensis]Rosa_chinensis 50.70 0.00

TRINITY_DN31983_c0_g1KVH99051.1hypothetical protein Ccrd_022745 [Cynara cardunculus var. scolymus]Cynara_cardunculus 50.70 0.00

TRINITY_DN32228_c0_g1XP_003056424.1flagellar outer dynein arm light chain 5 [Micromonas pusilla CCMP1545]Micromonas_pusilla 50.70 0.00

TRINITY_DN34879_c0_g1PNH03659.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 50.70 0.00

TRINITY_DN35187_c0_g1GAQ86768.1hypothetical protein KFL_003100050 [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN35477_c0_g1EFJ10614.1hypothetical protein SELMODRAFT_127710 [Selaginella moellendorffii]Selaginella_moellendorffii 50.70 0.00

TRINITY_DN36171_c0_g1KYP66747.1U1 small nuclear ribonucleoprotein 70 kDa [Cajanus cajan]Cajanus_cajan 50.70 0.00

TRINITY_DN36287_c0_g1GAQ91212.1Calcium lipid-binding phosphatase [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN36494_c0_g1XP_002951710.1hypothetical protein VOLCADRAFT_92324 [Volvox carteri f. nagariensis]Volvox_carteri 50.70 0.00

TRINITY_DN36499_c0_g10XP_001697203.1flagellar associated protein, qilin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.70 0.00

TRINITY_DN36981_c0_g6XP_001689886.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.70 0.00



TRINITY_DN37122_c1_g1AID23868.1vanillin synthase [Glechoma hederacea]Glechoma_hederacea 50.70 0.00

TRINITY_DN37176_c0_g2PSS11301.1UDP-glucose 4-epimerase [Actinidia chinensis var. chinensis]Actinidia_chinensis 50.70 0.00

TRINITY_DN37192_c0_g5XP_010928693.1PREDICTED: apoptosis-inducing factor homolog B [Elaeis guineensis]Elaeis_guineensis 50.70 0.00

TRINITY_DN37327_c0_g5ACF98528.1delta-12 fatty acid desaturase [Chlorella vulgaris]Chlorella_vulgaris 50.70 0.00

TRINITY_DN37942_c0_g2PWA43673.1autophagy-related protein 18c [Artemisia annua]Artemisia_annua 50.70 0.00

TRINITY_DN37974_c0_g1XP_018831403.1PREDICTED: MAP3K epsilon protein kinase 1-like [Juglans regia]Juglans_regia 50.70 0.00

TRINITY_DN37979_c0_g3XP_020250379.1serine/threonine-protein phosphatase PP2A-1 catalytic subunit-like [Asparagus officinalis]Asparagus_officinalis 50.70 0.00

TRINITY_DN38102_c0_g1GAX82774.1hypothetical protein CEUSTIGMA_g10200.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN38274_c0_g2KXZ50512.1hypothetical protein GPECTOR_16g687 [Gonium pectorale]Gonium_pectorale 50.70 0.00

TRINITY_DN38353_c0_g7GAX80542.1hypothetical protein CEUSTIGMA_g7980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN3862_c0_g2XP_019425684.1PREDICTED: protein CIA1-like [Lupinus angustifolius]Lupinus_angustifolius 50.70 0.00

TRINITY_DN38801_c0_g3KXZ49881.1hypothetical protein GPECTOR_19g332 [Gonium pectorale]Gonium_pectorale 50.70 0.00

TRINITY_DN39968_c0_g1XP_013902974.1Pre-rRNA-processing protein esf2 [Monoraphidium neglectum]Monoraphidium_neglectum 50.70 0.00

TRINITY_DN40193_c0_g2GAQ81990.1Amino acid kinase family protein [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN40662_c0_g2XP_011100199.1splicing factor 3B subunit 3-like [Sesamum indicum]Sesamum_indicum 50.70 0.00

TRINITY_DN40780_c0_g6XP_018458629.1PREDICTED: ras-related protein RABA1d [Raphanus sativus]Raphanus_sativus 50.70 0.00

TRINITY_DN40792_c0_g5GAQ85592.1DNA-directed RNA polymerase III large subunit [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN41158_c0_g2KXZ52739.1hypothetical protein GPECTOR_8g131 [Gonium pectorale]Gonium_pectorale 50.70 0.00

TRINITY_DN41299_c1_g1XP_002952520.1hypothetical protein VOLCADRAFT_93239 [Volvox carteri f. nagariensis]Volvox_carteri 50.70 0.00

TRINITY_DN41715_c1_g7RZC26071.1NADPH--cytochrome P450 reductase isoform A [Glycine soja]Glycine_soja 50.70 0.00

TRINITY_DN41763_c0_g3GAX84584.1hypothetical protein CEUSTIGMA_g12005.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN42637_c0_g1OUS44809.1putative ABC transporter ATP-binding protein [Ostreococcus tauri]Ostreococcus_tauri 50.70 0.00

TRINITY_DN42648_c0_g1BAV58347.1GTP-binding protein YPTC1 [Ulva partita]Ulva_partita 50.70 0.00

TRINITY_DN42663_c0_g6BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.70 0.00

TRINITY_DN42772_c0_g1XP_023902451.1delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial-like [Quercus suber]Quercus_suber 50.70 0.00

TRINITY_DN43106_c1_g7KXZ46878.1hypothetical protein GPECTOR_39g372 [Gonium pectorale]Gonium_pectorale 50.70 0.00

TRINITY_DN43237_c0_g1XP_023897745.1tryptophan synthase-like [Quercus suber]Quercus_suber 50.70 0.00

TRINITY_DN43266_c2_g5NP_001238341.1seed maturation protein PM37 [Glycine max]Glycine_max 50.70 0.00

TRINITY_DN43535_c0_g11GBG74497.1hypothetical protein CBR_g18907 [Chara braunii]Chara_braunii 50.70 0.00

TRINITY_DN43696_c1_g6XP_002947758.1hypothetical protein VOLCADRAFT_116516 [Volvox carteri f. nagariensis]Volvox_carteri 50.70 0.00

TRINITY_DN43839_c0_g1GBF99073.1hypothetical protein Rsub_11844 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.70 0.00

TRINITY_DN43855_c0_g2XP_005649725.1TPR-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.70 0.00

TRINITY_DN43882_c0_g1XP_002952938.1hypothetical protein VOLCADRAFT_118227 [Volvox carteri f. nagariensis]Volvox_carteri 50.70 0.00

TRINITY_DN44209_c0_g1GAX81225.1hypothetical protein CEUSTIGMA_g8657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN44451_c0_g1PNH11457.1EF-hand domain-containing protein 1, partial [Tetrabaena socialis]Tetrabaena_socialis 50.70 0.00

TRINITY_DN44612_c1_g5GAX84694.1hypothetical protein CEUSTIGMA_g12116.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN45107_c0_g3YP_665680.1cytochrome c oxidase subunit 2 (mitochondrion) [Nephroselmis olivacea]Nephroselmis_olivacea 50.70 0.00

TRINITY_DN45258_c1_g5EFJ06457.1hypothetical protein SELMODRAFT_135331, partial [Selaginella moellendorffii]Selaginella_moellendorffii 50.70 0.00

TRINITY_DN46151_c0_g2PNW74349.1hypothetical protein CHLRE_13g605000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.70 0.00

TRINITY_DN46289_c2_g4GAX76021.1hypothetical protein CEUSTIGMA_g3464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN46829_c1_g1GAX79039.1hypothetical protein CEUSTIGMA_g6479.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN47344_c2_g2XP_002886956.1putative protease Do-like 3, mitochondrial [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 50.70 0.00

TRINITY_DN47350_c0_g2XP_011398979.1Uridine kinase-like protein 1, chloroplastic, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 50.70 0.00

TRINITY_DN47740_c0_g1PTQ43273.1hypothetical protein MARPO_0026s0136 [Marchantia polymorpha]Marchantia_polymorpha 50.70 0.00

TRINITY_DN48336_c0_g7XP_009789649.1PREDICTED: putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1C [Nicotiana sylvestris]Nicotiana_sylvestris 50.70 0.00

TRINITY_DN48393_c1_g6PNH07944.1hypothetical protein TSOC_005569, partial [Tetrabaena socialis]Tetrabaena_socialis 50.70 0.00

TRINITY_DN48609_c1_g4XP_004501467.1ATP-dependent zinc metalloprotease FTSH 4, mitochondrial-like isoform X2 [Cicer arietinum]Cicer_arietinum 50.70 0.00

TRINITY_DN48845_c0_g1PNH08776.1NEDD8 ultimate buster 1 [Tetrabaena socialis]Tetrabaena_socialis 50.70 0.00

TRINITY_DN48853_c1_g2GAQ89264.1hypothetical protein KFL_005050010 [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN49222_c1_g1GAX76629.1hypothetical protein CEUSTIGMA_g4075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN49521_c0_g8OMO56996.1Glutaredoxin [Corchorus capsularis]Corchorus_capsularis 50.70 0.00

TRINITY_DN50981_c1_g4GAX78405.1hypothetical protein CEUSTIGMA_g5847.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN51247_c3_g3XP_003083956.1P-loop containing nucleoside triphosphate hydrolase [Ostreococcus tauri]Ostreococcus_tauri 50.70 0.00

TRINITY_DN51278_c0_g2XP_013894876.1hypothetical protein MNEG_12105 [Monoraphidium neglectum]Monoraphidium_neglectum 50.70 0.00

TRINITY_DN51330_c3_g1PNW74906.1hypothetical protein CHLRE_12g505100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.70 0.00

TRINITY_DN51332_c0_g1GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 50.70 0.00

TRINITY_DN51660_c1_g2GAX78277.1hypothetical protein CEUSTIGMA_g5719.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN51796_c1_g4GAX73709.1hypothetical protein CEUSTIGMA_g1162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.70 0.00

TRINITY_DN52678_c0_g3PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 50.70 0.00

TRINITY_DN52849_c0_g1XP_016185520.1ADP-ribosylation factor 1 isoform X1 [Arachis ipaensis]Arachis_ipaensis 50.70 0.00

TRINITY_DN19504_c0_g1EFJ27143.1hypothetical protein SELMODRAFT_412078 [Selaginella moellendorffii]Selaginella_moellendorffii 50.60 0.00

TRINITY_DN22773_c0_g1GAQ86739.1tripartite motif-containing protein 37 [Klebsormidium nitens]Klebsormidium_nitens 50.60 0.00

TRINITY_DN23464_c0_g1XP_022009479.1anaphase-promoting complex subunit 8-like [Helianthus annuus]Helianthus_annuus 50.60 0.00

TRINITY_DN26746_c0_g1XP_001695440.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN27846_c0_g1XP_016482522.1PREDICTED: probable serine/threonine-protein kinase DDB_G0282963 isoform X1 [Nicotiana tabacum]Nicotiana_tabacum 50.60 0.00

TRINITY_DN28196_c0_g3XP_010426230.1PREDICTED: ABC transporter A family member 8 [Camelina sativa]Camelina_sativa 50.60 0.00



TRINITY_DN30465_c0_g1XP_010100771.1succinate dehydrogenase assembly factor 4, mitochondrial [Morus notabilis]Morus_notabilis 50.60 0.00

TRINITY_DN31326_c0_g1XP_026418151.1nudC domain-containing protein 2-like [Papaver somniferum]Papaver_somniferum 50.60 0.00

TRINITY_DN33070_c0_g2XP_013903961.1DEAD-box ATP-dependent RNA helicase 36 [Monoraphidium neglectum]Monoraphidium_neglectum 50.60 0.00

TRINITY_DN33228_c0_g3XP_024368000.1eukaryotic translation initiation factor 3 subunit L-like [Physcomitrella patens]Physcomitrella_patens 50.60 0.00

TRINITY_DN34724_c0_g4GAQ83082.1Maltose O-acetyltransferase [Klebsormidium nitens]Klebsormidium_nitens 50.60 0.00

TRINITY_DN35496_c0_g2XP_023877398.1pyruvate decarboxylase-like [Quercus suber]Quercus_suber 50.60 0.00

TRINITY_DN35561_c0_g4PKA64308.1Glycine-rich RNA-binding protein 4, mitochondrial [Apostasia shenzhenica]Apostasia_shenzhenica 50.60 0.00

TRINITY_DN35726_c0_g2XP_002952790.1hypothetical protein VOLCADRAFT_81992 [Volvox carteri f. nagariensis]Volvox_carteri 50.60 0.00

TRINITY_DN36123_c0_g1KXZ49030.1hypothetical protein GPECTOR_23g118 [Gonium pectorale]Gonium_pectorale 50.60 0.00

TRINITY_DN36209_c0_g1KXZ51554.1hypothetical protein GPECTOR_12g517 [Gonium pectorale]Gonium_pectorale 50.60 0.00

TRINITY_DN36322_c1_g2EEF25513.1conserved hypothetical protein [Ricinus communis]Ricinus_communis 50.60 0.00

TRINITY_DN36893_c0_g10PNW78101.1hypothetical protein CHLRE_10g464264v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN37136_c0_g2XP_002946508.1hypothetical protein VOLCADRAFT_120268 [Volvox carteri f. nagariensis]Volvox_carteri 50.60 0.00

TRINITY_DN37297_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 50.60 0.00

TRINITY_DN38136_c0_g1XP_001695660.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN38225_c0_g4XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 50.60 0.00

TRINITY_DN38286_c0_g1XP_020531501.1mitogen-activated protein kinase kinase kinase NPK1 isoform X1 [Amborella trichopoda]Amborella_trichopoda 50.60 0.00

TRINITY_DN38398_c0_g1PNH10984.1hypothetical protein TSOC_002230 [Tetrabaena socialis]Tetrabaena_socialis 50.60 0.00

TRINITY_DN38532_c1_g7XP_021906746.1autophagy-related protein 18a [Carica papaya]Carica_papaya 50.60 0.00

TRINITY_DN38801_c0_g2PNH10419.1WD repeat domain-containing protein, partial [Tetrabaena socialis]Tetrabaena_socialis 50.60 0.00

TRINITY_DN39256_c0_g4AFK33797.1unknown [Lotus japonicus]Lotus_japonicus 50.60 0.00

TRINITY_DN39495_c0_g2RLN36045.1hypothetical protein C2845_PM03G32530 [Panicum miliaceum]Panicum_miliaceum 50.60 0.00

TRINITY_DN39518_c0_g3XP_013444903.1ras-related protein Rab-2-A [Medicago truncatula]Medicago_truncatula 50.60 0.00

TRINITY_DN39972_c0_g6XP_002950146.1hypothetical protein VOLCADRAFT_60154 [Volvox carteri f. nagariensis]Volvox_carteri 50.60 0.00

TRINITY_DN40396_c0_g1PNW85246.1hypothetical protein CHLRE_03g177750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN41038_c1_g6PNW82707.1hypothetical protein CHLRE_06g290500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN41046_c0_g2GAX77588.1hypothetical protein CEUSTIGMA_g5032.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN41593_c1_g2NP_001307927.1uncharacterized protein LOC107326008 [Zea mays]Zea_mays 50.60 0.00

TRINITY_DN42340_c0_g1XP_002951105.1hypothetical protein VOLCADRAFT_104962 [Volvox carteri f. nagariensis]Volvox_carteri 50.60 0.00

TRINITY_DN42735_c1_g8KXZ50975.1hypothetical protein GPECTOR_14g218 [Gonium pectorale]Gonium_pectorale 50.60 0.00

TRINITY_DN42992_c0_g7XP_014519241.1DExH-box ATP-dependent RNA helicase DExH16, mitochondrial isoform X1 [Vigna radiata var. radiata]Vigna_radiata 50.60 0.00

TRINITY_DN43068_c0_g4GBF92286.1hypothetical protein Rsub_05369 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.60 0.00

TRINITY_DN43242_c1_g1XP_025882733.1uncharacterized protein LOC4342909 [Oryza sativa Japonica Group]Oryza_sativa 50.60 0.00

TRINITY_DN43424_c1_g2GAX76222.1hypothetical protein CEUSTIGMA_g3666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN43703_c0_g2GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN43783_c0_g4KQJ90679.1hypothetical protein BRADI_4g33250v3 [Brachypodium distachyon]Brachypodium_distachyon 50.60 0.00

TRINITY_DN43999_c0_g1PRW58352.1ATP-binding cassette transporter [Chlorella sorokiniana]Chlorella_sorokiniana 50.60 0.00

TRINITY_DN44500_c0_g3XP_002953446.1hypothetical protein VOLCADRAFT_94261 [Volvox carteri f. nagariensis]Volvox_carteri 50.60 0.00

TRINITY_DN44823_c1_g7XP_019198866.1PREDICTED: 60S ribosomal protein L7-4 [Ipomoea nil]Ipomoea_nil 50.60 0.00

TRINITY_DN44831_c0_g1XP_001694398.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN44844_c2_g1XP_001690071.1hypothetical protein CHLREDRAFT_157319 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN45089_c0_g3XP_013906490.1Activator heat shock protein ATPase [Monoraphidium neglectum]Monoraphidium_neglectum 50.60 0.00

TRINITY_DN45184_c0_g5XP_022839565.1Rudiment single hybrid motif [Ostreococcus tauri]Ostreococcus_tauri 50.60 0.00

TRINITY_DN4554_c0_g1XP_021974845.1probable histone chaperone ASF1A [Helianthus annuus]Helianthus_annuus 50.60 0.00

TRINITY_DN45675_c0_g7AHA93098.1PLC protein [Dunaliella salina]Dunaliella_salina 50.60 0.00

TRINITY_DN46484_c0_g1PNH08075.1hypothetical protein TSOC_005399 [Tetrabaena socialis]Tetrabaena_socialis 50.60 0.00

TRINITY_DN46813_c1_g1GAX81388.1hypothetical protein CEUSTIGMA_g8819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN47046_c0_g4PNH04050.1putative protein phosphatase 2C 8 [Tetrabaena socialis]Tetrabaena_socialis 50.60 0.00

TRINITY_DN47198_c0_g1GAX85110.1hypothetical protein CEUSTIGMA_g12530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN47253_c0_g3XP_021844560.1serine/threonine-protein kinase tricorner-like isoform X2 [Spinacia oleracea]Spinacia_oleracea 50.60 0.00

TRINITY_DN47307_c0_g1GAX82702.1hypothetical protein CEUSTIGMA_g10128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN47402_c0_g1GAX78680.1hypothetical protein CEUSTIGMA_g6118.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN47403_c0_g2GAX81576.1hypothetical protein CEUSTIGMA_g9004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN47503_c0_g2XP_022939060.1ras-related protein RABF1-like [Cucurbita moschata]Cucurbita_moschata 50.60 0.00

TRINITY_DN48175_c1_g5XP_016545125.1PREDICTED: ras-related protein RABD2a [Capsicum annuum]Capsicum_annuum 50.60 0.00

TRINITY_DN48230_c0_g1XP_013896042.1hypothetical protein MNEG_10940 [Monoraphidium neglectum]Monoraphidium_neglectum 50.60 0.00

TRINITY_DN48563_c0_g2PRW59539.1hypothetical protein C2E21_1390 [Chlorella sorokiniana]Chlorella_sorokiniana 50.60 0.00

TRINITY_DN48844_c0_g6PNW80625.1hypothetical protein CHLRE_07g325450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN49143_c0_g1GAX75680.1hypothetical protein CEUSTIGMA_g3123.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN49318_c0_g4KXZ43165.1hypothetical protein GPECTOR_99g800 [Gonium pectorale]Gonium_pectorale 50.60 0.00

TRINITY_DN49885_c0_g1XP_013904644.1Inositol-pentakisphosphate 2-kinase [Monoraphidium neglectum]Monoraphidium_neglectum 50.60 0.00

TRINITY_DN50737_c0_g1PNW82219.1hypothetical protein CHLRE_06g278111v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN51097_c0_g1PNW80534.1hypothetical protein CHLRE_07g321400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.60 0.00

TRINITY_DN51357_c1_g5XP_007509346.1glutathione peroxidase [Bathycoccus prasinos]Bathycoccus_prasinos 50.60 0.00

TRINITY_DN51419_c0_g2OVA00440.1DnaJ domain [Macleaya cordata]Macleaya_cordata 50.60 0.00

TRINITY_DN51714_c0_g1XP_020108908.1uncharacterized protein C20orf24 homolog [Ananas comosus]Ananas_comosus 50.60 0.00



TRINITY_DN52418_c0_g3GAX75739.1hypothetical protein CEUSTIGMA_g3182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.60 0.00

TRINITY_DN53831_c0_g1XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 50.60 0.00

TRINITY_DN22256_c0_g1XP_023906936.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 50.50 0.00

TRINITY_DN2282_c0_g1BAK02367.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.50 0.00

TRINITY_DN30628_c0_g3VDC98249.1unnamed protein product [Brassica oleracea]Brassica_oleracea 50.50 0.00

TRINITY_DN31716_c0_g1XP_001702859.1YCII-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN31857_c0_g2XP_010090019.2cell number regulator 2 [Morus notabilis]Morus_notabilis 50.50 0.00

TRINITY_DN33070_c0_g1AIU49483.1RNA helicase 36, partial [Dioscorea oppositifolia]Dioscorea_oppositifolia 50.50 0.00

TRINITY_DN33581_c0_g2XP_012075983.1methylthioribose kinase isoform X2 [Jatropha curcas]Jatropha_curcas 50.50 0.00

TRINITY_DN33630_c0_g2XP_019165007.1PREDICTED: uncharacterized protein LOC109161108 [Ipomoea nil]Ipomoea_nil 50.50 0.00

TRINITY_DN34156_c0_g2RAL46487.1hypothetical protein DM860_004766 [Cuscuta australis]Cuscuta_australis 50.50 0.00

TRINITY_DN34812_c0_g2GAX74713.1hypothetical protein CEUSTIGMA_g2161.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN34918_c0_g11XP_008374714.1PREDICTED: putative phospholipid-transporting ATPase 9 [Malus domestica]Malus_domestica 50.50 0.00

TRINITY_DN35385_c0_g1XP_004143594.1PREDICTED: serine/arginine-rich splicing factor RS2Z32-like isoform X2 [Cucumis sativus]Cucumis_sativus 50.50 0.00

TRINITY_DN39192_c0_g3PNH12866.1Microsomal glutathione S-transferase 3 [Tetrabaena socialis]Tetrabaena_socialis 50.50 0.00

TRINITY_DN39529_c1_g2P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 50.50 0.00

TRINITY_DN39804_c0_g3XP_014517462.1zingipain-1-like [Vigna radiata var. radiata]Vigna_radiata 50.50 0.00

TRINITY_DN40006_c0_g1GBF90917.1hypothetical protein Rsub_03772 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.50 0.00

TRINITY_DN41131_c0_g1PNH12500.1hypothetical protein TSOC_000582 [Tetrabaena socialis]Tetrabaena_socialis 50.50 0.00

TRINITY_DN41563_c1_g3GBF93793.1hypothetical protein Rsub_06125 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.50 0.00

TRINITY_DN41678_c0_g3PNW79732.1hypothetical protein CHLRE_08g364862v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN41759_c0_g3GBG00105.1hypothetical protein Rsub_12846 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.50 0.00

TRINITY_DN42136_c0_g2XP_001699914.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN42777_c1_g3GAX74565.1hypothetical protein CEUSTIGMA_g2014.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN43119_c0_g1GBF95292.1hypothetical protein Rsub_08323 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.50 0.00

TRINITY_DN43133_c0_g7PNW83972.1hypothetical protein CHLRE_04g213652v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN43252_c0_g1GAX74113.1hypothetical protein CEUSTIGMA_g1562.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN44053_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 50.50 0.00

TRINITY_DN45520_c1_g1PNW77884.1hypothetical protein CHLRE_10g455650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN46109_c0_g1GAX77584.1hypothetical protein CEUSTIGMA_g5028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN46450_c0_g1KXZ54885.1hypothetical protein GPECTOR_4g957 [Gonium pectorale]Gonium_pectorale 50.50 0.00

TRINITY_DN46464_c0_g1PNW78897.1hypothetical protein CHLRE_09g393728v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN46705_c0_g10XP_018478500.1PREDICTED: glutaredoxin-C2 [Raphanus sativus]Raphanus_sativus 50.50 0.00

TRINITY_DN47440_c1_g2GAX75176.1hypothetical protein CEUSTIGMA_g2620.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN48539_c0_g3KZV42713.1mediator of RNA polymerase II transcription subunit 31-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.50 0.00

TRINITY_DN48623_c0_g2GAX73851.1hypothetical protein CEUSTIGMA_g1301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN48667_c1_g2BAG12978.1RHYTHM OF CHLOROPLAST 55 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN49309_c0_g1GBG82518.1hypothetical protein CBR_g34895 [Chara braunii]Chara_braunii 50.50 0.00

TRINITY_DN49345_c0_g3OAE22636.1hypothetical protein AXG93_531s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.50 0.00

TRINITY_DN49593_c0_g6XP_007137757.1hypothetical protein PHAVU_009G153400g [Phaseolus vulgaris]Phaseolus_vulgaris 50.50 0.00

TRINITY_DN49623_c0_g1GAX82177.1hypothetical protein CEUSTIGMA_g9605.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN49655_c0_g8PRW59738.1Acyl-coenzyme A oxidase peroxisomal [Chlorella sorokiniana]Chlorella_sorokiniana 50.50 0.00

TRINITY_DN49735_c0_g2GAX74509.1hypothetical protein CEUSTIGMA_g1958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN49835_c0_g1KXZ55590.1hypothetical protein GPECTOR_2g1140 [Gonium pectorale]Gonium_pectorale 50.50 0.00

TRINITY_DN50544_c1_g3XP_013900391.1hypothetical protein MNEG_6587 [Monoraphidium neglectum]Monoraphidium_neglectum 50.50 0.00

TRINITY_DN50724_c0_g2XP_001695855.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.50 0.00

TRINITY_DN50936_c0_g2XP_006300545.1protein GID8 homolog isoform X2 [Capsella rubella]Capsella_rubella 50.50 0.00

TRINITY_DN51061_c0_g2GBF97878.1hypothetical protein Rsub_10233 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.50 0.00

TRINITY_DN51580_c0_g1KXZ45476.1hypothetical protein GPECTOR_54g217 [Gonium pectorale]Gonium_pectorale 50.50 0.00

TRINITY_DN51606_c0_g1GAX74872.1hypothetical protein CEUSTIGMA_g2318.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN51981_c0_g3GAX85542.1hypothetical protein CEUSTIGMA_g12957.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN52088_c0_g1GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.50 0.00

TRINITY_DN52485_c1_g3KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 50.50 0.00

TRINITY_DN5527_c0_g1XP_013894513.1alpha-1,3/alpha-1,6-mannosyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 50.50 0.00

TRINITY_DN23570_c0_g1AMN14858.1putative alpha-glucosidase, partial [Nepenthes mirabilis]Nepenthes_mirabilis 50.40 0.00

TRINITY_DN24550_c0_g1XP_005650382.1protein serine/threonine phosphatase 2C [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.40 0.00

TRINITY_DN30895_c0_g2XP_023906515.1mitochondrial chaperone BCS1-like [Quercus suber]Quercus_suber 50.40 0.00

TRINITY_DN31817_c0_g2GBF99186.1DNA mismatch repair [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.40 0.00

TRINITY_DN32629_c0_g1XP_012850983.1PREDICTED: uncharacterized protein At4g28440-like [Erythranthe guttata]Erythranthe_guttata 50.40 0.00

TRINITY_DN35180_c1_g8BAG12189.1Parkin-co-regulated gene product [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN35279_c0_g6KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 50.40 0.00

TRINITY_DN35525_c0_g1XP_010651488.1PREDICTED: phosphatidylinositol 3-kinase, root isoform isoform X2 [Vitis vinifera]Vitis_vinifera 50.40 0.00

TRINITY_DN35931_c0_g1XP_023755175.1zinc finger CCCH domain-containing protein 49-like [Lactuca sativa]Lactuca_sativa 50.40 0.00

TRINITY_DN36929_c0_g5GBF99345.1hypothetical protein Rsub_11757 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.40 0.00

TRINITY_DN38169_c0_g4KXZ56688.1hypothetical protein GPECTOR_1g62 [Gonium pectorale]Gonium_pectorale 50.40 0.00

TRINITY_DN38652_c0_g3XP_003064457.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 50.40 0.00



TRINITY_DN38964_c0_g1XP_024517274.1O-acetyl-ADP-ribose deacetylase 1-like [Selaginella moellendorffii]Selaginella_moellendorffii 50.40 0.00

TRINITY_DN39506_c0_g1XP_001693568.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN39691_c1_g1GAX80857.1hypothetical protein CEUSTIGMA_g8292.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN39864_c1_g4PNW87020.1hypothetical protein CHLRE_02g105450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN40055_c0_g1XP_003080638.2Protein-L-isoaspartate(D-aspartate) O-methyltransferase [Ostreococcus tauri]Ostreococcus_tauri 50.40 0.00

TRINITY_DN40175_c0_g1XP_013901357.1Protein gar2 [Monoraphidium neglectum]Monoraphidium_neglectum 50.40 0.00

TRINITY_DN41060_c0_g5XP_005852185.1hypothetical protein CHLNCDRAFT_18295 [Chlorella variabilis]Chlorella_variabilis 50.40 0.00

TRINITY_DN41267_c0_g6KXZ48541.1hypothetical protein GPECTOR_27g712 [Gonium pectorale]Gonium_pectorale 50.40 0.00

TRINITY_DN41390_c2_g8GAX76672.1hypothetical protein CEUSTIGMA_g4118.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN41750_c1_g3KXZ46366.1hypothetical protein GPECTOR_44g43 [Gonium pectorale]Gonium_pectorale 50.40 0.00

TRINITY_DN42023_c0_g2XP_002949736.1hypothetical protein VOLCADRAFT_90064 [Volvox carteri f. nagariensis]Volvox_carteri 50.40 0.00

TRINITY_DN42496_c0_g1XP_002946523.1hypothetical protein VOLCADRAFT_102948 [Volvox carteri f. nagariensis]Volvox_carteri 50.40 0.00

TRINITY_DN42624_c0_g3XP_006851911.1endoplasmin homolog [Amborella trichopoda]Amborella_trichopoda 50.40 0.00

TRINITY_DN43126_c0_g1GBF90293.1hypothetical protein Rsub_02399 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.40 0.00

TRINITY_DN44488_c0_g3GAX77552.1hypothetical protein CEUSTIGMA_g4996.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN44600_c0_g3KXZ56031.1hypothetical protein GPECTOR_2g1583 [Gonium pectorale]Gonium_pectorale 50.40 0.00

TRINITY_DN44652_c0_g2PNW71725.1hypothetical protein CHLRE_16g666334v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN44894_c0_g2XP_001415927.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 50.40 0.00

TRINITY_DN45339_c0_g6GAX74033.1hypothetical protein CEUSTIGMA_g1483.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN45470_c0_g2GAX85008.1hypothetical protein CEUSTIGMA_g12429.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN46069_c0_g3PNW81864.1hypothetical protein CHLRE_06g263602v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN46095_c0_g2PNW88010.1hypothetical protein CHLRE_01g010700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN46420_c0_g1XP_002955376.1hypothetical protein VOLCADRAFT_109965 [Volvox carteri f. nagariensis]Volvox_carteri 50.40 0.00

TRINITY_DN46449_c0_g4KXZ51879.1hypothetical protein GPECTOR_11g314 [Gonium pectorale]Gonium_pectorale 50.40 0.00

TRINITY_DN46473_c0_g2XP_005845251.1hypothetical protein CHLNCDRAFT_136921 [Chlorella variabilis]Chlorella_variabilis 50.40 0.00

TRINITY_DN46997_c0_g2XP_015695219.1PREDICTED: serine/threonine-protein kinase STY17-like [Oryza brachyantha]Oryza_brachyantha 50.40 0.00

TRINITY_DN47333_c1_g4GAX81383.1hypothetical protein CEUSTIGMA_g8814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0

TRINITY_DN47386_c1_g1GAX85014.1hypothetical protein CEUSTIGMA_g12435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN47554_c0_g5GAX83217.1hypothetical protein CEUSTIGMA_g10643.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN47569_c0_g1AAV71157.1PR46b [Chlamydomonas incerta]Chlamydomonas_incerta 50.40 0.00

TRINITY_DN47694_c0_g1XP_002957622.1hypothetical protein VOLCADRAFT_107756 [Volvox carteri f. nagariensis]Volvox_carteri 50.40 0.00

TRINITY_DN47843_c0_g3GAX83740.1hypothetical protein CEUSTIGMA_g11165.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN48224_c0_g3XP_002951643.1hypothetical protein VOLCADRAFT_92190 [Volvox carteri f. nagariensis]Volvox_carteri 50.40 0.00

TRINITY_DN49331_c0_g5KZV15127.1hypothetical protein F511_34786 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.40 0.00

TRINITY_DN49352_c0_g3GAX80614.1hypothetical protein CEUSTIGMA_g8049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN50120_c0_g1GBF93497.1hypothetical protein Rsub_06630 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.40 0.00

TRINITY_DN50172_c0_g4XP_020092205.1leucine--tRNA ligase, cytoplasmic-like isoform X2 [Ananas comosus]Ananas_comosus 50.40 0

TRINITY_DN51004_c2_g4XP_002978831.1DEAD-box ATP-dependent RNA helicase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 50.40 0.00

TRINITY_DN51231_c0_g2XP_027097084.1serine/threonine-protein kinase 10-like isoform X2 [Coffea arabica]Coffea_arabica 50.40 0.00

TRINITY_DN51458_c0_g11BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.40 0.00

TRINITY_DN51485_c1_g5GAX85615.1hypothetical protein CEUSTIGMA_g13030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.40 0.00

TRINITY_DN51652_c1_g1XP_023905253.1cytosine deaminase-like [Quercus suber]Quercus_suber 50.40 0.00

TRINITY_DN51719_c0_g1XP_001701974.1COP-II coat subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.40 0.00

TRINITY_DN13438_c0_g2PIA61677.1hypothetical protein AQUCO_00300897v1 [Aquilegia coerulea]Aquilegia_coerulea 50.30 0.00

TRINITY_DN20904_c0_g1EFJ32094.1hypothetical protein SELMODRAFT_11479, partial [Selaginella moellendorffii]Selaginella_moellendorffii 50.30 0.00

TRINITY_DN33802_c0_g1EFJ33766.1hypothetical protein SELMODRAFT_83225, partial [Selaginella moellendorffii]Selaginella_moellendorffii 50.30 0.00

TRINITY_DN34559_c0_g1GAQ80165.1hypothetical protein KFL_000480060 [Klebsormidium nitens]Klebsormidium_nitens 50.30 0.00

TRINITY_DN35706_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 50.30 0.00

TRINITY_DN36430_c0_g1XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 50.30 0.00

TRINITY_DN38854_c0_g7RWW90851.1hypothetical protein BHE74_00022254 [Ensete ventricosum]Ensete_ventricosum 50.30 0.00

TRINITY_DN39284_c1_g1AAB86496.1calmodulin [Zea mays]Zea_mays 50.30 0.00

TRINITY_DN39814_c0_g3KXZ44811.1hypothetical protein GPECTOR_62g926 [Gonium pectorale]Gonium_pectorale 50.30 0.00

TRINITY_DN40314_c0_g1PNW88309.1hypothetical protein CHLRE_01g023773v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.30 0.00

TRINITY_DN40425_c0_g3XP_023909643.1uncharacterized protein LOC112021308 [Quercus suber]Quercus_suber 50.30 0.00

TRINITY_DN40824_c0_g3XP_002954928.1hypothetical protein VOLCADRAFT_65427 [Volvox carteri f. nagariensis]Volvox_carteri 50.30 0.00

TRINITY_DN40969_c0_g2XP_021719782.1U4/U6.U5 tri-snRNP-associated protein 2-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 50.30 0.00

TRINITY_DN42203_c0_g1OAE35093.1hypothetical protein AXG93_763s1270 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.30 0.00

TRINITY_DN42802_c0_g8GBF94593.1metallo-hydrolase oxidoreductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.30 0.00

TRINITY_DN42838_c0_g2KFK32437.1hypothetical protein AALP_AA6G241500 [Arabis alpina]Arabis_alpina 50.30 0.00

TRINITY_DN43023_c3_g8KXZ51030.1hypothetical protein GPECTOR_14g27 [Gonium pectorale]Gonium_pectorale 50.30 0.00

TRINITY_DN43025_c1_g2GBF91539.1hypothetical protein Rsub_04279 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.30 0.00

TRINITY_DN43807_c1_g2GAX80482.1hypothetical protein CEUSTIGMA_g7920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN44020_c0_g1GAX75501.1hypothetical protein CEUSTIGMA_g2944.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN44283_c0_g5XP_002952203.1hypothetical protein VOLCADRAFT_105423 [Volvox carteri f. nagariensis]Volvox_carteri 50.30 0.00

TRINITY_DN44310_c0_g1PNW88664.1hypothetical protein CHLRE_01g039400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.30 0.00

TRINITY_DN44637_c0_g1BAK03175.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.30 0.00



TRINITY_DN45159_c0_g5PTQ35039.1hypothetical protein MARPO_0074s0031 [Marchantia polymorpha]Marchantia_polymorpha 50.30 0.00

TRINITY_DN45385_c1_g1XP_005844142.1hypothetical protein CHLNCDRAFT_139234 [Chlorella variabilis]Chlorella_variabilis 50.30 0.00

TRINITY_DN45549_c0_g2XP_005652052.1nucleotide-diphospho-sugar transferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.30 0.00

TRINITY_DN45843_c0_g1XP_001695790.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.30 0.00

TRINITY_DN46884_c0_g1XP_002956026.1hypothetical protein VOLCADRAFT_76931 [Volvox carteri f. nagariensis]Volvox_carteri 50.30 0.00

TRINITY_DN47722_c0_g2PNW82922.1hypothetical protein CHLRE_06g299800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.30 0.00

TRINITY_DN48425_c0_g2KXZ51382.1hypothetical protein GPECTOR_12g344 [Gonium pectorale]Gonium_pectorale 50.30 0.00

TRINITY_DN49356_c0_g5XP_002956438.1hypothetical protein VOLCADRAFT_97402 [Volvox carteri f. nagariensis]Volvox_carteri 50.30 0.00

TRINITY_DN49767_c0_g1XP_024517585.1casein kinase II subunit beta-1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 50.30 0.00

TRINITY_DN50042_c0_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 50.30 0.00

TRINITY_DN50119_c0_g5PTQ35287.1hypothetical protein MARPO_0072s0034 [Marchantia polymorpha]Marchantia_polymorpha 50.30 0.00

TRINITY_DN50162_c0_g1PLY76581.1hypothetical protein LSAT_5X105901 [Lactuca sativa]Lactuca_sativa 50.30 0.00

TRINITY_DN50418_c0_g1GAX84455.1hypothetical protein CEUSTIGMA_g11875.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN50834_c1_g3PSC67553.1hypothetical protein C2E20_8764 [Micractinium conductrix]Micractinium_conductrix 50.30 0.00

TRINITY_DN50863_c0_g1GAX85565.1hypothetical protein CEUSTIGMA_g12980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN51303_c0_g1KXZ43500.1hypothetical protein GPECTOR_88g443 [Gonium pectorale]Gonium_pectorale 50.30 0.00

TRINITY_DN52175_c0_g2GAX82138.1hypothetical protein CEUSTIGMA_g9566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN52597_c2_g1GAX82386.1hypothetical protein CEUSTIGMA_g9814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.30 0.00

TRINITY_DN31743_c0_g1EPS69926.1hypothetical protein M569_04839, partial [Genlisea aurea]Genlisea_aurea 50.20 0.00

TRINITY_DN31904_c0_g1XP_005645329.1pyruvate kinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.20 0.00

TRINITY_DN34612_c0_g1XP_003562756.1COBW domain-containing protein 1 [Brachypodium distachyon]Brachypodium_distachyon 50.20 0.00

TRINITY_DN35764_c1_g1GAQ88954.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 50.20 0.00

TRINITY_DN36815_c0_g1GAX74335.1hypothetical protein CEUSTIGMA_g1784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN38753_c0_g3GAX78602.1hypothetical protein CEUSTIGMA_g6041.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN38873_c0_g1GAX79708.1hypothetical protein CEUSTIGMA_g7149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN38974_c0_g2PIA37646.1hypothetical protein AQUCO_03000299v1 [Aquilegia coerulea]Aquilegia_coerulea 50.20 0.00

TRINITY_DN39408_c1_g1PNH07369.1hypothetical protein TSOC_006244 [Tetrabaena socialis]Tetrabaena_socialis 50.20 0.00

TRINITY_DN39582_c0_g8GAQ86546.1TCP-1/cpn60 chaperonin family protein [Klebsormidium nitens]Klebsormidium_nitens 50.20 0.00

TRINITY_DN39804_c0_g8BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.20 0.00

TRINITY_DN40115_c0_g2BAJ98902.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.20 0.00

TRINITY_DN40358_c0_g1XP_002949562.1hypothetical protein VOLCADRAFT_89940 [Volvox carteri f. nagariensis]Volvox_carteri 50.20 0.00

TRINITY_DN40686_c1_g5XP_001699995.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN41205_c0_g9GAQ83887.1CCR4-NOT transcription complex subunit 4 [Klebsormidium nitens]Klebsormidium_nitens 50.20 0.00

TRINITY_DN41214_c1_g5XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 50.20 0.00

TRINITY_DN41499_c0_g3PNW80458.1hypothetical protein CHLRE_07g318350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN41703_c0_g5GAX83594.1hypothetical protein CEUSTIGMA_g11019.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN41973_c0_g3GAX73683.1hypothetical protein CEUSTIGMA_g1134.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN42449_c0_g1PNH12987.1hypothetical protein TSOC_000053 [Tetrabaena socialis]Tetrabaena_socialis 50.20 0.00

TRINITY_DN42980_c0_g2KXZ49820.1hypothetical protein GPECTOR_19g271 [Gonium pectorale]Gonium_pectorale 50.20 0.00

TRINITY_DN43010_c0_g3PNW69788.1hypothetical protein CHLRE_19g750197v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN43984_c1_g3XP_020584036.1serine/threonine-protein kinase rio2 isoform X3 [Phalaenopsis equestris]Phalaenopsis_equestris 50.20 0.00

TRINITY_DN44301_c0_g1GAX84084.1hypothetical protein CEUSTIGMA_g11508.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN45126_c0_g4GAX79457.1hypothetical protein CEUSTIGMA_g6898.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN45589_c0_g4GAQ88076.1adenylosuccinate lyase [Klebsormidium nitens]Klebsormidium_nitens 50.20 0.00

TRINITY_DN45714_c0_g1XP_002956604.1hexokinase [Volvox carteri f. nagariensis]Volvox_carteri 50.20 0.00

TRINITY_DN45916_c0_g2GBF91987.1hypothetical protein Rsub_04711 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.20 0.00

TRINITY_DN46276_c0_g1GAX84618.1hypothetical protein CEUSTIGMA_g12039.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN46521_c0_g3GBF88042.1histone deacetylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.20 0.00

TRINITY_DN46869_c1_g1XP_001696312.1aldose-1-epimerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN47531_c2_g3XP_023902451.1delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial-like [Quercus suber]Quercus_suber 50.20 0.00

TRINITY_DN47933_c0_g2XP_001699836.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN49061_c0_g1XP_023907860.1protein transport protein sec23-like [Quercus suber]Quercus_suber 50.20 0.00

TRINITY_DN49197_c0_g1KXZ50888.1hypothetical protein GPECTOR_14g137 [Gonium pectorale]Gonium_pectorale 50.20 0.00

TRINITY_DN49249_c0_g1KXZ50183.1NTR1 protein [Gonium pectorale]Gonium_pectorale 50.20 0.00

TRINITY_DN49379_c0_g6GBF91246.1hypothetical protein Rsub_03566 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.20 0.00

TRINITY_DN49441_c0_g4PNW88100.1hypothetical protein CHLRE_01g014150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN50669_c0_g1GAX76895.1hypothetical protein CEUSTIGMA_g4341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN50734_c0_g2GAX84165.1hypothetical protein CEUSTIGMA_g11588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0

TRINITY_DN50802_c0_g2GAX74020.1hypothetical protein CEUSTIGMA_g1470.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN51005_c2_g2GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN51356_c1_g3PNW76018.1hypothetical protein CHLRE_12g550900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.20 0.00

TRINITY_DN51448_c1_g1GAX82325.1hypothetical protein CEUSTIGMA_g9754.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN52594_c1_g1GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.20 0.00

TRINITY_DN33707_c0_g4XP_003579972.1isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 50.10 0.00

TRINITY_DN40233_c1_g4XP_023905285.1uroporphyrinogen decarboxylase-like [Quercus suber]Quercus_suber 50.10 0.00

TRINITY_DN40839_c0_g1XP_023896189.1uncharacterized protein LOC112008070 [Quercus suber]Quercus_suber 50.10 0.00



TRINITY_DN44102_c0_g1XP_019459697.1PREDICTED: alanine--glyoxylate aminotransferase 2 homolog 3, mitochondrial-like [Lupinus angustifolius]Lupinus_angustifolius 50.10 0.00

TRINITY_DN47060_c0_g3KXZ48390.1hypothetical protein GPECTOR_28g797 [Gonium pectorale]Gonium_pectorale 50.10 0.00

TRINITY_DN47702_c0_g2GAX84269.1hypothetical protein CEUSTIGMA_g11692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.10 0.00

TRINITY_DN48272_c2_g1KXZ44472.1hypothetical protein GPECTOR_67g312 [Gonium pectorale]Gonium_pectorale 50.10 0.00

TRINITY_DN49482_c1_g1PNW76103.1hypothetical protein CHLRE_12g547700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.10 0.00

TRINITY_DN50593_c0_g1XP_001696815.1subunit of retromer complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.10 0.00

TRINITY_DN51214_c0_g1GAX77315.1hypothetical protein CEUSTIGMA_g4761.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.10 0.00

TRINITY_DN52527_c1_g1PNW74201.1hypothetical protein CHLRE_13g589250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.10 0.00

TRINITY_DN10619_c0_g2XP_023883461.1malate dehydrogenase, cytoplasmic-like isoform X2 [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN12070_c0_g2XP_023874578.1cytochrome c oxidase subunit 6B-like [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN12393_c0_g1GAQ79220.1hypothetical protein KFL_000260360 [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN14127_c0_g1KDD76599.1ABC transporter [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 50.00 0.00

TRINITY_DN15927_c0_g1XP_001701085.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN16199_c0_g2XP_016557028.1PREDICTED: mannosyl-oligosaccharide glucosidase GCS1-like isoform X1 [Capsicum annuum]Capsicum_annuum 50.00 0.00

TRINITY_DN16214_c0_g2GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN16929_c0_g1XP_012571450.1ABC transporter C family member 13 [Cicer arietinum]Cicer_arietinum 50.00 0.00

TRINITY_DN18490_c0_g2EMS58752.1Dihydropyrimidinase [Triticum urartu]Triticum_urartu 50.00 0.00

TRINITY_DN20308_c0_g1XP_017231010.1PREDICTED: mitochondrial import inner membrane translocase subunit TIM17-2-like [Daucus carota subsp. sativus]Daucus_carota 50.00 0.00

TRINITY_DN20380_c0_g1OAE26681.1hypothetical protein AXG93_4118s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.00 0.00

TRINITY_DN20654_c0_g1KZM95729.1hypothetical protein DCAR_018971 [Daucus carota subsp. sativus]Daucus_carota 50.00 0.00

TRINITY_DN21268_c0_g1EEC69551.1hypothetical protein OsI_38843 [Oryza sativa Indica Group]Oryza_sativa 50.00 0.00

TRINITY_DN22088_c0_g4RMZ53645.1hypothetical protein APUTEX25_003179 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 50.00 0.00

TRINITY_DN2227_c0_g1BAK05503.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.00 0.00

TRINITY_DN22889_c0_g1XP_005643166.1flagellar associated protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.00 0.00

TRINITY_DN23022_c0_g1GAX74518.1hypothetical protein CEUSTIGMA_g1967.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN24041_c0_g2GAU47956.1hypothetical protein TSUD_06900 [Trifolium subterraneum]Trifolium_subterraneum 50.00 0.00

TRINITY_DN24211_c0_g1XP_007513489.1ATP-dependent protease La [Bathycoccus prasinos]Bathycoccus_prasinos 50.00 0.00

TRINITY_DN24835_c0_g2XP_024382261.1probable C-terminal domain small phosphatase [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN25315_c0_g3XP_010686782.1PREDICTED: malonyl-CoA decarboxylase, mitochondrial isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 50.00 0.00

TRINITY_DN26027_c0_g1OEL12956.1Tubulin beta-6 chain [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 50.00 0.00

TRINITY_DN27530_c0_g1PNW70132.1hypothetical protein CHLRE_17g707100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN27647_c0_g1P51824.2RecName: Full=ADP-ribosylation factor 1Solanum_tuberosum 50.00 0.00

TRINITY_DN28080_c0_g2XP_019052126.1PREDICTED: ABC transporter C family member 13 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 50.00 0.00

TRINITY_DN28483_c0_g1ABF00073.1chloroplast heterotrimeric G-protein complex protein, partial [Capsicum annuum]Capsicum_annuum 50.00 0.00

TRINITY_DN28813_c1_g1XP_015693719.1PREDICTED: LOW QUALITY PROTEIN: probable alpha-glucosidase Os06g0675700 [Oryza brachyantha]Oryza_brachyantha 50.00 0.00

TRINITY_DN28998_c0_g2XP_009339821.1PREDICTED: mitochondrial thiamine pyrophosphate carrier-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 50.00 0.00

TRINITY_DN29089_c0_g1PSC74288.1DNA-directed RNA polymerases IV and V subunit 11 [Micractinium conductrix]Micractinium_conductrix 50.00 0.00

TRINITY_DN29111_c0_g1XP_007514402.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 50.00 0.00

TRINITY_DN29395_c0_g1BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.00 0.00

TRINITY_DN30098_c0_g1XP_016206153.1protein BONZAI 3 [Arachis ipaensis]Arachis_ipaensis 50.00 0.00

TRINITY_DN30390_c0_g1GBF96728.1hypothetical protein Rsub_09470 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN30921_c0_g1XP_011652920.1PREDICTED: dephospho-CoA kinase [Cucumis sativus]Cucumis_sativus 50.00 0.00

TRINITY_DN30976_c0_g1XP_009351244.1PREDICTED: glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 50.00 0.00

TRINITY_DN31058_c0_g2GBG86444.1hypothetical protein CBR_g41440 [Chara braunii]Chara_braunii 50.00 0.00

TRINITY_DN31242_c0_g2AIA88530.1FGE-sulfatase, partial [uncultured Ostreococcus]uncultured_Ostreococcus 50.00 0.00

TRINITY_DN31375_c0_g2GAX75738.1hypothetical protein CEUSTIGMA_g3181.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN31771_c0_g1OWM82593.1hypothetical protein CDL15_Pgr002168 [Punica granatum]Punica_granatum 50.00 0.00

TRINITY_DN31789_c0_g1XP_002980848.1uncharacterized protein LOC9657616 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 50.00 0.00

TRINITY_DN31886_c0_g1XP_009351053.1PREDICTED: actin-related protein 2/3 complex subunit 3-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 50.00 0.00

TRINITY_DN32542_c0_g3BAJ98849.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.00 0.00

TRINITY_DN32986_c0_g1XP_003526663.12-oxoisovalerate dehydrogenase subunit alpha 2, mitochondrial [Glycine max]Glycine_max 50.00 0.00

TRINITY_DN32988_c0_g1XP_001699175.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN33051_c0_g1CDP11370.1unnamed protein product [Coffea canephora]Coffea_canephora 50.00 0.00

TRINITY_DN33369_c0_g1XP_024398078.1mitochondrial dicarboxylate/tricarboxylate transporter DTC-like [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN33526_c1_g6XP_027930604.1U1 small nuclear ribonucleoprotein A [Vigna unguiculata]Vigna_unguiculata 50.00 0.00

TRINITY_DN33787_c0_g1KXZ49296.1hypothetical protein GPECTOR_22g890 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN34099_c0_g6XP_006449759.1aminomethyltransferase, mitochondrial [Citrus clementina]Citrus_clementina 50.00 0.00

TRINITY_DN34702_c0_g1GBF95024.1hypothetical protein Rsub_07525 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN35469_c0_g10XP_023929267.1probable phospholipid-transporting ATPase 8 [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN35591_c1_g3XP_020112392.1serine/threonine-protein kinase STY46-like isoform X1 [Ananas comosus]Ananas_comosus 50.00 0.00

TRINITY_DN35648_c1_g5GAX82034.1hypothetical protein CEUSTIGMA_g9462.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN35702_c0_g1GBF90855.1hypothetical protein Rsub_03709 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN35851_c0_g1GAQ83723.1vesicle-associated membrane protein [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN35916_c1_g1GBG79962.1hypothetical protein CBR_g30224 [Chara braunii]Chara_braunii 50.00 0.00

TRINITY_DN36277_c0_g3ACN31553.1unknown [Zea mays]Zea_mays 50.00 0.00

TRINITY_DN36305_c1_g7XP_022839163.1Tetratricopeptide repeat [Ostreococcus tauri]Ostreococcus_tauri 50.00 0.00



TRINITY_DN36505_c0_g1GAX79377.1hypothetical protein CEUSTIGMA_g6819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN36570_c0_g1PLY73027.1hypothetical protein LSAT_9X35301 [Lactuca sativa]Lactuca_sativa 50.00 0.00

TRINITY_DN36575_c1_g11XP_013899897.1Phosphatidylinositol-4-phosphate 5-kinase 2 [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN36581_c0_g1GAX75760.1hypothetical protein CEUSTIGMA_g3203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN36591_c0_g1XP_003054902.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 50.00 0.00

TRINITY_DN36621_c0_g3XP_001693096.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN36826_c2_g1XP_002950405.1hypothetical protein VOLCADRAFT_104657 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN36826_c2_g8XP_003063717.1flagellar inner arm dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 50.00 0.00

TRINITY_DN36865_c0_g7XP_020225662.1probable prefoldin subunit 2 [Cajanus cajan]Cajanus_cajan 50.00 0.00

TRINITY_DN37106_c0_g4KXZ53116.1hypothetical protein GPECTOR_7g1006 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN37129_c0_g4PNW76637.1hypothetical protein CHLRE_11g467758v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN37175_c0_g3ABR16144.1unknown [Picea sitchensis]Picea_sitchensis 50.00 0.00

TRINITY_DN37177_c0_g1BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.00 0.00

TRINITY_DN37397_c0_g1PSC76533.1NAD-dependent deacetylase sirtuin-2 [Micractinium conductrix]Micractinium_conductrix 50.00 0.00

TRINITY_DN37429_c0_g4GAQ84468.1histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN3748_c0_g1XP_023890410.1histone-lysine N-methyltransferase, H3 lysine-4 specific-like [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN37627_c1_g1XP_001690368.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN38035_c0_g4GAQ85748.1Sof1-like rRNA processing protein [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN38040_c0_g9GAX78453.1hypothetical protein CEUSTIGMA_g5893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN38093_c1_g9XP_007009371.2PREDICTED: ubiquitin-conjugating enzyme E2 7 [Theobroma cacao]Theobroma_cacao 50.00 0.00

TRINITY_DN38170_c0_g2XP_023896163.1eukaryotic translation initiation factor 3 subunit I-like [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN38186_c0_g7GAX75303.1hypothetical protein CEUSTIGMA_g2748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN38198_c1_g5XP_005648077.1isocitrate dehydrogenase, NAD-dependent [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.00 0.00

TRINITY_DN38323_c1_g1KXZ52415.1hypothetical protein GPECTOR_9g459 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN38353_c0_g5XP_013894536.1Peroxisomal N(1)-acetyl-spermine/spermidineoxidase [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN38546_c0_g4GAQ92802.1hypothetical protein KFL_011450010, partial [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN38677_c0_g1XP_005846838.1hypothetical protein CHLNCDRAFT_134618 [Chlorella variabilis]Chlorella_variabilis 50.00 0.00

TRINITY_DN39038_c0_g1XP_021997310.1serine/threonine-protein kinase dst1 isoform X1 [Helianthus annuus]Helianthus_annuus 50.00 0.00

TRINITY_DN39130_c0_g4XP_013906216.1abc transporter G family protein [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN39187_c1_g2GAX75087.1hypothetical protein CEUSTIGMA_g2531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN39231_c1_g2PNH07672.1hypothetical protein TSOC_005828 [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN39297_c1_g4KXZ51363.1hypothetical protein GPECTOR_13g852 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN39345_c0_g1PNW80243.1hypothetical protein CHLRE_08g383702v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN39456_c1_g1XP_020167509.1prohibitin-1, mitochondrial-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 50.00 0.00

TRINITY_DN39537_c0_g4GAQ80175.1hypothetical protein KFL_000480160 [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN39598_c0_g5VDD44417.1unnamed protein product [Brassica oleracea]Brassica_oleracea 50.00 0.00

TRINITY_DN39599_c0_g3GAX78192.1hypothetical protein CEUSTIGMA_g5634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN39640_c0_g1EFJ07398.1hypothetical protein SELMODRAFT_133692 [Selaginella moellendorffii]Selaginella_moellendorffii 50.00 0.00

TRINITY_DN39684_c1_g3XP_002958658.1hypothetical protein VOLCADRAFT_108241 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN39715_c0_g5GAX73042.1hypothetical protein CEUSTIGMA_g494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN3972_c0_g1XP_021627056.1ABC transporter B family member 19-like [Manihot esculenta]Manihot_esculenta 50.00 0.00

TRINITY_DN39756_c0_g2GAX82869.1hypothetical protein CEUSTIGMA_g10295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN39765_c1_g1PNH03055.1Spindle and kinetochore-associated protein 1 [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN39877_c1_g4KXZ46446.1hypothetical protein GPECTOR_43g882 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN39963_c0_g5XP_013898406.1glutathione S-transferase [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN39999_c1_g10KZV51417.1hypothetical protein F511_20581 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 50.00 0.00

TRINITY_DN40011_c0_g1KDD75357.1hypothetical protein H632_c725p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 50.00 0.00

TRINITY_DN40078_c1_g1XP_002950986.1hypothetical protein VOLCADRAFT_104942 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN40206_c0_g2KXZ46159.1DHC6 protein [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN40482_c0_g2XP_002446858.1serine/threonine-protein kinase GRIK1 [Sorghum bicolor]Sorghum_bicolor 50.00 0.00

TRINITY_DN40589_c0_g1GAX83075.1hypothetical protein CEUSTIGMA_g10501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN40602_c0_g2XP_002949643.1hypothetical protein VOLCADRAFT_104409 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN40710_c1_g2KXZ44733.1hypothetical protein GPECTOR_63g58 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN40778_c0_g1KXZ44336.1hypothetical protein GPECTOR_69g429 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN41338_c0_g4KXZ46433.1hypothetical protein GPECTOR_43g869 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN41362_c0_g6GAX80288.1hypothetical protein CEUSTIGMA_g7726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN41484_c1_g1KXZ52827.1hypothetical protein GPECTOR_8g210 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN41502_c0_g1KMZ59834.1putative Clathrin heavy chain [Zostera marina]Zostera_marina 50.00 0.00

TRINITY_DN41545_c0_g10XP_024530691.1dynein heavy chain 7, axonemal [Selaginella moellendorffii]Selaginella_moellendorffii 50.00 0.00

TRINITY_DN41551_c0_g1GAX72554.1hypothetical protein CEUSTIGMA_g10.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN41621_c0_g1XP_002954587.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN41624_c0_g1KXZ47561.1hypothetical protein GPECTOR_34g720 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN41671_c0_g8XP_002953997.1SET and zf-MYND domain-containing protein [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN41888_c0_g1XP_013906755.1hypothetical protein MNEG_0205 [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN42301_c1_g2ANA57061.1cytochrome oxidase subunit 2 (mitochondrion) [Pyramimonas parkeae]Pyramimonas_parkeae 50.00 0.00

TRINITY_DN42474_c1_g8PRW55925.1translation initiation factor fusion with methylthioribose kinase [Chlorella sorokiniana]Chlorella_sorokiniana 50.00 0.00



TRINITY_DN42636_c0_g5XP_002958416.1hypothetical protein VOLCADRAFT_108124 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN42771_c0_g3XP_007515312.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 50.00 0.00

TRINITY_DN42815_c1_g4PKA63295.1Histidine kinase CKI1 [Apostasia shenzhenica]Apostasia_shenzhenica 50.00 0.00

TRINITY_DN42845_c0_g9AHF81484.1small GTP Rab5 [Mangifera indica]Mangifera_indica 50.00 0.00

TRINITY_DN42854_c0_g5OVA19138.1Tetratricopeptide repeat-containing domain [Macleaya cordata]Macleaya_cordata 50.00 0.00

TRINITY_DN42968_c0_g7PRW45536.1light-harvesting of photosystem I [Chlorella sorokiniana]Chlorella_sorokiniana 50.00 0.00

TRINITY_DN42993_c0_g1GAX74857.1hypothetical protein CEUSTIGMA_g2303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN43000_c0_g1PNH06745.1putative E3 ubiquitin-protein ligase [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN43018_c0_g2XP_013894760.1Golgi SNARE 12 protein [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN43244_c0_g6PNW83135.1hypothetical protein CHLRE_06g308100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN43321_c0_g2XP_019155536.1PREDICTED: 37S ribosomal protein S9, mitochondrial [Ipomoea nil]Ipomoea_nil 50.00 0.00

TRINITY_DN43445_c0_g6OAE35245.1hypothetical protein AXG93_1162s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.00 0.00

TRINITY_DN43690_c0_g2PNW85663.1hypothetical protein CHLRE_03g197100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN43758_c0_g5XP_001695969.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN43857_c0_g5PNH03432.1hypothetical protein TSOC_010503 [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN43884_c0_g3XP_013894536.1Peroxisomal N(1)-acetyl-spermine/spermidineoxidase [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN44042_c0_g1PNW73331.1hypothetical protein CHLRE_14g628050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN44220_c3_g5GAX83237.1hypothetical protein CEUSTIGMA_g10663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN44231_c0_g6GBF88218.1CTD small phosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN44356_c0_g4GBG89007.1hypothetical protein CBR_g48616 [Chara braunii]Chara_braunii 50.00 0.00

TRINITY_DN44561_c1_g1GAX72678.1hypothetical protein CEUSTIGMA_g134.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN44684_c0_g3XP_024396207.1huntingtin-interacting protein K-like [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN44685_c1_g3KFK30433.1hypothetical protein AALP_AA7G260300 [Arabis alpina]Arabis_alpina 50.00 0.00

TRINITY_DN45015_c0_g3RID53662.1hypothetical protein BRARA_G01040 [Brassica rapa]Brassica_rapa 50.00 0.00

TRINITY_DN45051_c0_g1GAX84581.1hypothetical protein CEUSTIGMA_g12002.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN45063_c3_g2XP_001689882.1prenylated rab acceptor family protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN45085_c0_g1XP_016176414.1tRNA pseudouridine(38/39) synthase isoform X2 [Arachis ipaensis]Arachis_ipaensis 50.00 0.00

TRINITY_DN45250_c0_g2GAX73055.1hypothetical protein CEUSTIGMA_g508.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN45338_c0_g3XP_018847108.1PREDICTED: nuclear poly(A) polymerase 1-like [Juglans regia]Juglans_regia 50.00 0.00

TRINITY_DN45510_c0_g4GAX73558.1hypothetical protein CEUSTIGMA_g1009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN45612_c0_g3XP_023547911.130S ribosomal protein S1, chloroplastic-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 50.00 0.00

TRINITY_DN45760_c0_g1GAX81717.1hypothetical protein CEUSTIGMA_g9145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN45769_c0_g6XP_002504910.1H+-or Na+-translocating f-type, v-type and A-type ATPase superfamily [Micromonas commoda]Micromonas_commoda 50.00 0.00

TRINITY_DN45788_c0_g2XP_024371575.1DNA-directed RNA polymerases I and III subunit RPAC2-like [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN45826_c1_g10PKA66764.1putative thiamine biosynthetic bifunctional enzyme, chloroplastic [Apostasia shenzhenica]Apostasia_shenzhenica 50.00 0.00

TRINITY_DN45840_c0_g3GAX76291.1hypothetical protein CEUSTIGMA_g3736.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN45864_c0_g2GBF93626.1hypothetical protein Rsub_06348 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN45922_c0_g2KXZ54967.1hypothetical protein GPECTOR_3g134 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN45975_c0_g2KXZ55858.1hypothetical protein GPECTOR_2g1409 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN46005_c0_g1KFK36178.1hypothetical protein AALP_AA4G088300 [Arabis alpina]Arabis_alpina 50.00 0.00

TRINITY_DN46103_c0_g2XP_002946241.1hypothetical protein VOLCADRAFT_102845 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN46548_c0_g8GBG00283.1hypothetical protein Rsub_12962 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN46667_c0_g4XP_019156797.1PREDICTED: AP-2 complex subunit mu-like [Ipomoea nil]Ipomoea_nil 50.00 0.00

TRINITY_DN46691_c0_g3XP_013899079.1enolase-phosphatase E1 [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00

TRINITY_DN47182_c1_g2GAX83104.1hypothetical protein CEUSTIGMA_g10530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN47266_c0_g4KXZ49577.1hypothetical protein GPECTOR_20g432 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN47290_c1_g1XP_002455453.1isocitrate dehydrogenase [NAD] catalytic subunit 5, mitochondrial [Sorghum bicolor]Sorghum_bicolor 50.00 0.00

TRINITY_DN47334_c0_g4KXZ50765.1hypothetical protein GPECTOR_15g450 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN47485_c1_g2ONK60784.1uncharacterized protein A4U43_C08F22570 [Asparagus officinalis]Asparagus_officinalis 50.00 0.00

TRINITY_DN47526_c1_g3PNW69850.1hypothetical protein CHLRE_18g749247v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN47530_c0_g3RWR73664.1chaperonin CPN60-like protein 2, mitochondrial isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 50.00 0.00

TRINITY_DN47604_c0_g4XP_024045033.1histone-lysine N-methyltransferase ATXR6 isoform X2 [Citrus clementina]Citrus_clementina 50.00 0.00

TRINITY_DN47799_c1_g3KXZ57020.1MYO5 protein [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN47877_c1_g1GAX78929.1hypothetical protein CEUSTIGMA_g6368.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN47910_c0_g3GBF99171.1hypothetical protein Rsub_11616 [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN48179_c0_g2GAX74060.1hypothetical protein CEUSTIGMA_g1510.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN48183_c0_g1GBF97659.1carbonic anhydrase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN48280_c0_g1GAX82609.1hypothetical protein CEUSTIGMA_g10035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN48291_c2_g6XP_023907939.1aldo-keto reductase yakc [NADP(+)]-like [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN48299_c1_g2XP_001695591.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN48320_c1_g6GAX75503.1hypothetical protein CEUSTIGMA_g2946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN48399_c0_g2XP_005650481.1hypothetical protein COCSUDRAFT_64907 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 50.00 0.00

TRINITY_DN48400_c1_g1XP_001691677.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN48675_c0_g3XP_024403849.1galactokinase-like [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN48875_c0_g4PNH08460.1dTDP-3-amino-3,4,6-trideoxy-alpha-D-glucopyranose [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN48893_c0_g1PNW86160.1hypothetical protein CHLRE_02g075250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00



TRINITY_DN49168_c0_g1GAX73538.1hypothetical protein CEUSTIGMA_g989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN49431_c1_g1GAX72875.1hypothetical protein CEUSTIGMA_g330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN49541_c0_g3PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN49645_c0_g2XP_023875475.1uncharacterized protein LOC111987960 [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN49694_c2_g6GAX76056.1hypothetical protein CEUSTIGMA_g3499.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN49798_c0_g2GAX73891.1hypothetical protein CEUSTIGMA_g1341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN49839_c0_g2PRW50958.1DNA cross-link repair SNM1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 50.00 0.00

TRINITY_DN49890_c0_g6GAQ82709.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN49968_c0_g2BAK02183.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 50.00 0.00

TRINITY_DN49992_c0_g3XP_013904599.1Dynein heavy chain 1, axonemal [Monoraphidium neglectum]Monoraphidium_neglectum 50.00 0.00



TRINITY_DN50178_c1_g5XP_019167076.1PREDICTED: uncharacterized protein LOC109162832 [Ipomoea nil]Ipomoea_nil 50.00 0.00

TRINITY_DN50257_c0_g1KXZ49631.1hypothetical protein GPECTOR_20g488 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN50281_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 50.00 0.00

TRINITY_DN50303_c0_g4XP_010239211.1lysine-specific demethylase 5B isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 50.00 0.00

TRINITY_DN50352_c0_g3GAX82024.1hypothetical protein CEUSTIGMA_g9452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN50384_c0_g7XP_012858566.1PREDICTED: copper transport protein CCH-like [Erythranthe guttata]Erythranthe_guttata 50.00 0.00

TRINITY_DN50506_c1_g3GAX76319.1hypothetical protein CEUSTIGMA_g3765.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN50647_c0_g1XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN50921_c0_g4XP_006478151.1sm-like protein LSM8 [Citrus sinensis]Citrus_sinensis 50.00 0.00

TRINITY_DN51123_c0_g1XP_002949791.1hypothetical protein VOLCADRAFT_104447 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN51277_c0_g1XP_009366491.1PREDICTED: FH protein interacting protein FIP2-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 50.00 0.00

TRINITY_DN51484_c1_g1XP_001696442.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN51726_c0_g7XP_001689583.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN51852_c1_g1KXZ42194.1hypothetical protein GPECTOR_185g277 [Gonium pectorale]Gonium_pectorale 50.00 0.00

TRINITY_DN51968_c1_g1GAX84849.1hypothetical protein CEUSTIGMA_g12270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN52025_c1_g7GBF92606.1SAL1 phosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 50.00 0.00

TRINITY_DN5206_c0_g1XP_011397749.1DNA polymerase delta subunit 4 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 50.00 0.00

TRINITY_DN52232_c0_g4GAX85929.1hypothetical protein CEUSTIGMA_g13345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN52312_c0_g4GAQ93053.1hypothetical protein KFL_012730010 [Klebsormidium nitens]Klebsormidium_nitens 50.00 0.00

TRINITY_DN52338_c0_g1PNH06299.1Alpha-ketoglutarate-dependent dioxygenase alkB [Tetrabaena socialis]Tetrabaena_socialis 50.00 0.00

TRINITY_DN52367_c0_g5XP_001703193.1DNA methyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN52371_c1_g2PNW79026.1hypothetical protein CHLRE_09g398141v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN52395_c0_g3XP_001692863.1protein required for cyt b6 assembly [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN52548_c0_g1XP_002958656.1hypothetical protein VOLCADRAFT_99951 [Volvox carteri f. nagariensis]Volvox_carteri 50.00 0.00

TRINITY_DN52590_c1_g4XP_024397875.1omega-amidase, chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 50.00 0.00

TRINITY_DN52643_c3_g2PNW77599.1hypothetical protein CHLRE_10g443850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 50.00 0.00

TRINITY_DN52651_c1_g1GAX85303.1hypothetical protein CEUSTIGMA_g12720.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 50.00 0.00

TRINITY_DN52830_c0_g1OAE34747.1hypothetical protein AXG93_2528s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 50.00 0.00

TRINITY_DN53056_c0_g1PTQ32331.1hypothetical protein MARPO_0100s0038 [Marchantia polymorpha]Marchantia_polymorpha 50.00 0.00

TRINITY_DN821_c0_g1XP_011079815.1probable glutathione peroxidase 4 [Sesamum indicum]Sesamum_indicum 50.00 0.00

TRINITY_DN37166_c0_g3GAQ81858.1DNA-directed RNA polymerase I large subunit [Klebsormidium nitens]Klebsormidium_nitens 49.90 0.00

TRINITY_DN38985_c0_g1XP_023899327.1glutathione reductase-like [Quercus suber]Quercus_suber 49.90 0.00

TRINITY_DN39064_c0_g1ONI21561.1hypothetical protein PRUPE_2G072900 [Prunus persica]Prunus_persica 49.90 0.00

TRINITY_DN40169_c0_g1BAJ86965.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.90 0.00

TRINITY_DN41246_c0_g3XP_002501695.1predicted protein [Micromonas commoda]Micromonas_commoda 49.90 0.00

TRINITY_DN41726_c1_g2XP_002946063.1hypothetical protein VOLCADRAFT_102680 [Volvox carteri f. nagariensis]Volvox_carteri 49.90 0.00

TRINITY_DN42060_c1_g5KXZ48552.1hypothetical protein GPECTOR_27g723 [Gonium pectorale]Gonium_pectorale 49.90 0.00

TRINITY_DN42207_c0_g1KXZ55895.1hypothetical protein GPECTOR_2g1446 [Gonium pectorale]Gonium_pectorale 49.90 0.00

TRINITY_DN42217_c0_g6XP_002984377.126S proteasome non-ATPase regulatory subunit 2 homolog A [Selaginella moellendorffii]Selaginella_moellendorffii 49.90 0.00

TRINITY_DN42543_c0_g2XP_002953530.1Kif19 type kinesin-like protein [Volvox carteri f. nagariensis]Volvox_carteri 49.90 0.00

TRINITY_DN42954_c0_g12GAX84436.1hypothetical protein CEUSTIGMA_g11856.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.90 0.00

TRINITY_DN43188_c1_g1KXZ50002.1hypothetical protein GPECTOR_18g157 [Gonium pectorale]Gonium_pectorale 49.90 0.00

TRINITY_DN43713_c0_g2PSC72487.1Nucleolar 10 [Micractinium conductrix]Micractinium_conductrix 49.90 0.00

TRINITY_DN43882_c0_g3KXZ56876.1hypothetical protein GPECTOR_1g790 [Gonium pectorale]Gonium_pectorale 49.90 0.00

TRINITY_DN45626_c1_g6PTQ45765.1hypothetical protein MARPO_0013s0023 [Marchantia polymorpha]Marchantia_polymorpha 49.90 0.00

TRINITY_DN46058_c1_g2GAX79212.1hypothetical protein CEUSTIGMA_g6652.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.90 0.00

TRINITY_DN46251_c0_g1PSC73262.1L-arabinokinase-like isoform X1 [Micractinium conductrix]Micractinium_conductrix 49.90 0.00

TRINITY_DN48050_c0_g4PNW88384.1hypothetical protein CHLRE_01g027150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.90 0.00

TRINITY_DN48292_c0_g1GAX75784.1hypothetical protein CEUSTIGMA_g3227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.90 0.00

TRINITY_DN48451_c1_g3XP_001701795.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.90 0.00

TRINITY_DN49442_c0_g5GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.90 0.00

TRINITY_DN50447_c0_g1PNW84999.1hypothetical protein CHLRE_03g167550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.90 0.00

TRINITY_DN50554_c0_g1XP_001417488.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 49.90 0.00

TRINITY_DN51055_c0_g2GBF87574.1NAD-dependent aldehyde dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.90 0.00

TRINITY_DN51064_c1_g4GAX74239.1hypothetical protein CEUSTIGMA_g1688.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.90 0.00

TRINITY_DN51318_c1_g1XP_002953843.1hypothetical protein VOLCADRAFT_106122 [Volvox carteri f. nagariensis]Volvox_carteri 49.90 0.00

TRINITY_DN52272_c1_g1OAE25020.1hypothetical protein AXG93_523s1250 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.90 0.00

TRINITY_DN32137_c0_g3GAQ84476.1NAD(P)-linked oxidoreductase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 49.80 0.00

TRINITY_DN35229_c0_g2XP_004143190.1PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial [Cucumis sativus]Cucumis_sativus 49.80 0.00

TRINITY_DN35342_c0_g1XP_023636957.1TP53-regulating kinase [Capsella rubella]Capsella_rubella 49.80 0.00

TRINITY_DN36604_c0_g2XP_012484834.1PREDICTED: serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform-like isoform X2 [Gossypium raimondii]Gossypium_raimondii 49.80 0.00

TRINITY_DN36674_c0_g2AXF41555.1HLA3 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 49.80 0.00

TRINITY_DN36843_c1_g5XP_021718041.1gamma carbonic anhydrase 1, mitochondrial-like [Chenopodium quinoa]Chenopodium_quinoa 49.80 0.00

TRINITY_DN36929_c0_g1PNH07339.1Mitochondrial intermediate peptidase [Tetrabaena socialis]Tetrabaena_socialis 49.80 0.00

TRINITY_DN37933_c1_g1XP_013893168.1hypothetical protein MNEG_13815 [Monoraphidium neglectum]Monoraphidium_neglectum 49.80 0.00

TRINITY_DN38138_c0_g7PNW73482.1hypothetical protein CHLRE_14g633500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.80 0.00



TRINITY_DN39576_c0_g5XP_024393485.1protein VACUOLELESS1-like [Physcomitrella patens]Physcomitrella_patens 49.80 0.00

TRINITY_DN39730_c0_g2XP_017236785.1PREDICTED: inositol monophosphatase 3 [Daucus carota subsp. sativus]Daucus_carota 49.80 0.00

TRINITY_DN41887_c0_g7GAX75134.1hypothetical protein CEUSTIGMA_g2578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN42402_c1_g1XP_002946837.1eukaryotic translation initiation factor 3-like protein [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN42599_c0_g3AID51435.13-hydroxy-3-methylglutaryl coenzyme A synthase [Astragalus membranaceus]Astragalus_membranaceus 49.80 0.00

TRINITY_DN42824_c0_g4XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 49.80 0.00

TRINITY_DN44316_c1_g4XP_002958069.1hypothetical protein VOLCADRAFT_99266 [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN45236_c0_g4GAX75134.1hypothetical protein CEUSTIGMA_g2578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN45917_c1_g6XP_002953551.1hypothetical protein VOLCADRAFT_109881 [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN46207_c2_g2GAX82412.1hypothetical protein CEUSTIGMA_g9840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN46608_c0_g1PNW80578.1hypothetical protein CHLRE_07g323500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.80 0.00

TRINITY_DN47076_c0_g1GAX84826.1hypothetical protein CEUSTIGMA_g12247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN47385_c0_g1PSC73715.1carotenoid oxygenase [Micractinium conductrix]Micractinium_conductrix 49.80 0.00

TRINITY_DN47864_c0_g1XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN48173_c0_g2GAX73935.1hypothetical protein CEUSTIGMA_g1385.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN48289_c0_g2XP_002956941.1hypothetical protein VOLCADRAFT_83868 [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN48420_c0_g9PNW73259.1hypothetical protein CHLRE_14g625300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.80 0.00

TRINITY_DN49146_c0_g2GAX76119.1hypothetical protein CEUSTIGMA_g3562.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN49460_c0_g2EPS71732.1hypothetical protein M569_03026, partial [Genlisea aurea]Genlisea_aurea 49.80 0.00

TRINITY_DN50398_c1_g3XP_010091035.1senescence-specific cysteine protease SAG39 [Morus notabilis]Morus_notabilis 49.80 0.00

TRINITY_DN51096_c1_g1XP_002946747.1hypothetical protein VOLCADRAFT_103178 [Volvox carteri f. nagariensis]Volvox_carteri 49.80 0.00

TRINITY_DN51151_c0_g2PNW85268.1hypothetical protein CHLRE_03g178650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.80 0.00

TRINITY_DN51490_c0_g9BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.80 0.00

TRINITY_DN51658_c1_g1GAX80085.1hypothetical protein CEUSTIGMA_g7523.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN51805_c0_g1GAX79451.1hypothetical protein CEUSTIGMA_g6892.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN52474_c3_g1GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.80 0.00

TRINITY_DN31241_c0_g1OMO82479.1Calcineurin-like metallo-phosphoesterase superfamily protein isoform 1 [Corchorus olitorius]Corchorus_olitorius 49.70 0.00

TRINITY_DN33773_c0_g1XP_024390310.1coatomer subunit zeta-2-like [Physcomitrella patens]Physcomitrella_patens 49.70 0.00

TRINITY_DN34197_c1_g1EFJ33766.1hypothetical protein SELMODRAFT_83225, partial [Selaginella moellendorffii]Selaginella_moellendorffii 49.70 0.00

TRINITY_DN34539_c2_g6GBG62941.1hypothetical protein CBR_g34312 [Chara braunii]Chara_braunii 49.70 0.00

TRINITY_DN36332_c0_g4GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 49.70 0.00

TRINITY_DN36334_c0_g1BAK03491.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.70 0.00

TRINITY_DN36972_c0_g5XP_023891139.1eukaryotic translation initiation factor 5-like [Quercus suber]Quercus_suber 49.70 0.00

TRINITY_DN37110_c0_g1PNW85746.1hypothetical protein CHLRE_03g207150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN37216_c0_g2XP_023901778.1mitochondrial 2-oxodicarboxylate carrier 2-like [Quercus suber]Quercus_suber 49.70 0.00

TRINITY_DN37237_c0_g8KXZ46407.1hypothetical protein GPECTOR_44g81 [Gonium pectorale]Gonium_pectorale 49.70 0.00

TRINITY_DN37795_c0_g3RLM78911.1putative retroelement [Panicum miliaceum]Panicum_miliaceum 49.70 0.00

TRINITY_DN38051_c0_g3GAQ82709.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 49.70 0.00

TRINITY_DN38235_c0_g1XP_005647348.1hypothetical protein COCSUDRAFT_47703 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.70 0.00

TRINITY_DN38250_c0_g2XP_010920824.1PREDICTED: metal tolerance protein 1-like [Elaeis guineensis]Elaeis_guineensis 49.70 0.00

TRINITY_DN38747_c0_g1PNW74264.1hypothetical protein CHLRE_13g591851v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN39039_c0_g1ABR18228.1unknown [Picea sitchensis]Picea_sitchensis 49.70 0.00

TRINITY_DN39240_c0_g1BAV58347.1GTP-binding protein YPTC1 [Ulva partita]Ulva_partita 49.70 0.00

TRINITY_DN39485_c0_g3RMZ52073.1hypothetical protein APUTEX25_001267 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 49.70 0.00

TRINITY_DN39844_c1_g1PNW69996.1hypothetical protein CHLRE_17g701350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN39977_c0_g2XP_005651744.1HAD-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.70 0.00

TRINITY_DN40146_c2_g2PNW86249.1hypothetical protein CHLRE_02g078750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN40772_c2_g1XP_002950021.1hypothetical protein VOLCADRAFT_74454 [Volvox carteri f. nagariensis]Volvox_carteri 49.70 0.00

TRINITY_DN40797_c1_g8XP_008245770.1PREDICTED: cyclin-U4-1-like [Prunus mume]Prunus_mume 49.70 0.00

TRINITY_DN41069_c0_g2XP_007205712.1eukaryotic translation initiation factor 2 subunit beta [Prunus persica]Prunus_persica 49.70 0.00

TRINITY_DN41395_c0_g5XP_001690026.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN41826_c1_g4KXZ56834.1hypothetical protein GPECTOR_1g752 [Gonium pectorale]Gonium_pectorale 49.70 0.00

TRINITY_DN42755_c0_g5XP_003599271.2DNA topoisomerase 2 [Medicago truncatula]Medicago_truncatula 49.70 0.00

TRINITY_DN42764_c0_g3XP_011072227.1signal peptidase complex catalytic subunit SEC11C [Sesamum indicum]Sesamum_indicum 49.70 0.00

TRINITY_DN43833_c0_g12PRW59581.1MYST-like histone acetyltransferase 1 [Chlorella sorokiniana]Chlorella_sorokiniana 49.70 0.00

TRINITY_DN44694_c0_g5GAX74416.1hypothetical protein CEUSTIGMA_g1864.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN44789_c1_g1GAX85636.1hypothetical protein CEUSTIGMA_g13051.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN45228_c0_g1XP_005848263.1hypothetical protein CHLNCDRAFT_57611 [Chlorella variabilis]Chlorella_variabilis 49.70 0.00

TRINITY_DN45853_c0_g1GAX72794.1hypothetical protein CEUSTIGMA_g249.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN46358_c0_g1KXZ52829.1hypothetical protein GPECTOR_8g212 [Gonium pectorale]Gonium_pectorale 49.70 0.00

TRINITY_DN46414_c0_g1XP_001697314.1guanylate cyclase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN46561_c0_g2KXZ52725.1hypothetical protein GPECTOR_8g119 [Gonium pectorale]Gonium_pectorale 49.70 0.00

TRINITY_DN46576_c0_g3ACG27162.1charged multivesicular body protein 6 [Zea mays]Zea_mays 49.70 0.00

TRINITY_DN46899_c0_g1GAX74993.1hypothetical protein CEUSTIGMA_g2439.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN47651_c1_g2BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.70 0.00

TRINITY_DN47745_c0_g1XP_001692382.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00



TRINITY_DN47819_c0_g5XP_023922603.1uncharacterized protein LOC112034050 [Quercus suber]Quercus_suber 49.70 0.00

TRINITY_DN47868_c1_g5XP_020675319.1probable phospholipid hydroperoxide glutathione peroxidase [Dendrobium catenatum]Dendrobium_catenatum 49.70 0.00

TRINITY_DN47990_c1_g3GAX84726.1hypothetical protein CEUSTIGMA_g12148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN48517_c0_g1XP_023923782.1uncharacterized protein YMR196W-like [Quercus suber]Quercus_suber 49.70 0.00

TRINITY_DN48545_c0_g1GAX81106.1hypothetical protein CEUSTIGMA_g8540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN48849_c0_g2XP_001689913.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.70 0.00

TRINITY_DN48853_c1_g4GAQ82849.1Adaptor protein complex AP-1 subunit [Klebsormidium nitens]Klebsormidium_nitens 49.70 0.00

TRINITY_DN49448_c0_g6XP_009415879.1PREDICTED: probable metal-nicotianamine transporter YSL6 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 49.70 0.00

TRINITY_DN49633_c0_g2KXZ43333.1hypothetical protein GPECTOR_94g655 [Gonium pectorale]Gonium_pectorale 49.70 0.00

TRINITY_DN51005_c2_g7XP_018471552.1PREDICTED: DNA-directed RNA polymerase 2, chloroplastic/mitochondrial [Raphanus sativus]Raphanus_sativus 49.70 0.00

TRINITY_DN51891_c2_g1XP_002956887.1hypothetical protein VOLCADRAFT_121579 [Volvox carteri f. nagariensis]Volvox_carteri 49.70 0.00

TRINITY_DN51988_c0_g5GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN52402_c1_g2XP_013906191.1hypothetical protein MNEG_0785 [Monoraphidium neglectum]Monoraphidium_neglectum 49.70 0.00

TRINITY_DN52562_c1_g1GAX83458.1hypothetical protein CEUSTIGMA_g10883.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.70 0.00

TRINITY_DN28677_c0_g1XP_016466871.1PREDICTED: ubiquitin-conjugating enzyme E2 5B-like [Nicotiana tabacum]Nicotiana_tabacum 49.60 0.00

TRINITY_DN29259_c0_g1XP_004981840.1telomerase Cajal body protein 1 [Setaria italica]Setaria_italica 49.60 0.00

TRINITY_DN32565_c0_g2GAQ86969.1eukaryotic translation initiation factor eIF-3 gamma subunit family protein [Klebsormidium nitens]Klebsormidium_nitens 49.60 0.00

TRINITY_DN32796_c0_g1PWA39469.1ribosomal RNA processing Brix domain protein [Artemisia annua]Artemisia_annua 49.60 0.00

TRINITY_DN33124_c0_g2XP_003628253.2prohibitin-3, mitochondrial [Medicago truncatula]Medicago_truncatula 49.60 0.00

TRINITY_DN34109_c0_g1GAQ83213.1Aminotransferase class V [Klebsormidium nitens]Klebsormidium_nitens 49.60 0.00

TRINITY_DN35084_c0_g1EEF27536.1hydroxyacyl dehydrogenase, putative [Ricinus communis]Ricinus_communis 49.60 0.00

TRINITY_DN35909_c1_g3PNW84466.1hypothetical protein CHLRE_03g145447v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.60 0.00

TRINITY_DN36078_c0_g4GBF99812.1hypothetical protein Rsub_12565 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.60 0.00

TRINITY_DN36453_c1_g2XP_002951841.1hypothetical protein VOLCADRAFT_105252 [Volvox carteri f. nagariensis]Volvox_carteri 49.60 0.00

TRINITY_DN36826_c1_g1XP_002950741.1hypothetical protein VOLCADRAFT_81234 [Volvox carteri f. nagariensis]Volvox_carteri 49.60 0.00

TRINITY_DN38088_c0_g2GAQ88088.1Heme A farnesyltransferase [Klebsormidium nitens]Klebsormidium_nitens 49.60 0.00

TRINITY_DN38424_c1_g4GAX78802.1hypothetical protein CEUSTIGMA_g6239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN39025_c0_g1KXZ51995.1hypothetical protein GPECTOR_10g1017 [Gonium pectorale]Gonium_pectorale 49.60 0.00

TRINITY_DN39282_c0_g4PNR35353.1hypothetical protein PHYPA_023253 [Physcomitrella patens]Physcomitrella_patens 49.60 0.00

TRINITY_DN40642_c0_g3GAX79803.1hypothetical protein CEUSTIGMA_g7243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN40927_c0_g2GAX78698.1hypothetical protein CEUSTIGMA_g6136.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN42138_c0_g3CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 49.60 0.00

TRINITY_DN42739_c0_g1GAX79409.1hypothetical protein CEUSTIGMA_g6850.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN43689_c0_g2GAX74229.1hypothetical protein CEUSTIGMA_g1678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN44174_c0_g13XP_005843012.1hypothetical protein CHLNCDRAFT_59377 [Chlorella variabilis]Chlorella_variabilis 49.60 0.00

TRINITY_DN44219_c0_g5XP_024367854.1probable ATP-dependent DNA helicase CHR12 [Physcomitrella patens]Physcomitrella_patens 49.60 0.00

TRINITY_DN44336_c0_g2XP_024357667.1chromodomain-helicase-DNA-binding protein 8-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 49.60 0.00

TRINITY_DN44660_c0_g1ESQ35112.1hypothetical protein EUTSA_v10007837mg [Eutrema salsugineum]Eutrema_salsugineum 49.60 0.00

TRINITY_DN45041_c1_g4GAX79289.1hypothetical protein CEUSTIGMA_g6730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN45134_c0_g3GAX77392.1hypothetical protein CEUSTIGMA_g4838.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN45215_c0_g4GAX85222.1hypothetical protein CEUSTIGMA_g12642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN45356_c0_g2PNH10090.1Ran-binding protein 1 c [Tetrabaena socialis]Tetrabaena_socialis 49.60 0.00

TRINITY_DN45794_c1_g2GAX73644.1hypothetical protein CEUSTIGMA_g1095.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN45973_c0_g1GBG74762.1hypothetical protein CBR_g19274 [Chara braunii]Chara_braunii 49.60 0.00

TRINITY_DN46464_c0_g7GAX84397.1hypothetical protein CEUSTIGMA_g11819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN47037_c1_g1XP_005644893.1hypothetical protein COCSUDRAFT_83549 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.60 0.00

TRINITY_DN47105_c0_g8XP_026388627.1structural maintenance of chromosomes protein 4-like [Papaver somniferum]Papaver_somniferum 49.60 0.00

TRINITY_DN47904_c1_g1KXZ52452.1hypothetical protein GPECTOR_9g496 [Gonium pectorale]Gonium_pectorale 49.60 0.00

TRINITY_DN48340_c0_g1XP_001689601.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.60 0.00

TRINITY_DN48789_c0_g5PNW74048.1hypothetical protein CHLRE_13g583250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.60 0.00

TRINITY_DN49220_c0_g3KZV15034.1acetate-coa ligase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 49.60 0.00

TRINITY_DN50050_c1_g3KXZ54091.1hypothetical protein GPECTOR_5g196 [Gonium pectorale]Gonium_pectorale 49.60 0.00

TRINITY_DN50984_c0_g3GBF88897.1hypothetical protein Rsub_01396 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.60 0.00

TRINITY_DN51482_c0_g2GAX85524.1hypothetical protein CEUSTIGMA_g12940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN52570_c1_g1GAX73309.1hypothetical protein CEUSTIGMA_g763.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN52616_c1_g1GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.60 0.00

TRINITY_DN10619_c0_g1XP_010451420.1PREDICTED: malate dehydrogenase, cytoplasmic-like [Camelina sativa]Camelina_sativa 49.50 0.00

TRINITY_DN27110_c0_g1GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 49.50 0.00

TRINITY_DN29315_c0_g1BAJ94097.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.50 0.00

TRINITY_DN32319_c1_g1XP_027354828.1CTP synthase-like isoform X1 [Abrus precatorius]Abrus_precatorius 49.50 0.00

TRINITY_DN32798_c0_g1XP_002949546.1hypothetical protein VOLCADRAFT_104333 [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN33225_c0_g2XP_005648068.1hypothetical protein COCSUDRAFT_47329 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.50 0.00

TRINITY_DN33390_c0_g10XP_020422370.1probable protein phosphatase 2C 26 isoform X1 [Prunus persica]Prunus_persica 49.50 0.00

TRINITY_DN34049_c0_g5XP_019196488.1PREDICTED: G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290 [Ipomoea nil]Ipomoea_nil 49.50 0.00

TRINITY_DN34433_c0_g1GAQ91622.1RNA-binding protein Musashi [Klebsormidium nitens]Klebsormidium_nitens 49.50 0.00

TRINITY_DN36178_c0_g1XP_012488695.1PREDICTED: maspardin-like [Gossypium raimondii]Gossypium_raimondii 49.50 0.00



TRINITY_DN36241_c0_g2XP_006280900.1RNA-binding protein CP31B, chloroplastic [Capsella rubella]Capsella_rubella 49.50 0.00

TRINITY_DN37865_c1_g1XP_012090920.1ER lumen protein-retaining receptor isoform X3 [Jatropha curcas]Jatropha_curcas 49.50 0.00

TRINITY_DN37960_c0_g8XP_002949562.1hypothetical protein VOLCADRAFT_89940 [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN37995_c0_g8GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0

TRINITY_DN38598_c1_g7XP_005847180.1hypothetical protein CHLNCDRAFT_31542 [Chlorella variabilis]Chlorella_variabilis 49.50 0.00

TRINITY_DN38734_c0_g1OMO60718.1Uracil-DNA glycosylase [Corchorus capsularis]Corchorus_capsularis 49.50 0.00

TRINITY_DN38768_c0_g7BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.50 0.00

TRINITY_DN39389_c0_g2GAX79492.1hypothetical protein CEUSTIGMA_g6933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN39413_c0_g5GAX84297.1hypothetical protein CEUSTIGMA_g11719.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN39444_c0_g1XP_005849147.1hypothetical protein CHLNCDRAFT_143760 [Chlorella variabilis]Chlorella_variabilis 49.50 0.00

TRINITY_DN39646_c0_g4KMZ70885.1Phosphoinositide phosphatase SAC1 [Zostera marina]Zostera_marina 49.50 0.00

TRINITY_DN39868_c0_g3GAX77885.1hypothetical protein CEUSTIGMA_g5327.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN40067_c0_g1GAX80806.1hypothetical protein CEUSTIGMA_g8242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN40375_c0_g1XP_027111133.1serine/arginine-rich splicing factor RS2Z32-like isoform X2 [Coffea arabica]Coffea_arabica 49.50 0.00

TRINITY_DN40378_c2_g1XP_002504940.1predicted protein [Micromonas commoda]Micromonas_commoda 49.50 0.00

TRINITY_DN40405_c0_g1XP_006661663.1PREDICTED: V-type proton ATPase subunit a3-like [Oryza brachyantha]Oryza_brachyantha 49.50 0.00

TRINITY_DN40662_c0_g5XP_001418451.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 49.50 0.00

TRINITY_DN40770_c0_g4XP_001694590.1protein kinase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.50 0.00

TRINITY_DN41380_c0_g1GAX74548.1hypothetical protein CEUSTIGMA_g1998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN42329_c0_g1GAQ91577.1protein with D-alanine--D-alanine ligase C-terminal domain [Klebsormidium nitens]Klebsormidium_nitens 49.50 0.00

TRINITY_DN42808_c0_g7PNH08005.1Soluble guanylate cyclase 88E [Tetrabaena socialis]Tetrabaena_socialis 49.50 0.00

TRINITY_DN42929_c0_g4GAX83638.1hypothetical protein CEUSTIGMA_g11062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN43447_c1_g1XP_002946739.1hypothetical protein VOLCADRAFT_120373 [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN44042_c0_g3GAX82187.1hypothetical protein CEUSTIGMA_g9615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN44153_c1_g4PNW88637.1hypothetical protein CHLRE_01g038151v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.50 0.00

TRINITY_DN44341_c0_g2GAX83956.1hypothetical protein CEUSTIGMA_g11380.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN44419_c0_g2PRW20570.1E3 ubiquitin- ligase RNF14 [Chlorella sorokiniana]Chlorella_sorokiniana 49.50 0.00

TRINITY_DN44501_c0_g1PNH07864.1hypothetical protein TSOC_005647 [Tetrabaena socialis]Tetrabaena_socialis 49.50 0.00

TRINITY_DN44609_c0_g2PRW45690.1glucosamine-6-phosphate deaminase [Chlorella sorokiniana]Chlorella_sorokiniana 49.50 0.00

TRINITY_DN45155_c0_g3BBC28424.1phospholipid-N-methyltransferase [Chlamydomonas applanata]Chlamydomonas_applanata 49.50 0.00

TRINITY_DN45408_c1_g5XP_001703183.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.50 0.00

TRINITY_DN45647_c0_g3PRW18319.1NADPH-dependent diflavin oxidoreductase 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 49.50 0.00

TRINITY_DN46533_c0_g2GAX72609.1hypothetical protein CEUSTIGMA_g65.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN46892_c1_g2XP_002957909.1hypothetical protein VOLCADRAFT_121660 [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN47072_c0_g1KXZ52586.1hypothetical protein GPECTOR_9g631 [Gonium pectorale]Gonium_pectorale 49.50 0.00

TRINITY_DN47308_c0_g1OAE30878.1hypothetical protein AXG93_3943s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.50 0.00

TRINITY_DN47936_c0_g1GAX75014.1hypothetical protein CEUSTIGMA_g2460.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN48658_c0_g1PRW57509.1transketolase 7 [Chlorella sorokiniana]Chlorella_sorokiniana 49.50 0.00

TRINITY_DN48830_c0_g2PKA66820.1putative mitochondrial protein [Apostasia shenzhenica]Apostasia_shenzhenica 49.50 0.00

TRINITY_DN48959_c1_g1PSC74769.1notchless-like protein [Micractinium conductrix]Micractinium_conductrix 49.50 0.00

TRINITY_DN49082_c0_g1GAX79908.1hypothetical protein CEUSTIGMA_g7348.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN49346_c0_g3XP_002954218.1hypothetical protein VOLCADRAFT_76201 [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN49657_c4_g5XP_015951740.1transcription elongation factor 1 homolog isoform X5 [Arachis duranensis]Arachis_duranensis 49.50 0.00

TRINITY_DN49883_c0_g2GAX83846.1hypothetical protein CEUSTIGMA_g11270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN50747_c0_g2GAX75007.1hypothetical protein CEUSTIGMA_g2453.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0

TRINITY_DN51129_c0_g2XP_012844848.1PREDICTED: inositol transporter 1 [Erythranthe guttata]Erythranthe_guttata 49.50 0.00

TRINITY_DN51135_c0_g1XP_002954743.1pyruvate kinase [Volvox carteri f. nagariensis]Volvox_carteri 49.50 0.00

TRINITY_DN51375_c1_g4KXZ41898.1hypothetical protein GPECTOR_249g616 [Gonium pectorale]Gonium_pectorale 49.50 0.00

TRINITY_DN51801_c0_g2PNW79647.1hypothetical protein CHLRE_08g361400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.50 0.00

TRINITY_DN51813_c0_g1GAX72984.1hypothetical protein CEUSTIGMA_g436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.50 0.00

TRINITY_DN681_c0_g1RWW91085.1hypothetical protein BHE74_00018391 [Ensete ventricosum]Ensete_ventricosum 49.50 0.00

TRINITY_DN11839_c0_g1XP_024399600.1probable ribosome biogenesis protein RLP24 [Physcomitrella patens]Physcomitrella_patens 49.40 0.00

TRINITY_DN16412_c0_g2XP_016576342.1PREDICTED: ABC transporter A family member 7-like [Capsicum annuum]Capsicum_annuum 49.40 0.00

TRINITY_DN1759_c0_g1PRW57226.160S ribosomal L18a-2 [Chlorella sorokiniana]Chlorella_sorokiniana 49.40 0.00

TRINITY_DN20086_c0_g1XP_011397350.1Oxysterol-binding protein 9 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 49.40 0.00

TRINITY_DN23355_c0_g1XP_003060238.1ligase, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 49.40 0.00

TRINITY_DN31347_c0_g1PON59562.1Lysine methyltransferase [Trema orientale]Trema_orientale 49.40 0.00

TRINITY_DN31401_c0_g1KDD76777.1hypothetical protein H632_c108p2 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 49.40 0.00

TRINITY_DN31778_c0_g1RXH85042.1hypothetical protein DVH24_041810 [Malus domestica]Malus_domestica 49.40 0.00

TRINITY_DN31792_c0_g1GAX73032.1hypothetical protein CEUSTIGMA_g484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN32619_c0_g2KXZ49498.1hypothetical protein GPECTOR_21g724 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN32997_c0_g1XP_010279116.1PREDICTED: 14-3-3-like protein D isoform X2 [Nelumbo nucifera]Nelumbo_nucifera 49.40 0.00

TRINITY_DN33754_c1_g5XP_015873328.1probable serine/threonine-protein kinase PBL3 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 49.40 0.00

TRINITY_DN34547_c0_g1XP_002970961.1probable CDP-diacylglycerol--inositol 3-phosphatidyltransferase 2 [Selaginella moellendorffii]Selaginella_moellendorffii 49.40 0.00

TRINITY_DN35034_c0_g1RCV20072.1hypothetical protein SETIT_4G026600v2 [Setaria italica]Setaria_italica 49.40 0.00

TRINITY_DN36572_c0_g6XP_023548505.1DNA mismatch repair protein PMS1 isoform X2 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 49.40 0.00



TRINITY_DN36577_c0_g1GAQ88885.1NAD-dependent epimerase/dehydratase [Klebsormidium nitens]Klebsormidium_nitens 49.40 0.00

TRINITY_DN36754_c1_g6XP_024312059.1LOW QUALITY PROTEIN: uncharacterized protein LOC100823542 [Brachypodium distachyon]Brachypodium_distachyon 49.40 0.00

TRINITY_DN36815_c0_g9GAX74335.1hypothetical protein CEUSTIGMA_g1784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN36918_c0_g5GAX84227.1hypothetical protein CEUSTIGMA_g11650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN37030_c1_g1KXZ43276.1hypothetical protein GPECTOR_96g742 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN37440_c0_g1XP_013905652.1hypothetical protein MNEG_1317 [Monoraphidium neglectum]Monoraphidium_neglectum 49.40 0.00

TRINITY_DN37583_c0_g4XP_002958462.1hypothetical protein VOLCADRAFT_99741 [Volvox carteri f. nagariensis]Volvox_carteri 49.40 0.00

TRINITY_DN37706_c0_g3OVA10135.1NUDIX hydrolase domain [Macleaya cordata]Macleaya_cordata 49.40 0.00

TRINITY_DN37712_c2_g1GBF90199.1hypothetical protein Rsub_03332 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.40 0.00

TRINITY_DN37763_c0_g2XP_007039163.1PREDICTED: cytochrome b5 isoform X1 [Theobroma cacao]Theobroma_cacao 49.40 0.00

TRINITY_DN37800_c0_g2GBG69372.1hypothetical protein CBR_g4065 [Chara braunii]Chara_braunii 49.40 0.00

TRINITY_DN38045_c1_g5KXZ43417.1hypothetical protein GPECTOR_91g571 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN38085_c1_g1PNW81421.1hypothetical protein CHLRE_07g355300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN38901_c0_g2XP_005651004.1Pkinase-domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.40 0.00

TRINITY_DN39869_c3_g3GAX82978.1hypothetical protein CEUSTIGMA_g10405.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN40196_c0_g2XP_024384651.1methionine aminopeptidase 1D, chloroplastic/mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 49.40 0.00

TRINITY_DN40389_c0_g1XP_001702992.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN40475_c0_g7GAX79843.1hypothetical protein CEUSTIGMA_g7283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN40610_c0_g2GAX75999.1hypothetical protein CEUSTIGMA_g3442.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN40665_c0_g5ERN19185.1hypothetical protein AMTR_s00061p00179720 [Amborella trichopoda]Amborella_trichopoda 49.40 0.00

TRINITY_DN41207_c0_g1PNW71159.1hypothetical protein CHLRE_16g695218v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN41388_c0_g1GBF87723.1hypothetical protein Rsub_00434 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.40 0.00

TRINITY_DN41530_c3_g5XP_002951509.1hypothetical protein VOLCADRAFT_120968 [Volvox carteri f. nagariensis]Volvox_carteri 49.40 0.00

TRINITY_DN41545_c0_g5XP_005643929.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.40 0.00

TRINITY_DN41648_c1_g1KXZ56097.1hypothetical protein GPECTOR_2g979 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN41872_c0_g5XP_011652929.1PREDICTED: ABC transporter C family member 14 [Cucumis sativus]Cucumis_sativus 49.40 0.00

TRINITY_DN42335_c0_g5KXZ42805.1hypothetical protein GPECTOR_117g370 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN42623_c1_g1XP_027094784.1serine/threonine-protein kinase RIO1-like [Coffea arabica]Coffea_arabica 49.40 0.00

TRINITY_DN42734_c0_g1RRT43806.1hypothetical protein B296_00038428 [Ensete ventricosum]Ensete_ventricosum 49.40 0.00

TRINITY_DN43259_c0_g6PRW44447.1cathepsin [Chlorella sorokiniana]Chlorella_sorokiniana 49.40 0.00

TRINITY_DN43891_c0_g1KXZ42547.1hypothetical protein GPECTOR_136g630 [Gonium pectorale]Gonium_pectorale 49.40 0.00

TRINITY_DN44075_c0_g5BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.40 0.00

TRINITY_DN44638_c0_g7KZV15418.1phenylalanine ammonia-lyase-like, partial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 49.40 0.00

TRINITY_DN45014_c1_g4XP_023926185.1probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial [Quercus suber]Quercus_suber 49.40 0.00

TRINITY_DN45044_c0_g3GAX83946.1hypothetical protein CEUSTIGMA_g11370.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN45804_c1_g3GAX82603.1hypothetical protein CEUSTIGMA_g10029.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN45877_c0_g3GAX75549.1hypothetical protein CEUSTIGMA_g2992.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN45935_c1_g4XP_005645620.1S-adenosyl-L-methionine-dependent methyltransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.40 0.00

TRINITY_DN45976_c0_g1XP_002966217.2uncharacterized protein LOC9652801 [Selaginella moellendorffii]Selaginella_moellendorffii 49.40 0.00

TRINITY_DN46528_c1_g5GAX73140.1hypothetical protein CEUSTIGMA_g593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN46536_c1_g6GAX72717.1hypothetical protein CEUSTIGMA_g173.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN46568_c0_g1PNW71463.1hypothetical protein CHLRE_16g655400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN46638_c0_g7XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 49.40 0.00

TRINITY_DN46854_c0_g1GAX74084.1hypothetical protein CEUSTIGMA_g1534.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN47255_c0_g1PNW70925.1hypothetical protein CHLRE_17g739250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN47340_c0_g3PRW58255.1cytochrome b5 [Chlorella sorokiniana]Chlorella_sorokiniana 49.40 0.00

TRINITY_DN47555_c0_g3XP_006439244.1UPF0160 protein [Citrus clementina]Citrus_clementina 49.40 0.00

TRINITY_DN47770_c0_g1GAQ80890.1WD domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 49.40 0.00

TRINITY_DN47868_c1_g10RQM04387.1hypothetical protein DY000_00030921 [Brassica cretica]Brassica_cretica 49.40 0.00

TRINITY_DN48175_c1_g8XP_013730457.1ras-related protein RABD2a-like [Brassica napus]Brassica_napus 49.40 0.00

TRINITY_DN50045_c0_g2GAX86341.1hypothetical protein CEUSTIGMA_g13753.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN50313_c0_g7PNW86879.1hypothetical protein CHLRE_02g099601v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.40 0.00

TRINITY_DN50944_c2_g1GAX76778.1hypothetical protein CEUSTIGMA_g4224.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN51572_c1_g2GAX74907.1hypothetical protein CEUSTIGMA_g2353.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN51592_c0_g1PNH04997.1Cycloartenol synthase [Tetrabaena socialis]Tetrabaena_socialis 49.40 0.00

TRINITY_DN52070_c0_g1PSC68460.1Transmembrane 18 isoform A [Micractinium conductrix]Micractinium_conductrix 49.40 0.00

TRINITY_DN52284_c0_g3GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.40 0.00

TRINITY_DN52576_c0_g10PNH10932.1Protein tesmin/TSO1-like CXC 2 [Tetrabaena socialis]Tetrabaena_socialis 49.40 0.00

TRINITY_DN54081_c0_g1XP_008655314.1ABC transporter B family member 25, mitochondrial isoform X2 [Zea mays]Zea_mays 49.40 0.00

TRINITY_DN5887_c0_g1XP_021757454.1lysosomal Pro-X carboxypeptidase-like [Chenopodium quinoa]Chenopodium_quinoa 49.40 0.00

TRINITY_DN6817_c0_g1GBG73988.1hypothetical protein CBR_g17699 [Chara braunii]Chara_braunii 49.40 0.00

TRINITY_DN1275_c0_g1XP_024189145.1zinc finger protein 593 [Rosa chinensis]Rosa_chinensis 49.30 0.00

TRINITY_DN14253_c0_g2ALC78855.1MTP2h (protoplast) [Sedum alfredii]Sedum_alfredii 49.30 0.00

TRINITY_DN16288_c0_g1OAE32031.1hypothetical protein AXG93_2278s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.30 0.00

TRINITY_DN17947_c0_g2XP_018822003.1PREDICTED: probable serine protease EDA2 [Juglans regia]Juglans_regia 49.30 0.00

TRINITY_DN23426_c0_g1RLN30676.1E3 ubiquitin-protein ligase CHIP-like [Panicum miliaceum]Panicum_miliaceum 49.30 0.00



TRINITY_DN26863_c0_g1PPD67813.1hypothetical protein GOBAR_DD35303 [Gossypium barbadense]Gossypium_barbadense 49.30 0.00

TRINITY_DN29603_c0_g1XP_020591914.1actin-related protein 6 [Phalaenopsis equestris]Phalaenopsis_equestris 49.30 0.00

TRINITY_DN30758_c0_g1XP_021601381.1serine/threonine-protein phosphatase 2A activator [Manihot esculenta]Manihot_esculenta 49.30 0.00

TRINITY_DN32109_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 49.30 0.00

TRINITY_DN32949_c0_g1XP_020572360.1metal tolerance protein C4 isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 49.30 0.00

TRINITY_DN33282_c0_g1XP_027095062.1RNA-binding protein 2-like isoform X1 [Coffea arabica]Coffea_arabica 49.30 0.00

TRINITY_DN33290_c0_g1GAQ80986.1Aldo/keto reductase family protein [Klebsormidium nitens]Klebsormidium_nitens 49.30 0.00

TRINITY_DN33769_c0_g1AFK48145.1unknown [Medicago truncatula]Medicago_truncatula 49.30 0.00

TRINITY_DN34990_c0_g1XP_004246685.1mitochondrial import inner membrane translocase subunit TIM14-2 isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 49.30 0.00

TRINITY_DN35012_c0_g1XP_004961836.1ras-related protein RABE1c [Setaria italica]Setaria_italica 49.30 0.00

TRINITY_DN35465_c0_g6XP_024392341.160S ribosomal protein L13-2-like [Physcomitrella patens]Physcomitrella_patens 49.30 0.00

TRINITY_DN35830_c0_g4XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 49.30 0.00

TRINITY_DN35900_c2_g5GBF95782.1hypothetical protein Rsub_08218 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.30 0.00

TRINITY_DN35905_c0_g2GAX83579.1hypothetical protein CEUSTIGMA_g11004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN36100_c0_g5XP_024374329.1ATP-binding cassette sub-family A member 1-like [Physcomitrella patens]Physcomitrella_patens 49.30 0.00

TRINITY_DN36289_c0_g2OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.30 0.00

TRINITY_DN36500_c0_g1PNW76823.1hypothetical protein CHLRE_11g477800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN36582_c0_g10XP_002950612.1SET domain-containing protein [Volvox carteri f. nagariensis]Volvox_carteri 49.30 0.00

TRINITY_DN37006_c0_g3GBG78124.1hypothetical protein CBR_g26161 [Chara braunii]Chara_braunii 49.30 0.00

TRINITY_DN37154_c0_g3BAU03701.1hypothetical protein VIGAN_UM160600, partial [Vigna angularis var. angularis]Vigna_angularis 49.30 0.00

TRINITY_DN37266_c0_g6KXZ42158.1hypothetical protein GPECTOR_194g326 [Gonium pectorale]Gonium_pectorale 49.30 0.00

TRINITY_DN37402_c0_g1GAX75802.1hypothetical protein CEUSTIGMA_g3245.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN37537_c0_g1GAX75729.1hypothetical protein CEUSTIGMA_g3172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN37539_c0_g4PNW82022.1hypothetical protein CHLRE_06g270500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN37623_c1_g5XP_001703286.1C-type cyclin, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN38266_c0_g2XP_016561960.1PREDICTED: cathepsin B-like [Capsicum annuum]Capsicum_annuum 49.30 0.00

TRINITY_DN38794_c0_g5OAE27350.1hypothetical protein AXG93_441s1110 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.30 0.00

TRINITY_DN39354_c0_g2ONM03192.1Proteasome subunit beta type [Zea mays]Zea_mays 49.30 0.00

TRINITY_DN39367_c0_g1XP_002949562.1hypothetical protein VOLCADRAFT_89940 [Volvox carteri f. nagariensis]Volvox_carteri 49.30 0.00

TRINITY_DN39765_c1_g2PNH11042.1R3H and coiled-coil domain-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 49.30 0.00

TRINITY_DN40093_c0_g2XP_001696530.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN40114_c0_g9XP_023880051.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 49.30 0.00

TRINITY_DN40695_c3_g2XP_001690052.1cryptochrome DASH2, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN40797_c1_g5XP_021744865.1probable signal peptidase complex subunit 1 [Chenopodium quinoa]Chenopodium_quinoa 49.30 0.00

TRINITY_DN40901_c0_g8XP_013894628.1hypothetical protein MNEG_12354 [Monoraphidium neglectum]Monoraphidium_neglectum 49.30 0.00

TRINITY_DN41135_c1_g2GAX86663.1hypothetical protein CEUSTIGMA_g14071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN41342_c0_g1XP_013899923.1hypothetical protein MNEG_7059 [Monoraphidium neglectum]Monoraphidium_neglectum 49.30 0.00

TRINITY_DN41560_c0_g1XP_005651478.1hypothetical protein COCSUDRAFT_12206, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.30 0.00

TRINITY_DN42296_c0_g7XP_002952662.1hypothetical protein VOLCADRAFT_93429 [Volvox carteri f. nagariensis]Volvox_carteri 49.30 0.00

TRINITY_DN42575_c0_g3BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.30 0.00

TRINITY_DN42812_c0_g2GBF94538.1DNA replication licensing factor MCM3 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.30 0.00

TRINITY_DN42879_c0_g3GAX75994.1hypothetical protein CEUSTIGMA_g3437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN42891_c1_g3PNW79099.1hypothetical protein CHLRE_09g400627v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN43028_c0_g2GBF98140.1hypothetical protein Rsub_10552 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.30 0.00

TRINITY_DN43071_c0_g1XP_005644821.1hypothetical protein COCSUDRAFT_67562 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.30 0.00

TRINITY_DN43405_c0_g2PNW82472.1hypothetical protein CHLRE_06g280350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN43474_c0_g1GAX73917.1hypothetical protein CEUSTIGMA_g1367.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN44549_c0_g2GAQ82840.1Prolyl oligopeptidase family protein [Klebsormidium nitens]Klebsormidium_nitens 49.30 0.00

TRINITY_DN45096_c0_g2GBF93239.1insulin-degrading enzyme-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.30 0.00

TRINITY_DN45157_c0_g4PSC71292.1ATP-binding cassette sub-family B member 9 [Micractinium conductrix]Micractinium_conductrix 49.30 0.00

TRINITY_DN45616_c0_g1GAX85229.1hypothetical protein CEUSTIGMA_g12649.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN45913_c0_g3NP_001304298.1uncharacterized protein LOC100216756 [Zea mays]Zea_mays 49.30 0.00

TRINITY_DN47105_c0_g3XP_023901892.1structural maintenance of chromosomes protein 4-like [Quercus suber]Quercus_suber 49.30 0.00

TRINITY_DN48025_c0_g7OAE32232.1hypothetical protein AXG93_4525s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.30 0.00

TRINITY_DN48399_c0_g3GAX79168.1hypothetical protein CEUSTIGMA_g6608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN49071_c0_g1EFJ28716.1hypothetical protein SELMODRAFT_231624 [Selaginella moellendorffii]Selaginella_moellendorffii 49.30 0.00

TRINITY_DN49217_c0_g4OAE21040.1hypothetical protein AXG93_606s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.30 0.00

TRINITY_DN50210_c0_g4GAX73550.1hypothetical protein CEUSTIGMA_g1001.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN50316_c0_g9GAX77773.1hypothetical protein CEUSTIGMA_g5216.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN50333_c0_g2GAX78349.1hypothetical protein CEUSTIGMA_g5791.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN50564_c0_g5XP_026436601.1calcium-dependent protein kinase 14-like [Papaver somniferum]Papaver_somniferum 49.30 0.00

TRINITY_DN50768_c1_g2GAX72885.1hypothetical protein CEUSTIGMA_g340.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.30 0.00

TRINITY_DN50792_c0_g3XP_020674241.1homeobox protein knotted-1-like 13 isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 49.30 0.00

TRINITY_DN51118_c0_g2PNW88982.1hypothetical protein CHLRE_01g053250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.30 0.00

TRINITY_DN51268_c1_g4KDO43940.1hypothetical protein CISIN_1g027985mg [Citrus sinensis]Citrus_sinensis 49.30 0.00

TRINITY_DN51269_c1_g4XP_002324025.3probable prolyl 4-hydroxylase 7 [Populus trichocarpa]Populus_trichocarpa 49.30 0.00



TRINITY_DN51560_c0_g1OUS48368.1hypothetical protein BE221DRAFT_189642 [Ostreococcus tauri]Ostreococcus_tauri 49.30 0.00

TRINITY_DN53922_c0_g1XP_009803717.1PREDICTED: ribonuclease H2 subunit A [Nicotiana sylvestris]Nicotiana_sylvestris 49.30 0.00

TRINITY_DN1139_c0_g1OTG20488.1putative organic solute transporter subunit alpha [Helianthus annuus]Helianthus_annuus 49.20 0.00

TRINITY_DN17758_c0_g1KHN20582.1COP9 signalosome complex subunit 6a [Glycine soja]Glycine_soja 49.20 0.00

TRINITY_DN20154_c0_g1XP_019159960.1PREDICTED: uncharacterized protein LOC109156564 [Ipomoea nil]Ipomoea_nil 49.20 0.00

TRINITY_DN24932_c0_g1GBG72963.1hypothetical protein CBR_g12682 [Chara braunii]Chara_braunii 49.20 0.00

TRINITY_DN25487_c0_g2XP_023871841.1RNA-binding protein rsd1-like [Quercus suber]Quercus_suber 49.20 0.00

TRINITY_DN2572_c0_g1KFK42736.1hypothetical protein AALP_AA1G033100 [Arabis alpina]Arabis_alpina 49.20 0.00

TRINITY_DN32504_c0_g2PRQ53111.1putative cytochrome P450 [Rosa chinensis]Rosa_chinensis 49.20 0.00

TRINITY_DN33804_c0_g1GAX79788.1hypothetical protein CEUSTIGMA_g7228.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN34221_c0_g1RLM64483.150S ribosomal protein L27-like [Panicum miliaceum]Panicum_miliaceum 49.20 0.00

TRINITY_DN34373_c0_g2XP_020583840.1dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase [Phalaenopsis equestris]Phalaenopsis_equestris 49.20 0.00

TRINITY_DN34471_c0_g2XP_023899626.1glycogen debranching enzyme-like [Quercus suber]Quercus_suber 49.20 0.00

TRINITY_DN35133_c0_g3XP_001698477.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN35240_c0_g1GAX74791.1hypothetical protein CEUSTIGMA_g2238.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN35382_c0_g1PON47238.1Ubiquitin [Parasponia andersonii]Parasponia_andersonii 49.20 0.00

TRINITY_DN35569_c0_g2GAX79742.1hypothetical protein CEUSTIGMA_g7183.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN35991_c1_g3KDD76594.1hypothetical protein H632_c168p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 49.20 0.00

TRINITY_DN36009_c1_g8XP_001419129.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 49.20 0.00

TRINITY_DN36061_c0_g4XP_009406142.1PREDICTED: NAD-dependent protein deacylase SRT2 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 49.20 0.00

TRINITY_DN36379_c0_g9XP_005645014.1GRIM-19 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.20 0.00

TRINITY_DN36730_c0_g1OAY47145.1hypothetical protein MANES_06G055600 [Manihot esculenta]Manihot_esculenta 49.20 0.00

TRINITY_DN36960_c0_g3GBG69617.1hypothetical protein CBR_g4447 [Chara braunii]Chara_braunii 49.20 0.00

TRINITY_DN37525_c0_g2GAX79485.1hypothetical protein CEUSTIGMA_g6926.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN37947_c0_g1GAX78147.1hypothetical protein CEUSTIGMA_g5589.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN38149_c0_g4KXZ42023.1hypothetical protein GPECTOR_220g471 [Gonium pectorale]Gonium_pectorale 49.20 0.00

TRINITY_DN38184_c0_g4ONK73608.1uncharacterized protein A4U43_C04F33400 [Asparagus officinalis]Asparagus_officinalis 49.20 0.00

TRINITY_DN39973_c0_g2GAX74121.1hypothetical protein CEUSTIGMA_g1570.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN40622_c0_g1XP_020190241.1calcium-dependent protein kinase 25-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 49.20 0.00

TRINITY_DN41000_c1_g1XP_002948528.1cytochrome c oxidase subunit II [Volvox carteri f. nagariensis]Volvox_carteri 49.20 0.00

TRINITY_DN41059_c0_g3XP_001698046.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN42675_c1_g1PNW85743.1hypothetical protein CHLRE_03g207351v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN43024_c1_g18XP_005646735.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.20 0.00

TRINITY_DN43384_c0_g2XP_020684990.1ubiquitin fusion degradation protein 1 homolog isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 49.20 0.00

TRINITY_DN44224_c0_g1XP_013901079.1hypothetical protein MNEG_5898 [Monoraphidium neglectum]Monoraphidium_neglectum 49.20 0.00

TRINITY_DN44278_c0_g6GAX75103.1hypothetical protein CEUSTIGMA_g2547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN45050_c0_g5KXZ49981.1hypothetical protein GPECTOR_18g137 [Gonium pectorale]Gonium_pectorale 49.20 0.00

TRINITY_DN45197_c1_g4XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN45585_c0_g2PNW81904.1hypothetical protein CHLRE_06g265550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN46501_c0_g2GAX78602.1hypothetical protein CEUSTIGMA_g6041.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN46770_c1_g3GAX81661.1hypothetical protein CEUSTIGMA_g9089.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN46903_c0_g1CBU30418.1asparagine synthase [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 49.20 0.00

TRINITY_DN46959_c0_g5KZV15033.1hypothetical protein F511_08091 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 49.20 0.00

TRINITY_DN47490_c0_g3RWW31708.1hypothetical protein GW17_00003662, partial [Ensete ventricosum]Ensete_ventricosum 49.20 0.00

TRINITY_DN47844_c0_g1PNW84101.1hypothetical protein CHLRE_04g220850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN47955_c0_g1GAX74130.1hypothetical protein CEUSTIGMA_g1579.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN48406_c1_g1KXZ51515.1hypothetical protein GPECTOR_12g478 [Gonium pectorale]Gonium_pectorale 49.20 0.00

TRINITY_DN48498_c0_g3XP_008246475.1PREDICTED: cyclin-P3-1 [Prunus mume]Prunus_mume 49.20 0.00

TRINITY_DN48668_c0_g3GAX85404.1hypothetical protein CEUSTIGMA_g12820.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN49557_c1_g1PNH02863.1hypothetical protein TSOC_011125 [Tetrabaena socialis]Tetrabaena_socialis 49.20 0.00

TRINITY_DN49986_c0_g1PNW74230.1hypothetical protein CHLRE_13g590600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN50034_c1_g2GAX80215.1hypothetical protein CEUSTIGMA_g7653.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN50423_c0_g1KXZ51100.1hypothetical protein GPECTOR_14g82 [Gonium pectorale]Gonium_pectorale 49.20 0.00

TRINITY_DN50473_c0_g5PRW45057.1E3 ubiquitin- ligase UPL6 [Chlorella sorokiniana]Chlorella_sorokiniana 49.20 0.00

TRINITY_DN51114_c1_g2CDY23021.1BnaC07g31660D [Brassica napus]Brassica_napus 49.20 0.00

TRINITY_DN51543_c0_g1GAX82683.1hypothetical protein CEUSTIGMA_g10109.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN51679_c0_g1PNW84856.1hypothetical protein CHLRE_03g161250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.20 0.00

TRINITY_DN51861_c0_g2GAX74935.1hypothetical protein CEUSTIGMA_g2381.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.20 0.00

TRINITY_DN52126_c1_g1KXZ48406.1hypothetical protein GPECTOR_28g813 [Gonium pectorale]Gonium_pectorale 49.20 0.00

TRINITY_DN20862_c0_g1XP_005843977.1hypothetical protein CHLNCDRAFT_139794 [Chlorella variabilis]Chlorella_variabilis 49.10 0.00

TRINITY_DN27610_c0_g1PSC74662.1Serine threonine-kinase endoribonuclease IRE1 [Micractinium conductrix]Micractinium_conductrix 49.10 0.00

TRINITY_DN27658_c0_g1KFK38343.1hypothetical protein AALP_AA3G101800 [Arabis alpina]Arabis_alpina 49.10 0.00

TRINITY_DN30358_c0_g1OMO60706.1hypothetical protein CCACVL1_23929 [Corchorus capsularis]Corchorus_capsularis 49.10 0.00

TRINITY_DN31170_c0_g1XP_016198077.1DNA-directed RNA polymerases II, IV and V subunit 9A isoform X1 [Arachis ipaensis]Arachis_ipaensis 49.10 0.00

TRINITY_DN31461_c0_g1XP_003081550.2unnamed product [Ostreococcus tauri]Ostreococcus_tauri 49.10 0.00

TRINITY_DN32522_c0_g3OUS44685.1glucose inhibited division protein A [Ostreococcus tauri]Ostreococcus_tauri 49.10 0.00



TRINITY_DN32946_c0_g3PRW05850.1decapping and exoribonuclease isoform X4 [Chlorella sorokiniana]Chlorella_sorokiniana 49.10 0.00

TRINITY_DN33113_c0_g1OVA05820.1Glutathione S-transferase [Macleaya cordata]Macleaya_cordata 49.10 0.00

TRINITY_DN33810_c0_g3XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 49.10 0.00

TRINITY_DN36391_c0_g6XP_020274569.140S ribosomal protein Sa-2-like [Asparagus officinalis]Asparagus_officinalis 49.10 0.00

TRINITY_DN36523_c1_g3XP_013902109.1dual-specificity tyrosine-(Y)-phosphorylation regulated kinase [Monoraphidium neglectum]Monoraphidium_neglectum 49.10 0.00

TRINITY_DN36977_c0_g2GAX80655.1hypothetical protein CEUSTIGMA_g8090.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN37094_c0_g1XP_002946863.1hypothetical protein VOLCADRAFT_79240 [Volvox carteri f. nagariensis]Volvox_carteri 49.10 0.00

TRINITY_DN38471_c0_g4KXZ53200.1hypothetical protein GPECTOR_7g1093 [Gonium pectorale]Gonium_pectorale 49.10 0.00

TRINITY_DN38580_c0_g6GBG76736.1hypothetical protein CBR_g22954 [Chara braunii]Chara_braunii 49.10 0.00

TRINITY_DN38781_c2_g4PRW58254.1cytochrome c oxidase assembly COX19-like [Chlorella sorokiniana]Chlorella_sorokiniana 49.10 0.00

TRINITY_DN39084_c1_g9GAX78095.1hypothetical protein CEUSTIGMA_g5537.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN39109_c0_g9XP_022953679.1thioredoxin-like protein 4B [Cucurbita moschata]Cucurbita_moschata 49.10 0.00

TRINITY_DN39169_c0_g1XP_013899584.1Mannan endo-1,4-beta-mannosidase 1 [Monoraphidium neglectum]Monoraphidium_neglectum 49.10 0.00

TRINITY_DN40299_c0_g2XP_005647431.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.10 0.00

TRINITY_DN41165_c0_g6PLY81791.1hypothetical protein LSAT_3X24241 [Lactuca sativa]Lactuca_sativa 49.10 0.00

TRINITY_DN42444_c0_g1XP_001693184.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN42908_c0_g1GAX81518.1hypothetical protein CEUSTIGMA_g8946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN43534_c0_g1GAX73955.1hypothetical protein CEUSTIGMA_g1405.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN43559_c0_g2XP_002953522.1hypothetical protein VOLCADRAFT_105949 [Volvox carteri f. nagariensis]Volvox_carteri 49.10 0.00

TRINITY_DN43575_c0_g3GAX78306.1hypothetical protein CEUSTIGMA_g5748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN43971_c0_g6CAB71875.1P-glycoprotein-like proetin [Arabidopsis thaliana]Arabidopsis_thaliana 49.10 0.00

TRINITY_DN43992_c0_g5PNH04157.1hypothetical protein TSOC_009714 [Tetrabaena socialis]Tetrabaena_socialis 49.10 0.00

TRINITY_DN44703_c0_g2XP_008244426.1PREDICTED: eukaryotic translation initiation factor 3 subunit H [Prunus mume]Prunus_mume 49.10 0.00

TRINITY_DN45014_c1_g2XP_023926185.1probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial [Quercus suber]Quercus_suber 49.10 0.00

TRINITY_DN45196_c0_g2KXZ44909.1hypothetical protein GPECTOR_61g862 [Gonium pectorale]Gonium_pectorale 49.10 0.00

TRINITY_DN45233_c0_g1GAX73824.1hypothetical protein CEUSTIGMA_g1275.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN45951_c1_g8PWA80905.1Phosphofructokinase [Artemisia annua]Artemisia_annua 49.10 0.00

TRINITY_DN45956_c0_g2PNH02857.1Adenine/guanine permease AZG1 [Tetrabaena socialis]Tetrabaena_socialis 49.10 0.00

TRINITY_DN46361_c0_g1GBG73038.1hypothetical protein CBR_g12756 [Chara braunii]Chara_braunii 49.10 0.00

TRINITY_DN46513_c0_g6KXZ54222.1hypothetical protein GPECTOR_5g314 [Gonium pectorale]Gonium_pectorale 49.10 0.00

TRINITY_DN47040_c0_g3BAK01936.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 49.10 0.00

TRINITY_DN48486_c0_g2GAQ81873.126S proteasome regulatory complex subunit RPN1/PSMD2 [Klebsormidium nitens]Klebsormidium_nitens 49.10 0.00

TRINITY_DN48568_c0_g5RXI05586.1hypothetical protein DVH24_017628 [Malus domestica]Malus_domestica 49.10 0.00

TRINITY_DN49396_c0_g1GAX78366.1hypothetical protein CEUSTIGMA_g5808.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN49613_c1_g2PNW85045.1hypothetical protein CHLRE_03g169300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN49668_c2_g1PNW77446.1hypothetical protein CHLRE_10g436900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN49671_c1_g4GAX74135.1hypothetical protein CEUSTIGMA_g1584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN49946_c0_g1XP_002957696.1alpha-1,2-mannosidase [Volvox carteri f. nagariensis]Volvox_carteri 49.10 0.00

TRINITY_DN50339_c0_g2KXZ43502.1hypothetical protein GPECTOR_88g445 [Gonium pectorale]Gonium_pectorale 49.10 0.00

TRINITY_DN50547_c1_g3PNW78839.1hypothetical protein CHLRE_09g391875v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN50825_c0_g3PNW75308.1hypothetical protein CHLRE_12g521700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN50861_c1_g5PNW73823.1hypothetical protein CHLRE_13g574200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.10 0.00

TRINITY_DN51326_c0_g1GAX79492.1hypothetical protein CEUSTIGMA_g6933.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN51959_c1_g1GAX84005.1hypothetical protein CEUSTIGMA_g11430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN52253_c1_g3GAX76248.1hypothetical protein CEUSTIGMA_g3692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0.00

TRINITY_DN52298_c2_g1GAX77872.1hypothetical protein CEUSTIGMA_g5314.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.10 0

TRINITY_DN52590_c2_g1EPS59216.1hypothetical protein M569_15593 [Genlisea aurea]Genlisea_aurea 49.10 0.00

TRINITY_DN16977_c0_g1KHG08629.1Chaperone dnaJ 6 -like protein [Gossypium arboreum]Gossypium_arboreum 49.00 0.00

TRINITY_DN25457_c0_g1XP_010256916.1PREDICTED: elicitor-responsive protein 1-like [Nelumbo nucifera]Nelumbo_nucifera 49.00 0.00

TRINITY_DN26710_c0_g4RYR42861.1hypothetical protein Ahy_A08g039298 isoform C [Arachis hypogaea]Arachis_hypogaea 49.00 0.00

TRINITY_DN28471_c0_g1AGV54389.1tubulin beta-1 chain-like protein [Phaseolus vulgaris]Phaseolus_vulgaris 49.00 0.00

TRINITY_DN29170_c0_g1XP_021745104.1squamosa promoter-binding-like protein 2 [Chenopodium quinoa]Chenopodium_quinoa 49.00 0.00

TRINITY_DN30059_c0_g2XP_005652161.1flavin-containing monooxygenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 49.00 0.00

TRINITY_DN31908_c0_g1GAX80718.1hypothetical protein CEUSTIGMA_g8153.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN32805_c0_g1XP_003628592.1histone acetyltransferase GCN5 [Medicago truncatula]Medicago_truncatula 49.00 0.00

TRINITY_DN33901_c0_g1XP_022728137.1E3 ubiquitin-protein ligase SP1-like isoform X2 [Durio zibethinus]Durio_zibethinus 49.00 0.00

TRINITY_DN34936_c0_g1GAQ88885.1NAD-dependent epimerase/dehydratase [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN35968_c0_g6XP_002955550.1hypothetical protein VOLCADRAFT_106840 [Volvox carteri f. nagariensis]Volvox_carteri 49.00 0.00

TRINITY_DN36439_c0_g1XP_026407045.1sorbitol dehydrogenase-like isoform X1 [Papaver somniferum]Papaver_somniferum 49.00 0.00

TRINITY_DN36940_c0_g2XP_021851088.1prolyl endopeptidase-like [Spinacia oleracea]Spinacia_oleracea 49.00 0.00

TRINITY_DN37539_c0_g5XP_002947319.1hypothetical protein VOLCADRAFT_103412 [Volvox carteri f. nagariensis]Volvox_carteri 49.00 0.00

TRINITY_DN37833_c0_g8GAQ79567.1valyl-tRNA synthetase [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN37969_c1_g2PNH03128.1hypothetical protein TSOC_010834 [Tetrabaena socialis]Tetrabaena_socialis 49.00 0.00

TRINITY_DN38805_c0_g1GAX86403.1hypothetical protein CEUSTIGMA_g13813.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN39065_c0_g6GAQ84569.1ATP citrate lyase (ACL) family protein [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN39838_c1_g9GBF90736.1nitrile hydratase subunit alpha [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.00 0.00



TRINITY_DN41494_c0_g8GAX84034.1hypothetical protein CEUSTIGMA_g11458.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN41675_c1_g1PNW70594.1hypothetical protein CHLRE_17g726400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN41694_c0_g5GAQ81015.1glycyl-tRNA synthetase [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN41747_c1_g1EFJ38368.1hypothetical protein SELMODRAFT_70503, partial [Selaginella moellendorffii]Selaginella_moellendorffii 49.00 0.00

TRINITY_DN42107_c0_g2PNW85530.1hypothetical protein CHLRE_03g190900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN42270_c2_g4OAE24965.1hypothetical protein AXG93_3545s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 49.00 0.00

TRINITY_DN42271_c0_g1GAQ80655.1hypothetical protein KFL_000590070 [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN42354_c1_g3XP_021990136.1pyrophosphate-energized vacuolar membrane proton pump 1-like [Helianthus annuus]Helianthus_annuus 49.00 0.00

TRINITY_DN42474_c1_g7XP_023923868.1probable pyridoxal 5'-phosphate synthase subunit PDX2 [Quercus suber]Quercus_suber 49.00 0.00

TRINITY_DN42928_c0_g1XP_002950673.1hypothetical protein VOLCADRAFT_91088 [Volvox carteri f. nagariensis]Volvox_carteri 49.00 0.00

TRINITY_DN43081_c0_g3XP_001698048.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN43139_c0_g1XP_008390069.1PREDICTED: phospholipid-transporting ATPase 3 [Malus domestica]Malus_domestica 49.00 0.00

TRINITY_DN43411_c1_g2GAX82580.1hypothetical protein CEUSTIGMA_g10006.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN43693_c0_g8XP_002957717.1hypothetical protein VOLCADRAFT_107785 [Volvox carteri f. nagariensis]Volvox_carteri 49.00 0.00

TRINITY_DN43730_c0_g3GAX80387.1hypothetical protein CEUSTIGMA_g7826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN43832_c1_g9XP_022871082.1DNA-directed RNA polymerases II and IV subunit 5A-like [Olea europaea var. sylvestris]Olea_europaea 49.00 0.00

TRINITY_DN43970_c0_g1GAX80630.1hypothetical protein CEUSTIGMA_g8065.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN44303_c0_g3XP_013893661.1nicotinamide mononucleotideadenylyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 49.00 0.00

TRINITY_DN44437_c0_g4GBG81344.1hypothetical protein CBR_g32017 [Chara braunii]Chara_braunii 49.00 0.00

TRINITY_DN44476_c0_g9XP_006391403.1protein AAR2 homolog [Eutrema salsugineum]Eutrema_salsugineum 49.00 0.00

TRINITY_DN45231_c0_g3PNW72795.1hypothetical protein CHLRE_15g644051v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN45440_c0_g1GAX73038.1hypothetical protein CEUSTIGMA_g490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN45566_c0_g1XP_010937593.1PREDICTED: LOW QUALITY PROTEIN: ATP-dependent zinc metalloprotease FTSH 8, mitochondrial-like [Elaeis guineensis]Elaeis_guineensis 49.00 0.00

TRINITY_DN45812_c1_g3KDD72661.1hypothetical protein H632_c3057p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 49.00 0.00

TRINITY_DN46233_c0_g2PIN01347.1Glutaminyl-tRNA synthetase [Handroanthus impetiginosus]Handroanthus_impetiginosus 49.00 0.00

TRINITY_DN46511_c0_g2PNR30380.1hypothetical protein PHYPA_026696 [Physcomitrella patens]Physcomitrella_patens 49.00 0.00

TRINITY_DN46812_c0_g1KXZ44274.1hypothetical protein GPECTOR_70g505 [Gonium pectorale]Gonium_pectorale 49.00 0.00

TRINITY_DN46916_c0_g2XP_002952683.1hybrid-cluster protein [Volvox carteri f. nagariensis]Volvox_carteri 49.00 0.00

TRINITY_DN47012_c0_g3PNW80800.1hypothetical protein CHLRE_07g330050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN47084_c2_g2GAX73578.1hypothetical protein CEUSTIGMA_g1029.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN47399_c1_g1GAX72575.1hypothetical protein CEUSTIGMA_g31.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN47510_c0_g2PNW76451.1hypothetical protein CHLRE_11g467598v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN47961_c0_g4GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 49.00 0.00

TRINITY_DN48324_c1_g8GAX73980.1hypothetical protein CEUSTIGMA_g1430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN49249_c0_g2AMK97820.1thioredoxin reductase TR1 [Haematococcus lacustris]Haematococcus_lacustris 49.00 0.00

TRINITY_DN49368_c0_g1GAX81628.1hypothetical protein CEUSTIGMA_g9056.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN50494_c0_g4GAX84399.1hypothetical protein CEUSTIGMA_g11821.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN50500_c1_g1GBF98270.1hypothetical protein Rsub_10933 [Raphidocelis subcapitata]Raphidocelis_subcapitata 49.00 0.00

TRINITY_DN50537_c0_g1GAX79184.1hypothetical protein CEUSTIGMA_g6624.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN50642_c0_g2PNW82916.1hypothetical protein CHLRE_06g299500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN51398_c2_g2PNW80042.1hypothetical protein CHLRE_08g375450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 49.00 0.00

TRINITY_DN51459_c0_g2GAX72763.1hypothetical protein CEUSTIGMA_g219.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN51693_c2_g3GAX73611.1hypothetical protein CEUSTIGMA_g1062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 49.00 0.00

TRINITY_DN51950_c0_g4XP_003601928.2tRNA (cytosine(34)-C(5))-methyltransferase [Medicago truncatula]Medicago_truncatula 49.00 0.00

TRINITY_DN52236_c2_g1KXZ47713.1hypothetical protein GPECTOR_33g595 [Gonium pectorale]Gonium_pectorale 49.00 0.00

TRINITY_DN15235_c0_g1BAD25105.1unknown protein [Oryza sativa Japonica Group]Oryza_sativa 48.90 0.00

TRINITY_DN26112_c0_g1XP_023899689.1protein csx2-like [Quercus suber]Quercus_suber 48.90 0.00

TRINITY_DN31167_c0_g1GAX76771.1hypothetical protein CEUSTIGMA_g4217.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN32120_c0_g4PRW33943.1acyl- dehydrogenase family member 11-like [Chlorella sorokiniana]Chlorella_sorokiniana 48.90 0.00

TRINITY_DN32591_c0_g1XP_025701039.1multiprotein-bridging factor 1c-like [Arachis hypogaea]Arachis_hypogaea 48.90 0.00

TRINITY_DN33574_c0_g1KZV15455.1hypothetical protein F511_15558 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 48.90 0.00

TRINITY_DN34347_c0_g1BAJ96087.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.90 0.00

TRINITY_DN34348_c0_g1XP_009599667.1PREDICTED: membrane steroid-binding protein 2-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 48.90 0.00

TRINITY_DN34474_c0_g3XP_024317733.1WD repeat-containing protein 70 [Brachypodium distachyon]Brachypodium_distachyon 48.90 0.00

TRINITY_DN34870_c0_g1XP_010532303.1PREDICTED: calcium-dependent protein kinase 10-like [Tarenaya hassleriana]Tarenaya_hassleriana 48.90 0.00

TRINITY_DN34893_c0_g9GAQ89742.1Inward rectifier K+ channel [Klebsormidium nitens]Klebsormidium_nitens 48.90 0.00

TRINITY_DN36008_c0_g1KXZ46958.1hypothetical protein GPECTOR_39g452 [Gonium pectorale]Gonium_pectorale 48.90 0.00

TRINITY_DN36036_c0_g8BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.90 0.00

TRINITY_DN36142_c0_g7GAX72582.1hypothetical protein CEUSTIGMA_g38.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN3615_c0_g1XP_020686086.1probable histone chaperone ASF1A [Dendrobium catenatum]Dendrobium_catenatum 48.90 0.00

TRINITY_DN36457_c0_g4XP_011402328.1G2/mitotic-specific cyclin-1 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 48.90 0.00

TRINITY_DN36499_c0_g6KXZ51874.1hypothetical protein GPECTOR_11g31 [Gonium pectorale]Gonium_pectorale 48.90 0.00

TRINITY_DN36920_c1_g6GAX81314.1hypothetical protein CEUSTIGMA_g8745.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN37656_c0_g1GAQ92281.1E3 ubiquitin-protein ligase [Klebsormidium nitens]Klebsormidium_nitens 48.90 0.00

TRINITY_DN38105_c0_g2PNW85860.1hypothetical protein CHLRE_03g202350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.90 0.00

TRINITY_DN38163_c0_g1GBF89726.1hypothetical protein Rsub_02896 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.90 0.00



TRINITY_DN38292_c0_g2GAX80766.1hypothetical protein CEUSTIGMA_g8201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN38608_c1_g4PSC68284.1Bifunctional aspartate aminotransferase and glutamate aspartate-prephenate aminotransferase [Micractinium conductrix]Micractinium_conductrix 48.90 0.00

TRINITY_DN38659_c0_g1GAX78477.1hypothetical protein CEUSTIGMA_g5916.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN39466_c0_g2XP_002948297.1hypothetical protein VOLCADRAFT_80074 [Volvox carteri f. nagariensis]Volvox_carteri 48.90 0.00

TRINITY_DN39488_c0_g2GAX83830.1hypothetical protein CEUSTIGMA_g11254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN39853_c0_g1XP_023877279.1histidine protein kinase NIK1-like [Quercus suber]Quercus_suber 48.90 0.00

TRINITY_DN40525_c0_g8PIN27032.1Cysteine proteinase Cathepsin L [Handroanthus impetiginosus]Handroanthus_impetiginosus 48.90 0.00

TRINITY_DN40898_c0_g1XP_002950540.1hypothetical protein VOLCADRAFT_91035 [Volvox carteri f. nagariensis]Volvox_carteri 48.90 0.00

TRINITY_DN41082_c0_g4XP_002504376.1predicted protein [Micromonas commoda]Micromonas_commoda 48.90 0.00

TRINITY_DN41383_c0_g2XP_004133788.1PREDICTED: CBL-interacting serine/threonine-protein kinase 9 [Cucumis sativus]Cucumis_sativus 48.90 0.00

TRINITY_DN41668_c0_g1GAX76787.1hypothetical protein CEUSTIGMA_g4233.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN42151_c0_g1XP_023871219.1lid2 complex component lid2-like [Quercus suber]Quercus_suber 48.90 0.00

TRINITY_DN42177_c0_g2GAX79090.1hypothetical protein CEUSTIGMA_g6530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN42200_c0_g8GAX79657.1hypothetical protein CEUSTIGMA_g7098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN42991_c1_g9EEF27264.1nhl repeat-containing protein, putative [Ricinus communis]Ricinus_communis 48.90 0.00

TRINITY_DN42997_c1_g2XP_005647975.1Yip1-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.90 0.00

TRINITY_DN43234_c0_g2GAX75807.1hypothetical protein CEUSTIGMA_g3250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN44306_c0_g1GAX80532.1hypothetical protein CEUSTIGMA_g7970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN45038_c0_g2EFJ17269.1hypothetical protein SELMODRAFT_115022, partial [Selaginella moellendorffii]Selaginella_moellendorffii 48.90 0.00

TRINITY_DN45564_c0_g1XP_013897776.1Uncharacterized protein MNEG_9204 [Monoraphidium neglectum]Monoraphidium_neglectum 48.90 0.00

TRINITY_DN46383_c0_g1GBF99031.1sec-independent translocase chloroplastic-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.90 0.00

TRINITY_DN46548_c0_g9EFJ14854.1hypothetical protein SELMODRAFT_119112 [Selaginella moellendorffii]Selaginella_moellendorffii 48.90 0.00

TRINITY_DN47021_c0_g2XP_002948023.1hypothetical protein VOLCADRAFT_103647 [Volvox carteri f. nagariensis]Volvox_carteri 48.90 0.00

TRINITY_DN47261_c1_g8XP_002946636.1hypothetical protein VOLCADRAFT_86786 [Volvox carteri f. nagariensis]Volvox_carteri 48.90 0.00

TRINITY_DN47265_c0_g3GAQ88073.1NADH dehydrogenase (ubiquinone) flavoprotein 2 [Klebsormidium nitens]Klebsormidium_nitens 48.90 0.00

TRINITY_DN49667_c0_g4BAF98914.1subunit of axonemal inner dynein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.90 0.00

TRINITY_DN49745_c0_g5XP_002955951.1hypothetical protein VOLCADRAFT_42105 [Volvox carteri f. nagariensis]Volvox_carteri 48.90 0.00

TRINITY_DN50105_c0_g1XP_005649216.1hypothetical protein COCSUDRAFT_46901 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.90 0.00

TRINITY_DN50107_c1_g2PNW85669.1hypothetical protein CHLRE_03g197400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.90 0.00

TRINITY_DN50568_c1_g4PKA51951.1Myb-related protein 3R-1 [Apostasia shenzhenica]Apostasia_shenzhenica 48.90 0.00

TRINITY_DN50794_c0_g1XP_007508155.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 48.90 0.00

TRINITY_DN50801_c1_g5GAQ91059.1mannosyl-oligosaccharide glucosidase [Klebsormidium nitens]Klebsormidium_nitens 48.90 0.00

TRINITY_DN50932_c0_g6GAX73093.1hypothetical protein CEUSTIGMA_g546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN51208_c1_g5XP_022038085.1trafficking protein particle complex subunit 4-like [Helianthus annuus]Helianthus_annuus 48.90 0.00

TRINITY_DN51212_c1_g1GBF99992.1hypothetical protein Rsub_12719 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.90 0.00

TRINITY_DN51345_c0_g2GAX76085.1hypothetical protein CEUSTIGMA_g3528.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN52236_c2_g2GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.90 0.00

TRINITY_DN52934_c0_g1XP_006844759.1NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 [Amborella trichopoda]Amborella_trichopoda 48.90 0.00

TRINITY_DN6725_c0_g1RZB85664.1ADP-ribosylation factor GTPase-activating protein AGD7 isoform A [Glycine soja]Glycine_soja 48.90 0.00

TRINITY_DN17467_c0_g1OMP13963.1hypothetical protein COLO4_00542, partial [Corchorus olitorius]Corchorus_olitorius 48.80 0.00

TRINITY_DN25147_c0_g1XP_006341031.1PREDICTED: putative Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferase isoform X1 [Solanum tuberosum]Solanum_tuberosum 48.80 0.00

TRINITY_DN29087_c0_g1XP_023877484.1uncharacterized protein LOC111989932 [Quercus suber]Quercus_suber 48.80 0.00

TRINITY_DN30422_c0_g1XP_026380473.1probable serine/threonine protein kinase IRE isoform X1 [Papaver somniferum]Papaver_somniferum 48.80 0.00

TRINITY_DN30627_c1_g1XP_006300807.1CWF19-like protein 2 [Capsella rubella]Capsella_rubella 48.80 0.00

TRINITY_DN32098_c0_g1XP_009139514.1PREDICTED: chromatin modification-related protein MEAF6 [Brassica rapa]Brassica_rapa 48.80 0.00

TRINITY_DN32192_c0_g2XP_027089601.1protein ILITYHIA [Coffea arabica]Coffea_arabica 48.80 0.00

TRINITY_DN32509_c0_g1XP_001418612.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 48.80 0.00

TRINITY_DN33470_c0_g2XP_023915255.1putative nitroreductase HBN1 [Quercus suber]Quercus_suber 48.80 0.00

TRINITY_DN33654_c1_g10XP_024390118.1probable RNA helicase SDE3 [Physcomitrella patens]Physcomitrella_patens 48.80 0.00

TRINITY_DN34174_c0_g1GAQ80887.1mitochondrial ribosomal protein L13 precursor [Klebsormidium nitens]Klebsormidium_nitens 48.80 0.00

TRINITY_DN34564_c0_g2KXZ56581.1hypothetical protein GPECTOR_1g522 [Gonium pectorale]Gonium_pectorale 48.80 0.00

TRINITY_DN34906_c0_g4XP_005644498.1SMAD/FHA domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.80 0.00

TRINITY_DN35936_c0_g2BAK01936.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.80 0.00

TRINITY_DN36114_c0_g5XP_021983349.1protein arginine methyltransferase NDUFAF7, mitochondrial [Helianthus annuus]Helianthus_annuus 48.80 0.00

TRINITY_DN36288_c0_g2PKA64848.1hypothetical protein AXF42_Ash011450 [Apostasia shenzhenica]Apostasia_shenzhenica 48.80 0.00

TRINITY_DN36796_c2_g4XP_016539140.1PREDICTED: mRNA turnover protein 4 homolog [Capsicum annuum]Capsicum_annuum 48.80 0.00

TRINITY_DN37016_c0_g4PQQ21210.1ABC transporter C family member 12 [Prunus yedoensis var. nudiflora]Prunus_yedoensis 48.80 0.00

TRINITY_DN37103_c0_g5XP_005643087.1ras-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.80 0.00

TRINITY_DN37188_c0_g2OMO55048.1hypothetical protein CCACVL1_27424 [Corchorus capsularis]Corchorus_capsularis 48.80 0.00

TRINITY_DN37780_c0_g5KXZ45688.1hypothetical protein GPECTOR_51g673 [Gonium pectorale]Gonium_pectorale 48.80 0.00

TRINITY_DN37904_c0_g5KXZ53965.1hypothetical protein GPECTOR_6g884 [Gonium pectorale]Gonium_pectorale 48.80 0.00

TRINITY_DN38269_c1_g2XP_001693482.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN38451_c0_g1GAX74139.1hypothetical protein CEUSTIGMA_g1588.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN38452_c0_g2GAX82232.1hypothetical protein CEUSTIGMA_g9660.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN39428_c0_g1PRW45640.1L-ascorbate oxidase-like [Chlorella sorokiniana]Chlorella_sorokiniana 48.80 0.00

TRINITY_DN39707_c0_g1RVW26422.1Histone-lysine N-methyltransferase ASHR2 [Vitis vinifera]Vitis_vinifera 48.80 0.00



TRINITY_DN39983_c0_g3PNH12872.1Serine/threonine-protein kinase Nek1 [Tetrabaena socialis]Tetrabaena_socialis 48.80 0.00

TRINITY_DN40363_c2_g2GAX77519.1hypothetical protein CEUSTIGMA_g4963.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN40399_c1_g5XP_006827919.1protein transport protein SEC23 [Amborella trichopoda]Amborella_trichopoda 48.80 0.00

TRINITY_DN40412_c2_g1XP_001695329.1component of the ESCRT-III complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN40836_c0_g3XP_023890372.1saccharopine dehydrogenase [NAD(+), L-lysine-forming]-like [Quercus suber]Quercus_suber 48.80 0.00

TRINITY_DN41173_c0_g2GBF90144.1hypothetical protein Rsub_03277 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.80 0.00

TRINITY_DN41178_c0_g1XP_001693641.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN41392_c0_g3OAE25037.1hypothetical protein AXG93_4452s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 48.80 0.00

TRINITY_DN41519_c2_g2XP_013895412.1peptidase S9 prolyl oligopeptidase active sitedomain protein, partial [Monoraphidium neglectum]Monoraphidium_neglectum 48.80 0.00

TRINITY_DN41557_c0_g7XP_013901504.1hypothetical protein MNEG_5471 [Monoraphidium neglectum]Monoraphidium_neglectum 48.80 0.00

TRINITY_DN42284_c0_g1KXZ43331.1hypothetical protein GPECTOR_94g653 [Gonium pectorale]Gonium_pectorale 48.80 0.00

TRINITY_DN43184_c0_g4XP_001695388.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN43379_c0_g2GBF88391.1hypothetical protein Rsub_01103 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.80 0.00

TRINITY_DN43867_c0_g1GAX84288.1hypothetical protein CEUSTIGMA_g11710.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN44043_c1_g1PRW58560.1cereblon isoform X2 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 48.80 0.00

TRINITY_DN44216_c1_g1XP_001694558.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN44714_c0_g3XP_018493121.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10-like [Raphanus sativus]Raphanus_sativus 48.80 0.00

TRINITY_DN45377_c0_g3XP_002508735.1predicted protein [Micromonas commoda]Micromonas_commoda 48.80 0.00

TRINITY_DN45922_c0_g3GAX82378.1hypothetical protein CEUSTIGMA_g9806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN46056_c0_g3GAQ89310.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 48.80 0.00

TRINITY_DN46222_c2_g2XP_020703688.1dolichol phosphate-mannose biosynthesis regulatory protein isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 48.80 0.00

TRINITY_DN46898_c1_g2GAX79069.1hypothetical protein CEUSTIGMA_g6509.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN47053_c1_g2GAX78975.1hypothetical protein CEUSTIGMA_g6415.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN47090_c0_g2PTQ41211.1hypothetical protein MARPO_0035s0019 [Marchantia polymorpha]Marchantia_polymorpha 48.80 0.00

TRINITY_DN47194_c1_g5XP_005650990.1EMP/nonaspanin domain family protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.80 0.00

TRINITY_DN47429_c0_g9CDL93051.1cytosolic glyceraldehyde-3-phosphate dehydrogenase, partial [Micrasterias rotata]Micrasterias_rotata 48.80 0.00

TRINITY_DN47603_c2_g2PNH10132.1hypothetical protein TSOC_003156 [Tetrabaena socialis]Tetrabaena_socialis 48.80 0.00

TRINITY_DN48302_c0_g1XP_002969801.2alpha-mannosidase I MNS4 [Selaginella moellendorffii]Selaginella_moellendorffii 48.80 0.00

TRINITY_DN48353_c0_g2GAQ82682.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 48.80 0.00

TRINITY_DN48520_c1_g3XP_023876632.1geranylgeranyl pyrophosphate synthase-like [Quercus suber]Quercus_suber 48.80 0.00

TRINITY_DN48770_c1_g3XP_001692735.1organic anion transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN49430_c1_g1GAX78653.1hypothetical protein CEUSTIGMA_g6091.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN49435_c0_g2XP_001692941.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN49543_c2_g5PNW74817.1hypothetical protein CHLRE_12g508644v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.80 0.00

TRINITY_DN49730_c0_g2BAK02238.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.80 0.00

TRINITY_DN50256_c0_g4GAQ77622.1Myosin family protein with Dil domain [Klebsormidium nitens]Klebsormidium_nitens 48.80 0.00

TRINITY_DN50375_c0_g1GAX78655.1hypothetical protein CEUSTIGMA_g6093.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.80 0.00

TRINITY_DN50645_c0_g1OVA20347.1Peptidase S8/S53 domain [Macleaya cordata]Macleaya_cordata 48.80 0.00

TRINITY_DN51458_c0_g5ACX43964.1cysteine protease 4, partial [Brachiaria hybrid cultivar]Brachiaria_hybrid_cultivar 48.80 0.00

TRINITY_DN51770_c1_g4PRW44406.1translational inhibitor [Chlorella sorokiniana]Chlorella_sorokiniana 48.80 0.00

TRINITY_DN52244_c0_g4KXZ46904.1hypothetical protein GPECTOR_39g398 [Gonium pectorale]Gonium_pectorale 48.80 0.00

TRINITY_DN16343_c0_g1XP_020166708.1MAP3K epsilon protein kinase 1-like isoform X1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 48.70 0.00

TRINITY_DN23342_c0_g1XP_022929874.1oil body-associated protein 1A-like [Cucurbita moschata]Cucurbita_moschata 48.70 0.00

TRINITY_DN29135_c0_g1PRW05850.1decapping and exoribonuclease isoform X4 [Chlorella sorokiniana]Chlorella_sorokiniana 48.70 0.00

TRINITY_DN30921_c0_g2GAQ78388.1dephospho-CoA kinase [Klebsormidium nitens]Klebsormidium_nitens 48.70 0.00

TRINITY_DN31844_c0_g1XP_013904698.1hypothetical protein MNEG_2277 [Monoraphidium neglectum]Monoraphidium_neglectum 48.70 0.00

TRINITY_DN32142_c0_g1XP_005647297.1glycosyl hydrolase family 38 protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.70 0.00

TRINITY_DN33505_c0_g1GAQ83004.1hypothetical protein KFL_001320120 [Klebsormidium nitens]Klebsormidium_nitens 48.70 0.00

TRINITY_DN34084_c0_g1GBG72963.1hypothetical protein CBR_g12682 [Chara braunii]Chara_braunii 48.70 0.00

TRINITY_DN34085_c0_g1PNR31525.1hypothetical protein PHYPA_025646 [Physcomitrella patens]Physcomitrella_patens 48.70 0.00

TRINITY_DN34476_c0_g1PRW59019.1molybdate-anion transporter-like isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 48.70 0.00

TRINITY_DN35951_c0_g2XP_001693105.1triacylglycerol lipase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN36097_c0_g4XP_001698442.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN36174_c0_g1GBF94196.1calcium calmodulin-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.70 0.00

TRINITY_DN37404_c0_g1GAX78900.1hypothetical protein CEUSTIGMA_g6339.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN37406_c0_g1PHT78879.1Peroxisome biogenesis protein 19-1 [Capsicum annuum]Capsicum_annuum 48.70 0.00

TRINITY_DN37612_c0_g3XP_001693652.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN38181_c0_g7GAX78809.1hypothetical protein CEUSTIGMA_g6246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN38431_c0_g6GBG82059.1hypothetical protein CBR_g34339 [Chara braunii]Chara_braunii 48.70 0.00

TRINITY_DN38540_c0_g7GAX73893.1hypothetical protein CEUSTIGMA_g1343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN38631_c0_g1XP_023899362.1U3 small nucleolar RNA-associated protein 25-like [Quercus suber]Quercus_suber 48.70 0.00

TRINITY_DN38847_c0_g5XP_002952363.1hypothetical protein VOLCADRAFT_118097 [Volvox carteri f. nagariensis]Volvox_carteri 48.70 0.00

TRINITY_DN38859_c0_g2GAX74951.1hypothetical protein CEUSTIGMA_g2397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN39400_c1_g2XP_005850879.1hypothetical protein CHLNCDRAFT_14597, partial [Chlorella variabilis]Chlorella_variabilis 48.70 0.00

TRINITY_DN39787_c0_g2GAX85524.1hypothetical protein CEUSTIGMA_g12940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN40318_c2_g4PSC70175.1zinc finger with UFM1-specific peptidase domain [Micractinium conductrix]Micractinium_conductrix 48.70 0.00



TRINITY_DN40702_c1_g6RWR87030.1non-specific phospholipase C6 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 48.70 0.00

TRINITY_DN41862_c0_g4XP_002948821.1hypothetical protein VOLCADRAFT_89086 [Volvox carteri f. nagariensis]Volvox_carteri 48.70 0.00

TRINITY_DN43197_c0_g1GBG00458.1hypothetical protein Rsub_13204 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.70 0.00

TRINITY_DN43512_c0_g2XP_023889235.1bifunctional purine biosynthetic protein ADE1-like [Quercus suber]Quercus_suber 48.70 0.00

TRINITY_DN43923_c0_g2PNH06256.1Meiotic nuclear division protein 1 [Tetrabaena socialis]Tetrabaena_socialis 48.70 0.00

TRINITY_DN44943_c0_g2PNH05762.130S ribosomal protein S20, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 48.70 0.00

TRINITY_DN45089_c0_g2PNW70672.1hypothetical protein CHLRE_17g729750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN45118_c0_g3GAX83896.1hypothetical protein CEUSTIGMA_g11321.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN45118_c0_g6GAX75190.1hypothetical protein CEUSTIGMA_g2634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN45389_c0_g1GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 48.70 0.00

TRINITY_DN46597_c0_g1PNW87349.1hypothetical protein CHLRE_02g119150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN48209_c0_g2RMZ55143.1hypothetical protein APUTEX25_005421 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 48.70 0.00

TRINITY_DN49113_c0_g2PNH09202.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 48.70 0.00

TRINITY_DN49113_c0_g4PNH09202.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 48.70 0.00

TRINITY_DN49507_c0_g2OAE25429.1hypothetical protein AXG93_2818s1060 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 48.70 0.00

TRINITY_DN49679_c0_g3XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 48.70 0.00

TRINITY_DN50140_c2_g3XP_013899941.1hypothetical protein MNEG_7037 [Monoraphidium neglectum]Monoraphidium_neglectum 48.70 0.00

TRINITY_DN50687_c0_g1KXZ51438.1hypothetical protein GPECTOR_12g401 [Gonium pectorale]Gonium_pectorale 48.70 0.00

TRINITY_DN51021_c0_g1GAX85275.1hypothetical protein CEUSTIGMA_g12694.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN51242_c0_g6XP_023908854.1pentafunctional AROM polypeptide-like [Quercus suber]Quercus_suber 48.70 0.00

TRINITY_DN51301_c0_g2GAX76281.1hypothetical protein CEUSTIGMA_g3726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.70 0.00

TRINITY_DN51815_c1_g3AAQ16277.3histidine kinase rhodopsin 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN52368_c1_g1GAQ85389.1clathrin heavy chain [Klebsormidium nitens]Klebsormidium_nitens 48.70 0.00

TRINITY_DN52427_c3_g4PNW77665.1hypothetical protein CHLRE_10g446300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN52655_c0_g2XP_001701894.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.70 0.00

TRINITY_DN12669_c0_g1XP_002984284.1mitochondrial carrier protein CoAc1 [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN22379_c0_g1EFJ31273.1hypothetical protein SELMODRAFT_88660 [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN25267_c0_g1XP_003081227.1tRNA wybutosine-synthesizing protein [Ostreococcus tauri]Ostreococcus_tauri 48.60 0.00

TRINITY_DN26535_c0_g1OAE29401.1hypothetical protein AXG93_2090s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 48.60 0.00

TRINITY_DN28233_c0_g1XP_016559488.1PREDICTED: 50S ribosomal protein L21, mitochondrial-like [Capsicum annuum]Capsicum_annuum 48.60 0.00

TRINITY_DN29652_c0_g3EFJ18755.1hypothetical protein SELMODRAFT_420080 [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN29977_c0_g1XP_012486814.1PREDICTED: dual specificity protein phosphatase 1B-like isoform X1 [Gossypium raimondii]Gossypium_raimondii 48.60 0.00

TRINITY_DN31048_c1_g1PSC73661.1dual specificity phosphatase CDC14A isoform X2 [Micractinium conductrix]Micractinium_conductrix 48.60 0.00

TRINITY_DN33207_c0_g1CBI34455.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 48.60 0.00

TRINITY_DN33743_c0_g1XP_008449336.1PREDICTED: 50S ribosomal protein L24 [Cucumis melo]Cucumis_melo 48.60 0.00

TRINITY_DN35115_c0_g4OWM77521.1hypothetical protein CDL15_Pgr016919 [Punica granatum]Punica_granatum 48.60 0.00

TRINITY_DN35463_c0_g1XP_005646520.1phosphoribosyl pyrophosphate synthetase II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.60 0.00

TRINITY_DN35768_c1_g5XP_001418748.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 48.60 0.00

TRINITY_DN35786_c0_g6XP_005642573.1Sec7-domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.60 0.00

TRINITY_DN36038_c0_g10RLN31216.1ATP-dependent zinc metalloprotease FTSH 8, mitochondrial [Panicum miliaceum]Panicum_miliaceum 48.60 0.00

TRINITY_DN36770_c0_g3PPS08684.1hypothetical protein GOBAR_AA11954 [Gossypium barbadense]Gossypium_barbadense 48.60 0.00

TRINITY_DN36771_c1_g3PHU10125.1hypothetical protein BC332_21985 [Capsicum chinense]Capsicum_chinense 48.60 0.00

TRINITY_DN36800_c0_g1PHT25618.1Protein TAR1 [Capsicum baccatum]Capsicum_baccatum 48.60 0.00

TRINITY_DN36878_c0_g2XP_023910242.1cystathionine gamma-lyase-like [Quercus suber]Quercus_suber 48.60 0.00

TRINITY_DN37122_c1_g4VDC86271.1unnamed protein product [Brassica rapa]Brassica_rapa 48.60 0.00

TRINITY_DN37240_c0_g3PNW81691.1hypothetical protein CHLRE_06g256420v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN37510_c1_g4PNH09505.1hypothetical protein TSOC_003863 [Tetrabaena socialis]Tetrabaena_socialis 48.60 0.00

TRINITY_DN37801_c0_g2XP_015649887.1actin-related protein 4 [Oryza sativa Japonica Group]Oryza_sativa 48.60 0.00

TRINITY_DN38009_c2_g5XP_021318771.1molybdopterin biosynthesis protein CNX1 isoform X1 [Sorghum bicolor]Sorghum_bicolor 48.60 0.00

TRINITY_DN38428_c0_g2XP_003063726.1RNA binding protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 48.60 0.00

TRINITY_DN38501_c0_g3XP_002945618.1hypothetical protein VOLCADRAFT_85775 [Volvox carteri f. nagariensis]Volvox_carteri 48.60 0.00

TRINITY_DN39717_c2_g3XP_002990584.1coatomer subunit gamma-2 [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN40572_c0_g2XP_004962694.1mitochondrial import inner membrane translocase subunit Tim9 [Setaria italica]Setaria_italica 48.60 0.00

TRINITY_DN40918_c1_g3PNH09476.1Purple acid phosphatase 15 [Tetrabaena socialis]Tetrabaena_socialis 48.60 0.00

TRINITY_DN40939_c0_g5GAX83215.1hypothetical protein CEUSTIGMA_g10641.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN41203_c2_g2GAX84032.1hypothetical protein CEUSTIGMA_g11456.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN41267_c0_g2GAX85617.1hypothetical protein CEUSTIGMA_g13032.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN41502_c1_g3AGT29604.1poly [ADP-ribose] polymerase 2 [Solanum tuberosum subsp. andigenum]Solanum_tuberosum 48.60 0.00

TRINITY_DN42155_c0_g1GAQ78436.1ubiquitin family protein [Klebsormidium nitens]Klebsormidium_nitens 48.60 0.00

TRINITY_DN42483_c1_g4PNH04210.1hypothetical protein TSOC_009654 [Tetrabaena socialis]Tetrabaena_socialis 48.60 0.00

TRINITY_DN42544_c1_g2KXZ56648.1hypothetical protein GPECTOR_1g584 [Gonium pectorale]Gonium_pectorale 48.60 0.00

TRINITY_DN42547_c0_g2GAQ80918.1hypothetical protein KFL_000660120 [Klebsormidium nitens]Klebsormidium_nitens 48.60 0.00

TRINITY_DN42601_c0_g4PNW76178.1hypothetical protein CHLRE_12g544700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN42603_c0_g1PSC70476.1tetratricopeptide repeat 33 [Micractinium conductrix]Micractinium_conductrix 48.60 0.00

TRINITY_DN42620_c1_g1GAX79232.1hypothetical protein CEUSTIGMA_g6672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN42726_c0_g2PSC76398.1F-box SKIP16 isoform B [Micractinium conductrix]Micractinium_conductrix 48.60 0.00



TRINITY_DN42771_c0_g4XP_024372197.1exosome complex component RRP4 homolog isoform X1 [Physcomitrella patens]Physcomitrella_patens 48.60 0.00

TRINITY_DN42784_c1_g1XP_001691837.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN43159_c0_g13XP_023905322.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 48.60 0.00

TRINITY_DN43162_c0_g1GAX76774.1hypothetical protein CEUSTIGMA_g4220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN44178_c1_g1KXZ43033.1hypothetical protein GPECTOR_106g127 [Gonium pectorale]Gonium_pectorale 48.60 0.00

TRINITY_DN44344_c0_g4RLM97733.1myb-related protein A-like [Panicum miliaceum]Panicum_miliaceum 48.60 0.00

TRINITY_DN44705_c0_g2XP_004150696.1PREDICTED: probable beta-D-xylosidase 7 [Cucumis sativus]Cucumis_sativus 48.60 0.00

TRINITY_DN45148_c0_g6EFJ24217.1hypothetical protein SELMODRAFT_101981, partial [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN45447_c0_g2KXZ44737.1hypothetical protein GPECTOR_63g62 [Gonium pectorale]Gonium_pectorale 48.60 0.00

TRINITY_DN45853_c0_g6XP_002985587.1uncharacterized protein LOC9653778 [Selaginella moellendorffii]Selaginella_moellendorffii 48.60 0.00

TRINITY_DN45916_c0_g3PNW84444.1hypothetical protein CHLRE_03g145027v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN46094_c3_g1GAX82427.1hypothetical protein CEUSTIGMA_g9855.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN46305_c0_g4GAX83702.1hypothetical protein CEUSTIGMA_g11127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN46835_c0_g2XP_002955831.1hypothetical protein VOLCADRAFT_121468 [Volvox carteri f. nagariensis]Volvox_carteri 48.60 0.00

TRINITY_DN46846_c1_g1GBF97673.1aminoacyl tRNA synthase complex-interacting multifunctional [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.60 0.00

TRINITY_DN46933_c0_g1GAX80205.1hypothetical protein CEUSTIGMA_g7643.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN47080_c0_g3PNW81405.1hypothetical protein CHLRE_07g354551v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN47543_c0_g1XP_020672703.1protein transport protein Sec24-like CEF [Dendrobium catenatum]Dendrobium_catenatum 48.60 0.00

TRINITY_DN47693_c0_g2GAX86214.1hypothetical protein CEUSTIGMA_g13627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN48502_c0_g4XP_002950913.1hypothetical protein VOLCADRAFT_91380 [Volvox carteri f. nagariensis]Volvox_carteri 48.60 0.00

TRINITY_DN48568_c0_g1XP_002954294.1hypothetical protein VOLCADRAFT_95068 [Volvox carteri f. nagariensis]Volvox_carteri 48.60 0.00

TRINITY_DN49649_c0_g4GAQ78436.1ubiquitin family protein [Klebsormidium nitens]Klebsormidium_nitens 48.60 0.00

TRINITY_DN50165_c0_g2GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN50452_c1_g1XP_019175657.1PREDICTED: uncharacterized protein LOC109170979 [Ipomoea nil]Ipomoea_nil 48.60 0.00

TRINITY_DN50583_c0_g1BAK02238.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.60 0.00

TRINITY_DN51769_c1_g4PSC71963.1acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha [Micractinium conductrix]Micractinium_conductrix 48.60 0.00

TRINITY_DN52011_c2_g3PNW80297.1hypothetical protein CHLRE_08g385900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN52498_c1_g1PNW81243.1hypothetical protein CHLRE_07g347980v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.60 0.00

TRINITY_DN52587_c1_g2GAX80494.1hypothetical protein CEUSTIGMA_g7932.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.60 0.00

TRINITY_DN53033_c0_g1OAE25978.1hypothetical protein AXG93_1712s1580 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 48.60 0.00

TRINITY_DN6829_c0_g1KMT01539.1hypothetical protein BVRB_9g215410 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 48.60 0.00

TRINITY_DN1758_c0_g1XP_012089319.1phosphoenolpyruvate carboxylase kinase 2 [Jatropha curcas]Jatropha_curcas 48.50 0.00

TRINITY_DN24032_c0_g1XP_005645530.1acyl-CoA dehydrogenase NM domain-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.50 0.00

TRINITY_DN25988_c0_g1PRW45343.1serine protease [Chlorella sorokiniana]Chlorella_sorokiniana 48.50 0.00

TRINITY_DN28756_c0_g2XP_001700135.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN29591_c0_g2PNH12051.1hypothetical protein TSOC_001046 [Tetrabaena socialis]Tetrabaena_socialis 48.50 0.00

TRINITY_DN30657_c0_g2EFJ14942.1hypothetical protein SELMODRAFT_156304, partial [Selaginella moellendorffii]Selaginella_moellendorffii 48.50 0.00

TRINITY_DN32683_c0_g1GAY42848.1hypothetical protein CUMW_070070 [Citrus unshiu]Citrus_unshiu 48.50 0.00

TRINITY_DN32731_c0_g1KDD77158.1hypothetical protein H632_c6p2 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 48.50 0.00

TRINITY_DN33311_c0_g1P51824.2RecName: Full=ADP-ribosylation factor 1Solanum_tuberosum 48.50 0.00

TRINITY_DN33601_c0_g7XP_002955009.1flagellar outer dynein arm heavy chain gamma [Volvox carteri f. nagariensis]Volvox_carteri 48.50 0.00

TRINITY_DN33814_c0_g2XP_020691847.1chaperone protein dnaJ 13 [Dendrobium catenatum]Dendrobium_catenatum 48.50 0.00

TRINITY_DN34380_c0_g2XP_021897746.1ABC transporter G family member 24-like [Carica papaya]Carica_papaya 48.50 0.00

TRINITY_DN35411_c0_g1XP_002888041.1coatomer subunit alpha-1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 48.50 0.00

TRINITY_DN36046_c0_g5XP_001419844.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 48.50 0.00

TRINITY_DN36328_c0_g3XP_010673395.1PREDICTED: chaperone protein dnaJ 20, chloroplastic [Beta vulgaris subsp. vulgaris]Beta_vulgaris 48.50 0.00

TRINITY_DN36870_c1_g4XP_017259029.1PREDICTED: probable 18S rRNA (guanine-N(7))-methyltransferase [Daucus carota subsp. sativus]Daucus_carota 48.50 0.00

TRINITY_DN36903_c0_g2KDO67472.1hypothetical protein CISIN_1g005277mg [Citrus sinensis]Citrus_sinensis 48.50 0.00

TRINITY_DN37303_c1_g6GAX72846.1hypothetical protein CEUSTIGMA_g301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN38188_c0_g1GAX73830.1hypothetical protein CEUSTIGMA_g1281.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN38437_c0_g5XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 48.50 0.00

TRINITY_DN38461_c0_g6GBG62526.1hypothetical protein CBR_g30843 [Chara braunii]Chara_braunii 48.50 0.00

TRINITY_DN3884_c0_g1KJB77734.1hypothetical protein B456_012G153900 [Gossypium raimondii]Gossypium_raimondii 48.50 0.00

TRINITY_DN39177_c1_g3GAX79754.1hypothetical protein CEUSTIGMA_g7195.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN39222_c0_g7XP_010414143.1PREDICTED: type 1 phosphatases regulator YPI2-like [Camelina sativa]Camelina_sativa 48.50 0.00

TRINITY_DN39911_c0_g1GAX82104.1hypothetical protein CEUSTIGMA_g9532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN39934_c0_g1XP_001702469.1flagellar central pair-associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN40118_c0_g1GAX75460.1hypothetical protein CEUSTIGMA_g2903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN40603_c0_g4CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 48.50 0.00

TRINITY_DN40685_c0_g1XP_002952327.1hypothetical protein VOLCADRAFT_105462 [Volvox carteri f. nagariensis]Volvox_carteri 48.50 0.00

TRINITY_DN40996_c0_g1GAX84000.1hypothetical protein CEUSTIGMA_g11425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN41083_c0_g1XP_024362922.1mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS1-like [Physcomitrella patens]Physcomitrella_patens 48.50 0.00

TRINITY_DN41235_c3_g2XP_024391160.1serine/threonine-protein kinase AtPK2/AtPK19-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 48.50 0.00

TRINITY_DN41250_c0_g3GAQ89084.1Electron transfer flavoprotein alpha subunit [Klebsormidium nitens]Klebsormidium_nitens 48.50 0.00

TRINITY_DN42391_c0_g2XP_001699055.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN42616_c0_g8GAX85298.1hypothetical protein CEUSTIGMA_g12715.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00



TRINITY_DN42926_c0_g2XP_007156172.1hypothetical protein PHAVU_003G264300g [Phaseolus vulgaris]Phaseolus_vulgaris 48.50 0.00

TRINITY_DN43186_c0_g1PNW74559.1hypothetical protein CHLRE_12g495350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN43934_c0_g1PNW84232.1hypothetical protein CHLRE_04g226150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN44226_c0_g1VDD22902.1unnamed protein product [Brassica oleracea]Brassica_oleracea 48.50 0.00

TRINITY_DN44344_c0_g1GAX75469.1hypothetical protein CEUSTIGMA_g2912.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN44922_c0_g6GAX74749.1hypothetical protein CEUSTIGMA_g2196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN45047_c0_g2XP_005846546.1hypothetical protein CHLNCDRAFT_135856 [Chlorella variabilis]Chlorella_variabilis 48.50 0.00

TRINITY_DN45286_c0_g4XP_013602521.1PREDICTED: keratinocyte-associated protein 2-like [Brassica oleracea var. oleracea]Brassica_oleracea 48.50 0.00

TRINITY_DN45832_c0_g1GAX78288.1hypothetical protein CEUSTIGMA_g5730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN46290_c0_g1GAX73875.1hypothetical protein CEUSTIGMA_g1325.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN46505_c0_g1PNW88594.1hypothetical protein CHLRE_01g036250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN46661_c1_g3PSC74561.1DNA repair [Micractinium conductrix]Micractinium_conductrix 48.50 0.00

TRINITY_DN46726_c2_g3XP_006443436.1eukaryotic translation initiation factor NCBP [Citrus clementina]Citrus_clementina 48.50 0.00

TRINITY_DN46975_c0_g1PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN47620_c0_g2PNW80138.1hypothetical protein CHLRE_08g379500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.50 0.00

TRINITY_DN47883_c0_g1GAX77889.1hypothetical protein CEUSTIGMA_g5331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN48813_c0_g3GAX81818.1hypothetical protein CEUSTIGMA_g9246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN49160_c0_g2GAX81663.1hypothetical protein CEUSTIGMA_g9091.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN49418_c1_g2GAX77377.1hypothetical protein CEUSTIGMA_g4823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.50 0.00

TRINITY_DN49591_c0_g2XP_023877371.1cAMP-dependent protein kinase type 2-like [Quercus suber]Quercus_suber 48.50 0.00

TRINITY_DN50033_c0_g1XP_002948208.1hypothetical protein VOLCADRAFT_88611 [Volvox carteri f. nagariensis]Volvox_carteri 48.50 0.00

TRINITY_DN51898_c0_g1OAE19611.1hypothetical protein AXG93_3756s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 48.50 0.00

TRINITY_DN53537_c0_g1XP_004246923.1subtilisin-like protease SBT6.1 isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 48.50 0.00

TRINITY_DN53799_c0_g1GBF90596.1hypothetical protein Rsub_03168 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.50 0.00

TRINITY_DN5452_c0_g1XP_007158099.1hypothetical protein PHAVU_002G124000g [Phaseolus vulgaris]Phaseolus_vulgaris 48.50 0.00

TRINITY_DN6406_c0_g1ABK22212.1unknown [Picea sitchensis]Picea_sitchensis 48.50 0.00

TRINITY_DN13260_c0_g1XP_006341502.1PREDICTED: chaperone protein DnaJ [Solanum tuberosum]Solanum_tuberosum 48.40 0.00

TRINITY_DN14397_c0_g1YP_008816054.1NADH dehydrogenase subunit 1 (mitochondrion) [Entransia fimbriata]Entransia_fimbriata 48.40 0.00

TRINITY_DN23465_c0_g1XP_022145427.1bifunctional bis(5'-adenosyl)-triphosphatase/adenylylsulfatase FHIT [Momordica charantia]Momordica_charantia 48.40 0.00

TRINITY_DN26433_c0_g1GBG63643.1hypothetical protein CBR_g38954 [Chara braunii]Chara_braunii 48.40 0.00

TRINITY_DN29832_c0_g1XP_005644060.1hypothetical protein COCSUDRAFT_83567 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.40 0.00

TRINITY_DN33404_c0_g1XP_023895929.1probable Xaa-Pro aminopeptidase P [Quercus suber]Quercus_suber 48.40 0.00

TRINITY_DN35063_c0_g6XP_007508044.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 48.40 0.00

TRINITY_DN35665_c0_g1XP_020885109.1uncharacterized protein LOC9315013 isoform X1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 48.40 0.00

TRINITY_DN35787_c0_g1GAX76092.1hypothetical protein CEUSTIGMA_g3535.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00

TRINITY_DN36089_c0_g7KXZ43602.1hypothetical protein GPECTOR_85g332 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN36345_c0_g6XP_006650707.1PREDICTED: 25.3 kDa vesicle transport protein [Oryza brachyantha]Oryza_brachyantha 48.40 0.00

TRINITY_DN37062_c0_g1XP_005644021.1hypothetical protein COCSUDRAFT_67908 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.40 0.00

TRINITY_DN37329_c0_g8AAQ64684.1NIMA-related kinase 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN37756_c2_g3XP_005843272.1hypothetical protein CHLNCDRAFT_141307 [Chlorella variabilis]Chlorella_variabilis 48.40 0.00

TRINITY_DN38049_c1_g7XP_002946898.1ADC synthase [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN38719_c0_g4XP_007509029.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 48.40 0.00

TRINITY_DN38841_c0_g4XP_002946132.1hypothetical protein VOLCADRAFT_127385 [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN38935_c0_g3XP_001702074.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN39138_c0_g5GAX81862.1hypothetical protein CEUSTIGMA_g9290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00

TRINITY_DN39879_c0_g4OMP02909.1ABC transporter-like protein [Corchorus olitorius]Corchorus_olitorius 48.40 0.00

TRINITY_DN39910_c0_g5GAQ88124.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 48.40 0.00

TRINITY_DN40704_c0_g1PSC74742.1Methylcrotonoyl-carboxylase subunit mitochondrial [Micractinium conductrix]Micractinium_conductrix 48.40 0.00

TRINITY_DN41018_c1_g1KHN13820.1Putative ubiquitin-like-specific protease 2B [Glycine soja]Glycine_soja 48.40 0.00

TRINITY_DN41037_c1_g8EEF24557.13-oxoacyl-[acyl-carrier-protein] reductase, putative, partial [Ricinus communis]Ricinus_communis 48.40 0.00

TRINITY_DN41150_c0_g1PTQ50244.1hypothetical protein MARPO_0001s0267 [Marchantia polymorpha]Marchantia_polymorpha 48.40 0.00

TRINITY_DN41170_c0_g8GBG61828.1hypothetical protein CBR_g23784 [Chara braunii]Chara_braunii 48.40 0.00

TRINITY_DN41405_c0_g3XP_002947794.1hypothetical protein VOLCADRAFT_88044 [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN41599_c1_g8XP_001690057.1global transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN41691_c1_g1PIA35127.1hypothetical protein AQUCO_03600056v1 [Aquilegia coerulea]Aquilegia_coerulea 48.40 0.00

TRINITY_DN41729_c1_g5KMZ70017.1Zinc finger matrin type 2 [Zostera marina]Zostera_marina 48.40 0.00

TRINITY_DN41917_c1_g1XP_009101502.1PREDICTED: AP-2 complex subunit mu-like [Brassica rapa]Brassica_rapa 48.40 0.00

TRINITY_DN42332_c0_g1PNW74752.1hypothetical protein CHLRE_12g511600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN42390_c0_g1XP_022940767.1serine/threonine-protein kinase STY46-like isoform X5 [Cucurbita moschata]Cucurbita_moschata 48.40 0.00

TRINITY_DN42836_c0_g5KXZ48110.1hypothetical protein GPECTOR_30g205 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN42929_c0_g1CDO99968.1unnamed protein product [Coffea canephora]Coffea_canephora 48.40 0.00

TRINITY_DN43812_c1_g5RID48199.1hypothetical protein BRARA_I04730 [Brassica rapa]Brassica_rapa 48.40 0.00

TRINITY_DN44040_c1_g5KXZ56257.1hypothetical protein GPECTOR_1g224 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN44122_c0_g3PNW86374.1hypothetical protein CHLRE_02g083900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN44580_c1_g6GAQ85119.1hypothetical protein KFL_002200055 [Klebsormidium nitens]Klebsormidium_nitens 48.40 0.00

TRINITY_DN44739_c0_g3GAX77539.1hypothetical protein CEUSTIGMA_g4983.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00



TRINITY_DN4531_c0_g1KHG20798.1Peroxisomal acyl-coenzyme A oxidase 1 -like protein [Gossypium arboreum]Gossypium_arboreum 48.40 0.00

TRINITY_DN46056_c0_g2XP_002506757.1dynein beta chain, flagellar outer arm [Micromonas commoda]Micromonas_commoda 48.40 0.00

TRINITY_DN46387_c0_g1XP_024357853.1uncharacterized protein LOC112273383 [Physcomitrella patens]Physcomitrella_patens 48.40 0.00

TRINITY_DN47111_c0_g1KXZ47924.1hypothetical protein GPECTOR_32g537 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN47129_c1_g1GAX73092.1hypothetical protein CEUSTIGMA_g545.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00

TRINITY_DN47140_c0_g7KXZ53715.1hypothetical protein GPECTOR_6g632 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN47289_c0_g2XP_009775819.1PREDICTED: beta-glucosidase 40-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 48.40 0.00

TRINITY_DN47325_c1_g2XP_021974328.1uncharacterized protein LOC110869336 [Helianthus annuus]Helianthus_annuus 48.40 0.00

TRINITY_DN47472_c0_g3GAX73081.1hypothetical protein CEUSTIGMA_g534.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00

TRINITY_DN47952_c0_g3XP_002948901.1hypothetical protein VOLCADRAFT_89239 [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN48073_c0_g1PNH09397.1Purple acid phosphatase 17 [Tetrabaena socialis]Tetrabaena_socialis 48.40 0.00

TRINITY_DN48321_c0_g6XP_002954587.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN48344_c0_g2EPS73528.1hypothetical protein M569_01225, partial [Genlisea aurea]Genlisea_aurea 48.40 0.00

TRINITY_DN48396_c0_g1XP_003055751.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 48.40 0.00

TRINITY_DN48905_c0_g3XP_013895639.1hypothetical protein MNEG_11343 [Monoraphidium neglectum]Monoraphidium_neglectum 48.40 0.00

TRINITY_DN49287_c0_g5BBC28473.1serine/threonine-protein kinase [Yamagishiella unicocca]Yamagishiella_unicocca 48.40 0.00

TRINITY_DN49558_c0_g2XP_001702401.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN49571_c0_g2GAX81394.1hypothetical protein CEUSTIGMA_g8825.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.40 0.00

TRINITY_DN49669_c1_g1PNW87849.1hypothetical protein CHLRE_01g004350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN49841_c0_g1PNH04923.1hypothetical protein TSOC_008958, partial [Tetrabaena socialis]Tetrabaena_socialis 48.40 0.00

TRINITY_DN50057_c1_g1KXZ56531.1hypothetical protein GPECTOR_1g477 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN50403_c0_g10PNH11816.1CDP-diacylglycerol--inositol 3-phosphatidyltransferase 1, partial [Tetrabaena socialis]Tetrabaena_socialis 48.40 0.00

TRINITY_DN50618_c2_g4XP_002955870.1hypothetical protein VOLCADRAFT_96736 [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN50970_c0_g2XP_020245612.1ubiquitin-60S ribosomal protein L40-like [Asparagus officinalis]Asparagus_officinalis 48.40 0.00

TRINITY_DN51538_c0_g2PNW70091.1hypothetical protein CHLRE_17g705350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN51698_c0_g1KXZ51747.1hypothetical protein GPECTOR_11g193 [Gonium pectorale]Gonium_pectorale 48.40 0.00

TRINITY_DN51806_c0_g5PNW79709.1hypothetical protein CHLRE_08g363874v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.40 0.00

TRINITY_DN52511_c0_g1XP_002956607.1hypothetical protein VOLCADRAFT_77161 [Volvox carteri f. nagariensis]Volvox_carteri 48.40 0.00

TRINITY_DN54008_c0_g1RWW84256.1hypothetical protein BHE74_00007157 [Ensete ventricosum]Ensete_ventricosum 48.40 0.00

TRINITY_DN11357_c0_g1GBG84222.1hypothetical protein CBR_g38194 [Chara braunii]Chara_braunii 48.30 0.00

TRINITY_DN25801_c0_g1XP_020085230.1heavy metal-associated isoprenylated plant protein 45-like [Ananas comosus]Ananas_comosus 48.30 0.00

TRINITY_DN28506_c0_g1XP_006343256.1PREDICTED: glucose-induced degradation protein 8 homolog [Solanum tuberosum]Solanum_tuberosum 48.30 0.00

TRINITY_DN30755_c0_g1XP_002952035.1hypothetical protein VOLCADRAFT_102036 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00

TRINITY_DN34132_c0_g2XP_023906931.1probable methylcrotonoyl-CoA carboxylase beta chain, mitochondrial [Quercus suber]Quercus_suber 48.30 0.00

TRINITY_DN34920_c0_g1XP_002978939.2probable ADP-ribosylation factor GTPase-activating protein AGD8 [Selaginella moellendorffii]Selaginella_moellendorffii 48.30 0.00

TRINITY_DN35367_c0_g1XP_004303749.1PREDICTED: translation initiation factor eIF-2B subunit alpha-like [Fragaria vesca subsp. vesca]Fragaria_vesca 48.30 0.00

TRINITY_DN35410_c0_g1XP_009395017.1PREDICTED: serine/threonine-protein kinase TOR [Musa acuminata subsp. malaccensis]Musa_acuminata 48.30 0.00

TRINITY_DN35481_c0_g1GBG63650.1hypothetical protein CBR_g38961 [Chara braunii]Chara_braunii 48.30 0.00

TRINITY_DN36286_c0_g1XP_015877122.1zinc finger CCCH domain-containing protein 11 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 48.30 0.00

TRINITY_DN37101_c0_g2XP_005644388.1hypothetical protein COCSUDRAFT_34111 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.30 0.00

TRINITY_DN37173_c0_g1PON69447.1Fructose-1,6-bisphosphatase [Parasponia andersonii]Parasponia_andersonii 48.30 0.00

TRINITY_DN37806_c0_g1PNW79375.1hypothetical protein CHLRE_09g412803v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN38153_c0_g1XP_002954345.1hypothetical protein VOLCADRAFT_106351 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00

TRINITY_DN38323_c1_g2ERN03919.1hypothetical protein AMTR_s00078p00191830 [Amborella trichopoda]Amborella_trichopoda 48.30 0.00

TRINITY_DN38461_c0_g1GAQ80217.1Band 7/SPFH domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 48.30 0.00

TRINITY_DN38801_c0_g1KXZ49881.1hypothetical protein GPECTOR_19g332 [Gonium pectorale]Gonium_pectorale 48.30 0.00

TRINITY_DN38847_c0_g1XP_001692166.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN39028_c0_g1PSC76879.1Alpha-galactosidase [Micractinium conductrix]Micractinium_conductrix 48.30 0.00

TRINITY_DN39167_c0_g1XP_024356970.1beta-glucosidase 12-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 48.30 0.00

TRINITY_DN39544_c0_g5XP_023749558.1serine/threonine-protein phosphatase BSL1-like [Lactuca sativa]Lactuca_sativa 48.30 0.00

TRINITY_DN39700_c0_g3XP_002976636.1methylsterol monooxygenase 2-2 [Selaginella moellendorffii]Selaginella_moellendorffii 48.30 0.00

TRINITY_DN39811_c0_g1XP_001698174.1puf protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN39894_c2_g8GAX82166.1hypothetical protein CEUSTIGMA_g9594.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN40017_c1_g5XP_011022671.1PREDICTED: mitogen-activated protein kinase kinase kinase YODA-like [Populus euphratica]Populus_euphratica 48.30 0.00

TRINITY_DN40888_c1_g2XP_002954428.1hypothetical protein VOLCADRAFT_95196 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00

TRINITY_DN42697_c0_g4XP_020580128.154S ribosomal protein L19, mitochondrial [Phalaenopsis equestris]Phalaenopsis_equestris 48.30 0.00

TRINITY_DN42915_c0_g5EFJ14603.1hypothetical protein SELMODRAFT_445942 [Selaginella moellendorffii]Selaginella_moellendorffii 48.30 0.00

TRINITY_DN42981_c0_g8GAX83052.1hypothetical protein CEUSTIGMA_g10478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN43563_c0_g2GAX85544.1hypothetical protein CEUSTIGMA_g12959.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN44332_c0_g1BAK07351.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.30 0.00

TRINITY_DN44660_c1_g4XP_022726070.1LIM domain-containing protein WLIM1-like [Durio zibethinus]Durio_zibethinus 48.30 0.00

TRINITY_DN45039_c1_g2PTQ34823.1hypothetical protein MARPO_0076s0060 [Marchantia polymorpha]Marchantia_polymorpha 48.30 0.00

TRINITY_DN45500_c2_g2GAX74181.1hypothetical protein CEUSTIGMA_g1630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN45502_c0_g1PNH03930.1Expansin-B5 [Tetrabaena socialis]Tetrabaena_socialis 48.30 0.00

TRINITY_DN45880_c0_g1GAX82542.1hypothetical protein CEUSTIGMA_g9969.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN45907_c0_g3PRW56901.1fumarate reductase flavo [Chlorella sorokiniana]Chlorella_sorokiniana 48.30 0.00



TRINITY_DN46056_c0_g1GAQ82709.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 48.30 0

TRINITY_DN46620_c0_g5EPS62861.1hypothetical protein M569_11928, partial [Genlisea aurea]Genlisea_aurea 48.30 0.00

TRINITY_DN46621_c1_g2PNW69700.1hypothetical protein CHLRE_24g755747v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN46683_c0_g1PNW76258.1hypothetical protein CHLRE_12g541750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN46853_c0_g6GAX73501.1hypothetical protein CEUSTIGMA_g953.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN47268_c0_g2BAJ94976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.30 0.00

TRINITY_DN48024_c0_g1XP_001692332.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0.00

TRINITY_DN48084_c0_g1PRW45485.1ABC transporter G family member 22 [Chlorella sorokiniana]Chlorella_sorokiniana 48.30 0.00

TRINITY_DN48376_c1_g9GBF95883.1hypothetical protein Rsub_08474 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.30 0.00

TRINITY_DN48751_c3_g2XP_002946270.1hypothetical protein VOLCADRAFT_102865 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00



TRINITY_DN49167_c1_g4XP_022637519.1ABC transporter C family member 3-like [Vigna radiata var. radiata]Vigna_radiata 48.30 0.00

TRINITY_DN49655_c0_g2GAX83393.1hypothetical protein CEUSTIGMA_g10818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN49674_c0_g3XP_013892088.1hypothetical protein MNEG_14894, partial [Monoraphidium neglectum]Monoraphidium_neglectum 48.30 0.00

TRINITY_DN49939_c0_g1GAX80630.1hypothetical protein CEUSTIGMA_g8065.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN50050_c1_g4XP_002951410.1hypothetical protein VOLCADRAFT_91861 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00

TRINITY_DN51201_c0_g1XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 48.30 0.00

TRINITY_DN51576_c0_g3GBG68865.1Chloride channel protein CLC [Chara braunii]Chara_braunii 48.30 0.00

TRINITY_DN51890_c0_g1GAX72852.1hypothetical protein CEUSTIGMA_g307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN52100_c1_g1XP_001702926.1protein associated with central pair microtubule complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.30 0

TRINITY_DN52870_c0_g1XP_016711704.1PREDICTED: asparagine synthetase [glutamine-hydrolyzing] 3 isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 48.30 0.00

TRINITY_DN53149_c0_g1GAX74324.1hypothetical protein CEUSTIGMA_g1773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.30 0.00

TRINITY_DN5523_c0_g2GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 48.30 0.00

TRINITY_DN13023_c0_g1EFJ08603.1hypothetical protein SELMODRAFT_131369 [Selaginella moellendorffii]Selaginella_moellendorffii 48.20 0.00

TRINITY_DN14110_c0_g1RZC23851.1Adenylate kinase isoenzyme 6-like [Glycine soja]Glycine_soja 48.20 0.00

TRINITY_DN19287_c0_g1GAQ87593.1G-patch domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 48.20 0.00

TRINITY_DN20768_c0_g1PNR44337.1hypothetical protein PHYPA_016721 [Physcomitrella patens]Physcomitrella_patens 48.20 0.00

TRINITY_DN26213_c0_g1XP_002509000.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 48.20 0.00

TRINITY_DN31330_c0_g2XP_023929105.1probable aspartate-semialdehyde dehydrogenase [Quercus suber]Quercus_suber 48.20 0.00

TRINITY_DN31828_c0_g1KXZ51733.1hypothetical protein GPECTOR_11g18 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN32175_c0_g4XP_002444293.1vacuolar protein sorting-associated protein 45 homolog isoform X1 [Sorghum bicolor]Sorghum_bicolor 48.20 0.00

TRINITY_DN32946_c0_g2PRW05850.1decapping and exoribonuclease isoform X4 [Chlorella sorokiniana]Chlorella_sorokiniana 48.20 0.00

TRINITY_DN33708_c0_g1XP_023890549.1ATP phosphoribosyltransferase-like [Quercus suber]Quercus_suber 48.20 0.00

TRINITY_DN34314_c0_g1XP_021591806.1cyclin-T1-4-like isoform X1 [Manihot esculenta]Manihot_esculenta 48.20 0.00

TRINITY_DN34733_c0_g4GBG83673.1hypothetical protein CBR_g37475 [Chara braunii]Chara_braunii 48.20 0.00

TRINITY_DN35114_c0_g1XP_019233535.1PREDICTED: 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase [Nicotiana attenuata]Nicotiana_attenuata 48.20 0.00

TRINITY_DN36056_c0_g3KXZ51275.1hypothetical protein GPECTOR_13g762 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN36058_c0_g2XP_024545311.1tetratricopeptide repeat protein 27 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 48.20 0.00

TRINITY_DN36114_c0_g3XP_005643168.1DUF185-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.20 0.00

TRINITY_DN36450_c0_g1PTQ32559.1hypothetical protein MARPO_0097s0041 [Marchantia polymorpha]Marchantia_polymorpha 48.20 0.00

TRINITY_DN36657_c0_g1XP_016732702.1PREDICTED: probable quinone oxidoreductase [Gossypium hirsutum]Gossypium_hirsutum 48.20 0.00

TRINITY_DN37053_c1_g1APX64486.1geranylgeranyl pyrophosphate synthase GGPPS2 [Haematococcus lacustris]Haematococcus_lacustris 48.20 0.00

TRINITY_DN37301_c0_g1PSC71426.1PKHD-type hydroxylase ofd1 [Micractinium conductrix]Micractinium_conductrix 48.20 0.00

TRINITY_DN38035_c0_g6XP_012088222.1DDB1- and CUL4-associated factor 13 [Jatropha curcas]Jatropha_curcas 48.20 0.00

TRINITY_DN38337_c0_g5GAX83438.1hypothetical protein CEUSTIGMA_g10863.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN38475_c0_g6GAX86059.1hypothetical protein CEUSTIGMA_g13474.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN38675_c2_g2XP_001696530.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00

TRINITY_DN38696_c0_g8XP_027359617.1phosphatidylinositol 4-kinase beta 1-like isoform X1 [Abrus precatorius]Abrus_precatorius 48.20 0.00

TRINITY_DN38794_c0_g1XP_010532066.1PREDICTED: nudix hydrolase 3-like isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 48.20 0.00

TRINITY_DN39358_c0_g4GAX78878.1hypothetical protein CEUSTIGMA_g6317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN39770_c0_g1OAY49282.1hypothetical protein MANES_05G043600 [Manihot esculenta]Manihot_esculenta 48.20 0.00

TRINITY_DN39814_c0_g10KXZ50517.1hypothetical protein GPECTOR_16g692 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN40171_c0_g3GAX80363.1hypothetical protein CEUSTIGMA_g7802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN40202_c0_g2GBF97084.1hypothetical protein Rsub_10095 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.20 0.00

TRINITY_DN41251_c0_g1KHG16340.1Lon protease, mitochondrial -like protein [Gossypium arboreum]Gossypium_arboreum 48.20 0.00

TRINITY_DN41551_c0_g3GAX79594.1hypothetical protein CEUSTIGMA_g7035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN41622_c0_g1XP_023734229.1zinc finger protein BRUTUS-like At1g18910 isoform X1 [Lactuca sativa]Lactuca_sativa 48.20 0.00

TRINITY_DN41996_c0_g2XP_007508155.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 48.20 0.00

TRINITY_DN42090_c0_g1GBF94667.1hypothetical protein Rsub_07403 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.20 0.00

TRINITY_DN42370_c0_g3GAX77837.1hypothetical protein CEUSTIGMA_g5279.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN42384_c0_g3ABH09321.1leucine rich protein [Arachis hypogaea]Arachis_hypogaea 48.20 0.00

TRINITY_DN43504_c0_g10GAX76446.1hypothetical protein CEUSTIGMA_g3891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN43545_c1_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.20 0.00

TRINITY_DN43691_c0_g3ARO50094.1hypothetical protein [Yamagishiella unicocca]Yamagishiella_unicocca 48.20 0.00

TRINITY_DN43701_c1_g1XP_002946684.1hypothetical protein VOLCADRAFT_120333 [Volvox carteri f. nagariensis]Volvox_carteri 48.20 0.00

TRINITY_DN43982_c0_g1KXZ56530.1hypothetical protein GPECTOR_1g476 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN44552_c0_g1AAD22153.1polyprotein [Sorghum bicolor]Sorghum_bicolor 48.20 0.00

TRINITY_DN44649_c0_g3GAQ84298.1alpha-mannosidase [Klebsormidium nitens]Klebsormidium_nitens 48.20 0.00

TRINITY_DN45325_c1_g4PNW74782.1hypothetical protein CHLRE_12g510100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00

TRINITY_DN46292_c0_g1GAX79104.1hypothetical protein CEUSTIGMA_g6544.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN46553_c1_g1KXZ43334.1hypothetical protein GPECTOR_94g656 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN47060_c0_g1KXZ48398.1hypothetical protein GPECTOR_28g805 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN47172_c0_g2GAX73890.1hypothetical protein CEUSTIGMA_g1340.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN47485_c1_g5XP_024157120.1phospholipase A I isoform X1 [Rosa chinensis]Rosa_chinensis 48.20 0.00

TRINITY_DN47760_c0_g1PNH03639.1hypothetical protein TSOC_010283 [Tetrabaena socialis]Tetrabaena_socialis 48.20 0.00

TRINITY_DN48410_c0_g1PNW89036.1hypothetical protein CHLRE_01g055428v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00

TRINITY_DN48480_c0_g1PNW80410.1hypothetical protein CHLRE_07g316600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00



TRINITY_DN48846_c0_g1XP_023908859.1kinesin heavy chain-like [Quercus suber]Quercus_suber 48.20 0.00

TRINITY_DN48911_c0_g2KXZ47489.1hypothetical protein GPECTOR_35g927 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN49043_c0_g1XP_005651467.1hypothetical protein COCSUDRAFT_46284 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.20 0.00

TRINITY_DN49204_c0_g8KXZ41310.1hypothetical protein GPECTOR_563g588 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN49288_c0_g2GAX80972.1hypothetical protein CEUSTIGMA_g8407.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN49292_c1_g3GAX82358.1hypothetical protein CEUSTIGMA_g9787.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN49303_c0_g6XP_013902893.1hypothetical protein MNEG_4081 [Monoraphidium neglectum]Monoraphidium_neglectum 48.20 0.00

TRINITY_DN49753_c0_g3ERM96738.1hypothetical protein AMTR_s00202p00033660 [Amborella trichopoda]Amborella_trichopoda 48.20 0.00

TRINITY_DN49891_c0_g1XP_020203103.1exosome complex exonuclease RRP44 homolog A isoform X2 [Cajanus cajan]Cajanus_cajan 48.20 0.00

TRINITY_DN50245_c0_g1GAX80909.1hypothetical protein CEUSTIGMA_g8344.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.20 0.00

TRINITY_DN50539_c0_g3XP_018456343.1PREDICTED: signal peptide peptidase-like [Raphanus sativus]Raphanus_sativus 48.20 0.00

TRINITY_DN50739_c0_g2PNW78652.1hypothetical protein CHLRE_09g388352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00

TRINITY_DN50955_c0_g6KXZ49260.1hypothetical protein GPECTOR_22g853 [Gonium pectorale]Gonium_pectorale 48.20 0.00

TRINITY_DN51747_c1_g4GBF95883.1hypothetical protein Rsub_08474 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.20 0.00

TRINITY_DN52103_c1_g1PNW70030.1hypothetical protein CHLRE_17g702850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.20 0.00

TRINITY_DN10455_c0_g1XP_021761595.1NEP1-interacting protein-like 2 [Chenopodium quinoa]Chenopodium_quinoa 48.10 0.00

TRINITY_DN15324_c0_g1XP_013672557.1uridine kinase-like protein 2, chloroplastic [Brassica napus]Brassica_napus 48.10 0.00

TRINITY_DN19546_c0_g2GAQ82238.1Actin-related protein Arp2/3 complex subunit ARPC3 [Klebsormidium nitens]Klebsormidium_nitens 48.10 0.00

TRINITY_DN23441_c0_g1XP_002957395.1hypothetical protein VOLCADRAFT_68153 [Volvox carteri f. nagariensis]Volvox_carteri 48.10 0.00

TRINITY_DN29915_c0_g1GAX86477.1hypothetical protein CEUSTIGMA_g13886.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN31191_c0_g1PLY76315.1hypothetical protein LSAT_5X159601 [Lactuca sativa]Lactuca_sativa 48.10 0.00

TRINITY_DN32030_c0_g1GAX79705.1hypothetical protein CEUSTIGMA_g7146.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN33528_c0_g4GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 48.10 0.00

TRINITY_DN34560_c0_g1GBF93578.1vacuolar sorting-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.10 0.00

TRINITY_DN34708_c0_g1GAX85109.1hypothetical protein CEUSTIGMA_g12529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN36212_c0_g1EFJ14029.1hypothetical protein SELMODRAFT_156878 [Selaginella moellendorffii]Selaginella_moellendorffii 48.10 0.00

TRINITY_DN36432_c0_g1XP_005644028.1JmjC-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.10 0.00

TRINITY_DN36707_c1_g3KXZ54734.1hypothetical protein GPECTOR_4g803 [Gonium pectorale]Gonium_pectorale 48.10 0.00

TRINITY_DN36962_c0_g1XP_002957829.1mitochondrial substrate carrier [Volvox carteri f. nagariensis]Volvox_carteri 48.10 0.00

TRINITY_DN37945_c0_g7XP_003057718.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 48.10 0.00

TRINITY_DN38648_c0_g1GAX72700.1hypothetical protein CEUSTIGMA_g156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN38784_c0_g2XP_023902847.1guanine nucleotide-binding protein subunit alpha [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN38796_c1_g2XP_019156003.1PREDICTED: protein transport protein SEC16B homolog [Ipomoea nil]Ipomoea_nil 48.10 0.00

TRINITY_DN38807_c1_g2PNW74386.1hypothetical protein CHLRE_13g606350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN38977_c0_g3XP_003057198.1flagellar associated protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 48.10 0.00

TRINITY_DN39065_c0_g4XP_023907986.1succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial-like [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN39815_c0_g1PRW57241.1acetyl- hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 48.10 0.00

TRINITY_DN40152_c0_g7RAL52517.1hypothetical protein DM860_017211 [Cuscuta australis]Cuscuta_australis 48.10 0.00

TRINITY_DN40174_c1_g3KXZ50097.1hypothetical protein GPECTOR_18g73 [Gonium pectorale]Gonium_pectorale 48.10 0.00

TRINITY_DN40333_c1_g1XP_002956127.1hypothetical protein VOLCADRAFT_119275 [Volvox carteri f. nagariensis]Volvox_carteri 48.10 0.00

TRINITY_DN40426_c1_g5GBF87482.1hypothetical protein Rsub_00193 [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.10 0.00

TRINITY_DN41205_c0_g3GAX78416.1hypothetical protein CEUSTIGMA_g5858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN41289_c0_g7GAX84577.1hypothetical protein CEUSTIGMA_g11998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN41302_c0_g1GBF88630.1cystathionine beta-lyase [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.10 0.00

TRINITY_DN41545_c0_g4EFJ04860.1hypothetical protein SELMODRAFT_138124, partial [Selaginella moellendorffii]Selaginella_moellendorffii 48.10 0.00

TRINITY_DN41905_c0_g5XP_006836395.1ribosomal RNA small subunit methyltransferase NEP1 [Amborella trichopoda]Amborella_trichopoda 48.10 0.00

TRINITY_DN42313_c1_g2XP_001699214.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN42335_c0_g7RQO98687.1hypothetical protein POPTR_012G127800 [Populus trichocarpa]Populus_trichocarpa 48.10 0.00

TRINITY_DN42599_c0_g6XP_015870925.1uncharacterized protein LOC107408079 [Ziziphus jujuba]Ziziphus_jujuba 48.10 0.00

TRINITY_DN42717_c0_g2GBG60033.1hypothetical protein CBR_g364 [Chara braunii]Chara_braunii 48.10 0.00

TRINITY_DN42885_c1_g1XP_023888836.1serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform-like, partial [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN43224_c0_g6XP_005642879.1aspartate aminotransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.10 0.00

TRINITY_DN43480_c0_g6XP_023882896.1cytosolic Fe-S cluster assembly factor nbp35-like [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN43487_c1_g6BAA78588.1hypothetical protein [Chlamydomonas sp. HS-5]Chlamydomonas_sp._HS-5 48.10 0.00

TRINITY_DN43797_c0_g2XP_024516048.1DEAD-box ATP-dependent RNA helicase 18 [Selaginella moellendorffii]Selaginella_moellendorffii 48.10 0.00

TRINITY_DN44036_c0_g4RWR74659.1class IV chitinase Chia4-Pa1.1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 48.10 0.00

TRINITY_DN44220_c3_g3GAX83237.1hypothetical protein CEUSTIGMA_g10663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN44302_c0_g1XP_013893013.1Serine/threonine-protein phosphatase 2Aregulatory subunit B'' subunit gamma [Monoraphidium neglectum]Monoraphidium_neglectum 48.10 0.00

TRINITY_DN44518_c2_g1PNW80187.1hypothetical protein CHLRE_08g381650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN44726_c0_g10XP_023894262.1phosphoglycerate kinase-like [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN44846_c0_g6XP_009395017.1PREDICTED: serine/threonine-protein kinase TOR [Musa acuminata subsp. malaccensis]Musa_acuminata 48.10 0.00

TRINITY_DN44989_c0_g4XP_003058096.1dp-like protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 48.10 0.00

TRINITY_DN45137_c0_g2XP_024536139.1zinc finger protein 474-like [Selaginella moellendorffii]Selaginella_moellendorffii 48.10 0.00

TRINITY_DN45350_c0_g5GAX82386.1hypothetical protein CEUSTIGMA_g9814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN46130_c0_g1PNW88744.1hypothetical protein CHLRE_01g042550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN46184_c0_g1PNW69936.1hypothetical protein CHLRE_17g698850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00



TRINITY_DN46236_c0_g5GAX82174.1hypothetical protein CEUSTIGMA_g9602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN46382_c0_g3XP_001700291.1mitogen-activated protein kinase 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN47083_c0_g1APW83744.1carotenoid cleavage dioxygenase [Dunaliella salina]Dunaliella_salina 48.10 0.00

TRINITY_DN47157_c0_g8XP_010550576.1PREDICTED: probable serine/threonine protein kinase IRE [Tarenaya hassleriana]Tarenaya_hassleriana 48.10 0.00

TRINITY_DN47356_c0_g1GAX80720.1hypothetical protein CEUSTIGMA_g8155.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN47924_c0_g1GAX83860.1hypothetical protein CEUSTIGMA_g11285.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN48341_c0_g1XP_002956635.1hypothetical protein VOLCADRAFT_97666 [Volvox carteri f. nagariensis]Volvox_carteri 48.10 0.00

TRINITY_DN49380_c0_g4GAX80055.1hypothetical protein CEUSTIGMA_g7494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN49651_c0_g3GAX74581.1hypothetical protein CEUSTIGMA_g2030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN49855_c0_g1KXZ41999.1hypothetical protein GPECTOR_227g506 [Gonium pectorale]Gonium_pectorale 48.10 0.00

TRINITY_DN49883_c0_g6KXZ44039.1hypothetical protein GPECTOR_75g763 [Gonium pectorale]Gonium_pectorale 48.10 0.00

TRINITY_DN50113_c0_g3XP_013892777.1hypothetical protein MNEG_14204 [Monoraphidium neglectum]Monoraphidium_neglectum 48.10 0.00

TRINITY_DN50178_c1_g4XP_023912645.1AMP deaminase-like [Quercus suber]Quercus_suber 48.10 0.00

TRINITY_DN51133_c0_g1XP_013904696.1ATP synthase F1 complex assembly factor 1 [Monoraphidium neglectum]Monoraphidium_neglectum 48.10 0.00

TRINITY_DN51517_c0_g1PNW71594.1hypothetical protein CHLRE_16g660750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.10 0.00

TRINITY_DN52093_c2_g3GAX84227.1hypothetical protein CEUSTIGMA_g11650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.10 0.00

TRINITY_DN29772_c0_g2XP_019154880.1PREDICTED: peptidyl-prolyl cis-trans isomerase CYP59 isoform X1 [Ipomoea nil]Ipomoea_nil 48.00 0.00

TRINITY_DN30074_c0_g1XP_013906675.1Dynein-1-alpha heavy chain, flagellar inner armI1 complex [Monoraphidium neglectum]Monoraphidium_neglectum 48.00 0.00

TRINITY_DN30513_c0_g1XP_012076400.1probable steroid-binding protein 3 [Jatropha curcas]Jatropha_curcas 48.00 0.00

TRINITY_DN31584_c0_g2PNW74711.1hypothetical protein CHLRE_12g486209v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.00 0.00

TRINITY_DN32424_c0_g3PNR50839.1hypothetical protein PHYPA_010025 [Physcomitrella patens]Physcomitrella_patens 48.00 0.00

TRINITY_DN3443_c0_g1GAQ79220.1hypothetical protein KFL_000260360 [Klebsormidium nitens]Klebsormidium_nitens 48.00 0.00

TRINITY_DN35097_c0_g1PNH09202.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 48.00 0.00

TRINITY_DN35492_c1_g6PSC70788.1mitogen-activated kinase kinase 3 [Micractinium conductrix]Micractinium_conductrix 48.00 0.00

TRINITY_DN35659_c0_g1XP_023729729.1lariat debranching enzyme-like [Lactuca sativa]Lactuca_sativa 48.00 0.00

TRINITY_DN36254_c0_g1XP_024525156.1striated muscle-specific serine/threonine-protein kinase isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 48.00 0.00

TRINITY_DN36355_c1_g6XP_023894858.1zinc homeostasis factor 1-like [Quercus suber]Quercus_suber 48.00 0.00

TRINITY_DN36417_c1_g7GAX81946.1hypothetical protein CEUSTIGMA_g9374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN36522_c0_g6PNH11184.1Mitochondrial cardiolipin hydrolase [Tetrabaena socialis]Tetrabaena_socialis 48.00 0.00

TRINITY_DN36702_c0_g1XP_024368000.1eukaryotic translation initiation factor 3 subunit L-like [Physcomitrella patens]Physcomitrella_patens 48.00 0.00

TRINITY_DN36772_c1_g3PNW88490.1hypothetical protein CHLRE_01g031800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.00 0.00

TRINITY_DN3678_c0_g1XP_012473939.1PREDICTED: DNA repair helicase UVH6 [Gossypium raimondii]Gossypium_raimondii 48.00 0.00

TRINITY_DN37537_c0_g2XP_002958325.1hypothetical protein VOLCADRAFT_69295 [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN37747_c2_g5XP_003630800.2ras-related protein RHN1 isoform X1 [Medicago truncatula]Medicago_truncatula 48.00 0.00

TRINITY_DN38018_c0_g1XP_002950645.1hypothetical protein VOLCADRAFT_117611 [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN38297_c1_g1PSC73053.1ATP-dependent DNA helicase PIF1 [Micractinium conductrix]Micractinium_conductrix 48.00 0.00

TRINITY_DN38588_c1_g3XP_003612000.1nucleolar protein 6 [Medicago truncatula]Medicago_truncatula 48.00 0.00

TRINITY_DN38647_c0_g2XP_001696902.1DNA damage checkpoint protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.00 0.00

TRINITY_DN38802_c0_g4BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 48.00 0.00

TRINITY_DN39724_c0_g1KXZ47852.1hypothetical protein GPECTOR_32g464 [Gonium pectorale]Gonium_pectorale 48.00 0.00

TRINITY_DN40056_c0_g10KZV15216.1citrate synthase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 48.00 0.00

TRINITY_DN40155_c0_g2XP_016436956.1PREDICTED: 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase-like isoform X1 [Nicotiana tabacum]Nicotiana_tabacum 48.00 0.00

TRINITY_DN41152_c1_g6GAQ83930.1hypothetical protein KFL_001690080 [Klebsormidium nitens]Klebsormidium_nitens 48.00 0.00

TRINITY_DN41495_c0_g5XP_013906360.1oligopeptidase B [Monoraphidium neglectum]Monoraphidium_neglectum 48.00 0.00

TRINITY_DN41536_c0_g3XP_002947181.1hypothetical protein VOLCADRAFT_103273 [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN42499_c0_g7GBF93826.1pre translocase subunit [Raphidocelis subcapitata]Raphidocelis_subcapitata 48.00 0.00

TRINITY_DN42553_c0_g1KXZ51309.1hypothetical protein GPECTOR_13g796 [Gonium pectorale]Gonium_pectorale 48.00 0.00

TRINITY_DN42858_c1_g3GAX83518.1hypothetical protein CEUSTIGMA_g10943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN42926_c0_g6XP_008221699.1PREDICTED: AMP deaminase-like isoform X2 [Prunus mume]Prunus_mume 48.00 0.00

TRINITY_DN44723_c2_g3KXZ54084.1hypothetical protein GPECTOR_5g19 [Gonium pectorale]Gonium_pectorale 48.00 0.00

TRINITY_DN44992_c1_g1XP_010256505.1PREDICTED: uncharacterized protein LOC104596878 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 48.00 0.00

TRINITY_DN45492_c0_g3GAX75729.1hypothetical protein CEUSTIGMA_g3172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN45503_c0_g1KXZ55710.1hypothetical protein GPECTOR_2g1260 [Gonium pectorale]Gonium_pectorale 48.00 0.00

TRINITY_DN45543_c0_g1XP_023911567.1glutamate--cysteine ligase-like [Quercus suber]Quercus_suber 48.00 0.00

TRINITY_DN45544_c1_g1XP_002948170.1fructose-1,6-bisphosphatase [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN46453_c0_g1GAX75937.1hypothetical protein CEUSTIGMA_g3380.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN46921_c1_g3XP_005651146.1Shwachman-Bodian-diamond syndrome, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 48.00 0.00

TRINITY_DN47225_c0_g5XP_022137410.1cycloeucalenol cycloisomerase isoform X2 [Momordica charantia]Momordica_charantia 48.00 0.00

TRINITY_DN47396_c0_g2XP_002954564.1kinesin-like protein [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN48118_c0_g5GAX80102.1hypothetical protein CEUSTIGMA_g7540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN48189_c0_g3XP_027341235.1ethanolamine-phosphate cytidylyltransferase-like [Abrus precatorius]Abrus_precatorius 48.00 0.00

TRINITY_DN48351_c0_g4XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 48.00 0.00

TRINITY_DN48408_c0_g1GAX79168.1hypothetical protein CEUSTIGMA_g6608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN48408_c0_g3GAX74019.1hypothetical protein CEUSTIGMA_g1469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN48459_c0_g7AMB19033.1actin, partial [Panax ginseng]Panax_ginseng 48.00 0.00

TRINITY_DN48581_c0_g3KQK15299.1hypothetical protein BRADI_1g21755v3 [Brachypodium distachyon]Brachypodium_distachyon 48.00 0.00



TRINITY_DN48612_c1_g3GAX83718.1hypothetical protein CEUSTIGMA_g11143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN50542_c1_g3GAX73509.1hypothetical protein CEUSTIGMA_g961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN50675_c0_g1XP_001703513.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 48.00 0.00

TRINITY_DN50829_c0_g1XP_010529813.1PREDICTED: phenylalanine--tRNA ligase beta subunit, cytoplasmic-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 48.00 0.00

TRINITY_DN51378_c0_g4GAX79848.1hypothetical protein CEUSTIGMA_g7288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 48.00 0.00

TRINITY_DN51902_c0_g3CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 48.00 0.00

TRINITY_DN24203_c0_g1PNR47922.1hypothetical protein PHYPA_012395 [Physcomitrella patens]Physcomitrella_patens 47.90 0.00

TRINITY_DN27435_c0_g1OAY70238.1ABC transporter B family member 25 [Ananas comosus]Ananas_comosus 47.90 0.00

TRINITY_DN28068_c0_g1XP_010667417.1PREDICTED: uncharacterized protein LOC104884466 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 47.90 0.00

TRINITY_DN30936_c0_g1XP_020682722.160S ribosomal protein L7-2-like [Dendrobium catenatum]Dendrobium_catenatum 47.90 0.00

TRINITY_DN32011_c0_g1XP_005849733.1hypothetical protein CHLNCDRAFT_20835, partial [Chlorella variabilis]Chlorella_variabilis 47.90 0.00

TRINITY_DN32334_c0_g1XP_010917175.1PREDICTED: ubiquitin-like protein ATG12 isoform X3 [Elaeis guineensis]Elaeis_guineensis 47.90 0.00

TRINITY_DN33273_c0_g1XP_011015352.1PREDICTED: CBL-interacting protein kinase 18-like [Populus euphratica]Populus_euphratica 47.90 0.00

TRINITY_DN33439_c0_g2GAX74182.1hypothetical protein CEUSTIGMA_g1631.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN33651_c0_g1GAX77973.1hypothetical protein CEUSTIGMA_g5415.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN34043_c0_g1GAQ88390.1Prefoldin subunit 6 [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN34782_c0_g6BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.90 0.00

TRINITY_DN35787_c0_g8XP_002458748.1ATP-dependent zinc metalloprotease FTSH 3, mitochondrial [Sorghum bicolor]Sorghum_bicolor 47.90 0.00

TRINITY_DN35996_c0_g9XP_003080555.2Pyridoxal phosphate-dependent transferase, major region, subdomain 1 [Ostreococcus tauri]Ostreococcus_tauri 47.90 0.00

TRINITY_DN36061_c0_g3GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN36666_c0_g1XP_024393915.1eukaryotic translation initiation factor-like [Physcomitrella patens]Physcomitrella_patens 47.90 0.00

TRINITY_DN37603_c0_g2GAX76338.1hypothetical protein CEUSTIGMA_g3784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN37934_c0_g3GAQ90659.1GroES-like zinc-binding alcohol dehydrogenase family protein [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN39057_c0_g2GAQ82537.1Transcription initiation factor TFIIIB Brf1 subunit [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN39128_c0_g2PNW87849.1hypothetical protein CHLRE_01g004350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN39893_c0_g4KXZ48071.1hypothetical protein GPECTOR_30g166 [Gonium pectorale]Gonium_pectorale 47.90 0.00

TRINITY_DN40006_c0_g2GAX82567.1hypothetical protein CEUSTIGMA_g9993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN40467_c0_g2PNW73341.1hypothetical protein CHLRE_14g628500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN40732_c1_g1GAX79751.1hypothetical protein CEUSTIGMA_g7192.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN40812_c1_g2EPS72288.1hypothetical protein M569_02470 [Genlisea aurea]Genlisea_aurea 47.90 0.00

TRINITY_DN41261_c1_g3GAQ85381.1Putative RNA polymerase II transcriptional coactivator KELP [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN41769_c0_g5XP_005644985.1hypothetical protein COCSUDRAFT_43885 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.90 0.00

TRINITY_DN41891_c1_g2GAX83552.1hypothetical protein CEUSTIGMA_g10977.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN42576_c0_g1XP_023875462.1protein transport protein sec23-like [Quercus suber]Quercus_suber 47.90 0.00

TRINITY_DN43136_c1_g1KXZ52828.1hypothetical protein GPECTOR_8g211 [Gonium pectorale]Gonium_pectorale 47.90 0.00

TRINITY_DN43164_c1_g3PNW71384.1hypothetical protein CHLRE_16g652050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN43276_c0_g1PNW70228.1hypothetical protein CHLRE_17g711100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN43293_c2_g3PNH10752.1putative ADP-ribosylation factor GTPase-activating protein AGD5 [Tetrabaena socialis]Tetrabaena_socialis 47.90 0.00

TRINITY_DN43337_c0_g1XP_023878892.1phospho-2-dehydro-3-deoxyheptonate aldolase-like [Quercus suber]Quercus_suber 47.90 0.00

TRINITY_DN43359_c1_g1XP_001421822.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 47.90 0.00

TRINITY_DN43572_c0_g1GAX80212.1hypothetical protein CEUSTIGMA_g7650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN44040_c1_g2RAL51372.1hypothetical protein DM860_010874 [Cuscuta australis]Cuscuta_australis 47.90 0.00

TRINITY_DN44058_c0_g1XP_002501917.1methionyl-tRNA synthetase [Micromonas commoda]Micromonas_commoda 47.90 0.00

TRINITY_DN44093_c0_g3XP_001700058.1superoxide dismutase [Mn] [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN44698_c0_g1BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.90 0.00

TRINITY_DN45170_c1_g1XP_002953475.1hypothetical protein VOLCADRAFT_94320 [Volvox carteri f. nagariensis]Volvox_carteri 47.90 0.00

TRINITY_DN46073_c0_g2KXZ43032.1hypothetical protein GPECTOR_106g126 [Gonium pectorale]Gonium_pectorale 47.90 0.00

TRINITY_DN46526_c1_g1XP_019706694.1PREDICTED: homeobox protein ATH1-like [Elaeis guineensis]Elaeis_guineensis 47.90 0.00

TRINITY_DN47413_c0_g3GAX80073.1hypothetical protein CEUSTIGMA_g7511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN47455_c0_g1GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN47555_c0_g2XP_024386797.1PAN2-PAN3 deadenylation complex catalytic subunit Pan2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 47.90 0.00

TRINITY_DN47595_c0_g3PNH05054.1hypothetical protein TSOC_008718 [Tetrabaena socialis]Tetrabaena_socialis 47.90 0.00

TRINITY_DN47887_c1_g1PNW70961.1hypothetical protein CHLRE_17g740600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN47961_c0_g3GBF89518.1multidrug resistance-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.90 0.00

TRINITY_DN48193_c0_g2XP_013902109.1dual-specificity tyrosine-(Y)-phosphorylation regulated kinase [Monoraphidium neglectum]Monoraphidium_neglectum 47.90 0.00

TRINITY_DN48536_c0_g8AFK39751.1unknown [Lotus japonicus]Lotus_japonicus 47.90 0.00

TRINITY_DN48542_c0_g7XP_002957703.1hypothetical protein VOLCADRAFT_43444 [Volvox carteri f. nagariensis]Volvox_carteri 47.90 0.00

TRINITY_DN48624_c0_g1GAX79051.1hypothetical protein CEUSTIGMA_g6491.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN49420_c0_g1GAX74656.1hypothetical protein CEUSTIGMA_g2104.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN49452_c0_g2GAX73697.1hypothetical protein CEUSTIGMA_g1149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN49576_c0_g1KXZ46788.1hypothetical protein GPECTOR_40g522 [Gonium pectorale]Gonium_pectorale 47.90 0.00

TRINITY_DN49869_c0_g1KXZ53208.1hypothetical protein GPECTOR_7g1101 [Gonium pectorale]Gonium_pectorale 47.90 0.00

TRINITY_DN50537_c0_g3PNW70829.1hypothetical protein CHLRE_17g735200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN50870_c0_g1PNW88477.1hypothetical protein CHLRE_01g031300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.90 0.00

TRINITY_DN51458_c0_g12BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.90 0.00

TRINITY_DN51458_c0_g7BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.90 0.00



TRINITY_DN51507_c0_g1KMZ75644.1Serine/threonine-protein phosphatase [Zostera marina]Zostera_marina 47.90 0.00

TRINITY_DN51523_c1_g3GAX80746.1hypothetical protein CEUSTIGMA_g8181.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN51700_c1_g5GAX84840.1hypothetical protein CEUSTIGMA_g12261.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN51780_c1_g5KNA08582.1hypothetical protein SOVF_161330 [Spinacia oleracea]Spinacia_oleracea 47.90 0.00

TRINITY_DN51984_c0_g2GAX75799.1hypothetical protein CEUSTIGMA_g3242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.90 0.00

TRINITY_DN52179_c1_g4GAQ93053.1hypothetical protein KFL_012730010 [Klebsormidium nitens]Klebsormidium_nitens 47.90 0.00

TRINITY_DN52908_c0_g1XP_013906433.1Putative 2-oxoglutarate/malatecarrier protein [Monoraphidium neglectum]Monoraphidium_neglectum 47.90 0.00

TRINITY_DN13083_c0_g1GAX85705.1hypothetical protein CEUSTIGMA_g13119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN15457_c0_g1GAV83606.1Response_reg domain-containing protein/HisKA domain-containing protein/HATPase_c domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 47.80 0.00

TRINITY_DN1625_c0_g1PNH02316.1Leucine aminopeptidase 2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 47.80 0.00

TRINITY_DN27766_c0_g3XP_012089969.1serine/threonine-protein kinase Nek6 [Jatropha curcas]Jatropha_curcas 47.80 0.00

TRINITY_DN31311_c0_g3XP_020238199.1glycerol kinase [Cajanus cajan]Cajanus_cajan 47.80 0.00

TRINITY_DN31334_c0_g1EPS69954.1hypothetical protein M569_04811 [Genlisea aurea]Genlisea_aurea 47.80 0.00

TRINITY_DN31424_c0_g1AFK35196.1unknown [Lotus japonicus]Lotus_japonicus 47.80 0.00

TRINITY_DN32056_c0_g2XP_016561723.1PREDICTED: fidgetin-like protein 1 [Capsicum annuum]Capsicum_annuum 47.80 0.00

TRINITY_DN32059_c0_g1GBG00498.1formate acetyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.80 0.00

TRINITY_DN33189_c0_g3XP_009800353.1PREDICTED: DNA-directed RNA polymerase III subunit rpc1 [Nicotiana sylvestris]Nicotiana_sylvestris 47.80 0.00

TRINITY_DN33470_c0_g1XP_023915255.1putative nitroreductase HBN1 [Quercus suber]Quercus_suber 47.80 0.00

TRINITY_DN34596_c0_g4GBG80331.1hypothetical protein CBR_g30699 [Chara braunii]Chara_braunii 47.80 0.00

TRINITY_DN34964_c1_g1XP_024158785.1LOW QUALITY PROTEIN: probable bifunctional methylthioribulose-1-phosphate dehydratase/enolase-phosphatase E1 1 [Rosa chinensis]Rosa_chinensis 47.80 0.00

TRINITY_DN35079_c0_g4KNA16495.1hypothetical protein SOVF_088640 isoform A [Spinacia oleracea]Spinacia_oleracea 47.80 0.00

TRINITY_DN35518_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 47.80 0.00

TRINITY_DN35569_c0_g9XP_023896105.1uncharacterized protein LOC112007986 [Quercus suber]Quercus_suber 47.80 0.00

TRINITY_DN36277_c0_g9PHT99500.1Protein disulfide-isomerase [Capsicum chinense]Capsicum_chinense 47.80 0.00

TRINITY_DN36499_c0_g7XP_010522815.1PREDICTED: importin subunit alpha isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 47.80 0.00

TRINITY_DN36800_c0_g5PHT27028.1Protein TAR1 [Capsicum baccatum]Capsicum_baccatum 47.80 0.00

TRINITY_DN37006_c0_g2XP_027346741.1uncharacterized protein LOC113858342 isoform X1 [Abrus precatorius]Abrus_precatorius 47.80 0.00

TRINITY_DN37012_c1_g2GAX75932.1hypothetical protein CEUSTIGMA_g3375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN37389_c1_g12RDX68629.1ABC transporter C family member 3, partial [Mucuna pruriens]Mucuna_pruriens 47.80 0.00

TRINITY_DN37429_c0_g2PNR41285.1hypothetical protein PHYPA_018688 [Physcomitrella patens]Physcomitrella_patens 47.80 0.00

TRINITY_DN37509_c0_g1GAX86074.1hypothetical protein CEUSTIGMA_g13488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN37621_c0_g5GAX84910.1hypothetical protein CEUSTIGMA_g12331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN38225_c0_g6XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 47.80 0.00

TRINITY_DN38249_c0_g4PNW81851.1hypothetical protein CHLRE_06g263150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN38649_c0_g1GBF91048.1hypothetical protein Rsub_03904 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.80 0.00

TRINITY_DN38724_c0_g1PSC71270.1exodeoxyribonuclease V subunit alpha [Micractinium conductrix]Micractinium_conductrix 47.80 0.00

TRINITY_DN38744_c1_g1PIA59069.1hypothetical protein AQUCO_00400138v1 [Aquilegia coerulea]Aquilegia_coerulea 47.80 0.00

TRINITY_DN38840_c0_g1XP_024165765.1transport and Golgi organization 2 homolog [Rosa chinensis]Rosa_chinensis 47.80 0.00

TRINITY_DN39043_c0_g1XP_002953408.1hypothetical protein VOLCADRAFT_109874 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN39115_c1_g4XP_002951236.1hypothetical protein VOLCADRAFT_105003 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN39662_c0_g3GAX83710.1hypothetical protein CEUSTIGMA_g11135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN40188_c0_g1GAX80754.1hypothetical protein CEUSTIGMA_g8189.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN40615_c1_g4GBF93955.1signal peptidase complex subunit 2-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.80 0.00

TRINITY_DN40680_c0_g1XP_001692220.1amino acid carrier 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN41160_c0_g13GBF94196.1calcium calmodulin-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.80 0.00

TRINITY_DN41163_c0_g1XP_001696214.1low-CO2-inducible membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN41182_c0_g2GAX78375.1hypothetical protein CEUSTIGMA_g5817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN41309_c0_g2KXZ45060.1hypothetical protein GPECTOR_59g669 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN41497_c0_g2GAX84367.1hypothetical protein CEUSTIGMA_g11789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN41787_c0_g2KXZ51597.1hypothetical protein GPECTOR_12g561 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN41859_c0_g4XP_002954751.1histone H3 methyltransferase [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN42014_c0_g1KXZ55763.1hypothetical protein GPECTOR_2g1313 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN42041_c0_g1XP_002953139.1hypothetical protein VOLCADRAFT_105827 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN42728_c0_g1OAE34506.1hypothetical protein AXG93_1299s1200 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.80 0.00

TRINITY_DN42889_c1_g7XP_005643952.1hypothetical protein COCSUDRAFT_67882 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.80 0.00

TRINITY_DN43398_c0_g1PKA52275.1Metal transporter Nramp3 [Apostasia shenzhenica]Apostasia_shenzhenica 47.80 0.00

TRINITY_DN43515_c1_g1XP_002871512.1elongation factor 1-beta 1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 47.80 0.00

TRINITY_DN43616_c0_g2PRW50756.1Formyltetrahydrofolate deformylase [Chlorella sorokiniana]Chlorella_sorokiniana 47.80 0.00

TRINITY_DN43629_c0_g6XP_001700975.1chloroplast RecA recombination protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN43819_c0_g1XP_023924436.1ER-derived vesicles protein ERV14-like [Quercus suber]Quercus_suber 47.80 0.00

TRINITY_DN4394_c0_g1GAQ80068.1oligosaccharidyl-lipid flippase family [Klebsormidium nitens]Klebsormidium_nitens 47.80 0.00

TRINITY_DN44942_c1_g8KXZ47489.1hypothetical protein GPECTOR_35g927 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN45088_c0_g3XP_004487175.2uncharacterized protein LOC101505707 [Cicer arietinum]Cicer_arietinum 47.80 0.00

TRINITY_DN45780_c0_g4XP_003075124.2Major facilitator superfamily domain, general substrate transporter [Ostreococcus tauri]Ostreococcus_tauri 47.80 0.00

TRINITY_DN46142_c1_g2GAX81712.1hypothetical protein CEUSTIGMA_g9140.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN46741_c0_g2PRW59554.1FAD synthase [Chlorella sorokiniana]Chlorella_sorokiniana 47.80 0.00



TRINITY_DN46798_c0_g5PNW77306.1hypothetical protein CHLRE_10g430700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN46856_c1_g1PNW72445.1hypothetical protein CHLRE_16g680566v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN46973_c0_g1GAX74935.1hypothetical protein CEUSTIGMA_g2381.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN47802_c0_g1XP_002950769.1hypothetical protein VOLCADRAFT_104874 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN47843_c0_g2GAX83740.1hypothetical protein CEUSTIGMA_g11165.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN47860_c1_g5XP_011017291.1PREDICTED: leishmanolysin-like [Populus euphratica]Populus_euphratica 47.80 0.00

TRINITY_DN47893_c1_g4XP_002947127.1hypothetical protein VOLCADRAFT_103349 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN48075_c0_g1GAX73893.1hypothetical protein CEUSTIGMA_g1343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN48228_c0_g7PRW60832.1chitinase [Chlorella sorokiniana]Chlorella_sorokiniana 47.80 0.00

TRINITY_DN48449_c0_g6KXZ47914.1hypothetical protein GPECTOR_32g527 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN48654_c0_g2GAX84723.1hypothetical protein CEUSTIGMA_g12145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN48889_c0_g2GAX84390.1hypothetical protein CEUSTIGMA_g11812.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN49743_c1_g3OWM70458.1hypothetical protein CDL15_Pgr011934 [Punica granatum]Punica_granatum 47.80 0.00

TRINITY_DN50061_c0_g1KXZ47886.1hypothetical protein GPECTOR_32g499 [Gonium pectorale]Gonium_pectorale 47.80 0.00

TRINITY_DN50197_c1_g3GBF95586.1hypothetical protein Rsub_08567 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.80 0.00

TRINITY_DN50776_c1_g1PSC69269.1snurportin-1 [Micractinium conductrix]Micractinium_conductrix 47.80 0.00

TRINITY_DN50957_c2_g8GAQ84952.1hypothetical protein KFL_002140060 [Klebsormidium nitens]Klebsormidium_nitens 47.80 0.00

TRINITY_DN51029_c1_g3XP_001697563.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN51181_c0_g1PNW84232.1hypothetical protein CHLRE_04g226150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN51635_c1_g2XP_002948719.1hypothetical protein VOLCADRAFT_89132 [Volvox carteri f. nagariensis]Volvox_carteri 47.80 0.00

TRINITY_DN51672_c0_g1GAX78887.1hypothetical protein CEUSTIGMA_g6326.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN51747_c1_g1PNW79681.1hypothetical protein CHLRE_08g362750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.80 0.00

TRINITY_DN51792_c0_g1ESR63459.1hypothetical protein CICLE_v10009813mg [Citrus clementina]Citrus_clementina 47.80 0.00

TRINITY_DN51860_c0_g2GAX79403.1hypothetical protein CEUSTIGMA_g6844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.80 0.00

TRINITY_DN5787_c0_g2XP_007161021.1hypothetical protein PHAVU_001G036400g [Phaseolus vulgaris]Phaseolus_vulgaris 47.80 0.00

TRINITY_DN8258_c0_g1XP_011657604.1PREDICTED: proteasome-associated protein ECM29 homolog isoform X3 [Cucumis sativus]Cucumis_sativus 47.80 0.00

TRINITY_DN15851_c0_g1XP_013447253.1glutamine-dependent NAD(+) synthetase [Medicago truncatula]Medicago_truncatula 47.70 0.00

TRINITY_DN30700_c0_g2KDD71878.1acyl-CoA dehydrogenase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 47.70 0.00

TRINITY_DN32148_c0_g4KGN57878.1hypothetical protein Csa_3G360140 [Cucumis sativus]Cucumis_sativus 47.70 0.00

TRINITY_DN32507_c1_g4XP_016717805.1PREDICTED: serine/threonine-protein kinase Nek2-like [Gossypium hirsutum]Gossypium_hirsutum 47.70 0.00

TRINITY_DN33323_c0_g1PRW51028.1ADP-ribosylation factor GTPase-activating AGD7-like [Chlorella sorokiniana]Chlorella_sorokiniana 47.70 0.00

TRINITY_DN34720_c0_g1AYK27569.1agamous-like 24 [Morus alba var. alba]Morus_alba 47.70 0.00

TRINITY_DN34809_c0_g3XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 47.70 0.00

TRINITY_DN35098_c0_g2XP_022889903.1protein-L-isoaspartate O-methyltransferase 1-like isoform X1 [Olea europaea var. sylvestris]Olea_europaea 47.70 0.00

TRINITY_DN35329_c0_g2XP_010055450.1PREDICTED: deSI-like protein At4g17486 [Eucalyptus grandis]Eucalyptus_grandis 47.70 0.00

TRINITY_DN36097_c0_g1KXZ45197.1hypothetical protein GPECTOR_57g487 [Gonium pectorale]Gonium_pectorale 47.70 0.00

TRINITY_DN36663_c0_g3XP_008444098.1PREDICTED: inactive TPR repeat-containing thioredoxin TTL3 [Cucumis melo]Cucumis_melo 47.70 0.00

TRINITY_DN36800_c0_g2PHT27028.1Protein TAR1 [Capsicum baccatum]Capsicum_baccatum 47.70 0.00

TRINITY_DN36850_c0_g11KXZ54565.1hypothetical protein GPECTOR_4g630 [Gonium pectorale]Gonium_pectorale 47.70 0.00

TRINITY_DN36940_c0_g1KXZ55188.1hypothetical protein GPECTOR_3g333 [Gonium pectorale]Gonium_pectorale 47.70 0.00

TRINITY_DN37449_c0_g1XP_006657648.2PREDICTED: tyrosine decarboxylase 1 [Oryza brachyantha]Oryza_brachyantha 47.70 0.00

TRINITY_DN37552_c0_g4BAJ98669.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.70 0.00

TRINITY_DN38347_c0_g2GAX79096.1hypothetical protein CEUSTIGMA_g6536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN38689_c0_g1XP_021316552.1kinesin-like protein KIN-7L [Sorghum bicolor]Sorghum_bicolor 47.70 0.00

TRINITY_DN38735_c0_g2PNH06883.1Transmembrane protein 18 [Tetrabaena socialis]Tetrabaena_socialis 47.70 0.00

TRINITY_DN38964_c0_g2XP_002948779.1hypothetical protein VOLCADRAFT_103989 [Volvox carteri f. nagariensis]Volvox_carteri 47.70 0.00

TRINITY_DN39474_c0_g2XP_005650790.1pyruvate dehydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.70 0.00

TRINITY_DN39518_c0_g4XP_022840265.1Rieske iron-sulphur protein [Ostreococcus tauri]Ostreococcus_tauri 47.70 0.00

TRINITY_DN40247_c0_g1RWW90360.1hypothetical protein BHE74_00006010 [Ensete ventricosum]Ensete_ventricosum 47.70 0.00

TRINITY_DN40253_c0_g4GAX77335.1hypothetical protein CEUSTIGMA_g4781.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN40544_c0_g4XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 47.70 0.00

TRINITY_DN40787_c0_g2GAX79553.1hypothetical protein CEUSTIGMA_g6994.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN41415_c0_g2GAX76217.1hypothetical protein CEUSTIGMA_g3661.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN41570_c0_g1PRW61435.1pre-rRNA-processing TSR1-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 47.70 0.00

TRINITY_DN41923_c0_g3XP_002951378.1hypothetical protein VOLCADRAFT_61254 [Volvox carteri f. nagariensis]Volvox_carteri 47.70 0.00

TRINITY_DN41926_c0_g2XP_002953687.1hypothetical protein VOLCADRAFT_94399 [Volvox carteri f. nagariensis]Volvox_carteri 47.70 0.00

TRINITY_DN42443_c0_g4KHG23861.1NADP-dependent D-sorbitol-6-phosphate dehydrogenase [Gossypium arboreum]Gossypium_arboreum 47.70 0.00

TRINITY_DN42623_c1_g6GAX83792.1hypothetical protein CEUSTIGMA_g11217.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN42822_c0_g3OAE29231.1hypothetical protein AXG93_3825s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.70 0.00

TRINITY_DN43299_c0_g2XP_024033150.1uncharacterized protein LOC18055682 [Citrus clementina]Citrus_clementina 47.70 0.00

TRINITY_DN43368_c0_g1XP_013903685.1Nodulation receptor kinase [Monoraphidium neglectum]Monoraphidium_neglectum 47.70 0.00

TRINITY_DN44080_c0_g4GBF90004.1short-chain dehydrogenase reductase [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.70 0.00

TRINITY_DN44107_c2_g2KXZ55466.1hypothetical protein GPECTOR_2g1015 [Gonium pectorale]Gonium_pectorale 47.70 0.00

TRINITY_DN44208_c1_g1PNW75269.1hypothetical protein CHLRE_12g519950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.70 0.00

TRINITY_DN44792_c0_g7GAQ92549.1hypothetical protein KFL_010470010 [Klebsormidium nitens]Klebsormidium_nitens 47.70 0.00

TRINITY_DN45105_c0_g1GAX72922.1hypothetical protein CEUSTIGMA_g377.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00



TRINITY_DN45486_c3_g1VDC96638.1unnamed protein product [Brassica rapa]Brassica_rapa 47.70 0.00

TRINITY_DN45551_c0_g3GAX82886.1hypothetical protein CEUSTIGMA_g10312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN45663_c1_g3GAQ82180.1jmjc domain-containing protein 7 [Klebsormidium nitens]Klebsormidium_nitens 47.70 0.00

TRINITY_DN45986_c0_g2XP_002980245.1F-box protein At5g06550 [Selaginella moellendorffii]Selaginella_moellendorffii 47.70 0.00

TRINITY_DN46081_c0_g1PSC73997.1heme oxygenase [Micractinium conductrix]Micractinium_conductrix 47.70 0.00

TRINITY_DN46324_c1_g5EEF23836.1hypothetical protein RCOM_2048860 [Ricinus communis]Ricinus_communis 47.70 0.00

TRINITY_DN46523_c0_g2GBF89093.1clavaminate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.70 0.00

TRINITY_DN47164_c1_g1KXZ53028.1hypothetical protein GPECTOR_8g395 [Gonium pectorale]Gonium_pectorale 47.70 0.00

TRINITY_DN47670_c1_g2XP_002947531.1hypothetical protein VOLCADRAFT_87742 [Volvox carteri f. nagariensis]Volvox_carteri 47.70 0.00

TRINITY_DN47701_c0_g5PNH05938.1hypothetical protein TSOC_007748 [Tetrabaena socialis]Tetrabaena_socialis 47.70 0.00

TRINITY_DN47914_c0_g3BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.70 0.00

TRINITY_DN47925_c0_g1GAX86140.1hypothetical protein CEUSTIGMA_g13553.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN48597_c1_g2PRW58199.1acetyl- carboxylase 1-like isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 47.70 0.00

TRINITY_DN49022_c0_g4XP_023878906.1uncharacterized protein LOC111991361 [Quercus suber]Quercus_suber 47.70 0.00

TRINITY_DN50010_c0_g3RYR24167.1hypothetical protein Ahy_B02g057670 [Arachis hypogaea]Arachis_hypogaea 47.70 0.00

TRINITY_DN50578_c1_g2RID81149.1hypothetical protein BRARA_A03747 [Brassica rapa]Brassica_rapa 47.70 0.00

TRINITY_DN50648_c0_g3GAX76883.1hypothetical protein CEUSTIGMA_g4329.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN51034_c0_g1GAX81999.1hypothetical protein CEUSTIGMA_g9427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN51279_c0_g3GAX72737.1hypothetical protein CEUSTIGMA_g193.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN51456_c0_g1XP_002945683.1hypothetical protein VOLCADRAFT_102653 [Volvox carteri f. nagariensis]Volvox_carteri 47.70 0.00

TRINITY_DN52338_c1_g2GAX79830.1hypothetical protein CEUSTIGMA_g7270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN52439_c0_g1GAX73140.1hypothetical protein CEUSTIGMA_g593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.70 0.00

TRINITY_DN6898_c0_g1XP_021623400.1casein kinase 1-like protein 10 isoform X1 [Manihot esculenta]Manihot_esculenta 47.70 0.00

TRINITY_DN13535_c0_g1XP_015690060.1PREDICTED: serine/threonine-protein kinase SMG1-like [Oryza brachyantha]Oryza_brachyantha 47.60 0.00

TRINITY_DN20176_c0_g1XP_024399139.1isoleucine--tRNA ligase, cytoplasmic-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 47.60 0.00

TRINITY_DN31158_c0_g1XP_020169380.1cell number regulator 2-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 47.60 0.00

TRINITY_DN32607_c0_g2GAQ88147.1Oxidation resistance protein [Klebsormidium nitens]Klebsormidium_nitens 47.60 0.00

TRINITY_DN33099_c0_g1XP_020082366.1ubiquinone biosynthesis O-methyltransferase, mitochondrial-like [Ananas comosus]Ananas_comosus 47.60 0.00

TRINITY_DN33187_c0_g1XP_022770632.1GRF1-interacting factor 3-like [Durio zibethinus]Durio_zibethinus 47.60 0.00

TRINITY_DN33928_c0_g2NP_197081.1glucose-6-phosphate acetyltransferase 1 [Arabidopsis thaliana]Arabidopsis_thaliana 47.60 0.00

TRINITY_DN33970_c0_g1XP_003632582.1PREDICTED: acyl-coenzyme A oxidase 4, peroxisomal isoform X2 [Vitis vinifera]Vitis_vinifera 47.60 0.00

TRINITY_DN34514_c0_g1GAX83898.1hypothetical protein CEUSTIGMA_g11322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN34553_c0_g2XP_020103528.1choline-phosphate cytidylyltransferase 1 [Ananas comosus]Ananas_comosus 47.60 0.00

TRINITY_DN34611_c0_g1XP_017627085.1PREDICTED: GTP-binding protein YPTM2-like [Gossypium arboreum]Gossypium_arboreum 47.60 0.00

TRINITY_DN34645_c0_g1OAE27475.1hypothetical protein AXG93_3911s1580 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.60 0.00

TRINITY_DN34776_c0_g12XP_006427011.1ras-related protein RABF2b [Citrus clementina]Citrus_clementina 47.60 0.00

TRINITY_DN35472_c0_g1XP_006476772.1putative exosome complex component rrp40 [Citrus sinensis]Citrus_sinensis 47.60 0.00

TRINITY_DN35705_c0_g1GBG72116.1hypothetical protein CBR_g11049 [Chara braunii]Chara_braunii 47.60 0.00

TRINITY_DN36212_c0_g3XP_021759060.1fimbrin-1-like [Chenopodium quinoa]Chenopodium_quinoa 47.60 0.00

TRINITY_DN36436_c0_g1GBG48109.1hypothetical protein CBR_g81796, partial [Chara braunii]Chara_braunii 47.60 0.00

TRINITY_DN36732_c0_g7GBG61834.1hypothetical protein CBR_g23790 [Chara braunii]Chara_braunii 47.60 0.00

TRINITY_DN37150_c1_g1RLN12790.1uncharacterized protein C2845_PM09G03670 [Panicum miliaceum]Panicum_miliaceum 47.60 0.00

TRINITY_DN37312_c0_g3XP_024179543.1DCC family protein At1g52590, chloroplastic [Rosa chinensis]Rosa_chinensis 47.60 0.00

TRINITY_DN38598_c1_g3OVA18689.1Clathrin/coatomer adaptor [Macleaya cordata]Macleaya_cordata 47.60 0.00

TRINITY_DN39253_c0_g5GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN39450_c0_g1GAX81208.1hypothetical protein CEUSTIGMA_g8640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN40267_c0_g3KXZ50431.1hypothetical protein GPECTOR_16g605 [Gonium pectorale]Gonium_pectorale 47.60 0.00

TRINITY_DN40342_c1_g6PNW76738.1hypothetical protein CHLRE_11g469350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN40608_c0_g1XP_002950009.1hypothetical protein VOLCADRAFT_90413 [Volvox carteri f. nagariensis]Volvox_carteri 47.60 0.00

TRINITY_DN40841_c0_g4GAX73816.1hypothetical protein CEUSTIGMA_g1267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN41020_c0_g2XP_019226800.1PREDICTED: transcription initiation factor TFIID subunit 6-like isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 47.60 0.00

TRINITY_DN41264_c0_g1XP_001694126.1oxygen-evolving enhancer protein 2 of photosystem II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN41362_c0_g4PNW84871.1hypothetical protein CHLRE_03g161800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN4168_c0_g1GBG75466.1hypothetical protein CBR_g20098 [Chara braunii]Chara_braunii 47.60 0.00

TRINITY_DN41714_c2_g2PNW69852.1hypothetical protein CHLRE_18g749347v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN41920_c0_g4XP_020672672.1protein ABC transporter 1, mitochondrial [Dendrobium catenatum]Dendrobium_catenatum 47.60 0.00

TRINITY_DN42349_c0_g2GAQ78644.14-coumarate:CoA ligase [Klebsormidium nitens]Klebsormidium_nitens 47.60 0.00

TRINITY_DN42396_c1_g2PNH03545.1hypothetical protein TSOC_010369 [Tetrabaena socialis]Tetrabaena_socialis 47.60 0.00

TRINITY_DN42773_c1_g6GAX79383.1hypothetical protein CEUSTIGMA_g6825.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN43006_c0_g1RMZ55318.1hypothetical protein APUTEX25_003456 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 47.60 0.00

TRINITY_DN43628_c2_g1GAX84612.1hypothetical protein CEUSTIGMA_g12033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN43678_c0_g1GAX80136.1hypothetical protein CEUSTIGMA_g7574.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN43967_c0_g2PNW77553.1hypothetical protein CHLRE_10g441650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN44764_c0_g1KXZ53424.1hypothetical protein GPECTOR_7g1322 [Gonium pectorale]Gonium_pectorale 47.60 0.00

TRINITY_DN45113_c1_g1XP_025797971.1proteasome subunit beta type-2 [Panicum hallii]Panicum_hallii 47.60 0.00

TRINITY_DN45324_c0_g5GAX78869.1hypothetical protein CEUSTIGMA_g6308.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00



TRINITY_DN45494_c1_g1XP_002958403.1hypothetical protein VOLCADRAFT_119942 [Volvox carteri f. nagariensis]Volvox_carteri 47.60 0.00

TRINITY_DN45527_c1_g1GAX74293.1hypothetical protein CEUSTIGMA_g1742.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN45569_c0_g1XP_004490454.1serine/threonine-protein kinase CTR1 isoform X1 [Cicer arietinum]Cicer_arietinum 47.60 0.00

TRINITY_DN45571_c0_g3GAQ90877.1Dipeptidyl peptidase III [Klebsormidium nitens]Klebsormidium_nitens 47.60 0.00

TRINITY_DN45690_c0_g4GAX80960.1hypothetical protein CEUSTIGMA_g8395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN45823_c0_g2XP_002954335.1hypothetical protein VOLCADRAFT_64710 [Volvox carteri f. nagariensis]Volvox_carteri 47.60 0.00

TRINITY_DN46665_c0_g1PNW81173.1hypothetical protein CHLRE_07g345300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN46725_c0_g1PNW74998.1hypothetical protein CHLRE_12g500900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN47147_c2_g6GAX76248.1hypothetical protein CEUSTIGMA_g3692.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN47815_c0_g2PNW78299.1hypothetical protein CHLRE_09g403000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN48122_c0_g5XP_019154875.1PREDICTED: UMP-CMP kinase 3 [Ipomoea nil]Ipomoea_nil 47.60 0.00

TRINITY_DN48459_c0_g2XP_001693424.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.60 0.00

TRINITY_DN48468_c0_g3XP_002946906.1hypothetical protein VOLCADRAFT_103146 [Volvox carteri f. nagariensis]Volvox_carteri 47.60 0.00

TRINITY_DN48720_c0_g3AFL70161.1actin [Agastache rugosa]Agastache_rugosa 47.60 0.00

TRINITY_DN48799_c0_g5GAX72998.1hypothetical protein CEUSTIGMA_g450.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN49148_c0_g5XP_024390987.1translation machinery-associated protein 22-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 47.60 0.00

TRINITY_DN49376_c1_g4XP_007513541.1GTP-binding protein Era [Bathycoccus prasinos]Bathycoccus_prasinos 47.60 0.00

TRINITY_DN49609_c0_g3ABK24372.1unknown [Picea sitchensis]Picea_sitchensis 47.60 0.00

TRINITY_DN50557_c0_g1KXZ51275.1hypothetical protein GPECTOR_13g762 [Gonium pectorale]Gonium_pectorale 47.60 0.00

TRINITY_DN50754_c0_g2GAX72557.1hypothetical protein CEUSTIGMA_g13.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN51190_c1_g2GAX79566.1hypothetical protein CEUSTIGMA_g7007.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN51950_c0_g2PRW57440.1senescence-associated -like [Chlorella sorokiniana]Chlorella_sorokiniana 47.60 0.00

TRINITY_DN5683_c0_g1XP_016672626.1PREDICTED: ras-related protein RABB1b-like [Gossypium hirsutum]Gossypium_hirsutum 47.60 0.00

TRINITY_DN7084_c0_g1GBG73999.1hypothetical protein CBR_g17709 [Chara braunii]Chara_braunii 47.60 0.00

TRINITY_DN8418_c0_g1GAX75038.1hypothetical protein CEUSTIGMA_g2482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.60 0.00

TRINITY_DN21330_c0_g1PKA57201.1Potassium channel KOR2 [Apostasia shenzhenica]Apostasia_shenzhenica 47.50 0.00

TRINITY_DN23523_c0_g1GAX78150.1hypothetical protein CEUSTIGMA_g5592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN25599_c0_g2RWR90155.1nitrate reductase 2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 47.50 0.00

TRINITY_DN25839_c0_g1PNW74711.1hypothetical protein CHLRE_12g486209v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.50 0.00

TRINITY_DN29023_c0_g2XP_023883604.1elongation factor 1-beta-like [Quercus suber]Quercus_suber 47.50 0.00

TRINITY_DN29314_c0_g1BAJ90002.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.50 0.00

TRINITY_DN30936_c0_g2PNY15863.160S ribosomal protein l7-4-like [Trifolium pratense]Trifolium_pratense 47.50 0.00

TRINITY_DN32735_c0_g3XP_020256587.1tyrosyl-DNA phosphodiesterase 1 isoform X1 [Asparagus officinalis]Asparagus_officinalis 47.50 0.00

TRINITY_DN32946_c0_g1PRW05850.1decapping and exoribonuclease isoform X4 [Chlorella sorokiniana]Chlorella_sorokiniana 47.50 0.00

TRINITY_DN34141_c0_g2ABK24554.1unknown [Picea sitchensis]Picea_sitchensis 47.50 0.00

TRINITY_DN34309_c0_g1XP_015584242.12-amino-3-carboxymuconate-6-semialdehyde decarboxylase-like [Ricinus communis]Ricinus_communis 47.50 0.00

TRINITY_DN34473_c0_g10EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 47.50 0.00

TRINITY_DN34604_c0_g2XP_002502039.1predicted protein [Micromonas commoda]Micromonas_commoda 47.50 0.00

TRINITY_DN34850_c0_g9GAQ77581.1ABC transporter C family member 2 [Klebsormidium nitens]Klebsormidium_nitens 47.50 0.00

TRINITY_DN34893_c0_g7GBF94409.1hypothetical protein Rsub_07223 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.50 0.00

TRINITY_DN35911_c0_g1EPS70048.1hypothetical protein M569_04714 [Genlisea aurea]Genlisea_aurea 47.50 0.00

TRINITY_DN36321_c1_g2KXZ47022.1hypothetical protein GPECTOR_38g259 [Gonium pectorale]Gonium_pectorale 47.50 0.00

TRINITY_DN36538_c2_g9GAQ88954.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 47.50 0.00

TRINITY_DN36984_c0_g1GBF94547.1dual specificity phosphatase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.50 0.00

TRINITY_DN37097_c0_g4GAX74887.1hypothetical protein CEUSTIGMA_g2333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN37291_c0_g2BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.50 0.00

TRINITY_DN37722_c1_g5GAQ85240.1hypothetical protein KFL_002250200 [Klebsormidium nitens]Klebsormidium_nitens 47.50 0.00

TRINITY_DN37723_c0_g7GAX73709.1hypothetical protein CEUSTIGMA_g1162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN38166_c1_g6VDD42655.1unnamed protein product, partial [Brassica oleracea]Brassica_oleracea 47.50 0.00

TRINITY_DN38190_c0_g1XP_023890536.1serine/threonine-protein kinase 3-like [Quercus suber]Quercus_suber 47.50 0.00

TRINITY_DN38478_c0_g2PTQ34642.1hypothetical protein MARPO_0078s0045 [Marchantia polymorpha]Marchantia_polymorpha 47.50 0.00

TRINITY_DN38542_c0_g15PRW59519.1diphthine--ammonia ligase isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 47.50 0.00

TRINITY_DN39066_c1_g2KXZ42898.1hypothetical protein GPECTOR_112g268 [Gonium pectorale]Gonium_pectorale 47.50 0.00

TRINITY_DN39144_c1_g3XP_019200094.1PREDICTED: E3 ubiquitin-protein ligase RING1-like [Ipomoea nil]Ipomoea_nil 47.50 0.00

TRINITY_DN39538_c0_g1KXZ54860.1hypothetical protein GPECTOR_4g932 [Gonium pectorale]Gonium_pectorale 47.50 0.00

TRINITY_DN39576_c0_g4XP_024393485.1protein VACUOLELESS1-like [Physcomitrella patens]Physcomitrella_patens 47.50 0.00

TRINITY_DN39787_c0_g3GBF94829.1hypothetical protein Rsub_08001 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.50 0.00

TRINITY_DN39991_c0_g2GAX77541.1hypothetical protein CEUSTIGMA_g4985.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN40277_c0_g1XP_024389095.1NAD-dependent malic enzyme 62 kDa isoform, mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 47.50 0.00

TRINITY_DN40678_c0_g1XP_001691305.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.50 0.00

TRINITY_DN40745_c1_g2AZI70899.1acyl-CoA:diacylglycerol acyltransferase 2.3 [Lobosphaera incisa]Lobosphaera_incisa 47.50 0.00

TRINITY_DN40980_c0_g3XP_001696224.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.50 0.00

TRINITY_DN41017_c0_g4XP_021661744.1DNA-(apurinic or apyrimidinic site) lyase, chloroplastic isoform X4 [Hevea brasiliensis]Hevea_brasiliensis 47.50 0.00

TRINITY_DN41193_c0_g2XP_010933489.1PREDICTED: exonuclease 1 isoform X3 [Elaeis guineensis]Elaeis_guineensis 47.50 0.00

TRINITY_DN41197_c0_g4GAX72877.1hypothetical protein CEUSTIGMA_g332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN41618_c1_g2RDY02236.1Dual specificity protein phosphatase 1 [Mucuna pruriens]Mucuna_pruriens 47.50 0.00



TRINITY_DN41879_c0_g6PRW58435.1mitotic checkpoint [Chlorella sorokiniana]Chlorella_sorokiniana 47.50 0.00

TRINITY_DN42162_c0_g1XP_021641464.1ubiquitin carboxyl-terminal hydrolase 2 [Hevea brasiliensis]Hevea_brasiliensis 47.50 0.00

TRINITY_DN42760_c0_g7GAX77229.1hypothetical protein CEUSTIGMA_g4675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN43326_c0_g5XP_010683079.1PREDICTED: transducin beta-like protein 3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 47.50 0.00

TRINITY_DN43863_c0_g5XP_023906428.1external alternative NADH-ubiquinone oxidoreductase, mitochondrial-like [Quercus suber]Quercus_suber 47.50 0.00

TRINITY_DN44679_c0_g3XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 47.50 0.00

TRINITY_DN44688_c0_g1XP_002953761.1hypothetical protein VOLCADRAFT_94569 [Volvox carteri f. nagariensis]Volvox_carteri 47.50 0.00

TRINITY_DN45174_c0_g5GAX85946.1hypothetical protein CEUSTIGMA_g13362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN45251_c0_g3GAX82259.1hypothetical protein CEUSTIGMA_g9687.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN46018_c1_g5BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.50 0.00

TRINITY_DN47268_c0_g1BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.50 0.00

TRINITY_DN47627_c0_g8GAQ81232.12-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 47.50 0.00

TRINITY_DN47718_c1_g3GBF87521.1hypothetical protein Rsub_00232 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.50 0.00

TRINITY_DN49413_c0_g1PNW87504.1hypothetical protein CHLRE_02g143635v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.50 0.00

TRINITY_DN49585_c0_g1PNW83110.1hypothetical protein CHLRE_06g306950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.50 0.00

TRINITY_DN50010_c0_g1XP_002950413.1hypothetical protein VOLCADRAFT_81022 [Volvox carteri f. nagariensis]Volvox_carteri 47.50 0.00

TRINITY_DN50511_c0_g1AHA93098.1PLC protein [Dunaliella salina]Dunaliella_salina 47.50 0.00

TRINITY_DN50793_c0_g7XP_015880488.1kanadaptin [Ziziphus jujuba]Ziziphus_jujuba 47.50 0.00

TRINITY_DN51001_c1_g1GBF93239.1insulin-degrading enzyme-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.50 0.00

TRINITY_DN51440_c1_g3GAX74598.1hypothetical protein CEUSTIGMA_g2046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN51583_c1_g9OAE31318.1hypothetical protein AXG93_1962s1750 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.50 0.00

TRINITY_DN51715_c0_g9XP_013904025.1Vacuolar protein sorting-associated protein 29 [Monoraphidium neglectum]Monoraphidium_neglectum 47.50 0.00

TRINITY_DN52033_c0_g1KXZ54317.1hypothetical protein GPECTOR_5g400 [Gonium pectorale]Gonium_pectorale 47.50 0.00

TRINITY_DN52347_c1_g1XP_002952294.1hypothetical protein VOLCADRAFT_92905 [Volvox carteri f. nagariensis]Volvox_carteri 47.50 0.00

TRINITY_DN52371_c0_g1GAQ89856.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 47.50 0.00

TRINITY_DN52439_c1_g3GAX73140.1hypothetical protein CEUSTIGMA_g593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.50 0.00

TRINITY_DN52530_c0_g6PRW39391.1hypothetical protein C2E21_7054 [Chlorella sorokiniana]Chlorella_sorokiniana 47.50 0.00

TRINITY_DN15147_c0_g1XP_002502173.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 47.40 0.00

TRINITY_DN1901_c0_g1XP_005844788.1hypothetical protein CHLNCDRAFT_36776 [Chlorella variabilis]Chlorella_variabilis 47.40 0.00

TRINITY_DN21231_c0_g1PTQ42733.1hypothetical protein MARPO_0028s0051 [Marchantia polymorpha]Marchantia_polymorpha 47.40 0.00

TRINITY_DN25454_c0_g2XP_005650483.1thioredoxin-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.40 0.00

TRINITY_DN26378_c0_g1XP_010546676.1PREDICTED: serine--tRNA ligase, cytoplasmic-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 47.40 0.00

TRINITY_DN28548_c0_g4AML30857.1axonemal inner arm dynein heavy chain 1 [Marsilea vestita]Marsilea_vestita 47.40 0.00

TRINITY_DN29965_c0_g1XP_002947594.1flagellar inner arm dynein light chain [Volvox carteri f. nagariensis]Volvox_carteri 47.40 0.00

TRINITY_DN31921_c0_g1BAD90690.1sigma1 subunit of AP-1 complex of clathrin-coated vesicles [Botryococcus braunii]Botryococcus_braunii 47.40 0.00

TRINITY_DN33199_c0_g1RLM86767.1nuclear transcription factor Y subunit B-3-like [Panicum miliaceum]Panicum_miliaceum 47.40 0.00

TRINITY_DN33657_c0_g1EPS65926.1hypothetical protein M569_08851, partial [Genlisea aurea]Genlisea_aurea 47.40 0.00

TRINITY_DN36036_c0_g2BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.40 0.00

TRINITY_DN36354_c0_g1GAX81623.1hypothetical protein CEUSTIGMA_g9051.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN36680_c0_g3XP_005844258.1hypothetical protein CHLNCDRAFT_139325 [Chlorella variabilis]Chlorella_variabilis 47.40 0.00

TRINITY_DN37213_c0_g6XP_001415584.1thioredoxin reductase, putative selenoenzyme [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 47.40 0.00

TRINITY_DN37232_c0_g6XP_023876667.1multifunctional tryptophan biosynthesis protein-like [Quercus suber]Quercus_suber 47.40 0.00

TRINITY_DN37847_c0_g4XP_013900463.1calcium/calmodulin-dependent protein kinase I [Monoraphidium neglectum]Monoraphidium_neglectum 47.40 0.00

TRINITY_DN37936_c0_g6PSC68530.13,4-dihydroxy-2-butanone kinase [Micractinium conductrix]Micractinium_conductrix 47.40 0.00

TRINITY_DN38833_c0_g2PWA65220.1long-chain acyl-CoA synthetase 6 [Artemisia annua]Artemisia_annua 47.40 0.00

TRINITY_DN38898_c0_g1GAQ82935.1chorismate mutase [Klebsormidium nitens]Klebsormidium_nitens 47.40 0.00

TRINITY_DN39561_c2_g3GAX80959.1hypothetical protein CEUSTIGMA_g8394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN40234_c1_g3GAX74864.1hypothetical protein CEUSTIGMA_g2310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN40604_c0_g1BAK00754.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.40 0.00

TRINITY_DN40650_c0_g3GAX79721.1hypothetical protein CEUSTIGMA_g7162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN41878_c0_g2GAX80938.1hypothetical protein CEUSTIGMA_g8373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN42155_c0_g3GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 47.40 0.00

TRINITY_DN42337_c0_g11GBG64759.1hypothetical protein CBR_g46716 [Chara braunii]Chara_braunii 47.40 0.00

TRINITY_DN43024_c1_g17GAX79109.1hypothetical protein CEUSTIGMA_g6549.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN43205_c0_g1XP_002956517.1hypothetical protein VOLCADRAFT_97478 [Volvox carteri f. nagariensis]Volvox_carteri 47.40 0.00

TRINITY_DN43298_c0_g4GAX80871.1hypothetical protein CEUSTIGMA_g8306.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN43617_c0_g2XP_001699764.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.40 0.00

TRINITY_DN43653_c0_g2XP_017256879.1PREDICTED: dual specificity protein phosphatase 1-like isoform X1 [Daucus carota subsp. sativus]Daucus_carota 47.40 0.00

TRINITY_DN44114_c1_g3RWW34345.1hypothetical protein GW17_00000908 [Ensete ventricosum]Ensete_ventricosum 47.40 0.00

TRINITY_DN44927_c0_g6GAX75026.1hypothetical protein CEUSTIGMA_g2472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN45171_c1_g8XP_005843307.1hypothetical protein CHLNCDRAFT_33132 [Chlorella variabilis]Chlorella_variabilis 47.40 0.00

TRINITY_DN45541_c0_g2XP_001698512.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.40 0.00

TRINITY_DN45768_c0_g2KHG02446.1hypothetical protein F383_24193 [Gossypium arboreum]Gossypium_arboreum 47.40 0.00

TRINITY_DN46210_c1_g2XP_010242197.1PREDICTED: serine/threonine-protein kinase EDR1-like [Nelumbo nucifera]Nelumbo_nucifera 47.40 0.00

TRINITY_DN46227_c0_g1XP_002948805.1hypothetical protein VOLCADRAFT_89057 [Volvox carteri f. nagariensis]Volvox_carteri 47.40 0.00

TRINITY_DN46434_c1_g4XP_002952408.1hypothetical protein VOLCADRAFT_92980 [Volvox carteri f. nagariensis]Volvox_carteri 47.40 0.00



TRINITY_DN46459_c1_g1PWZ07640.1YlmG 2, chloroplastic [Zea mays]Zea_mays 47.40 0.00

TRINITY_DN46507_c0_g2KXZ56099.1hypothetical protein GPECTOR_2g981 [Gonium pectorale]Gonium_pectorale 47.40 0.00

TRINITY_DN47347_c0_g1XP_002953476.1hypothetical protein VOLCADRAFT_109884 [Volvox carteri f. nagariensis]Volvox_carteri 47.40 0.00

TRINITY_DN47661_c0_g3KXZ55505.1hypothetical protein GPECTOR_2g1054 [Gonium pectorale]Gonium_pectorale 47.40 0.00

TRINITY_DN47749_c0_g2XP_001697010.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.40 0.00

TRINITY_DN47904_c1_g3GAX79471.1hypothetical protein CEUSTIGMA_g6912.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN47905_c0_g1PNH03869.1hypothetical protein TSOC_010025 [Tetrabaena socialis]Tetrabaena_socialis 47.40 0.00

TRINITY_DN48260_c0_g3XP_005643722.1prohibitin [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.40 0.00

TRINITY_DN48651_c1_g1KXZ55394.1hypothetical protein GPECTOR_3g52 [Gonium pectorale]Gonium_pectorale 47.40 0.00

TRINITY_DN49718_c0_g1GAX72621.1hypothetical protein CEUSTIGMA_g77.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN50108_c0_g2XP_003057924.1vacuolar iron transporter family [Micromonas pusilla CCMP1545]Micromonas_pusilla 47.40 0.00

TRINITY_DN50173_c1_g7GAQ87230.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 47.40 0.00

TRINITY_DN50365_c0_g8XP_025826159.1protein-L-isoaspartate O-methyltransferase-like [Panicum hallii]Panicum_hallii 47.40 0.00

TRINITY_DN50662_c0_g2ESQ35401.1hypothetical protein EUTSA_v10009901mg, partial [Eutrema salsugineum]Eutrema_salsugineum 47.40 0.00

TRINITY_DN50780_c0_g1PRW60019.1protoporphyrin IX magnesium chelatase [Chlorella sorokiniana]Chlorella_sorokiniana 47.40 0.00

TRINITY_DN50822_c0_g1PRW56994.1DNA-3-methyladenine glycosylase 1 [Chlorella sorokiniana]Chlorella_sorokiniana 47.40 0.00

TRINITY_DN51125_c0_g1XP_027924531.1hypersensitive-induced response protein-like protein 2 [Vigna unguiculata]Vigna_unguiculata 47.40 0.00

TRINITY_DN51572_c1_g1KXZ56478.1hypothetical protein GPECTOR_1g428 [Gonium pectorale]Gonium_pectorale 47.40 0.00

TRINITY_DN51810_c0_g4KXZ52523.1hypothetical protein GPECTOR_9g567 [Gonium pectorale]Gonium_pectorale 47.40 0.00

TRINITY_DN52208_c1_g1GAX78479.1hypothetical protein CEUSTIGMA_g5918.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN52392_c0_g5GAX79875.1hypothetical protein CEUSTIGMA_g7315.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN52440_c1_g1GAX72794.1hypothetical protein CEUSTIGMA_g249.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.40 0.00

TRINITY_DN54091_c0_g1XP_027337726.1probable E3 ubiquitin-protein ligase RNF217 [Abrus precatorius]Abrus_precatorius 47.40 0.00

TRINITY_DN874_c0_g1XP_023916073.1activating signal cointegrator 1-like [Quercus suber]Quercus_suber 47.40 0.00

TRINITY_DN11913_c0_g3XP_024374764.1uncharacterized protein LOC112281937 isoform X2 [Physcomitrella patens]Physcomitrella_patens 47.30 0.00

TRINITY_DN16815_c0_g1AFK45596.1unknown [Medicago truncatula]Medicago_truncatula 47.30 0.00

TRINITY_DN18086_c0_g1ADC45376.1actin [Cleistogenes songorica]Cleistogenes_songorica 47.30 0.00

TRINITY_DN19916_c0_g2PON62014.11,4-alpha-glucan-branching enzyme [Parasponia andersonii]Parasponia_andersonii 47.30 0.00

TRINITY_DN25180_c0_g1CAB40760.1putative protein [Arabidopsis thaliana]Arabidopsis_thaliana 47.30 0.00

TRINITY_DN25673_c0_g1XP_023884398.1polyubiquitin-like [Quercus suber]Quercus_suber 47.30 0.00

TRINITY_DN30306_c0_g4XP_024372603.1uncharacterized protein LOC112280904 isoform X1 [Physcomitrella patens]Physcomitrella_patens 47.30 0.00

TRINITY_DN31382_c0_g2XP_009387464.1PREDICTED: vacuolar protein sorting-associated protein 29 [Musa acuminata subsp. malaccensis]Musa_acuminata 47.30 0.00

TRINITY_DN31573_c2_g1XP_005650343.1sterol delta-7 reductase DWF5 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.30 0.00

TRINITY_DN31587_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 47.30 0.00

TRINITY_DN32488_c0_g1KDD74673.1hypothetical protein H632_c1142p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 47.30 0.00

TRINITY_DN34171_c0_g2PTQ29500.1hypothetical protein MARPO_0140s0030 [Marchantia polymorpha]Marchantia_polymorpha 47.30 0.00

TRINITY_DN34580_c0_g1PTQ32086.1hypothetical protein MARPO_0103s0054 [Marchantia polymorpha]Marchantia_polymorpha 47.30 0.00

TRINITY_DN35454_c0_g4XP_009413417.1PREDICTED: phosphatidylinositol 4-kinase beta 1 isoform X2 [Musa acuminata subsp. malaccensis]Musa_acuminata 47.30 0.00

TRINITY_DN36017_c0_g1XP_002501500.1predicted protein [Micromonas commoda]Micromonas_commoda 47.30 0.00

TRINITY_DN36041_c0_g1GBF90994.1ubiquitin-like modifier-activating enzyme [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.30 0.00

TRINITY_DN36202_c0_g8XP_023870994.1uncharacterized protein LOC111983563 [Quercus suber]Quercus_suber 47.30 0.00

TRINITY_DN36604_c0_g1XP_003054960.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 47.30 0.00

TRINITY_DN36835_c1_g2XP_020692772.1probable serine/threonine protein kinase IREH1 [Dendrobium catenatum]Dendrobium_catenatum 47.30 0.00

TRINITY_DN37546_c0_g2XP_006654515.1PREDICTED: 50S ribosomal protein L17-like [Oryza brachyantha]Oryza_brachyantha 47.30 0.00

TRINITY_DN37692_c0_g2XP_003568540.1cyclin-dependent kinase C-2 [Brachypodium distachyon]Brachypodium_distachyon 47.30 0.00

TRINITY_DN37711_c0_g9XP_016563299.1PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1-like isoform X1 [Capsicum annuum]Capsicum_annuum 47.30 0.00

TRINITY_DN38198_c1_g4XP_009408630.1PREDICTED: serine/threonine-protein kinase 10 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 47.30 0.00

TRINITY_DN38698_c1_g3PLY90949.1hypothetical protein LSAT_9X105201 [Lactuca sativa]Lactuca_sativa 47.30 0.00

TRINITY_DN38771_c0_g2XP_025013054.1protein FAM135B isoform X1 [Ricinus communis]Ricinus_communis 47.30 0.00

TRINITY_DN39430_c0_g12GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN40109_c0_g7XP_002957294.1hypothetical protein VOLCADRAFT_98396 [Volvox carteri f. nagariensis]Volvox_carteri 47.30 0.00

TRINITY_DN40434_c2_g1ALM54982.1DEAD box RNA helicase CiRH4, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 47.30 0.00

TRINITY_DN40739_c2_g1PNW75010.1hypothetical protein CHLRE_12g500350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN40789_c4_g2BAK02367.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.30 0.00

TRINITY_DN40821_c0_g1XP_001693763.1flagellar associated protein, callose synthase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN41162_c0_g4KXZ54824.1hypothetical protein GPECTOR_4g895 [Gonium pectorale]Gonium_pectorale 47.30 0.00

TRINITY_DN41250_c0_g5XP_024396934.1probable ubiquitin-conjugating enzyme E2 16 [Physcomitrella patens]Physcomitrella_patens 47.30 0.00

TRINITY_DN41328_c1_g9GAX74113.1hypothetical protein CEUSTIGMA_g1562.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN41518_c0_g1GAX72611.1hypothetical protein CEUSTIGMA_g67.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN41705_c0_g2GAX83899.1hypothetical protein CEUSTIGMA_g11323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN42249_c0_g6GAQ77849.1Kinesin-like protein [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN42551_c0_g1PNW84029.1hypothetical protein CHLRE_04g218300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN42756_c1_g4XP_001693839.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN43024_c1_g16PNW71597.1hypothetical protein CHLRE_16g660900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN44156_c0_g1PNW79631.1hypothetical protein CHLRE_08g360801v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN44471_c1_g1XP_027087499.1THO complex subunit 4A [Coffea arabica]Coffea_arabica 47.30 0.00



TRINITY_DN44895_c0_g4XP_007512077.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 47.30 0.00

TRINITY_DN44920_c0_g1GAQ84373.1helicase domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN45087_c0_g3XP_002499512.1predicted protein [Micromonas commoda]Micromonas_commoda 47.30 0.00

TRINITY_DN45107_c0_g4BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.30 0.00

TRINITY_DN45180_c0_g3GBF98721.1hypothetical protein Rsub_11270 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.30 0.00

TRINITY_DN45596_c1_g1GAX82610.1hypothetical protein CEUSTIGMA_g10036.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN45652_c0_g3XP_001699139.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN46012_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN46482_c0_g5GAX72668.1hypothetical protein CEUSTIGMA_g124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN46563_c2_g1XP_001696830.1DnaJ-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN46614_c0_g8RMZ54893.1hypothetical protein APUTEX25_000410, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 47.30 0.00

TRINITY_DN46806_c0_g2GAX79908.1hypothetical protein CEUSTIGMA_g7348.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN46809_c1_g1PRW33706.1low-CO2 inducible [Chlorella sorokiniana]Chlorella_sorokiniana 47.30 0.00

TRINITY_DN46814_c1_g2XP_001689657.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN47365_c1_g3GAX80664.1hypothetical protein CEUSTIGMA_g8099.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN47802_c1_g4XP_001415408.1P-ATPase family transporter: sodium/potassium ion [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 47.30 0.00

TRINITY_DN47891_c0_g7GAQ90337.1hypothetical protein KFL_006290020 [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN48016_c0_g2PNW76881.1hypothetical protein CHLRE_11g480000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN48096_c0_g1XP_001702744.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN48546_c0_g2GAX73724.1hypothetical protein CEUSTIGMA_g1177.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN48832_c0_g1XP_003063097.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 47.30 0.00

TRINITY_DN48914_c0_g2OAE33596.1hypothetical protein AXG93_4019s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.30 0.00

TRINITY_DN49415_c0_g1GAQ81069.1ATP-dependent Clp protease [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN49466_c0_g6GAX73206.1hypothetical protein CEUSTIGMA_g659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN49754_c1_g1GAX74249.1hypothetical protein CEUSTIGMA_g1698.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN50054_c1_g4GAQ83176.1hypothetical protein KFL_001380180 [Klebsormidium nitens]Klebsormidium_nitens 47.30 0.00

TRINITY_DN50529_c1_g1PRW58598.1ADP-sugar pyrophosphatase [Chlorella sorokiniana]Chlorella_sorokiniana 47.30 0.00

TRINITY_DN50867_c0_g1GAX79585.1hypothetical protein CEUSTIGMA_g7026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN51039_c1_g5GAX76259.1hypothetical protein CEUSTIGMA_g3703.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN51185_c1_g1PNW69930.1hypothetical protein CHLRE_17g698650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.30 0.00

TRINITY_DN51429_c0_g2GAX75402.1hypothetical protein CEUSTIGMA_g2846.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.30 0.00

TRINITY_DN51569_c1_g1XP_010314755.1troponin T, fast skeletal muscle [Solanum lycopersicum]Solanum_lycopersicum 47.30 0.00

TRINITY_DN51649_c0_g3PNH11561.1Cationic amino acid transporter 1 [Tetrabaena socialis]Tetrabaena_socialis 47.30 0.00

TRINITY_DN52386_c2_g2XP_002946553.1hypothetical protein VOLCADRAFT_86618 [Volvox carteri f. nagariensis]Volvox_carteri 47.30 0.00

TRINITY_DN52872_c0_g1YP_665680.1cytochrome c oxidase subunit 2 (mitochondrion) [Nephroselmis olivacea]Nephroselmis_olivacea 47.30 0.00

TRINITY_DN53575_c0_g1AAB86496.1calmodulin [Zea mays]Zea_mays 47.30 0.00

TRINITY_DN54162_c0_g1PWA65267.1P-glycoprotein 21 [Artemisia annua]Artemisia_annua 47.30 0.00

TRINITY_DN9648_c0_g1XP_022890599.1casein kinase 1-like protein 9 isoform X2 [Olea europaea var. sylvestris]Olea_europaea 47.30 0.00

TRINITY_DN16212_c0_g1RAL44613.1hypothetical protein DM860_003372 [Cuscuta australis]Cuscuta_australis 47.20 0.00

TRINITY_DN23271_c0_g1XP_019163358.1PREDICTED: thymidylate kinase-like isoform X1 [Ipomoea nil]Ipomoea_nil 47.20 0.00

TRINITY_DN32586_c0_g1XP_001418919.1F-ATPase family transporter: protons (vacuolar) [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 47.20 0.00

TRINITY_DN32631_c0_g1XP_009385003.1PREDICTED: zinc finger matrin-type protein 2 [Musa acuminata subsp. malaccensis]Musa_acuminata 47.20 0.00

TRINITY_DN32716_c0_g1XP_018498354.1PREDICTED: serine/arginine-rich-splicing factor SR34-like isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 47.20 0.00

TRINITY_DN35046_c0_g3XP_002870121.1uncharacterized protein LOC9304155 isoform X1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 47.20 0.00

TRINITY_DN35161_c0_g1XP_027076374.1pyridoxal kinase-like isoform X2 [Coffea arabica]Coffea_arabica 47.20 0.00

TRINITY_DN35597_c0_g1XP_019162879.1PREDICTED: uncharacterized protein LOC109159241 [Ipomoea nil]Ipomoea_nil 47.20 0.00

TRINITY_DN36069_c0_g8OMO51086.1Sugar/inositol transporter [Corchorus capsularis]Corchorus_capsularis 47.20 0.00

TRINITY_DN36158_c0_g3PSC74994.1mannose-1-phosphate guanylyltransferase 1 [Micractinium conductrix]Micractinium_conductrix 47.20 0.00

TRINITY_DN36291_c0_g1GBF93598.1hypothetical protein Rsub_06318 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.20 0.00

TRINITY_DN37265_c0_g2XP_011620696.1regulation of nuclear pre-mRNA domain-containing protein 1A isoform X1 [Amborella trichopoda]Amborella_trichopoda 47.20 0.00

TRINITY_DN37312_c0_g1XP_023880829.1thiosulfate sulfurtransferase RDL2, mitochondrial-like [Quercus suber]Quercus_suber 47.20 0.00

TRINITY_DN37663_c0_g4AFK46034.1unknown [Lotus japonicus]Lotus_japonicus 47.20 0.00

TRINITY_DN37836_c0_g10AAT73619.1calmodulin cam-206 [Daucus carota]Daucus_carota 47.20 0.00

TRINITY_DN38150_c0_g3PNH12703.1HEAT repeat-containing protein 2, partial [Tetrabaena socialis]Tetrabaena_socialis 47.20 0.00

TRINITY_DN38238_c1_g2PNW84466.1hypothetical protein CHLRE_03g145447v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN38620_c1_g3GAX83740.1hypothetical protein CEUSTIGMA_g11165.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN39037_c0_g1XP_020700987.1dual specificity protein phosphatase 1-like isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 47.20 0.00

TRINITY_DN39288_c0_g4GBG79350.1hypothetical protein CBR_g29500 [Chara braunii]Chara_braunii 47.20 0.00

TRINITY_DN39388_c0_g4GAX76467.1hypothetical protein CEUSTIGMA_g3912.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN39620_c1_g1PNW76012.1hypothetical protein CHLRE_12g551200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN39970_c0_g1GBF94656.1hypothetical protein Rsub_07392 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.20 0.00

TRINITY_DN40285_c0_g10XP_002504648.1protein kinase [Micromonas commoda]Micromonas_commoda 47.20 0.00

TRINITY_DN40429_c0_g3PNW77747.1hypothetical protein CHLRE_10g449950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN41132_c0_g5PWA54596.1MUTS-like protein [Artemisia annua]Artemisia_annua 47.20 0.00

TRINITY_DN41669_c0_g4GAX79399.1hypothetical protein CEUSTIGMA_g6840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN41793_c0_g8XP_023881055.1putative voltage-gated potassium channel subunit beta [Quercus suber]Quercus_suber 47.20 0.00



TRINITY_DN41904_c0_g1XP_002948026.1hypothetical protein VOLCADRAFT_103653 [Volvox carteri f. nagariensis]Volvox_carteri 47.20 0.00

TRINITY_DN42379_c0_g1GAX80008.1hypothetical protein CEUSTIGMA_g7447.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN42402_c1_g2XP_010558686.1PREDICTED: chromo domain-containing protein LHP1-like [Tarenaya hassleriana]Tarenaya_hassleriana 47.20 0.00

TRINITY_DN42519_c0_g1PNW87033.1hypothetical protein CHLRE_02g106050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN43605_c1_g4GBF99846.1hypothetical protein Rsub_12546 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.20 0.00

TRINITY_DN43635_c2_g2GAX75633.1hypothetical protein CEUSTIGMA_g3077.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN43698_c0_g2GAX83777.1hypothetical protein CEUSTIGMA_g11202.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN44322_c1_g2PSC75979.1alpha-ketoglutarate-dependent dioxygenase alkB [Micractinium conductrix]Micractinium_conductrix 47.20 0.00

TRINITY_DN44448_c0_g1OAE35699.1hypothetical protein AXG93_1154s1530 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.20 0.00

TRINITY_DN45097_c0_g5GAX73391.1hypothetical protein CEUSTIGMA_g844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN45268_c1_g2BAJ94736.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.20 0.00

TRINITY_DN45294_c1_g3KXZ54521.1hypothetical protein GPECTOR_4g586 [Gonium pectorale]Gonium_pectorale 47.20 0.00

TRINITY_DN45358_c1_g2GAX79859.1hypothetical protein CEUSTIGMA_g7299.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN45388_c0_g1KXZ47900.1hypothetical protein GPECTOR_32g513 [Gonium pectorale]Gonium_pectorale 47.20 0.00

TRINITY_DN45540_c0_g2PNW70517.1hypothetical protein CHLRE_17g723200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN45700_c0_g1PNW71453.1hypothetical protein CHLRE_16g655000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN45989_c1_g2XP_019100327.1PREDICTED: LOW QUALITY PROTEIN: tyrosine-protein kinase ABL1-like [Camelina sativa]Camelina_sativa 47.20 0.00

TRINITY_DN46861_c0_g3PRW57278.1Nucleolar GTP-binding 2 [Chlorella sorokiniana]Chlorella_sorokiniana 47.20 0.00

TRINITY_DN47066_c0_g5GAX79184.1hypothetical protein CEUSTIGMA_g6624.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN4716_c0_g1PSC76384.1tubulin polyglutamylase [Micractinium conductrix]Micractinium_conductrix 47.20 0.00

TRINITY_DN47395_c0_g3PNW80809.1hypothetical protein CHLRE_07g330450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN47778_c1_g1GAX76173.1hypothetical protein CEUSTIGMA_g3617.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN48185_c0_g4XP_001695733.1flagellar outer dynein arm heavy chain alpha [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0

TRINITY_DN48185_c0_g8GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN48248_c0_g2OAE35055.1hypothetical protein AXG93_3253s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 47.20 0.00

TRINITY_DN48722_c0_g2KXZ47616.1hypothetical protein GPECTOR_34g775 [Gonium pectorale]Gonium_pectorale 47.20 0.00

TRINITY_DN49543_c2_g6PNW74817.1hypothetical protein CHLRE_12g508644v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN49638_c0_g7XP_016436710.1PREDICTED: actin-104 [Nicotiana tabacum]Nicotiana_tabacum 47.20 0.00

TRINITY_DN50207_c0_g1GAX82802.1hypothetical protein CEUSTIGMA_g10228.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN50569_c0_g3GAX80647.1hypothetical protein CEUSTIGMA_g8082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN50725_c0_g1PNW77278.1hypothetical protein CHLRE_10g429600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.20 0.00

TRINITY_DN50832_c0_g1GAX83280.1hypothetical protein CEUSTIGMA_g10706.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN51619_c2_g4GBF91241.1hypothetical protein Rsub_03561 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.20 0.00

TRINITY_DN51836_c0_g1GAX74891.1hypothetical protein CEUSTIGMA_g2337.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN52269_c2_g1KXZ46245.1hypothetical protein GPECTOR_45g115 [Gonium pectorale]Gonium_pectorale 47.20 0.00

TRINITY_DN52573_c1_g1GAX74015.1hypothetical protein CEUSTIGMA_g1465.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.20 0.00

TRINITY_DN52633_c1_g2PNG99754.1hypothetical protein TSOC_014464, partial [Tetrabaena socialis]Tetrabaena_socialis 47.20 0.00

TRINITY_DN52917_c0_g1GBG83673.1hypothetical protein CBR_g37475 [Chara braunii]Chara_braunii 47.20 0.00

TRINITY_DN11137_c0_g2XP_021995229.1histone-lysine N-methyltransferase ASHR3-like [Helianthus annuus]Helianthus_annuus 47.10 0.00

TRINITY_DN16878_c0_g2XP_001698501.1LOW QUALITY PROTEIN: type I polyketide synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN1765_c0_g1XP_023729885.1ultraviolet-B receptor UVR8-like isoform X1 [Lactuca sativa]Lactuca_sativa 47.10 0.00

TRINITY_DN2580_c0_g1XP_012074712.1coatomer subunit delta [Jatropha curcas]Jatropha_curcas 47.10 0.00

TRINITY_DN28533_c0_g1RWR94650.1NADH dehydrogenase ubiquinone iron-sulfur protein 5-B [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 47.10 0.00

TRINITY_DN29063_c0_g2XP_021645878.1probable protein phosphatase 2C 34 [Hevea brasiliensis]Hevea_brasiliensis 47.10 0.00

TRINITY_DN30733_c0_g1GAQ81440.1Hypothetical protein KFL_000800180 [Klebsormidium nitens]Klebsormidium_nitens 47.10 0.00

TRINITY_DN30967_c0_g2XP_010488121.1PREDICTED: ABC transporter C family member 8-like [Camelina sativa]Camelina_sativa 47.10 0.00

TRINITY_DN31785_c0_g1XP_002948846.1hypothetical protein VOLCADRAFT_104051 [Volvox carteri f. nagariensis]Volvox_carteri 47.10 0.00

TRINITY_DN32292_c0_g1GBG66485.1hypothetical protein CBR_g63067 [Chara braunii]Chara_braunii 47.10 0.00

TRINITY_DN32346_c0_g2XP_024393679.1uncharacterized protein LOC112290997 [Physcomitrella patens]Physcomitrella_patens 47.10 0.00

TRINITY_DN32625_c0_g2XP_002508224.1cytoplasmic dynein heavy chain 1b [Micromonas commoda]Micromonas_commoda 47.10 0.00

TRINITY_DN3266_c0_g1PIN09288.1Thioredoxin-like protein [Handroanthus impetiginosus]Handroanthus_impetiginosus 47.10 0.00

TRINITY_DN33179_c0_g4XP_023758736.1uncharacterized protein LOC111907169, partial [Lactuca sativa]Lactuca_sativa 47.10 0.00

TRINITY_DN33601_c0_g3XP_003063161.1dynein heavy chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 47.10 0.00

TRINITY_DN34938_c0_g6XP_021725068.1transcription factor MYB36-like [Chenopodium quinoa]Chenopodium_quinoa 47.10 0.00

TRINITY_DN35601_c0_g3XP_017246922.1PREDICTED: serine/threonine-protein kinase EDR1 isoform X1 [Daucus carota subsp. sativus]Daucus_carota 47.10 0.00

TRINITY_DN36759_c0_g7EFJ13296.1hypothetical protein SELMODRAFT_1415, partial [Selaginella moellendorffii]Selaginella_moellendorffii 47.10 0.00

TRINITY_DN36825_c0_g1KZM92183.1hypothetical protein DCAR_020452 [Daucus carota subsp. sativus]Daucus_carota 47.10 0.00

TRINITY_DN36936_c0_g1XP_002500181.1FYVE zinc finger protein [Micromonas commoda]Micromonas_commoda 47.10 0.00

TRINITY_DN369_c0_g1EFJ27143.1hypothetical protein SELMODRAFT_412078 [Selaginella moellendorffii]Selaginella_moellendorffii 47.10 0.00

TRINITY_DN37233_c0_g1KXZ45538.1hypothetical protein GPECTOR_53g124 [Gonium pectorale]Gonium_pectorale 47.10 0.00

TRINITY_DN37248_c1_g7KZV36364.1calcium-dependent protein kinase 32-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 47.10 0.00

TRINITY_DN37373_c0_g7KXZ41194.1hypothetical protein GPECTOR_665g791 [Gonium pectorale]Gonium_pectorale 47.10 0.00

TRINITY_DN37514_c0_g3XP_022948624.1serine/arginine repetitive matrix protein 1-like [Cucurbita moschata]Cucurbita_moschata 47.10 0.00

TRINITY_DN37554_c0_g4XP_010543158.1PREDICTED: serine/threonine-protein kinase AtPK2/AtPK19-like [Tarenaya hassleriana]Tarenaya_hassleriana 47.10 0.00

TRINITY_DN37647_c0_g1ONK62624.1uncharacterized protein A4U43_C07F6110 [Asparagus officinalis]Asparagus_officinalis 47.10 0.00

TRINITY_DN37717_c0_g1PTQ41104.1hypothetical protein MARPO_0036s0087 [Marchantia polymorpha]Marchantia_polymorpha 47.10 0.00



TRINITY_DN38124_c0_g1PRW20789.1Mitochondrial substrate carrier family B [Chlorella sorokiniana]Chlorella_sorokiniana 47.10 0.00

TRINITY_DN39015_c0_g1XP_001696639.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN39432_c0_g3PNW88549.1hypothetical protein CHLRE_01g034200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN39934_c0_g5PNH09585.1Protein NLRC3 [Tetrabaena socialis]Tetrabaena_socialis 47.10 0.00

TRINITY_DN40018_c1_g3GAX75276.1hypothetical protein CEUSTIGMA_g2721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN40362_c0_g5XP_018483715.1PREDICTED: eukaryotic peptide chain release factor subunit 1-1 [Raphanus sativus]Raphanus_sativus 47.10 0.00

TRINITY_DN40818_c0_g2GAX74811.1hypothetical protein CEUSTIGMA_g2258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN41457_c0_g6OMO87578.1Ribosomal protein L27 [Corchorus capsularis]Corchorus_capsularis 47.10 0.00

TRINITY_DN41672_c0_g2GAX78747.1hypothetical protein CEUSTIGMA_g6184.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN41861_c1_g5KXZ53138.1hypothetical protein GPECTOR_7g1029 [Gonium pectorale]Gonium_pectorale 47.10 0.00

TRINITY_DN42325_c0_g3GAX73268.1hypothetical protein CEUSTIGMA_g722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN42426_c1_g5XP_005651926.1hypothetical protein COCSUDRAFT_55395 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.10 0.00

TRINITY_DN42657_c0_g6XP_018472758.1PREDICTED: uncharacterized protein LOC108844057 [Raphanus sativus]Raphanus_sativus 47.10 0.00

TRINITY_DN42759_c1_g2XP_002951684.1hypothetical protein VOLCADRAFT_105200 [Volvox carteri f. nagariensis]Volvox_carteri 47.10 0.00

TRINITY_DN43175_c1_g4KXZ51149.1hypothetical protein GPECTOR_13g636 [Gonium pectorale]Gonium_pectorale 47.10 0.00

TRINITY_DN43525_c1_g3XP_002950671.1hypothetical protein VOLCADRAFT_85404 [Volvox carteri f. nagariensis]Volvox_carteri 47.10 0.00

TRINITY_DN44394_c0_g1PSC76276.1thiamine pyrophosphokinase1 [Micractinium conductrix]Micractinium_conductrix 47.10 0.00

TRINITY_DN44475_c0_g2GAX84012.1hypothetical protein CEUSTIGMA_g11437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN44480_c1_g2XP_005645942.1RNI-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.10 0.00

TRINITY_DN44673_c0_g1GAQ82553.1hypothetical protein KFL_001150140 [Klebsormidium nitens]Klebsormidium_nitens 47.10 0.00

TRINITY_DN44936_c1_g1GAX84697.1hypothetical protein CEUSTIGMA_g12119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN45277_c1_g5XP_013897427.1ZIP family transporter [Monoraphidium neglectum]Monoraphidium_neglectum 47.10 0.00

TRINITY_DN45579_c0_g2XP_021307720.1uncharacterized protein LOC8083609 [Sorghum bicolor]Sorghum_bicolor 47.10 0.00

TRINITY_DN45600_c0_g6BAJ98473.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.10 0.00

TRINITY_DN45682_c0_g1GAX78499.1hypothetical protein CEUSTIGMA_g5938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN45990_c0_g1XP_002969241.1probable methylenetetrahydrofolate reductase [Selaginella moellendorffii]Selaginella_moellendorffii 47.10 0.00

TRINITY_DN46141_c0_g3XP_002949082.1hypothetical protein VOLCADRAFT_117033 [Volvox carteri f. nagariensis]Volvox_carteri 47.10 0.00

TRINITY_DN47050_c1_g1GBF94645.1hypothetical protein Rsub_07381 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.10 0.00

TRINITY_DN47121_c0_g11GBF89518.1multidrug resistance-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.10 0.00

TRINITY_DN47188_c0_g1PNW80969.1hypothetical protein CHLRE_07g337516v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN47344_c2_g4EFJ13284.1hypothetical protein SELMODRAFT_122577, partial [Selaginella moellendorffii]Selaginella_moellendorffii 47.10 0.00

TRINITY_DN47562_c1_g1GAX81353.1hypothetical protein CEUSTIGMA_g8784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN48186_c1_g8KZV15019.1hypothetical protein F511_08077 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 47.10 0.00

TRINITY_DN48341_c0_g2GAX80361.1hypothetical protein CEUSTIGMA_g7800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN48372_c0_g1GAX85886.1hypothetical protein CEUSTIGMA_g13302.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN48442_c0_g2XP_026427900.1betaine aldehyde dehydrogenase 1, chloroplastic-like [Papaver somniferum]Papaver_somniferum 47.10 0.00

TRINITY_DN48612_c1_g2PNW71032.1hypothetical protein CHLRE_17g743547v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN48716_c0_g6ALD84318.1acetyl-CoA acetyltransferase 2 [Morus alba]Morus_alba 47.10 0.00

TRINITY_DN48775_c1_g1GAX78806.1hypothetical protein CEUSTIGMA_g6243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN48931_c2_g5GAX78155.1hypothetical protein CEUSTIGMA_g5597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN49346_c0_g1PNW71871.1hypothetical protein CHLRE_16g669550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN49721_c0_g2KXZ48350.1hypothetical protein GPECTOR_28g757 [Gonium pectorale]Gonium_pectorale 47.10 0.00

TRINITY_DN49906_c1_g1GAX75270.1hypothetical protein CEUSTIGMA_g2715.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.10 0.00

TRINITY_DN50128_c1_g3XP_006349276.1PREDICTED: cullin-associated NEDD8-dissociated protein 1 [Solanum tuberosum]Solanum_tuberosum 47.10 0.00

TRINITY_DN50884_c1_g5NP_001348341.1uncharacterized protein LOC100304346 [Zea mays]Zea_mays 47.10 0.00

TRINITY_DN51138_c0_g3XP_001694350.1phosphoacetylglucosamine mutase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.10 0.00

TRINITY_DN51280_c0_g3GBG83673.1hypothetical protein CBR_g37475 [Chara braunii]Chara_braunii 47.10 0.00

TRINITY_DN51391_c0_g2XP_012078197.1uncharacterized protein LOC105638909 [Jatropha curcas]Jatropha_curcas 47.10 0.00

TRINITY_DN52063_c0_g1PNG99787.1hypothetical protein TSOC_014432 [Tetrabaena socialis]Tetrabaena_socialis 47.10 0.00

TRINITY_DN6936_c0_g1GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 47.10 0.00

TRINITY_DN756_c0_g1GAQ80294.1calcium-dependent cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 47.10 0.00

TRINITY_DN15782_c0_g2ONK60287.1uncharacterized protein A4U43_C08F16550 [Asparagus officinalis]Asparagus_officinalis 47.00 0.00

TRINITY_DN17029_c1_g1EMS57267.1Serine carboxypeptidase-like protein [Triticum urartu]Triticum_urartu 47.00 0.00

TRINITY_DN21536_c0_g1XP_007510122.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 47.00 0.00

TRINITY_DN22830_c0_g1XP_012856162.1PREDICTED: LOW QUALITY PROTEIN: ABC transporter C family member 13 [Erythranthe guttata]Erythranthe_guttata 47.00 0.00

TRINITY_DN25751_c0_g2XP_002977832.1calmodulin [Selaginella moellendorffii]Selaginella_moellendorffii 47.00 0.00

TRINITY_DN30165_c1_g2GAQ81809.1Anaphase-promoting complex [Klebsormidium nitens]Klebsormidium_nitens 47.00 0.00

TRINITY_DN31082_c0_g5XP_021724607.1DEAD-box ATP-dependent RNA helicase 53-like [Chenopodium quinoa]Chenopodium_quinoa 47.00 0.00

TRINITY_DN31123_c0_g1XP_011094839.1probable ADP-ribosylation factor GTPase-activating protein AGD6 [Sesamum indicum]Sesamum_indicum 47.00 0.00

TRINITY_DN32503_c0_g1VDD29745.1unnamed protein product [Brassica oleracea]Brassica_oleracea 47.00 0.00

TRINITY_DN32950_c0_g2XP_006847968.1protein furry homolog-like [Amborella trichopoda]Amborella_trichopoda 47.00 0.00

TRINITY_DN33499_c0_g1XP_006845402.1probable steroid-binding protein 3 [Amborella trichopoda]Amborella_trichopoda 47.00 0.00

TRINITY_DN34782_c0_g8BAK00461.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.00 0.00

TRINITY_DN35228_c0_g3XP_019057801.1PREDICTED: cytochrome b5 [Tarenaya hassleriana]Tarenaya_hassleriana 47.00 0.00

TRINITY_DN35468_c0_g2PTQ36733.1hypothetical protein MARPO_0061s0014 [Marchantia polymorpha]Marchantia_polymorpha 47.00 0.00

TRINITY_DN35473_c0_g1GBG62536.1hypothetical protein CBR_g30854 [Chara braunii]Chara_braunii 47.00 0.00



TRINITY_DN35666_c0_g1RXI09634.1hypothetical protein DVH24_018953 [Malus domestica]Malus_domestica 47.00 0.00

TRINITY_DN35782_c0_g1EPS65926.1hypothetical protein M569_08851, partial [Genlisea aurea]Genlisea_aurea 47.00 0.00

TRINITY_DN35969_c0_g8XP_013891272.1malate dehydrogenase (oxaloacetate-decarboxylating)(NADP+) [Monoraphidium neglectum]Monoraphidium_neglectum 47.00 0.00

TRINITY_DN36460_c1_g3XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 47.00 0.00

TRINITY_DN36623_c0_g1PKI31644.1hypothetical protein CRG98_047964 [Punica granatum]Punica_granatum 47.00 0.00

TRINITY_DN36724_c0_g1XP_024379577.1GDT1-like protein 4 [Physcomitrella patens]Physcomitrella_patens 47.00 0.00

TRINITY_DN37091_c0_g2GAX82972.1hypothetical protein CEUSTIGMA_g10399.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN37306_c0_g6BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 47.00 0.00

TRINITY_DN37481_c0_g7PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 47.00 0.00

TRINITY_DN38245_c0_g1GAX75602.1hypothetical protein CEUSTIGMA_g3046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN38323_c1_g6PSC76533.1NAD-dependent deacetylase sirtuin-2 [Micractinium conductrix]Micractinium_conductrix 47.00 0.00

TRINITY_DN38534_c1_g3XP_004307403.1PREDICTED: RNA pseudouridine synthase 5 [Fragaria vesca subsp. vesca]Fragaria_vesca 47.00 0.00

TRINITY_DN40257_c0_g6PLY83289.1hypothetical protein LSAT_0X46180 [Lactuca sativa]Lactuca_sativa 47.00 0.00

TRINITY_DN40451_c0_g3XP_003061913.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 47.00 0.00

TRINITY_DN40908_c0_g5GAX80893.1hypothetical protein CEUSTIGMA_g8328.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN41047_c0_g6GAQ84607.1inosine-uridine preferring nucleoside hydrolase family protein [Klebsormidium nitens]Klebsormidium_nitens 47.00 0.00

TRINITY_DN41245_c0_g1KXZ49254.1hypothetical protein GPECTOR_22g846 [Gonium pectorale]Gonium_pectorale 47.00 0.00

TRINITY_DN41723_c0_g4XP_005651390.1hypothetical protein COCSUDRAFT_52476 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.00 0.00

TRINITY_DN42351_c1_g1PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 47.00 0.00

TRINITY_DN42842_c0_g6KXZ49627.1hypothetical protein GPECTOR_20g484 [Gonium pectorale]Gonium_pectorale 47.00 0.00

TRINITY_DN43965_c0_g1PNW71012.1hypothetical protein CHLRE_17g742700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.00 0.00

TRINITY_DN44006_c0_g1KZV52967.1calcium-dependent protein kinase 34-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 47.00 0.00

TRINITY_DN44106_c0_g5GAX82924.1hypothetical protein CEUSTIGMA_g10351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN44142_c0_g4GAX82239.1hypothetical protein CEUSTIGMA_g9667.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN44221_c0_g5XP_005645863.1ras-related protein Rab2BV [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 47.00 0.00

TRINITY_DN44221_c0_g7EOA38457.1hypothetical protein CARUB_v10010133mg, partial [Capsella rubella]Capsella_rubella 47.00 0.00

TRINITY_DN44254_c1_g5XP_027187003.1probable serine/threonine-protein kinase PBL6 [Cicer arietinum]Cicer_arietinum 47.00 0.00

TRINITY_DN44273_c0_g1XP_013904301.1hypothetical protein MNEG_2671 [Monoraphidium neglectum]Monoraphidium_neglectum 47.00 0.00

TRINITY_DN44285_c1_g1GAX73020.1hypothetical protein CEUSTIGMA_g472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN44778_c0_g2PNH03830.1Retinol dehydrogenase 12, partial [Tetrabaena socialis]Tetrabaena_socialis 47.00 0.00

TRINITY_DN44785_c0_g1GAQ87594.1WD40 repeat nucleolar protein Bop1 [Klebsormidium nitens]Klebsormidium_nitens 47.00 0.00

TRINITY_DN44951_c0_g2GAX79251.1hypothetical protein CEUSTIGMA_g6691.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN45131_c3_g1GAX76399.1hypothetical protein CEUSTIGMA_g3844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN45306_c0_g5XP_023925357.1SWI/SNF and RSC complexes subunit ssr2-like [Quercus suber]Quercus_suber 47.00 0.00

TRINITY_DN45554_c0_g1XP_023750849.1ATP-dependent zinc metalloprotease FTSH 4, mitochondrial-like [Lactuca sativa]Lactuca_sativa 47.00 0.00

TRINITY_DN45770_c0_g3GAX75739.1hypothetical protein CEUSTIGMA_g3182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN45780_c0_g6XP_007514191.1major facilitator transporter [Bathycoccus prasinos]Bathycoccus_prasinos 47.00 0.00

TRINITY_DN45852_c1_g2PNW88263.1hypothetical protein CHLRE_01g021750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.00 0.00

TRINITY_DN46210_c1_g1XP_024996343.1short-chain dehydrogenase TIC 32, chloroplastic-like isoform X1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 47.00 0.00

TRINITY_DN46635_c0_g1PNW70875.1hypothetical protein CHLRE_17g737100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.00 0.00

TRINITY_DN46766_c0_g1GAX75055.1hypothetical protein CEUSTIGMA_g2499.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN47164_c0_g1GAX73130.1hypothetical protein CEUSTIGMA_g583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN47165_c0_g5XP_006405819.1actin-2 [Eutrema salsugineum]Eutrema_salsugineum 47.00 0.00

TRINITY_DN47441_c0_g6PHT34503.1hypothetical protein CQW23_26303 [Capsicum baccatum]Capsicum_baccatum 47.00 0.00

TRINITY_DN47789_c0_g1PNW83340.1hypothetical protein CHLRE_05g247300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.00 0.00

TRINITY_DN48073_c0_g6XP_012699496.1putative receptor-like protein kinase At4g00960 [Setaria italica]Setaria_italica 47.00 0.00

TRINITY_DN49508_c0_g3EFJ32047.1hypothetical protein SELMODRAFT_169013 [Selaginella moellendorffii]Selaginella_moellendorffii 47.00 0.00

TRINITY_DN49765_c1_g4RAL38597.1hypothetical protein DM860_002575 [Cuscuta australis]Cuscuta_australis 47.00 0.00

TRINITY_DN49811_c0_g1GAX77988.1hypothetical protein CEUSTIGMA_g5430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN49941_c1_g1GBG77886.1hypothetical protein CBR_g25818 [Chara braunii]Chara_braunii 47.00 0.00

TRINITY_DN49999_c0_g6XP_017256887.1PREDICTED: dual specificity protein phosphatase 1-like isoform X2 [Daucus carota subsp. sativus]Daucus_carota 47.00 0.00

TRINITY_DN50692_c0_g2GAX85236.1hypothetical protein CEUSTIGMA_g12656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN51335_c1_g4PNW70670.1hypothetical protein CHLRE_17g729650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 47.00 0.00

TRINITY_DN51470_c2_g1KXZ50009.1hypothetical protein GPECTOR_18g163 [Gonium pectorale]Gonium_pectorale 47.00 0.00

TRINITY_DN51853_c0_g1GAX76369.1hypothetical protein CEUSTIGMA_g3815.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 47.00 0.00

TRINITY_DN51930_c0_g5XP_012843462.1PREDICTED: probable CCR4-associated factor 1 homolog 7 [Erythranthe guttata]Erythranthe_guttata 47.00 0.00

TRINITY_DN52346_c1_g1PNH08753.1Dynein gamma chain, flagellar outer arm [Tetrabaena socialis]Tetrabaena_socialis 47.00 0.00

TRINITY_DN52404_c0_g5GBF94802.1hypothetical protein Rsub_07974 [Raphidocelis subcapitata]Raphidocelis_subcapitata 47.00 0.00

TRINITY_DN12189_c0_g1XP_010454918.1PREDICTED: protein tesmin/TSO1-like CXC 7 [Camelina sativa]Camelina_sativa 46.90 0.00

TRINITY_DN19247_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 46.90 0.00

TRINITY_DN2082_c0_g1XP_017411423.1PREDICTED: ras-related protein RABE1c [Vigna angularis]Vigna_angularis 46.90 0.00

TRINITY_DN21090_c0_g1KMS93461.1hypothetical protein BVRB_031250 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 46.90 0.00

TRINITY_DN25327_c0_g2GAX77014.1hypothetical protein CEUSTIGMA_g4461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN25998_c0_g1ABK95241.1unknown [Populus trichocarpa]Populus_trichocarpa 46.90 0.00

TRINITY_DN28146_c0_g1PKA48420.1hypothetical protein AXF42_Ash020938 [Apostasia shenzhenica]Apostasia_shenzhenica 46.90 0.00

TRINITY_DN29594_c0_g1GAQ79945.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 46.90 0.00



TRINITY_DN29652_c0_g1PNT61321.1hypothetical protein BRADI_5g13780v3 [Brachypodium distachyon]Brachypodium_distachyon 46.90 0.00

TRINITY_DN30870_c0_g2XP_019088583.1PREDICTED: ras-related protein RABB1a-like [Camelina sativa]Camelina_sativa 46.90 0.00

TRINITY_DN31045_c0_g3BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.90 0.00

TRINITY_DN31883_c0_g2GBF93217.1ABC transporter A family member [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.90 0.00

TRINITY_DN32949_c0_g2GAQ84389.1hypothetical protein KFL_001870105 [Klebsormidium nitens]Klebsormidium_nitens 46.90 0.00

TRINITY_DN34409_c0_g1XP_001689615.1mitochondrial inner membrane translocase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN34918_c0_g1PKA49367.1Phospholipid-transporting ATPase 3 [Apostasia shenzhenica]Apostasia_shenzhenica 46.90 0.00

TRINITY_DN35185_c0_g2PRW58454.1tRNA (guanine(26)-N(2))-dimethyltransferase 2 [Chlorella sorokiniana]Chlorella_sorokiniana 46.90 0.00

TRINITY_DN36569_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 46.90 0.00

TRINITY_DN37582_c0_g6GBG92353.1hypothetical protein CBR_g55234 [Chara braunii]Chara_braunii 46.90 0.00

TRINITY_DN38030_c0_g1XP_002946493.1hypothetical protein VOLCADRAFT_116082 [Volvox carteri f. nagariensis]Volvox_carteri 46.90 0.00

TRINITY_DN39035_c0_g1PNY01672.1ras-related protein RABB1c-like [Trifolium pratense]Trifolium_pratense 46.90 0.00

TRINITY_DN39150_c0_g1PNW75260.1hypothetical protein CHLRE_12g519450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN39313_c1_g1GAX82059.1hypothetical protein CEUSTIGMA_g9487.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN39602_c0_g2XP_002990466.2DNA-directed RNA polymerases I and III subunit RPAC2 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 46.90 0.00

TRINITY_DN39663_c0_g1GAQ81232.12-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 46.90 0.00

TRINITY_DN39908_c0_g2ANF04698.1omega-6 fatty acid desaturase [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 46.90 0.00

TRINITY_DN40040_c0_g3XP_020972963.1cell division cycle protein 48 homolog [Arachis ipaensis]Arachis_ipaensis 46.90 0.00

TRINITY_DN40268_c0_g5KXZ56055.1hypothetical protein GPECTOR_2g937 [Gonium pectorale]Gonium_pectorale 46.90 0.00

TRINITY_DN40286_c0_g2XP_019422183.1PREDICTED: 26S proteasome regulatory subunit RPN13-like [Lupinus angustifolius]Lupinus_angustifolius 46.90 0.00

TRINITY_DN40450_c0_g8XP_011013328.1PREDICTED: DNA topoisomerase 2-like isoform X1 [Populus euphratica]Populus_euphratica 46.90 0.00

TRINITY_DN41508_c2_g1XP_022730673.1dehydrodolichyl diphosphate synthase 2-like [Durio zibethinus]Durio_zibethinus 46.90 0.00

TRINITY_DN41705_c0_g4GAX83899.1hypothetical protein CEUSTIGMA_g11323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN42104_c0_g3GAX79187.1hypothetical protein CEUSTIGMA_g6627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN42294_c0_g1RYR37097.1hypothetical protein Ahy_A09g042023 isoform A [Arachis hypogaea]Arachis_hypogaea 46.90 0.00

TRINITY_DN42571_c2_g4XP_005648831.1arad-like aldolase/epimerase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.90 0.00

TRINITY_DN42703_c0_g5XP_002946752.1hypothetical protein VOLCADRAFT_56233 [Volvox carteri f. nagariensis]Volvox_carteri 46.90 0.00

TRINITY_DN43133_c0_g5GAX81301.1hypothetical protein CEUSTIGMA_g8732.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN43205_c0_g3PNW72906.1hypothetical protein CHLRE_14g611150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN43330_c0_g5XP_009595593.1PREDICTED: putative tRNA pseudouridine synthase Pus10 isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 46.90 0.00

TRINITY_DN43597_c1_g1GAX82096.1hypothetical protein CEUSTIGMA_g9524.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN43664_c0_g1PRW39265.1acetolactate synthase [Chlorella sorokiniana]Chlorella_sorokiniana 46.90 0.00

TRINITY_DN43752_c2_g2XP_002956357.1hypothetical protein VOLCADRAFT_107196 [Volvox carteri f. nagariensis]Volvox_carteri 46.90 0.00

TRINITY_DN43774_c1_g7PRW57871.1Transposon TX1 uncharacterized 149 kDa [Chlorella sorokiniana]Chlorella_sorokiniana 46.90 0.00

TRINITY_DN43983_c1_g1ACH87585.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 46.90 0.00

TRINITY_DN44355_c1_g3XP_002956540.1hypothetical protein VOLCADRAFT_97533 [Volvox carteri f. nagariensis]Volvox_carteri 46.90 0.00

TRINITY_DN44609_c0_g3OAY62624.1Importin subunit alpha-1b [Ananas comosus]Ananas_comosus 46.90 0.00

TRINITY_DN45243_c0_g1GAX80623.1hypothetical protein CEUSTIGMA_g8058.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN45349_c1_g5GAX78887.1hypothetical protein CEUSTIGMA_g6326.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN45591_c0_g5PLY85578.1hypothetical protein LSAT_5X21580 [Lactuca sativa]Lactuca_sativa 46.90 0.00

TRINITY_DN45773_c1_g9GBG85763.1hypothetical protein CBR_g40492 [Chara braunii]Chara_braunii 46.90 0.00

TRINITY_DN46171_c0_g2GAX72856.1hypothetical protein CEUSTIGMA_g311.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN47159_c0_g2XP_022631627.1DEAD-box ATP-dependent RNA helicase 42 [Vigna radiata var. radiata]Vigna_radiata 46.90 0.00

TRINITY_DN47504_c1_g6XP_023887470.1radical S-adenosyl methionine domain-containing protein 2-like [Quercus suber]Quercus_suber 46.90 0.00

TRINITY_DN47816_c0_g2PRW58449.1isoleucine--tRNA cytoplasmic isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 46.90 0.00

TRINITY_DN47866_c0_g1GAX79109.1hypothetical protein CEUSTIGMA_g6549.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN48112_c0_g7XP_011094516.1protein FLOWERING LOCUS D isoform X1 [Sesamum indicum]Sesamum_indicum 46.90 0.00

TRINITY_DN48364_c1_g3XP_005643060.1hypothetical protein COCSUDRAFT_20585 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.90 0.00

TRINITY_DN48432_c0_g1KXZ53825.1hypothetical protein GPECTOR_6g743 [Gonium pectorale]Gonium_pectorale 46.90 0.00

TRINITY_DN48574_c0_g1GAX75755.1hypothetical protein CEUSTIGMA_g3198.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN48687_c0_g5GAX81410.1hypothetical protein CEUSTIGMA_g8840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN48857_c1_g1PNW72062.1hypothetical protein CHLRE_16g684000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN48921_c1_g1XP_002955049.1hypothetical protein VOLCADRAFT_106637 [Volvox carteri f. nagariensis]Volvox_carteri 46.90 0.00

TRINITY_DN48937_c1_g1XP_001703789.1transcription factor, zygote-specific [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN49170_c0_g1NP_001308964.1ras-related protein Rab-1A [Solanum lycopersicum]Solanum_lycopersicum 46.90 0.00

TRINITY_DN49762_c0_g1GAX77450.1hypothetical protein CEUSTIGMA_g4894.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN49791_c1_g3GAX81509.1hypothetical protein CEUSTIGMA_g8937.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN49838_c0_g2XP_023909722.1uncharacterized protein LOC112021387 [Quercus suber]Quercus_suber 46.90 0.00

TRINITY_DN50442_c0_g3OAE26055.1hypothetical protein AXG93_3437s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 46.90 0.00

TRINITY_DN50826_c0_g2KXZ56835.1hypothetical protein GPECTOR_1g753 [Gonium pectorale]Gonium_pectorale 46.90 0.00

TRINITY_DN51302_c1_g4PNW84435.1hypothetical protein CHLRE_03g144847v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.90 0.00

TRINITY_DN51684_c1_g5RID44520.1hypothetical protein BRARA_I01307 [Brassica rapa]Brassica_rapa 46.90 0.00

TRINITY_DN51700_c1_g4XP_001420638.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.90 0.00

TRINITY_DN51715_c0_g6XP_013898436.1dehydrogenase/reductase SDR familymember 4 [Monoraphidium neglectum]Monoraphidium_neglectum 46.90 0.00

TRINITY_DN52424_c1_g1XP_013897756.1Protein FAM91A1, partial [Monoraphidium neglectum]Monoraphidium_neglectum 46.90 0.00

TRINITY_DN52548_c1_g3XP_005645239.1thioredoxin domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.90 0.00



TRINITY_DN8671_c0_g1GAX74408.1hypothetical protein CEUSTIGMA_g1856.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.90 0.00

TRINITY_DN11672_c0_g1XP_023915305.1cAMP-dependent protein kinase catalytic subunit alpha-like [Quercus suber]Quercus_suber 46.80 0.00

TRINITY_DN1778_c0_g1PTQ46215.1hypothetical protein MARPO_0012s0143 [Marchantia polymorpha]Marchantia_polymorpha 46.80 0.00

TRINITY_DN23360_c0_g1KDD74550.1hypothetical protein H632_c1234p1, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 46.80 0.00

TRINITY_DN2429_c0_g1PIN16053.1GTPase Rab5/YPT51 [Handroanthus impetiginosus]Handroanthus_impetiginosus 46.80 0.00

TRINITY_DN26410_c0_g1GAQ82067.1phosphatidylinositol glycan class C [Klebsormidium nitens]Klebsormidium_nitens 46.80 0.00

TRINITY_DN27141_c0_g2BAJ95414.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.80 0.00

TRINITY_DN27779_c0_g1GAQ90599.1DNA-directed RNA polymerase III subunit 11 [Klebsormidium nitens]Klebsormidium_nitens 46.80 0.00

TRINITY_DN28411_c0_g3XP_023878837.1uncharacterized protein C19F5.03-like [Quercus suber]Quercus_suber 46.80 0.00

TRINITY_DN28958_c1_g2PKA49661.1Ras-related protein RIC1 [Apostasia shenzhenica]Apostasia_shenzhenica 46.80 0.00



TRINITY_DN30631_c0_g1GAX78363.1hypothetical protein CEUSTIGMA_g5805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN31048_c0_g1XP_005844264.1hypothetical protein CHLNCDRAFT_139336 [Chlorella variabilis]Chlorella_variabilis 46.80 0.00

TRINITY_DN31375_c0_g3XP_020529405.1probable CCR4-associated factor 1 homolog 9 [Amborella trichopoda]Amborella_trichopoda 46.80 0.00

TRINITY_DN32844_c0_g1XP_013891272.1malate dehydrogenase (oxaloacetate-decarboxylating)(NADP+) [Monoraphidium neglectum]Monoraphidium_neglectum 46.80 0.00

TRINITY_DN32906_c0_g1GBG60376.1hypothetical protein CBR_g4334 [Chara braunii]Chara_braunii 46.80 0.00

TRINITY_DN33274_c0_g1XP_023896037.1store-operated calcium entry-associated regulatory factor-like [Quercus suber]Quercus_suber 46.80 0.00

TRINITY_DN35133_c0_g4XP_009792800.1PREDICTED: dehydrogenase/reductase SDR family member 12 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 46.80 0.00

TRINITY_DN35506_c0_g3XP_002530885.2serine/threonine-protein kinase CTR1 [Ricinus communis]Ricinus_communis 46.80 0.00

TRINITY_DN35553_c0_g1XP_023752109.1nuclear transcription factor Y subunit C-3-like [Lactuca sativa]Lactuca_sativa 46.80 0.00

TRINITY_DN35884_c0_g7PNW83941.1hypothetical protein CHLRE_04g214690v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.80 0.00

TRINITY_DN36493_c0_g6XP_001699840.1eukaryotic initiation factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.80 0.00

TRINITY_DN36529_c0_g2GAX73145.1hypothetical protein CEUSTIGMA_g598.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN36857_c0_g9BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.80 0.00

TRINITY_DN36902_c1_g3RYR11507.1hypothetical protein Ahy_B04g069025 [Arachis hypogaea]Arachis_hypogaea 46.80 0.00

TRINITY_DN37260_c0_g8XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 46.80 0.00

TRINITY_DN37425_c0_g1XP_005647276.1myocyte enhancer factor 2D [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.80 0.00

TRINITY_DN37571_c0_g7XP_016557617.1PREDICTED: rac-like GTP-binding protein 5 [Capsicum annuum]Capsicum_annuum 46.80 0.00

TRINITY_DN37789_c0_g2XP_005848193.1hypothetical protein CHLNCDRAFT_145620 [Chlorella variabilis]Chlorella_variabilis 46.80 0.00

TRINITY_DN37980_c0_g2PSC73559.1DUF1295 domain [Micractinium conductrix]Micractinium_conductrix 46.80 0.00

TRINITY_DN38003_c0_g7XP_004287113.1PREDICTED: VAMP-like protein YKT61 [Fragaria vesca subsp. vesca]Fragaria_vesca 46.80 0.00

TRINITY_DN38266_c0_g1ABK23329.1unknown [Picea sitchensis]Picea_sitchensis 46.80 0.00

TRINITY_DN38363_c0_g1PSC76394.1charged multivesicular body 5-like isoform A [Micractinium conductrix]Micractinium_conductrix 46.80 0.00

TRINITY_DN39331_c0_g1XP_013902291.1hypothetical protein MNEG_4690 [Monoraphidium neglectum]Monoraphidium_neglectum 46.80 0.00

TRINITY_DN39790_c0_g1PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.80 0.00

TRINITY_DN39846_c0_g1GAX77983.1hypothetical protein CEUSTIGMA_g5425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN40625_c0_g8EPS68300.1hypothetical protein M569_06467 [Genlisea aurea]Genlisea_aurea 46.80 0.00

TRINITY_DN40625_c0_g9PWA54425.1DNA repair helicase [Artemisia annua]Artemisia_annua 46.80 0.00

TRINITY_DN41060_c0_g3XP_005845615.1hypothetical protein CHLNCDRAFT_59736 [Chlorella variabilis]Chlorella_variabilis 46.80 0.00

TRINITY_DN41432_c1_g7XP_024195687.1dual specificity protein phosphatase 1-like [Rosa chinensis]Rosa_chinensis 46.80 0.00

TRINITY_DN41447_c0_g3XP_006643940.1PREDICTED: myb-related protein 3R-1-like [Oryza brachyantha]Oryza_brachyantha 46.80 0.00

TRINITY_DN41641_c0_g4XP_010519961.1PREDICTED: phosphoenolpyruvate carboxylase kinase 2 [Tarenaya hassleriana]Tarenaya_hassleriana 46.80 0.00

TRINITY_DN41648_c1_g7GAQ85610.1Nucleolar GTP-binding protein [Klebsormidium nitens]Klebsormidium_nitens 46.80 0.00

TRINITY_DN41696_c1_g3VDD11627.1unnamed protein product [Brassica oleracea]Brassica_oleracea 46.80 0.00

TRINITY_DN41975_c0_g7GAX75439.1hypothetical protein CEUSTIGMA_g2883.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN42880_c0_g1GAX73131.1hypothetical protein CEUSTIGMA_g584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN42998_c1_g1XP_001701484.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.80 0.00

TRINITY_DN43239_c0_g5XP_001417594.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.80 0.00

TRINITY_DN43377_c0_g5XP_022840474.1Zinc finger, RING/FYVE/PHD-type [Ostreococcus tauri]Ostreococcus_tauri 46.80 0.00

TRINITY_DN43808_c0_g6GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN43914_c2_g2KXZ44742.1hypothetical protein GPECTOR_63g67 [Gonium pectorale]Gonium_pectorale 46.80 0.00

TRINITY_DN44033_c0_g2GAX81169.1hypothetical protein CEUSTIGMA_g8602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN44333_c0_g2PNH11996.1hypothetical protein TSOC_001126 [Tetrabaena socialis]Tetrabaena_socialis 46.80 0.00

TRINITY_DN44500_c0_g6XP_002535815.1uncharacterized protein LOC8271263 [Ricinus communis]Ricinus_communis 46.80 0.00

TRINITY_DN44869_c0_g2ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 46.80 0.00

TRINITY_DN45057_c0_g2GAX77254.1hypothetical protein CEUSTIGMA_g4700.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN45227_c0_g4XP_012478465.1PREDICTED: pseudouridine-metabolizing bifunctional protein C1861.05 [Gossypium raimondii]Gossypium_raimondii 46.80 0.00

TRINITY_DN45283_c0_g4KXZ51677.1hypothetical protein GPECTOR_11g129 [Gonium pectorale]Gonium_pectorale 46.80 0.00

TRINITY_DN45685_c1_g1GAX82272.1hypothetical protein CEUSTIGMA_g9701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN45899_c1_g2PRW39172.1mismatch repair endonuclease PMS2 [Chlorella sorokiniana]Chlorella_sorokiniana 46.80 0.00

TRINITY_DN45930_c0_g4KXZ45799.1hypothetical protein GPECTOR_50g593 [Gonium pectorale]Gonium_pectorale 46.80 0.00

TRINITY_DN45967_c1_g3GAX84046.1hypothetical protein CEUSTIGMA_g11470.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN46018_c1_g1BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.80 0.00

TRINITY_DN46053_c0_g3GAX76096.1hypothetical protein CEUSTIGMA_g3539.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN46077_c2_g7KXZ54933.1hypothetical protein GPECTOR_3g103 [Gonium pectorale]Gonium_pectorale 46.80 0.00

TRINITY_DN47398_c0_g1GAX80313.1hypothetical protein CEUSTIGMA_g7751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN48002_c1_g1KMZ63146.1Ras-related protein RABA1f [Zostera marina]Zostera_marina 46.80 0.00

TRINITY_DN48713_c0_g2XP_021311629.1SAC3 family protein A isoform X1 [Sorghum bicolor]Sorghum_bicolor 46.80 0.00

TRINITY_DN48826_c2_g2XP_013899211.1Histone-lysine N-methyltransferase ASHR1 [Monoraphidium neglectum]Monoraphidium_neglectum 46.80 0.00

TRINITY_DN49427_c0_g1GAX77713.1hypothetical protein CEUSTIGMA_g5156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN49695_c0_g1GAX82287.1hypothetical protein CEUSTIGMA_g9716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN49803_c0_g2GAX84467.1hypothetical protein CEUSTIGMA_g11887.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN49881_c1_g1GAQ81666.1ABC transporter C family [Klebsormidium nitens]Klebsormidium_nitens 46.80 0.00

TRINITY_DN50054_c1_g1GAX81731.1hypothetical protein CEUSTIGMA_g9159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.80 0.00

TRINITY_DN51458_c0_g1XP_019173706.1PREDICTED: cysteine protease XCP1-like [Ipomoea nil]Ipomoea_nil 46.80 0.00

TRINITY_DN53362_c0_g1AML79306.1putative LOV domain-containing protein [Prasinococcus capsulatus]Prasinococcus_capsulatus 46.80 0.00

TRINITY_DN9169_c0_g1PRW32870.1Isochorismatase domain-containing 2 [Chlorella sorokiniana]Chlorella_sorokiniana 46.80 0.00



TRINITY_DN11863_c0_g1XP_005648503.1putative integron gene cassette protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.70 0.00

TRINITY_DN22523_c0_g1XP_007514118.1DNA polymerase delta catalytic subunit [Bathycoccus prasinos]Bathycoccus_prasinos 46.70 0.00

TRINITY_DN29464_c0_g1XP_024382131.1U6 small nuclear RNA (adenine-(43)-N(6))-methyltransferase-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 46.70 0.00

TRINITY_DN3025_c0_g1GBG63801.1hypothetical protein CBR_g39582 [Chara braunii]Chara_braunii 46.70 0.00

TRINITY_DN32014_c0_g1XP_020180437.1kinesin-like protein KIN-5B isoform X3 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 46.70 0.00

TRINITY_DN34272_c0_g1XP_023902688.1phosphatidyl-N-methylethanolamine N-methyltransferase-like [Quercus suber]Quercus_suber 46.70 0.00

TRINITY_DN34995_c0_g3GAX72710.1hypothetical protein CEUSTIGMA_g166.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN35431_c1_g8XP_022966127.1rRNA biogenesis protein RRP5 [Cucurbita maxima]Cucurbita_maxima 46.70 0.00

TRINITY_DN35548_c0_g7XP_023875099.1ATP-dependent RNA helicase DED1-like [Quercus suber]Quercus_suber 46.70 0.00

TRINITY_DN35680_c0_g1ABK24911.1unknown [Picea sitchensis]Picea_sitchensis 46.70 0.00

TRINITY_DN36201_c0_g1PKI74930.1hypothetical protein CRG98_004702 [Punica granatum]Punica_granatum 46.70 0.00

TRINITY_DN36335_c0_g1KXZ50895.1hypothetical protein GPECTOR_14g143 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN36353_c0_g1XP_024388159.1ABC transporter C family member 8-like [Physcomitrella patens]Physcomitrella_patens 46.70 0.00

TRINITY_DN36460_c1_g9XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 46.70 0.00

TRINITY_DN37923_c0_g5XP_027922403.1FH protein interacting protein FIP2 isoform X1 [Vigna unguiculata]Vigna_unguiculata 46.70 0.00

TRINITY_DN38082_c0_g1KFK38420.1hypothetical protein AALP_AA3G110900 [Arabis alpina]Arabis_alpina 46.70 0.00

TRINITY_DN38104_c0_g5XP_002446538.126S proteasome non-ATPase regulatory subunit 11 homolog [Sorghum bicolor]Sorghum_bicolor 46.70 0.00

TRINITY_DN38182_c0_g4XP_021766091.1ubiquitin-like modifier-activating enzyme atg7 [Chenopodium quinoa]Chenopodium_quinoa 46.70 0.00

TRINITY_DN38259_c1_g1XP_024377942.1protein CDC73 homolog [Physcomitrella patens]Physcomitrella_patens 46.70 0.00

TRINITY_DN38431_c1_g1GBG82059.1hypothetical protein CBR_g34339 [Chara braunii]Chara_braunii 46.70 0.00

TRINITY_DN38531_c0_g7PTQ28366.1hypothetical protein MARPO_0166s0021 [Marchantia polymorpha]Marchantia_polymorpha 46.70 0.00

TRINITY_DN39101_c0_g2PRW57605.1phosphatase 2C 21 [Chlorella sorokiniana]Chlorella_sorokiniana 46.70 0.00

TRINITY_DN39785_c0_g1GAX75539.1hypothetical protein CEUSTIGMA_g2982.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN39831_c0_g1GBF92937.1hypothetical protein Rsub_05773 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.70 0.00

TRINITY_DN39948_c1_g2XP_001415408.1P-ATPase family transporter: sodium/potassium ion [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.70 0.00

TRINITY_DN40445_c0_g7PRW45690.1glucosamine-6-phosphate deaminase [Chlorella sorokiniana]Chlorella_sorokiniana 46.70 0.00

TRINITY_DN40478_c0_g2XP_013895171.1Importin-4 [Monoraphidium neglectum]Monoraphidium_neglectum 46.70 0.00

TRINITY_DN40543_c0_g4KXZ56392.1hypothetical protein GPECTOR_1g348 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN40829_c1_g3GAX81550.1hypothetical protein CEUSTIGMA_g8978.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN40998_c0_g3XP_005847083.1hypothetical protein CHLNCDRAFT_24199 [Chlorella variabilis]Chlorella_variabilis 46.70 0.00

TRINITY_DN41226_c0_g4GAQ89245.1hypothetical protein KFL_005020060 [Klebsormidium nitens]Klebsormidium_nitens 46.70 0.00

TRINITY_DN42109_c0_g8XP_002500717.1ATP-binding cassette superfamily [Micromonas commoda]Micromonas_commoda 46.70 0.00

TRINITY_DN42183_c0_g1GAX82896.1hypothetical protein CEUSTIGMA_g10322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN43000_c0_g2GAX84401.1hypothetical protein CEUSTIGMA_g11823.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN43780_c0_g3KXZ55653.1hypothetical protein GPECTOR_2g1203 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN43944_c1_g1CBI23123.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 46.70 0.00

TRINITY_DN43962_c0_g2GAX84889.1hypothetical protein CEUSTIGMA_g12310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN43971_c0_g3XP_002515185.1ABC transporter B family member 11 [Ricinus communis]Ricinus_communis 46.70 0.00

TRINITY_DN44254_c1_g2ABK24145.1unknown [Picea sitchensis]Picea_sitchensis 46.70 0.00

TRINITY_DN44568_c1_g5KXZ46904.1hypothetical protein GPECTOR_39g398 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN44916_c0_g4XP_001698079.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN44933_c0_g1XP_001694485.1plastid ribosomal protein S1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN45978_c0_g2PNW78438.1hypothetical protein CHLRE_09g397350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN46262_c2_g1PNW70584.1hypothetical protein CHLRE_17g725950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN46270_c1_g2GAX79309.1hypothetical protein CEUSTIGMA_g6750.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN46795_c0_g1XP_001695410.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN47202_c0_g1GAX78440.1hypothetical protein CEUSTIGMA_g5881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN47421_c1_g6GAQ88998.1Rab family GTPase [Klebsormidium nitens]Klebsormidium_nitens 46.70 0.00

TRINITY_DN47642_c0_g3GAX76160.1hypothetical protein CEUSTIGMA_g3604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN47782_c0_g2XP_027338266.1ADP-ribosylation factor 1-like [Abrus precatorius]Abrus_precatorius 46.70 0.00

TRINITY_DN47872_c0_g4PNH12422.1hypothetical protein TSOC_000658 [Tetrabaena socialis]Tetrabaena_socialis 46.70 0.00

TRINITY_DN47884_c1_g1PNW87948.1hypothetical protein CHLRE_01g008150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN48140_c1_g4PIN06738.1putative Zn-finger protein [Handroanthus impetiginosus]Handroanthus_impetiginosus 46.70 0.00

TRINITY_DN48634_c0_g6GAQ85145.1hypothetical protein KFL_002210100 [Klebsormidium nitens]Klebsormidium_nitens 46.70 0.00

TRINITY_DN49065_c0_g2PNH06962.1Transposon TX1 uncharacterized protein, partial [Tetrabaena socialis]Tetrabaena_socialis 46.70 0.00

TRINITY_DN49324_c1_g2CBL43004.1Na+/K+ P-type ATPase [Riccia fluitans]Riccia_fluitans 46.70 0.00

TRINITY_DN50206_c0_g2XP_024539653.1cAMP-dependent protein kinase catalytic subunit beta [Selaginella moellendorffii]Selaginella_moellendorffii 46.70 0.00

TRINITY_DN50464_c0_g3XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 46.70 0.00

TRINITY_DN50504_c1_g3GAX75602.1hypothetical protein CEUSTIGMA_g3046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN50543_c0_g1KXZ49193.1hypothetical protein GPECTOR_22g783 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN50759_c1_g1GAX78375.1hypothetical protein CEUSTIGMA_g5817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.70 0.00

TRINITY_DN51067_c1_g7XP_022149711.1multiprotein-bridging factor 1b-like [Momordica charantia]Momordica_charantia 46.70 0.00

TRINITY_DN51152_c1_g5XP_002945771.1pathogenesis-related protein 1-like protein [Volvox carteri f. nagariensis]Volvox_carteri 46.70 0.00

TRINITY_DN51367_c1_g2EFJ33416.1hypothetical protein SELMODRAFT_84321 [Selaginella moellendorffii]Selaginella_moellendorffii 46.70 0.00

TRINITY_DN51411_c0_g3XP_022037528.1fe-S cluster assembly factor HCF101, chloroplastic [Helianthus annuus]Helianthus_annuus 46.70 0.00

TRINITY_DN51519_c0_g1XP_024378008.1probable U3 small nucleolar RNA-associated protein 7 [Physcomitrella patens]Physcomitrella_patens 46.70 0.00



TRINITY_DN51630_c0_g1KXZ49236.1hypothetical protein GPECTOR_22g828 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN51788_c0_g2PNH09810.1hypothetical protein TSOC_003525 [Tetrabaena socialis]Tetrabaena_socialis 46.70 0.00

TRINITY_DN52410_c1_g1XP_024529944.1protein CHROMATIN REMODELING 5 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 46.70 0.00

TRINITY_DN52598_c1_g1KXZ48633.1hypothetical protein GPECTOR_26g536 [Gonium pectorale]Gonium_pectorale 46.70 0.00

TRINITY_DN52637_c8_g3PNW88549.1hypothetical protein CHLRE_01g034200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.70 0.00

TRINITY_DN14647_c0_g1VDD47226.1unnamed protein product [Brassica oleracea]Brassica_oleracea 46.60 0.00

TRINITY_DN25485_c0_g1NP_001132547.1uncharacterized protein LOC100194012 [Zea mays]Zea_mays 46.60 0.00

TRINITY_DN28885_c0_g2BAS93583.1Os05g0357700, partial [Oryza sativa Japonica Group]Oryza_sativa 46.60 0.00

TRINITY_DN30138_c0_g1XP_011399684.1Malate synthase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 46.60 0.00

TRINITY_DN30410_c0_g2XP_020193727.1SUMO-activating enzyme subunit 1A-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 46.60 0.00

TRINITY_DN30462_c0_g1XP_002950816.1spoke specific nucleotide diphosphate kinase [Volvox carteri f. nagariensis]Volvox_carteri 46.60 0.00

TRINITY_DN32410_c0_g2GAX85096.1hypothetical protein CEUSTIGMA_g12516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN32450_c0_g1XP_012852819.1PREDICTED: NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 7 [Erythranthe guttata]Erythranthe_guttata 46.60 0.00

TRINITY_DN33762_c0_g1XP_002500219.1predicted protein [Micromonas commoda]Micromonas_commoda 46.60 0.00

TRINITY_DN34165_c0_g3PIN11495.1Sensory transduction histidine kinase [Handroanthus impetiginosus]Handroanthus_impetiginosus 46.60 0.00

TRINITY_DN34755_c0_g2XP_027118242.1nicotinamide adenine dinucleotide transporter 1, chloroplastic-like [Coffea arabica]Coffea_arabica 46.60 0.00

TRINITY_DN35259_c0_g1XP_001691858.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN35265_c0_g1GAQ82386.1delta(3), delta(2)-enoyl CoA isomerase [Klebsormidium nitens]Klebsormidium_nitens 46.60 0.00

TRINITY_DN35966_c0_g7GAX79204.1hypothetical protein CEUSTIGMA_g6644.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN36146_c0_g1XP_023899246.1UDP-N-acetylglucosamine pyrophosphorylase-like [Quercus suber]Quercus_suber 46.60 0.00

TRINITY_DN36771_c1_g2KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 46.60 0.00

TRINITY_DN37423_c0_g1GAX83167.1hypothetical protein CEUSTIGMA_g10593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN37444_c0_g1XP_002947056.1hypothetical protein VOLCADRAFT_56845 [Volvox carteri f. nagariensis]Volvox_carteri 46.60 0.00

TRINITY_DN38156_c1_g3BAK02748.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.60 0.00

TRINITY_DN38337_c0_g3CAA96528.1G protein beta-subunit-like protein [Nicotiana plumbaginifolia]Nicotiana_plumbaginifolia 46.60 0.00

TRINITY_DN38473_c0_g2GAX81277.1hypothetical protein CEUSTIGMA_g8709.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN38530_c0_g1XP_001693328.1MATE efflux family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN38530_c0_g2GAX80361.1hypothetical protein CEUSTIGMA_g7800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN38707_c0_g2GBF93125.13-dehydroquinate synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.60 0.00

TRINITY_DN38829_c0_g4PNW75252.1hypothetical protein CHLRE_12g519150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN38899_c0_g6XP_023889212.1metal resistance protein YCF1-like [Quercus suber]Quercus_suber 46.60 0.00

TRINITY_DN39438_c0_g1XP_002945678.1hypothetical protein VOLCADRAFT_85892 [Volvox carteri f. nagariensis]Volvox_carteri 46.60 0.00

TRINITY_DN39464_c0_g4KXZ52040.1hypothetical protein GPECTOR_10g1063 [Gonium pectorale]Gonium_pectorale 46.60 0.00

TRINITY_DN39467_c0_g1XP_010920791.1PREDICTED: 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase isoform X1 [Elaeis guineensis]Elaeis_guineensis 46.60 0.00

TRINITY_DN39488_c0_g3XP_017412545.1PREDICTED: probable trehalase isoform X1 [Vigna angularis]Vigna_angularis 46.60 0.00

TRINITY_DN39804_c0_g7BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.60 0.00

TRINITY_DN39948_c1_g12GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.60 0.00

TRINITY_DN40427_c0_g1XP_021752715.1nicotinate phosphoribosyltransferase 2-like [Chenopodium quinoa]Chenopodium_quinoa 46.60 0.00

TRINITY_DN40687_c0_g4XP_002969584.1uncharacterized protein LOC9660637 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 46.60 0.00

TRINITY_DN41345_c0_g1XP_023909556.1ribosome assembly protein 1-like [Quercus suber]Quercus_suber 46.60 0.00

TRINITY_DN41467_c0_g1KXZ53209.1hypothetical protein GPECTOR_7g1102 [Gonium pectorale]Gonium_pectorale 46.60 0.00

TRINITY_DN41610_c0_g2PNH07474.1hypothetical protein TSOC_006057 [Tetrabaena socialis]Tetrabaena_socialis 46.60 0.00

TRINITY_DN41822_c1_g3XP_006351225.1PREDICTED: guanylate kinase 2-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 46.60 0.00

TRINITY_DN41995_c0_g2GAQ81915.1N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D [Klebsormidium nitens]Klebsormidium_nitens 46.60 0.00

TRINITY_DN42186_c1_g14GAQ91048.1calcium-dependent phospholipid-binding Copine family protein [Klebsormidium nitens]Klebsormidium_nitens 46.60 0.00

TRINITY_DN42326_c0_g1XP_005644811.1calcium-translocating P-type ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.60 0.00

TRINITY_DN42343_c0_g1KXZ53606.1hypothetical protein GPECTOR_6g523 [Gonium pectorale]Gonium_pectorale 46.60 0.00

TRINITY_DN42756_c1_g6XP_003057198.1flagellar associated protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.60 0.00

TRINITY_DN42937_c1_g1GBF89783.1hypothetical protein Rsub_02953 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.60 0.00

TRINITY_DN43924_c0_g1PNW77080.1hypothetical protein CHLRE_10g421350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN44275_c0_g9GAQ79221.1hypothetical protein KFL_000260370 [Klebsormidium nitens]Klebsormidium_nitens 46.60 0.00

TRINITY_DN44358_c0_g4PSC69649.1putative serine threonine-kinase GCN2 isoform B [Micractinium conductrix]Micractinium_conductrix 46.60 0.00

TRINITY_DN45151_c0_g3GAX82707.1hypothetical protein CEUSTIGMA_g10133.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN45156_c1_g3GAX77632.1hypothetical protein CEUSTIGMA_g5075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN45243_c0_g3PNH11037.1Endoglucanase 1 [Tetrabaena socialis]Tetrabaena_socialis 46.60 0.00

TRINITY_DN45780_c0_g2XP_002281600.1PREDICTED: mitochondrial dicarboxylate/tricarboxylate transporter DTC [Vitis vinifera]Vitis_vinifera 46.60 0.00

TRINITY_DN45813_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 46.60 0.00

TRINITY_DN46106_c0_g1GBG83833.1hypothetical protein CBR_g37632 [Chara braunii]Chara_braunii 46.60 0.00

TRINITY_DN46309_c0_g4GBF98374.1hypothetical protein Rsub_10769 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.60 0.00

TRINITY_DN46419_c0_g1GAX72959.1hypothetical protein CEUSTIGMA_g414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN46445_c0_g4GBG80886.1hypothetical protein CBR_g31442 [Chara braunii]Chara_braunii 46.60 0.00

TRINITY_DN46617_c0_g2XP_008234949.1PREDICTED: LEC14B protein isoform X1 [Prunus mume]Prunus_mume 46.60 0.00

TRINITY_DN48013_c0_g4XP_002950677.1hypothetical protein VOLCADRAFT_104802 [Volvox carteri f. nagariensis]Volvox_carteri 46.60 0.00

TRINITY_DN48134_c0_g2GAX74864.1hypothetical protein CEUSTIGMA_g2310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.60 0.00

TRINITY_DN48185_c0_g1XP_003057702.1flagellar outer arm dynein alpha chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.60 0.00

TRINITY_DN48208_c0_g4XP_024396417.1aminoacyl tRNA synthase complex-interacting multifunctional protein 1-like [Physcomitrella patens]Physcomitrella_patens 46.60 0.00



TRINITY_DN50547_c1_g1PNW78780.1hypothetical protein CHLRE_09g389912v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN50696_c1_g3PNW77442.1hypothetical protein CHLRE_10g436700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN51380_c1_g4PNW73745.1hypothetical protein CHLRE_13g571000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.60 0.00

TRINITY_DN51696_c2_g3GAQ81674.1cAMP cGMP-dependent protein kinase [Klebsormidium nitens]Klebsormidium_nitens 46.60 0.00

TRINITY_DN6021_c0_g1XP_006344784.1PREDICTED: importin subunit alpha-4 [Solanum tuberosum]Solanum_tuberosum 46.60 0.00

TRINITY_DN10089_c0_g1GAQ91622.1RNA-binding protein Musashi [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN14523_c0_g1XP_010451156.1PREDICTED: probable ADP,ATP carrier protein At5g56450 [Camelina sativa]Camelina_sativa 46.50 0.00

TRINITY_DN20177_c0_g1OTF95159.1putative guanylate-binding family protein [Helianthus annuus]Helianthus_annuus 46.50 0.00

TRINITY_DN27912_c0_g3XP_001690644.1calcium-dependent protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN32241_c0_g1XP_012828476.1PREDICTED: dynamin-related protein 3A-like [Erythranthe guttata]Erythranthe_guttata 46.50 0.00

TRINITY_DN32245_c0_g1KNA10200.1hypothetical protein SOVF_146390 [Spinacia oleracea]Spinacia_oleracea 46.50 0.00

TRINITY_DN35278_c0_g1XP_005648864.1allantoinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.50 0.00

TRINITY_DN35307_c1_g8PSS33242.1E3 ubiquitin-protein like [Actinidia chinensis var. chinensis]Actinidia_chinensis 46.50 0.00

TRINITY_DN35742_c0_g1PNR43433.1hypothetical protein PHYPA_015814 [Physcomitrella patens]Physcomitrella_patens 46.50 0.00

TRINITY_DN36010_c0_g7XP_001418077.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.50 0.00

TRINITY_DN36160_c0_g9GAX76160.1hypothetical protein CEUSTIGMA_g3604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN36300_c1_g5GAX77528.1hypothetical protein CEUSTIGMA_g4972.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN36573_c0_g3PSS35678.1Actin-related protein 2/3 complex subunit 4, partial [Actinidia chinensis var. chinensis]Actinidia_chinensis 46.50 0.00

TRINITY_DN36951_c0_g2PNW70440.1hypothetical protein CHLRE_17g719876v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN37232_c0_g1XP_001690237.1ATP synthase I-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN37298_c0_g2XP_021662714.18-hydroxygeraniol dehydrogenase-like [Hevea brasiliensis]Hevea_brasiliensis 46.50 0.00

TRINITY_DN37503_c0_g3XP_006852853.2glycerol kinase [Amborella trichopoda]Amborella_trichopoda 46.50 0.00

TRINITY_DN37743_c0_g4GAX78750.1hypothetical protein CEUSTIGMA_g6187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN37828_c1_g3XP_001696925.1plastid ribosomal protein S6 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN37867_c0_g2GAX77840.1hypothetical protein CEUSTIGMA_g5282.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN38149_c0_g1XP_024189042.1chaperone protein dnaJ 6-like [Rosa chinensis]Rosa_chinensis 46.50 0.00

TRINITY_DN38161_c0_g9XP_021738173.1DNA-directed RNA polymerase I subunit 1-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 46.50 0.00

TRINITY_DN38387_c0_g7XP_024366735.1glutamine--tRNA ligase, cytoplasmic-like [Physcomitrella patens]Physcomitrella_patens 46.50 0.00

TRINITY_DN38449_c0_g3GAX76584.1hypothetical protein CEUSTIGMA_g4030.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN38508_c0_g1GAX81159.1hypothetical protein CEUSTIGMA_g8592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN38773_c0_g1GAX74024.1hypothetical protein CEUSTIGMA_g1474.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN38930_c0_g2KXZ42162.1hypothetical protein GPECTOR_192g308 [Gonium pectorale]Gonium_pectorale 46.50 0.00

TRINITY_DN40090_c1_g1XP_013906749.1subunit of the ESCRT-I complex [Monoraphidium neglectum]Monoraphidium_neglectum 46.50 0.00

TRINITY_DN40336_c1_g7GAX83867.1hypothetical protein CEUSTIGMA_g11292.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN40977_c1_g3GBF94396.1rRNA methylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.50 0.00

TRINITY_DN41431_c1_g2AEI61922.1MOSC domain-containing protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN42205_c0_g1GAX80023.1hypothetical protein CEUSTIGMA_g7462.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN42284_c0_g4PKA65389.1Beta-fructofuranosidase, insoluble isoenzyme 7 [Apostasia shenzhenica]Apostasia_shenzhenica 46.50 0.00

TRINITY_DN43209_c0_g2GAQ81168.1hypothetical protein KFL_000730050 [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN43314_c0_g1GBF97955.1hypothetical protein Rsub_10628 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.50 0.00

TRINITY_DN43320_c2_g6GAX83934.1hypothetical protein CEUSTIGMA_g11358.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN43336_c0_g2GAX73595.1hypothetical protein CEUSTIGMA_g1046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN43915_c0_g2KXZ51870.1hypothetical protein GPECTOR_11g306 [Gonium pectorale]Gonium_pectorale 46.50 0.00

TRINITY_DN44092_c0_g3XP_011396411.1hypothetical protein F751_4420 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 46.50 0.00

TRINITY_DN44283_c0_g1GBF88717.1hypothetical protein Rsub_01616 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.50 0.00

TRINITY_DN44513_c0_g1PWA79991.1sirtuin family, DHS-like NAD/FAD-binding domain protein [Artemisia annua]Artemisia_annua 46.50 0.00

TRINITY_DN44531_c0_g5XP_002958506.1hypothetical protein VOLCADRAFT_99795 [Volvox carteri f. nagariensis]Volvox_carteri 46.50 0.00

TRINITY_DN44763_c1_g5PKA52215.1Serine/threonine-protein kinase TOR [Apostasia shenzhenica]Apostasia_shenzhenica 46.50 0.00

TRINITY_DN44840_c0_g1GAX82798.1hypothetical protein CEUSTIGMA_g10224.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN45043_c0_g1GAQ83284.1autophagy-related protein 3 [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN45509_c1_g5GAQ87532.1dynein light chain [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN46018_c1_g4XP_024376812.1ras-related protein RAB1BV-like [Physcomitrella patens]Physcomitrella_patens 46.50 0.00

TRINITY_DN46183_c0_g2XP_005850197.1hypothetical protein CHLNCDRAFT_142413 [Chlorella variabilis]Chlorella_variabilis 46.50 0.00

TRINITY_DN46460_c0_g1GAX75533.1hypothetical protein CEUSTIGMA_g2976.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN46636_c0_g2ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 46.50 0.00

TRINITY_DN46926_c0_g2GAX75901.1hypothetical protein CEUSTIGMA_g3344.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN47463_c0_g5XP_001692997.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN48160_c1_g3GAQ84882.1heat shock protein [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN48191_c0_g2XP_023909878.1aorsin-like [Quercus suber]Quercus_suber 46.50 0.00

TRINITY_DN48470_c0_g2KXZ44069.1hypothetical protein GPECTOR_74g683 [Gonium pectorale]Gonium_pectorale 46.50 0.00

TRINITY_DN48710_c0_g1KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 46.50 0.00

TRINITY_DN49024_c0_g7GAX82200.1hypothetical protein CEUSTIGMA_g9628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN49271_c0_g4PNW71494.1hypothetical protein CHLRE_16g656551v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN49345_c0_g1GAQ80759.1DNA topoisomerase I [Klebsormidium nitens]Klebsormidium_nitens 46.50 0.00

TRINITY_DN49863_c0_g1PNH06124.1Thioredoxin-like 2-1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 46.50 0.00

TRINITY_DN50453_c1_g1PNW80146.1hypothetical protein CHLRE_08g379800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00



TRINITY_DN50508_c0_g1GAX80869.1hypothetical protein CEUSTIGMA_g8304.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN50568_c1_g1GAX82126.1hypothetical protein CEUSTIGMA_g9554.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN50730_c1_g1GAX77639.1hypothetical protein CEUSTIGMA_g5082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN50807_c0_g1GAX83068.1hypothetical protein CEUSTIGMA_g10494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN50896_c0_g4PNH11790.1Ubiquitin domain-containing protein UBFD1 [Tetrabaena socialis]Tetrabaena_socialis 46.50 0.00

TRINITY_DN51259_c0_g3XP_013894659.1hypothetical protein MNEG_12322 [Monoraphidium neglectum]Monoraphidium_neglectum 46.50 0.00

TRINITY_DN52476_c0_g4XP_001696458.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN52494_c4_g3XP_001690009.1T-complex protein, eta subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.50 0.00

TRINITY_DN52525_c1_g3GAX78599.1hypothetical protein CEUSTIGMA_g6038.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.50 0.00

TRINITY_DN52673_c0_g3GBF98702.1mitogen-activated kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.50 0.00

TRINITY_DN12222_c0_g1OAE29538.1hypothetical protein AXG93_4486s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 46.40 0.00

TRINITY_DN1561_c0_g1XP_021276646.1FGGY carbohydrate kinase domain-containing protein isoform X2 [Herrania umbratica]Herrania_umbratica 46.40 0.00

TRINITY_DN15783_c0_g2KNA06129.1hypothetical protein SOVF_183900 [Spinacia oleracea]Spinacia_oleracea 46.40 0.00

TRINITY_DN20296_c0_g1XP_005850513.1GTP-binding protein YPTC4 [Chlorella variabilis]Chlorella_variabilis 46.40 0.00

TRINITY_DN23302_c0_g2XP_015870723.1uncharacterized protein LOC107407902 [Ziziphus jujuba]Ziziphus_jujuba 46.40 0.00

TRINITY_DN23455_c0_g1PNH04965.1hypothetical protein TSOC_008823 [Tetrabaena socialis]Tetrabaena_socialis 46.40 0.00

TRINITY_DN28146_c0_g2EFJ10920.1hypothetical protein SELMODRAFT_127250 [Selaginella moellendorffii]Selaginella_moellendorffii 46.40 0.00

TRINITY_DN28895_c0_g1PKA52204.1Serine/threonine-protein kinase TOR [Apostasia shenzhenica]Apostasia_shenzhenica 46.40 0.00

TRINITY_DN31194_c0_g3XP_003055026.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.40 0.00

TRINITY_DN32959_c0_g2EYU41537.1hypothetical protein MIMGU_mgv1a023673mg, partial [Erythranthe guttata]Erythranthe_guttata 46.40 0.00

TRINITY_DN33092_c0_g3GAQ79416.1Na+/H+ antiporter [Klebsormidium nitens]Klebsormidium_nitens 46.40 0.00

TRINITY_DN33842_c0_g1XP_017215807.1PREDICTED: probable glutathione peroxidase 2 [Daucus carota subsp. sativus]Daucus_carota 46.40 0.00

TRINITY_DN34170_c0_g3XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 46.40 0.00

TRINITY_DN34492_c0_g1KJB18256.1hypothetical protein B456_003G043000 [Gossypium raimondii]Gossypium_raimondii 46.40 0.00

TRINITY_DN35214_c0_g1XP_021738598.1ras-related protein Rab7-like [Chenopodium quinoa]Chenopodium_quinoa 46.40 0.00

TRINITY_DN35383_c0_g5XP_023882646.1probable glucan endo-1,3-beta-glucosidase ARB_02077 [Quercus suber]Quercus_suber 46.40 0.00

TRINITY_DN35397_c0_g1XP_002502806.1short chain dehydrogenase/reductase family protein [Micromonas commoda]Micromonas_commoda 46.40 0.00

TRINITY_DN35409_c0_g1PNH00742.1hypothetical protein TSOC_013414 [Tetrabaena socialis]Tetrabaena_socialis 46.40 0.00

TRINITY_DN35758_c0_g1GAQ92277.1hypothetical protein KFL_009640020 [Klebsormidium nitens]Klebsormidium_nitens 46.40 0.00

TRINITY_DN36294_c0_g1GBG62545.1hypothetical protein CBR_g31184 [Chara braunii]Chara_braunii 46.40 0.00

TRINITY_DN36415_c0_g5XP_024365616.1BEACH domain-containing protein C2-like [Physcomitrella patens]Physcomitrella_patens 46.40 0.00

TRINITY_DN36612_c1_g6GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 46.40 0.00

TRINITY_DN37222_c0_g1CAN70887.1hypothetical protein VITISV_005592 [Vitis vinifera]Vitis_vinifera 46.40 0.00

TRINITY_DN37260_c0_g1XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 46.40 0.00

TRINITY_DN37327_c0_g3GBG68577.1Glutamate: glyoxylate aminotransferase (GGT) [Chara braunii]Chara_braunii 46.40 0.00

TRINITY_DN37386_c0_g2PNH11046.1Thiol-disulfide oxidoreductase ResA [Tetrabaena socialis]Tetrabaena_socialis 46.40 0.00

TRINITY_DN37459_c0_g1XP_005645970.1xanthine dehydrogenase-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.40 0.00

TRINITY_DN37565_c0_g2GAQ91371.1diphosphomevalonate decarboxylase [Klebsormidium nitens]Klebsormidium_nitens 46.40 0.00

TRINITY_DN37666_c1_g4KXZ47297.1hypothetical protein GPECTOR_36g23 [Gonium pectorale]Gonium_pectorale 46.40 0.00

TRINITY_DN37788_c1_g5XP_007508914.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 46.40 0.00

TRINITY_DN37920_c0_g4GAQ78020.1Six-hairpin glycosidase-like domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 46.40 0.00

TRINITY_DN37924_c1_g1GAQ88282.1Tubulin-tyrosine ligase family protein [Klebsormidium nitens]Klebsormidium_nitens 46.40 0.00

TRINITY_DN39102_c1_g1XP_002952328.1hypothetical protein VOLCADRAFT_118079 [Volvox carteri f. nagariensis]Volvox_carteri 46.40 0.00

TRINITY_DN39252_c0_g5XP_010912806.1PREDICTED: uncharacterized protein LOC105038636 [Elaeis guineensis]Elaeis_guineensis 46.40 0.00

TRINITY_DN39679_c0_g2BAJ97798.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.40 0.00

TRINITY_DN39717_c2_g7GAX84231.1hypothetical protein CEUSTIGMA_g11654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN39990_c0_g6OUS44565.1putative quinone oxidoreductase [Ostreococcus tauri]Ostreococcus_tauri 46.40 0.00

TRINITY_DN40131_c0_g2GAX73020.1hypothetical protein CEUSTIGMA_g472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN4013_c0_g1KXZ52756.1hypothetical protein GPECTOR_8g147 [Gonium pectorale]Gonium_pectorale 46.40 0.00

TRINITY_DN40237_c0_g2XP_022033933.1probable aspartyl aminopeptidase [Helianthus annuus]Helianthus_annuus 46.40 0.00

TRINITY_DN40517_c0_g7PRW56115.1Nuclear control of ATPase [Chlorella sorokiniana]Chlorella_sorokiniana 46.40 0.00

TRINITY_DN40678_c0_g6GAX84624.1hypothetical protein CEUSTIGMA_g12045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN40963_c0_g2GAX72716.1hypothetical protein CEUSTIGMA_g172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN40985_c1_g10XP_002952744.1NimA-related protein kinase 5 [Volvox carteri f. nagariensis]Volvox_carteri 46.40 0.00

TRINITY_DN42141_c0_g1XP_023926293.1tyrosine--tRNA ligase, cytoplasmic-like [Quercus suber]Quercus_suber 46.40 0.00

TRINITY_DN42509_c0_g3XP_002957365.1hypothetical protein VOLCADRAFT_119672 [Volvox carteri f. nagariensis]Volvox_carteri 46.40 0.00

TRINITY_DN42990_c1_g3XP_024461748.1protein VAC14 homolog [Populus trichocarpa]Populus_trichocarpa 46.40 0.00

TRINITY_DN43141_c0_g4GAX75482.1hypothetical protein CEUSTIGMA_g2925.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN43541_c1_g2PNW77186.1hypothetical protein CHLRE_10g425950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.40 0.00

TRINITY_DN44225_c0_g2KXZ49739.1hypothetical protein GPECTOR_20phG10 [Gonium pectorale]Gonium_pectorale 46.40 0.00

TRINITY_DN44468_c0_g9XP_026395476.1uncharacterized protein LOC113290150 [Papaver somniferum]Papaver_somniferum 46.40 0.00

TRINITY_DN44603_c0_g3KXZ52667.1ARPC2 protein [Gonium pectorale]Gonium_pectorale 46.40 0.00

TRINITY_DN45050_c0_g4KXZ49981.1hypothetical protein GPECTOR_18g137 [Gonium pectorale]Gonium_pectorale 46.40 0.00

TRINITY_DN45261_c0_g3EPS70665.1hypothetical protein M569_04097 [Genlisea aurea]Genlisea_aurea 46.40 0.00

TRINITY_DN45371_c0_g2GAX85218.1hypothetical protein CEUSTIGMA_g12638.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN45887_c0_g3GAX86366.1hypothetical protein CEUSTIGMA_g13778.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00



TRINITY_DN46877_c0_g5XP_003057274.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.40 0.00

TRINITY_DN47235_c0_g2PNW76485.1hypothetical protein CHLRE_11g467630v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.40 0.00

TRINITY_DN47814_c0_g3XP_005643045.1hypothetical protein COCSUDRAFT_45296 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.40 0.00

TRINITY_DN47931_c1_g7XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 46.40 0.00

TRINITY_DN48929_c1_g2GAX75428.1hypothetical protein CEUSTIGMA_g2872.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.40 0.00

TRINITY_DN51523_c0_g2AHA42268.2putative sulfate transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.40 0.00

TRINITY_DN51715_c0_g14XP_017226216.1PREDICTED: tropinone reductase-like 3 [Daucus carota subsp. sativus]Daucus_carota 46.40 0.00

TRINITY_DN51968_c1_g2PNW74393.1hypothetical protein CHLRE_13g606750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.40 0.00

TRINITY_DN52040_c0_g1PNW75650.1hypothetical protein CHLRE_12g535350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.40 0.00

TRINITY_DN7240_c0_g1RAL41559.1hypothetical protein DM860_018091 [Cuscuta australis]Cuscuta_australis 46.40 0.00

TRINITY_DN15728_c0_g2XP_011086324.1UPF0678 fatty acid-binding protein-like protein At1g79260 [Sesamum indicum]Sesamum_indicum 46.30 0.00

TRINITY_DN17088_c0_g1XP_024985071.1tubulin alpha-3 chain-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 46.30 0.00

TRINITY_DN19713_c0_g1XP_010023554.1PREDICTED: probable nucleoredoxin 1 [Eucalyptus grandis]Eucalyptus_grandis 46.30 0.00

TRINITY_DN20070_c0_g1BAK00506.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.30 0.00

TRINITY_DN25400_c0_g1PIN25923.1hypothetical protein CDL12_01337 [Handroanthus impetiginosus]Handroanthus_impetiginosus 46.30 0.00

TRINITY_DN30821_c0_g1AIU48358.1pseudouridine synthase family protein, partial [Dioscorea oppositifolia]Dioscorea_oppositifolia 46.30 0.00

TRINITY_DN31906_c0_g2EFJ16368.1hypothetical protein SELMODRAFT_421854 [Selaginella moellendorffii]Selaginella_moellendorffii 46.30 0.00

TRINITY_DN33080_c0_g1XP_002977832.1calmodulin [Selaginella moellendorffii]Selaginella_moellendorffii 46.30 0.00

TRINITY_DN33385_c0_g1BAK02238.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.30 0.00

TRINITY_DN34806_c0_g1XP_002499426.1predicted protein [Micromonas commoda]Micromonas_commoda 46.30 0.00

TRINITY_DN34904_c0_g1XP_023871254.1isopenicillin N epimerase component 2-like [Quercus suber]Quercus_suber 46.30 0.00

TRINITY_DN35904_c0_g1XP_027165455.1serine carboxypeptidase-like [Coffea eugenioides]Coffea_eugenioides 46.30 0.00

TRINITY_DN36921_c0_g2XP_026439935.1ras-related protein RABE1d-like [Papaver somniferum]Papaver_somniferum 46.30 0.00

TRINITY_DN37169_c0_g2PSC73998.1ammonium transporter [Micractinium conductrix]Micractinium_conductrix 46.30 0.00

TRINITY_DN37897_c1_g3XP_021675539.1beta-glucosidase 12-like isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 46.30 0.00

TRINITY_DN38138_c0_g6GAX82963.1hypothetical protein CEUSTIGMA_g10390.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN38834_c0_g8XP_016544998.1PREDICTED: DEAD-box ATP-dependent RNA helicase 36 [Capsicum annuum]Capsicum_annuum 46.30 0.00

TRINITY_DN39674_c0_g3PNW86118.1hypothetical protein CHLRE_02g074000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN39839_c0_g1PNW78541.1hypothetical protein CHLRE_09g392950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN40109_c0_g1XP_002957294.1hypothetical protein VOLCADRAFT_98396 [Volvox carteri f. nagariensis]Volvox_carteri 46.30 0.00

TRINITY_DN40117_c2_g3GBF91043.1hypothetical protein Rsub_03899 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.30 0.00

TRINITY_DN40297_c0_g2XP_002953256.1hypothetical protein VOLCADRAFT_94019 [Volvox carteri f. nagariensis]Volvox_carteri 46.30 0.00

TRINITY_DN40875_c0_g1GAX81279.1hypothetical protein CEUSTIGMA_g8711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN41028_c0_g1XP_002946492.1hypothetical protein VOLCADRAFT_86841 [Volvox carteri f. nagariensis]Volvox_carteri 46.30 0.00

TRINITY_DN41217_c1_g4KXZ47851.1hypothetical protein GPECTOR_32g463 [Gonium pectorale]Gonium_pectorale 46.30 0.00

TRINITY_DN41474_c0_g1XP_021726406.1splicing factor 3B subunit 2-like [Chenopodium quinoa]Chenopodium_quinoa 46.30 0.00

TRINITY_DN41746_c0_g1GAX78220.1hypothetical protein CEUSTIGMA_g5662.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN42217_c0_g4XP_005844954.1hypothetical protein CHLNCDRAFT_26393, partial [Chlorella variabilis]Chlorella_variabilis 46.30 0.00

TRINITY_DN43303_c1_g5GAX85453.1hypothetical protein CEUSTIGMA_g12869.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN43669_c0_g1ACF79297.1unknown [Zea mays]Zea_mays 46.30 0.00

TRINITY_DN43863_c0_g3PNW70261.1hypothetical protein CHLRE_17g712450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN43866_c0_g1GAX73646.1hypothetical protein CEUSTIGMA_g1097.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN43880_c0_g3XP_019180959.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 2-like [Ipomoea nil]Ipomoea_nil 46.30 0.00

TRINITY_DN44072_c0_g1XP_020268705.1ABC transporter B family member 25 [Asparagus officinalis]Asparagus_officinalis 46.30 0.00

TRINITY_DN44254_c1_g8AES59818.2ACT-like tyrosine kinase family protein [Medicago truncatula]Medicago_truncatula 46.30 0.00

TRINITY_DN44922_c0_g3GAX76789.1hypothetical protein CEUSTIGMA_g4235.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN45111_c0_g4GAX77074.1hypothetical protein CEUSTIGMA_g4520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN45447_c0_g1XP_006852125.1ABC transporter F family member 4 [Amborella trichopoda]Amborella_trichopoda 46.30 0.00

TRINITY_DN45487_c0_g2PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 46.30 0.00

TRINITY_DN45883_c0_g1XP_002947356.1hypothetical protein VOLCADRAFT_103449 [Volvox carteri f. nagariensis]Volvox_carteri 46.30 0.00

TRINITY_DN46144_c0_g1PNW74616.1hypothetical protein CHLRE_12g490150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN46470_c1_g3GAX77362.1hypothetical protein CEUSTIGMA_g4808.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN47294_c0_g1XP_013901987.1Protein PRY1 [Monoraphidium neglectum]Monoraphidium_neglectum 46.30 0.00

TRINITY_DN47547_c0_g3GAX84222.1hypothetical protein CEUSTIGMA_g11645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN47779_c0_g4GBF91515.1hypothetical protein Rsub_04255 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.30 0.00

TRINITY_DN47966_c0_g2XP_013901483.1DNA repair protein RAD50 [Monoraphidium neglectum]Monoraphidium_neglectum 46.30 0.00

TRINITY_DN48206_c1_g1BAJ86552.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.30 0.00

TRINITY_DN49057_c1_g2GBF98918.1hypothetical protein Rsub_11710 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.30 0.00

TRINITY_DN49151_c0_g3XP_001700350.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN49337_c0_g1GAX83419.1hypothetical protein CEUSTIGMA_g10844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN49456_c0_g3PNW70694.1hypothetical protein CHLRE_17g730700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN50202_c1_g4XP_020242667.1probable protein phosphatase 2C 57 [Asparagus officinalis]Asparagus_officinalis 46.30 0.00

TRINITY_DN50622_c0_g1PNW79818.1hypothetical protein CHLRE_08g367950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN51098_c1_g3GAX81946.1hypothetical protein CEUSTIGMA_g9374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.30 0.00

TRINITY_DN51533_c0_g2XP_001703408.1low-CO2-inducible membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.30 0.00

TRINITY_DN51745_c1_g5XP_023895948.1lipase 1-like [Quercus suber]Quercus_suber 46.30 0.00



TRINITY_DN52097_c1_g2GAQ89856.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 46.30 0.00

TRINITY_DN52915_c0_g1XP_002960838.1protein translation factor SUI1 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 46.30 0.00

TRINITY_DN5523_c0_g1GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 46.30 0.00

TRINITY_DN5566_c0_g1NP_001190884.1chromatin remodeling factor [Arabidopsis thaliana]Arabidopsis_thaliana 46.30 0.00

TRINITY_DN118_c0_g1KRH00483.1hypothetical protein GLYMA_18G216000 [Glycine max]Glycine_max 46.20 0.00

TRINITY_DN22917_c0_g1XP_008454832.2PREDICTED: cytosolic endo-beta-N-acetylglucosaminidase 1-like [Cucumis melo]Cucumis_melo 46.20 0.00

TRINITY_DN24501_c0_g1XP_005649282.1putative cGMP-dependent protein kinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.20 0.00

TRINITY_DN26937_c0_g3XP_015695810.1PREDICTED: putative tRNA (cytidine(34)-2'-O)-methyltransferase [Oryza brachyantha]Oryza_brachyantha 46.20 0.00

TRINITY_DN28646_c0_g1XP_012851898.1PREDICTED: ultraviolet-B receptor UVR8 [Erythranthe guttata]Erythranthe_guttata 46.20 0.00

TRINITY_DN29005_c0_g2PSC73053.1ATP-dependent DNA helicase PIF1 [Micractinium conductrix]Micractinium_conductrix 46.20 0.00

TRINITY_DN29406_c0_g1XP_001415391.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.20 0.00

TRINITY_DN30648_c0_g1KDP26668.1hypothetical protein JCGZ_17826 [Jatropha curcas]Jatropha_curcas 46.20 0.00

TRINITY_DN31686_c0_g2PNH08753.1Dynein gamma chain, flagellar outer arm [Tetrabaena socialis]Tetrabaena_socialis 46.20 0.00

TRINITY_DN32352_c0_g1XP_010097677.1tubulin-folding cofactor A [Morus notabilis]Morus_notabilis 46.20 0.00

TRINITY_DN32479_c0_g1XP_001698023.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN32563_c0_g2GAQ78227.1Serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 46.20 0.00

TRINITY_DN33810_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 46.20 0.00

TRINITY_DN34302_c0_g1XP_024195687.1dual specificity protein phosphatase 1-like [Rosa chinensis]Rosa_chinensis 46.20 0.00

TRINITY_DN34435_c1_g1CDL67988.1putative filamin like protein, partial [Olea europaea]Olea_europaea 46.20 0.00

TRINITY_DN35579_c0_g1XP_003080166.1Domain of unknown function DUF125, transmembrane [Ostreococcus tauri]Ostreococcus_tauri 46.20 0.00

TRINITY_DN35841_c0_g1PNR45636.1hypothetical protein PHYPA_015407 [Physcomitrella patens]Physcomitrella_patens 46.20 0.00

TRINITY_DN36278_c2_g1XP_002947818.1hypothetical protein VOLCADRAFT_88093 [Volvox carteri f. nagariensis]Volvox_carteri 46.20 0.00

TRINITY_DN36342_c1_g5XP_023871922.1translationally-controlled tumor protein homolog [Quercus suber]Quercus_suber 46.20 0.00

TRINITY_DN36364_c0_g5XP_005647381.1hypothetical protein COCSUDRAFT_53676 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.20 0.00

TRINITY_DN36365_c0_g2VDC65750.1unnamed protein product [Brassica rapa]Brassica_rapa 46.20 0.00

TRINITY_DN36879_c0_g4XP_006339399.1PREDICTED: dual specificity protein phosphatase 1 isoform X1 [Solanum tuberosum]Solanum_tuberosum 46.20 0.00

TRINITY_DN36888_c0_g3PNH01676.1hypothetical protein TSOC_012421 [Tetrabaena socialis]Tetrabaena_socialis 46.20 0.00

TRINITY_DN37113_c1_g10XP_002951775.1hypothetical protein VOLCADRAFT_92266 [Volvox carteri f. nagariensis]Volvox_carteri 46.20 0.00

TRINITY_DN37476_c0_g4GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN38054_c0_g3XP_010939131.1PREDICTED: integrator complex subunit 3 [Elaeis guineensis]Elaeis_guineensis 46.20 0.00

TRINITY_DN38097_c0_g1XP_001701631.1TPR protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN38165_c0_g1RWW91218.1hypothetical protein BHE74_00000163 [Ensete ventricosum]Ensete_ventricosum 46.20 0.00

TRINITY_DN38370_c0_g2XP_012827513.1PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 3-like [Erythranthe guttata]Erythranthe_guttata 46.20 0.00

TRINITY_DN38706_c0_g1XP_017405538.1PREDICTED: CTD small phosphatase-like protein 2 [Vigna angularis]Vigna_angularis 46.20 0.00

TRINITY_DN38740_c0_g7XP_020086291.1serine/threonine-protein kinase ATG1c-like isoform X1 [Ananas comosus]Ananas_comosus 46.20 0.00

TRINITY_DN39276_c0_g3XP_023870722.1ADP-ribosylation factor GTPase-activating protein glo3-like [Quercus suber]Quercus_suber 46.20 0.00

TRINITY_DN39581_c0_g5KXZ56283.1hypothetical protein GPECTOR_1g248 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN39596_c0_g7XP_027098916.1poly [ADP-ribose] polymerase 2-like [Coffea arabica]Coffea_arabica 46.20 0.00

TRINITY_DN40017_c1_g3XP_022863966.1MAP3K epsilon protein kinase 1-like [Olea europaea var. sylvestris]Olea_europaea 46.20 0.00

TRINITY_DN40110_c0_g1GBF95945.1hypothetical protein Rsub_08068 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.20 0.00

TRINITY_DN40184_c1_g6PNW73359.1hypothetical protein CHLRE_14g629300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN40477_c1_g3BAL46523.1hypothetical protein [Gentiana scabra x Gentiana triflora]Gentiana_scabra_x_Gentiana_triflora 46.20 0.00

TRINITY_DN40610_c0_g1XP_001691878.1ran-like small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN40841_c0_g1XP_005850929.1hypothetical protein CHLNCDRAFT_140661 [Chlorella variabilis]Chlorella_variabilis 46.20 0.00

TRINITY_DN40953_c1_g3PNW76716.1hypothetical protein CHLRE_11g468383v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN41042_c0_g1XP_004294757.1PREDICTED: U2 small nuclear ribonucleoprotein B'' [Fragaria vesca subsp. vesca]Fragaria_vesca 46.20 0.00

TRINITY_DN41136_c1_g6GAX85074.1hypothetical protein CEUSTIGMA_g12494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN41142_c0_g4GAX80611.1hypothetical protein CEUSTIGMA_g8046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN41384_c0_g4GAX83281.1hypothetical protein CEUSTIGMA_g10707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN42257_c1_g4GBF90673.1hypothetical protein Rsub_03245 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.20 0.00

TRINITY_DN42287_c0_g2XP_027077316.1probable translation initiation factor eIF-2B subunit delta isoform X1 [Coffea arabica]Coffea_arabica 46.20 0.00

TRINITY_DN42290_c0_g1GAQ83694.1putative DEAD-box ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 46.20 0.00

TRINITY_DN42598_c0_g3XP_026430175.11-phosphatidylinositol-3-phosphate 5-kinase FAB1B-like [Papaver somniferum]Papaver_somniferum 46.20 0.00

TRINITY_DN42820_c1_g7XP_002958730.1hypothetical protein VOLCADRAFT_84613 [Volvox carteri f. nagariensis]Volvox_carteri 46.20 0.00

TRINITY_DN43228_c0_g9PRW61435.1pre-rRNA-processing TSR1-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 46.20 0.00

TRINITY_DN43636_c1_g6GAX84301.1hypothetical protein CEUSTIGMA_g11723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN43716_c0_g5KXZ53106.1hypothetical protein GPECTOR_8g96 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN44499_c0_g1KYP51821.1Protein kinase dsk1 [Cajanus cajan]Cajanus_cajan 46.20 0.00

TRINITY_DN44733_c0_g8PRW56046.1multidrug resistance-associated 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 46.20 0.00

TRINITY_DN44965_c0_g2XP_021726355.1probable ADP-ribosylation factor GTPase-activating protein AGD5 [Chenopodium quinoa]Chenopodium_quinoa 46.20 0.00

TRINITY_DN45011_c0_g2OAE22505.1hypothetical protein AXG93_4697s1420 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 46.20 0.00

TRINITY_DN45107_c0_g5BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 46.20 0.00

TRINITY_DN45459_c1_g4GAX73043.1hypothetical protein CEUSTIGMA_g496.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN45852_c1_g1KXZ44387.1hypothetical protein GPECTOR_68g358 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN46382_c0_g1XP_013903858.1Aquaporin SIP1-1 [Monoraphidium neglectum]Monoraphidium_neglectum 46.20 0.00

TRINITY_DN46878_c1_g1XP_003064664.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.20 0.00



TRINITY_DN47253_c0_g1XP_019178378.1PREDICTED: serine/threonine-protein kinase tricorner-like [Ipomoea nil]Ipomoea_nil 46.20 0.00

TRINITY_DN47863_c0_g1PNW86316.1hypothetical protein CHLRE_02g081600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN48543_c0_g4KXZ45627.1hypothetical protein GPECTOR_52g29 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN48696_c1_g4GAX73444.1hypothetical protein CEUSTIGMA_g896.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN48710_c0_g2GAX79285.1hypothetical protein CEUSTIGMA_g6725.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN49912_c0_g1GAX72896.1hypothetical protein CEUSTIGMA_g351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN50031_c0_g1GAX84712.1hypothetical protein CEUSTIGMA_g12134.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.20 0.00

TRINITY_DN50062_c1_g4KXZ47868.1hypothetical protein GPECTOR_32g481 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN50115_c1_g4XP_001696874.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.20 0.00

TRINITY_DN50452_c1_g3XP_024402531.1cyclin-dependent kinase C-2-like [Physcomitrella patens]Physcomitrella_patens 46.20 0.00

TRINITY_DN50556_c0_g5XP_004142838.1PREDICTED: protein kinase APK1B, chloroplastic-like [Cucumis sativus]Cucumis_sativus 46.20 0.00

TRINITY_DN50697_c3_g1XP_025810432.1ubiquitin-conjugating enzyme E2 22-like isoform X2 [Panicum hallii]Panicum_hallii 46.20 0.00

TRINITY_DN51206_c1_g4PSC73846.1ABC transporter A family member 7-like [Micractinium conductrix]Micractinium_conductrix 46.20 0.00

TRINITY_DN51334_c0_g2PRW18345.1putative ATP-dependent DNA helicase [Chlorella sorokiniana]Chlorella_sorokiniana 46.20 0.00

TRINITY_DN51383_c0_g10XP_024519391.1uncharacterized protein LOC112342192 [Selaginella moellendorffii]Selaginella_moellendorffii 46.20 0.00

TRINITY_DN51879_c0_g3KXZ41884.1hypothetical protein GPECTOR_252g631 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN51972_c2_g1RMZ55140.1hypothetical protein APUTEX25_005418 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 46.20 0.00

TRINITY_DN52005_c1_g1KXZ46839.1hypothetical protein GPECTOR_40g573 [Gonium pectorale]Gonium_pectorale 46.20 0.00

TRINITY_DN52197_c2_g3OAE32948.1hypothetical protein AXG93_673s1250 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 46.20 0.00

TRINITY_DN52636_c5_g2PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 46.20 0.00

TRINITY_DN6590_c0_g1XP_006292233.1NADPH:quinone oxidoreductase [Capsella rubella]Capsella_rubella 46.20 0.00

TRINITY_DN19341_c0_g2GAX77220.1hypothetical protein CEUSTIGMA_g4666.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN19952_c0_g1KHG14509.1Histidine kinase 1 -like protein [Gossypium arboreum]Gossypium_arboreum 46.10 0.00

TRINITY_DN30788_c0_g1Q40191.1RecName: Full=Ras-related protein Rab11A; Flags: PrecursorLotus_japonicus 46.10 0.00

TRINITY_DN33180_c0_g1XP_009396663.1PREDICTED: ras-related protein RABB1c-like [Musa acuminata subsp. malaccensis]Musa_acuminata 46.10 0.00

TRINITY_DN34883_c0_g11XP_008232194.1PREDICTED: tubulin-folding cofactor A [Prunus mume]Prunus_mume 46.10 0.00

TRINITY_DN35318_c0_g1XP_015880240.1auxin transport protein BIG [Ziziphus jujuba]Ziziphus_jujuba 46.10 0.00

TRINITY_DN36338_c0_g1XP_020590032.1LOW QUALITY PROTEIN: E3 ubiquitin-protein ligase SHPRH [Phalaenopsis equestris]Phalaenopsis_equestris 46.10 0.00

TRINITY_DN36534_c0_g2GAX73776.1hypothetical protein CEUSTIGMA_g1227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN36773_c0_g2XP_002950603.1hypothetical protein VOLCADRAFT_104739 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN36992_c0_g2GAX84070.1hypothetical protein CEUSTIGMA_g11494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN37414_c0_g6XP_010044683.1PREDICTED: phospholipid-transporting ATPase 3 [Eucalyptus grandis]Eucalyptus_grandis 46.10 0.00

TRINITY_DN37521_c0_g2XP_011628117.1ubiquitin carboxyl-terminal hydrolase 2 isoform X1 [Amborella trichopoda]Amborella_trichopoda 46.10 0.00

TRINITY_DN38863_c0_g2GAX76035.1hypothetical protein CEUSTIGMA_g3478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN39262_c0_g4XP_005846044.1hypothetical protein CHLNCDRAFT_136184 [Chlorella variabilis]Chlorella_variabilis 46.10 0.00

TRINITY_DN39294_c1_g2GAX81532.1hypothetical protein CEUSTIGMA_g8960.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN39344_c0_g1XP_002508254.1predicted protein [Micromonas commoda]Micromonas_commoda 46.10 0.00

TRINITY_DN40506_c0_g2XP_002947295.1hypothetical protein VOLCADRAFT_87528 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN40628_c0_g1PNW88425.1hypothetical protein CHLRE_01g028900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.10 0.00

TRINITY_DN40906_c0_g3GAQ79673.1geranyl diphosphate synthase [Klebsormidium nitens]Klebsormidium_nitens 46.10 0.00

TRINITY_DN40992_c0_g1GAX80979.1hypothetical protein CEUSTIGMA_g8414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN41331_c0_g1KXZ46755.1hypothetical protein GPECTOR_41g720 [Gonium pectorale]Gonium_pectorale 46.10 0.00

TRINITY_DN41337_c0_g4PRW59038.1nudix hydrolase mitochondrial-like [Chlorella sorokiniana]Chlorella_sorokiniana 46.10 0.00

TRINITY_DN41683_c0_g2PSC67599.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 46.10 0.00

TRINITY_DN41961_c1_g3XP_002951349.1hypothetical protein VOLCADRAFT_105086 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN42277_c0_g5ABK26437.1unknown [Picea sitchensis]Picea_sitchensis 46.10 0.00

TRINITY_DN42310_c0_g3GAX84819.1hypothetical protein CEUSTIGMA_g12240.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN42674_c0_g7KZM93764.1hypothetical protein DCAR_017009 [Daucus carota subsp. sativus]Daucus_carota 46.10 0.00

TRINITY_DN42678_c0_g4GAQ89856.1putative retrotransposon protein [Klebsormidium nitens]Klebsormidium_nitens 46.10 0.00

TRINITY_DN43001_c0_g1XP_023877448.1probable phospholipid-transporting ATPase C887.12 [Quercus suber]Quercus_suber 46.10 0.00

TRINITY_DN43082_c0_g1XP_019417208.1PREDICTED: eukaryotic translation initiation factor 3 subunit B-like [Lupinus angustifolius]Lupinus_angustifolius 46.10 0.00

TRINITY_DN43409_c1_g1GAX74327.1hypothetical protein CEUSTIGMA_g1776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN44127_c0_g1XP_002946430.1hypothetical protein VOLCADRAFT_103022 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN44152_c0_g1GAX74871.1hypothetical protein CEUSTIGMA_g2317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN44781_c1_g2GAX82419.1hypothetical protein CEUSTIGMA_g9847.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN44825_c0_g6RWW06726.1hypothetical protein GW17_00029924 [Ensete ventricosum]Ensete_ventricosum 46.10 0.00

TRINITY_DN44918_c0_g1GBG71046.1hypothetical protein CBR_g8345 [Chara braunii]Chara_braunii 46.10 0.00

TRINITY_DN45069_c0_g2GAX79425.1hypothetical protein CEUSTIGMA_g6866.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN45080_c0_g5XP_020547963.1myosin-6 isoform X1 [Sesamum indicum]Sesamum_indicum 46.10 0.00

TRINITY_DN45920_c0_g2XP_008797351.11-phosphatidylinositol-3-phosphate 5-kinase FAB1A-like isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 46.10 0.00

TRINITY_DN46201_c1_g9XP_023882893.1ubiquitin-activating enzyme E1 1-like [Quercus suber]Quercus_suber 46.10 0.00

TRINITY_DN46726_c1_g1XP_002947329.1hypothetical protein VOLCADRAFT_79621 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN46764_c0_g2XP_002946216.1hypothetical protein VOLCADRAFT_78866 [Volvox carteri f. nagariensis]Volvox_carteri 46.10 0.00

TRINITY_DN46850_c1_g2PNW85599.1hypothetical protein CHLRE_03g194300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.10 0.00

TRINITY_DN47232_c1_g5GAX74111.1hypothetical protein CEUSTIGMA_g1560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN48471_c0_g1XP_001692046.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.10 0.00



TRINITY_DN48691_c1_g2OTG04014.1putative cysteine proteinases superfamily protein [Helianthus annuus]Helianthus_annuus 46.10 0.00

TRINITY_DN48996_c0_g2XP_005651129.1DNA/RNA polymerase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 46.10 0.00

TRINITY_DN49213_c1_g1XP_002500945.1pyruvate kinase [Micromonas commoda]Micromonas_commoda 46.10 0.00

TRINITY_DN49395_c0_g2PNH04805.1hypothetical protein TSOC_008932 [Tetrabaena socialis]Tetrabaena_socialis 46.10 0.00

TRINITY_DN49548_c2_g2DAA34893.1TPA_exp: delta-6 desaturase [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 46.10 0.00

TRINITY_DN49720_c0_g4GAX82427.1hypothetical protein CEUSTIGMA_g9855.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN49834_c1_g2GAX76608.1hypothetical protein CEUSTIGMA_g4054.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN50407_c0_g1GAX81366.1hypothetical protein CEUSTIGMA_g8797.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN50507_c1_g4PUZ55071.1hypothetical protein GQ55_5G182500 [Panicum hallii var. hallii]Panicum_hallii 46.10 0.00

TRINITY_DN50592_c0_g2GAX77010.1hypothetical protein CEUSTIGMA_g4457.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN50638_c1_g1ACL28159.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 46.10 0.00

TRINITY_DN50781_c0_g2XP_024380648.1serine/threonine-protein kinase fray2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 46.10 0.00

TRINITY_DN50884_c1_g2XP_022840262.1UBA-like [Ostreococcus tauri]Ostreococcus_tauri 46.10 0.00

TRINITY_DN51032_c1_g2KXZ48999.1hypothetical protein GPECTOR_24g289 [Gonium pectorale]Gonium_pectorale 46.10 0.00

TRINITY_DN51395_c1_g1OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 46.10 0.00

TRINITY_DN514_c0_g1EPS65101.1hypothetical protein M569_09680 [Genlisea aurea]Genlisea_aurea 46.10 0.00

TRINITY_DN52240_c0_g1GAX75484.1hypothetical protein CEUSTIGMA_g2927.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN52348_c2_g1GAX76218.1hypothetical protein CEUSTIGMA_g3662.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.10 0.00

TRINITY_DN11233_c0_g1XP_004488797.1transcription factor MYB63-like [Cicer arietinum]Cicer_arietinum 46.00 0.00

TRINITY_DN1595_c0_g1OIW07290.1hypothetical protein TanjilG_11924 [Lupinus angustifolius]Lupinus_angustifolius 46.00 0.00

TRINITY_DN19120_c0_g1ERM95185.1hypothetical protein AMTR_s00009p00264430 [Amborella trichopoda]Amborella_trichopoda 46.00 0.00

TRINITY_DN21413_c0_g1PRW57533.1Ras-related RABA1f [Chlorella sorokiniana]Chlorella_sorokiniana 46.00 0.00

TRINITY_DN25333_c0_g1XP_015617571.1glutathione S-transferase zeta class isoform X2 [Oryza sativa Japonica Group]Oryza_sativa 46.00 0.00

TRINITY_DN25436_c0_g1OVA14754.1Small GTPase superfamily [Macleaya cordata]Macleaya_cordata 46.00 0.00

TRINITY_DN25462_c0_g2XP_016542414.1PREDICTED: dynein light chain LC6, flagellar outer arm [Capsicum annuum]Capsicum_annuum 46.00 0.00

TRINITY_DN30499_c0_g1XP_022016335.1serine/threonine-protein kinase HT1-like [Helianthus annuus]Helianthus_annuus 46.00 0.00

TRINITY_DN31359_c0_g1PVH47236.1hypothetical protein PAHAL_4G010500 [Panicum hallii]Panicum_hallii 46.00 0.00

TRINITY_DN32750_c0_g3OAY80294.1Heat shock cognate 70 kDa protein [Ananas comosus]Ananas_comosus 46.00 0.00

TRINITY_DN32907_c0_g1XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 46.00 0.00

TRINITY_DN33661_c0_g1RMZ56992.1hypothetical protein APUTEX25_005054 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 46.00 0.00

TRINITY_DN36287_c0_g2GAQ91212.1Calcium lipid-binding phosphatase [Klebsormidium nitens]Klebsormidium_nitens 46.00 0.00

TRINITY_DN36898_c0_g2PNH07996.1hypothetical protein TSOC_005495 [Tetrabaena socialis]Tetrabaena_socialis 46.00 0.00

TRINITY_DN37404_c0_g2XP_024370573.1NPC intracellular cholesterol transporter 1-like [Physcomitrella patens]Physcomitrella_patens 46.00 0.00

TRINITY_DN37555_c0_g3OAY77860.1Signal recognition particle 19 kDa protein [Ananas comosus]Ananas_comosus 46.00 0.00

TRINITY_DN38187_c0_g1GAQ78644.14-coumarate:CoA ligase [Klebsormidium nitens]Klebsormidium_nitens 46.00 0.00

TRINITY_DN39120_c0_g6GAX75814.1hypothetical protein CEUSTIGMA_g3257.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN39358_c0_g9KXZ54859.1hypothetical protein GPECTOR_4g931 [Gonium pectorale]Gonium_pectorale 46.00 0.00

TRINITY_DN39604_c0_g6GAX84565.1hypothetical protein CEUSTIGMA_g11986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN39819_c0_g1XP_024534829.1calmodulin-interacting protein 111 [Selaginella moellendorffii]Selaginella_moellendorffii 46.00 0.00

TRINITY_DN39975_c0_g1GAX73943.1hypothetical protein CEUSTIGMA_g1393.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN40384_c0_g1GAX73779.1hypothetical protein CEUSTIGMA_g1230.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN40400_c0_g1XP_009389930.1PREDICTED: FACT complex subunit SSRP1 [Musa acuminata subsp. malaccensis]Musa_acuminata 46.00 0.00

TRINITY_DN40554_c0_g6KXZ46283.1hypothetical protein GPECTOR_45g153 [Gonium pectorale]Gonium_pectorale 46.00 0.00

TRINITY_DN40702_c1_g3RWW34630.1hypothetical protein GW17_00000586 [Ensete ventricosum]Ensete_ventricosum 46.00 0.00

TRINITY_DN40849_c0_g4XP_006478104.1bifunctional D-cysteine desulfhydrase/1-aminocyclopropane-1-carboxylate deaminase, mitochondrial isoform X2 [Citrus sinensis]Citrus_sinensis 46.00 0.00

TRINITY_DN41016_c0_g1XP_002970129.2cleft lip and palate transmembrane protein 1 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 46.00 0.00

TRINITY_DN41054_c2_g3GBF87526.1hypothetical protein Rsub_00237 [Raphidocelis subcapitata]Raphidocelis_subcapitata 46.00 0.00

TRINITY_DN41094_c1_g2XP_002955775.1hypothetical protein VOLCADRAFT_119165 [Volvox carteri f. nagariensis]Volvox_carteri 46.00 0.00

TRINITY_DN41287_c0_g3XP_001703183.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.00 0.00

TRINITY_DN41433_c1_g1PNW73818.1hypothetical protein CHLRE_13g574000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 46.00 0.00

TRINITY_DN41523_c0_g7XP_017616382.1PREDICTED: ras-related protein RABE1c-like [Gossypium arboreum]Gossypium_arboreum 46.00 0.00

TRINITY_DN42667_c0_g7GAX83997.1hypothetical protein CEUSTIGMA_g11422.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN42689_c0_g1PRW21061.1AMP-binding [Chlorella sorokiniana]Chlorella_sorokiniana 46.00 0.00

TRINITY_DN42771_c0_g6RZB43048.1Flap endonuclease 1 isoform B [Glycine soja]Glycine_soja 46.00 0.00

TRINITY_DN43914_c2_g3XP_002263444.1PREDICTED: uncharacterized protein LOC100266411 [Vitis vinifera]Vitis_vinifera 46.00 0.00

TRINITY_DN43991_c0_g1KXZ42499.1hypothetical protein GPECTOR_141g697 [Gonium pectorale]Gonium_pectorale 46.00 0.00

TRINITY_DN44428_c0_g1OWM90366.1hypothetical protein CDL15_Pgr014668 [Punica granatum]Punica_granatum 46.00 0.00

TRINITY_DN44477_c0_g1GAQ83112.1pescadillo-related protein [Klebsormidium nitens]Klebsormidium_nitens 46.00 0.00

TRINITY_DN45016_c0_g1GAX82821.1hypothetical protein CEUSTIGMA_g10247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN45297_c0_g5ABF95793.1Serine/threonine-protein kinase AtPK19, putative, expressed [Oryza sativa Japonica Group]Oryza_sativa 46.00 0.00

TRINITY_DN47165_c0_g1GAQ93189.1hypothetical protein KFL_013510010 [Klebsormidium nitens]Klebsormidium_nitens 46.00 0.00

TRINITY_DN48467_c0_g7KXZ43536.1hypothetical protein GPECTOR_87g397 [Gonium pectorale]Gonium_pectorale 46.00 0.00

TRINITY_DN48712_c1_g2KXZ48346.1hypothetical protein GPECTOR_28g753 [Gonium pectorale]Gonium_pectorale 46.00 0.00

TRINITY_DN49005_c1_g1GAX74691.1hypothetical protein CEUSTIGMA_g2139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN49126_c2_g1XP_002947984.1hypothetical protein VOLCADRAFT_103616 [Volvox carteri f. nagariensis]Volvox_carteri 46.00 0.00

TRINITY_DN49354_c0_g2XP_023926296.1fimbrin-like [Quercus suber]Quercus_suber 46.00 0.00



TRINITY_DN49377_c0_g6GBG84986.1hypothetical protein CBR_g39450 [Chara braunii]Chara_braunii 46.00 0.00

TRINITY_DN50308_c0_g1GAQ92153.1hypothetical protein KFL_009340020 [Klebsormidium nitens]Klebsormidium_nitens 46.00 0.00

TRINITY_DN50384_c0_g4PNH11804.1hypothetical protein TSOC_001293 [Tetrabaena socialis]Tetrabaena_socialis 46.00 0.00

TRINITY_DN50707_c0_g2GAX86663.1hypothetical protein CEUSTIGMA_g14071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN51570_c0_g1XP_005844047.1hypothetical protein CHLNCDRAFT_139610 [Chlorella variabilis]Chlorella_variabilis 46.00 0.00

TRINITY_DN51696_c2_g1XP_002947984.1hypothetical protein VOLCADRAFT_103616 [Volvox carteri f. nagariensis]Volvox_carteri 46.00 0.00

TRINITY_DN52000_c1_g1XP_002946355.1trypsin family [Volvox carteri f. nagariensis]Volvox_carteri 46.00 0.00

TRINITY_DN52427_c3_g8GAX75346.1hypothetical protein CEUSTIGMA_g2790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 46.00 0.00

TRINITY_DN879_c0_g1XP_003063793.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 46.00 0.00

TRINITY_DN15793_c0_g1XP_002500331.1predicted protein [Micromonas commoda]Micromonas_commoda 45.90 0.00

TRINITY_DN17142_c0_g1PNR29749.1hypothetical protein PHYPA_028443 [Physcomitrella patens]Physcomitrella_patens 45.90 0.00

TRINITY_DN22208_c0_g3PNH08104.1hypothetical protein TSOC_005376 [Tetrabaena socialis]Tetrabaena_socialis 45.90 0.00

TRINITY_DN26767_c0_g1XP_022012577.1ras-related protein RABB1b [Helianthus annuus]Helianthus_annuus 45.90 0.00

TRINITY_DN29182_c0_g1XP_027332495.1tubulin beta chain-like [Abrus precatorius]Abrus_precatorius 45.90 0.00

TRINITY_DN29539_c0_g1XP_023915369.1putative GTPase-activating protein AN11010 [Quercus suber]Quercus_suber 45.90 0.00

TRINITY_DN29600_c1_g2XP_002500495.1predicted protein [Micromonas commoda]Micromonas_commoda 45.90 0.00

TRINITY_DN30068_c0_g4XP_011461132.1PREDICTED: G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290 isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 45.90 0.00

TRINITY_DN32813_c0_g1PRW56829.1oxidoreductase [Chlorella sorokiniana]Chlorella_sorokiniana 45.90 0.00

TRINITY_DN33483_c0_g2ESQ30755.1hypothetical protein EUTSA_v10012316mg [Eutrema salsugineum]Eutrema_salsugineum 45.90 0.00

TRINITY_DN33870_c0_g1GBG75657.1hypothetical protein CBR_g20284 [Chara braunii]Chara_braunii 45.90 0.00

TRINITY_DN34104_c0_g1GBG88663.1hypothetical protein CBR_g48193 [Chara braunii]Chara_braunii 45.90 0.00

TRINITY_DN34112_c0_g1XP_001415733.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 45.90 0.00

TRINITY_DN34197_c1_g11GBF94196.1calcium calmodulin-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.90 0.00

TRINITY_DN34278_c0_g1XP_006857567.1ubiquitin-conjugating enzyme E2-17 kDa [Amborella trichopoda]Amborella_trichopoda 45.90 0.00

TRINITY_DN34570_c1_g2GAQ78735.1alpha-amylase [Klebsormidium nitens]Klebsormidium_nitens 45.90 0.00

TRINITY_DN35079_c0_g5XP_022149686.1switch 2 [Momordica charantia]Momordica_charantia 45.90 0.00

TRINITY_DN35836_c0_g5XP_006832870.1protein ZINC INDUCED FACILITATOR-LIKE 1 isoform X1 [Amborella trichopoda]Amborella_trichopoda 45.90 0.00

TRINITY_DN36857_c0_g3GAQ83939.1glycerophosphoryl diester phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 45.90 0.00

TRINITY_DN36985_c1_g8XP_002951130.1hypothetical protein VOLCADRAFT_91633 [Volvox carteri f. nagariensis]Volvox_carteri 45.90 0.00

TRINITY_DN37018_c0_g4EFJ20817.1hypothetical protein SELMODRAFT_108317 [Selaginella moellendorffii]Selaginella_moellendorffii 45.90 0.00

TRINITY_DN37065_c0_g3PRW58827.1Pol [Chlorella sorokiniana]Chlorella_sorokiniana 45.90 0.00

TRINITY_DN37138_c0_g7VDD10234.1unnamed protein product [Brassica rapa]Brassica_rapa 45.90 0.00

TRINITY_DN37299_c0_g12XP_008378206.1PREDICTED: E3 ubiquitin ligase BIG BROTHER-like [Malus domestica]Malus_domestica 45.90 0.00

TRINITY_DN37550_c0_g1XP_010057144.1PREDICTED: heat stress transcription factor A-4c [Eucalyptus grandis]Eucalyptus_grandis 45.90 0.00

TRINITY_DN37583_c0_g13XP_001693043.1diacylglycerol kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN37732_c0_g4KZV46470.1protein BONZAI 1 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 45.90 0.00

TRINITY_DN38113_c0_g1GBF93273.1hypothetical protein Rsub_06005 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.90 0.00

TRINITY_DN38121_c1_g5PSC71246.1WD repeat-containing 3 [Micractinium conductrix]Micractinium_conductrix 45.90 0.00

TRINITY_DN38181_c0_g10GAX78809.1hypothetical protein CEUSTIGMA_g6246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN38370_c0_g3XP_005650189.1hypothetical protein COCSUDRAFT_64760 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.90 0.00

TRINITY_DN38794_c0_g3XP_022038511.1N-glycosylase/DNA lyase OGG1 isoform X1 [Helianthus annuus]Helianthus_annuus 45.90 0.00

TRINITY_DN38981_c0_g1PTQ37509.1hypothetical protein MARPO_0057s0110 [Marchantia polymorpha]Marchantia_polymorpha 45.90 0.00

TRINITY_DN38989_c0_g6XP_002270791.1PREDICTED: alpha-galactosidase 1 [Vitis vinifera]Vitis_vinifera 45.90 0.00

TRINITY_DN39147_c0_g4GAX78113.1hypothetical protein CEUSTIGMA_g5555.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN39226_c1_g7GAX72825.1hypothetical protein CEUSTIGMA_g280.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN39361_c1_g1PNW78789.1hypothetical protein CHLRE_09g390208v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN39424_c0_g1XP_009116899.1PREDICTED: ubiquitin-40S ribosomal protein S27a-3-like [Brassica rapa]Brassica_rapa 45.90 0.00

TRINITY_DN39603_c0_g2XP_002947984.1hypothetical protein VOLCADRAFT_103616 [Volvox carteri f. nagariensis]Volvox_carteri 45.90 0.00

TRINITY_DN40399_c1_g4XP_023875462.1protein transport protein sec23-like [Quercus suber]Quercus_suber 45.90 0.00

TRINITY_DN40443_c1_g1GAX73487.1hypothetical protein CEUSTIGMA_g939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN40539_c0_g2XP_023880819.1uncharacterized protein LOC111993193 [Quercus suber]Quercus_suber 45.90 0.00

TRINITY_DN40757_c0_g1GAX74575.1hypothetical protein CEUSTIGMA_g2024.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN41206_c0_g7RID42275.1hypothetical protein BRARA_J02177 [Brassica rapa]Brassica_rapa 45.90 0.00

TRINITY_DN41410_c1_g2XP_020209754.1uncharacterized protein LOC109794721, partial [Cajanus cajan]Cajanus_cajan 45.90 0.00

TRINITY_DN41603_c0_g3GAQ87527.1cupin-domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 45.90 0.00

TRINITY_DN41990_c0_g3XP_001697182.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN42303_c0_g2PNW82634.1hypothetical protein CHLRE_06g287150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN42503_c2_g8XP_015636979.1histone H3.3 [Oryza sativa Japonica Group]Oryza_sativa 45.90 0.00

TRINITY_DN42539_c0_g2XP_020425709.1ribosome biogenesis protein BMS1 homolog [Prunus persica]Prunus_persica 45.90 0.00

TRINITY_DN42699_c1_g8XP_001419248.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 45.90 0.00

TRINITY_DN42944_c1_g2GAX78834.1hypothetical protein CEUSTIGMA_g6271.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN43485_c1_g2XP_002947447.1hypothetical protein VOLCADRAFT_120448 [Volvox carteri f. nagariensis]Volvox_carteri 45.90 0.00

TRINITY_DN43723_c0_g1GAX77614.1hypothetical protein CEUSTIGMA_g5058.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN44412_c0_g1GBF89925.1hypothetical protein Rsub_02629 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.90 0.00

TRINITY_DN44478_c2_g1GAQ84005.1intraflagellar transport protein 46 homolog [Klebsormidium nitens]Klebsormidium_nitens 45.90 0.00

TRINITY_DN44589_c0_g2XP_012089058.1long chain acyl-CoA synthetase 7, peroxisomal [Jatropha curcas]Jatropha_curcas 45.90 0.00



TRINITY_DN45088_c0_g4GAQ81095.1hypothetical protein KFL_000700310, partial [Klebsormidium nitens]Klebsormidium_nitens 45.90 0.00

TRINITY_DN45090_c0_g1OAE27229.1hypothetical protein AXG93_473s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.90 0.00

TRINITY_DN45211_c0_g4PNW84313.1hypothetical protein CHLRE_04g229350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN45278_c1_g8CAN70430.1hypothetical protein VITISV_025206 [Vitis vinifera]Vitis_vinifera 45.90 0.00

TRINITY_DN46478_c0_g4GAX72686.1hypothetical protein CEUSTIGMA_g142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN46517_c0_g1GAX82155.1hypothetical protein CEUSTIGMA_g9583.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN46536_c1_g3GBG65480.1hypothetical protein CBR_g51075 [Chara braunii]Chara_braunii 45.90 0.00

TRINITY_DN46640_c0_g1GAX85587.1hypothetical protein CEUSTIGMA_g13002.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN46765_c0_g3PSC77027.1NUDIX hydrolase domain-like [Micractinium conductrix]Micractinium_conductrix 45.90 0.00

TRINITY_DN49455_c0_g1PNW86543.1hypothetical protein CHLRE_02g091000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.90 0.00

TRINITY_DN49479_c1_g1PNH12374.1Ferredoxin-A [Tetrabaena socialis]Tetrabaena_socialis 45.90 0.00

TRINITY_DN49728_c0_g1GAX79813.1hypothetical protein CEUSTIGMA_g7253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN50221_c1_g3GAX79190.1hypothetical protein CEUSTIGMA_g6630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN50247_c0_g1PSC67599.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 45.90 0.00

TRINITY_DN50753_c1_g1RMZ52543.1hypothetical protein APUTEX25_003686, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 45.90 0.00

TRINITY_DN50816_c0_g4GAX74082.1hypothetical protein CEUSTIGMA_g1532.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.90 0.00

TRINITY_DN50872_c1_g2XP_002959041.1small Arf-related GTPase [Volvox carteri f. nagariensis]Volvox_carteri 45.90 0.00

TRINITY_DN51002_c1_g1XP_002949572.1hypothetical protein VOLCADRAFT_89953 [Volvox carteri f. nagariensis]Volvox_carteri 45.90 0.00

TRINITY_DN51178_c0_g1GBG64632.1hypothetical protein CBR_g45688 [Chara braunii]Chara_braunii 45.90 0.00

TRINITY_DN51473_c0_g2RHN39971.1putative small GTPase superfamily, P-loop containing nucleoside triphosphate hydrolase [Medicago truncatula]Medicago_truncatula 45.90 0.00

TRINITY_DN51691_c1_g1KXZ44303.1hypothetical protein GPECTOR_70g534 [Gonium pectorale]Gonium_pectorale 45.90 0.00

TRINITY_DN51992_c1_g1GAU26567.1hypothetical protein TSUD_266810 [Trifolium subterraneum]Trifolium_subterraneum 45.90 0.00

TRINITY_DN7365_c0_g1RZC82371.1hypothetical protein C5167_045157 [Papaver somniferum]Papaver_somniferum 45.90 0.00

TRINITY_DN1479_c0_g1XP_019156027.1PREDICTED: LIM domain-containing protein WLIM2b-like [Ipomoea nil]Ipomoea_nil 45.80 0.00

TRINITY_DN23729_c0_g1XP_004501255.1ubiquitin carboxyl-terminal hydrolase 26-like [Cicer arietinum]Cicer_arietinum 45.80 0.00

TRINITY_DN29993_c0_g3XP_010056011.1PREDICTED: embryogenesis-associated protein EMB8 [Eucalyptus grandis]Eucalyptus_grandis 45.80 0.00

TRINITY_DN32275_c0_g1KJB81801.1hypothetical protein B456_013G163900 [Gossypium raimondii]Gossypium_raimondii 45.80 0.00

TRINITY_DN33590_c0_g2XP_003082958.2SET domain [Ostreococcus tauri]Ostreococcus_tauri 45.80 0.00

TRINITY_DN33930_c0_g1BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.80 0.00

TRINITY_DN34688_c0_g4RVX02654.1Retrovirus-related Pol polyprotein from transposon TNT 1-94 [Vitis vinifera]Vitis_vinifera 45.80 0.00

TRINITY_DN34827_c0_g4GAQ86025.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 45.80 0.00

TRINITY_DN34872_c0_g7XP_002509676.1histone deacetylase complex subunit SAP18 [Ricinus communis]Ricinus_communis 45.80 0.00

TRINITY_DN35248_c0_g2XP_013903192.1hypothetical protein MNEG_3777 [Monoraphidium neglectum]Monoraphidium_neglectum 45.80 0.00

TRINITY_DN35262_c1_g4XP_019266082.1PREDICTED: DNA-binding protein DDB_G0278111-like isoform X2 [Nicotiana attenuata]Nicotiana_attenuata 45.80 0.00

TRINITY_DN35336_c0_g2GAU27451.1hypothetical protein TSUD_161370, partial [Trifolium subterraneum]Trifolium_subterraneum 45.80 0.00

TRINITY_DN35457_c0_g7GBG73999.1hypothetical protein CBR_g17709 [Chara braunii]Chara_braunii 45.80 0.00

TRINITY_DN35622_c0_g1GAQ88896.1N-acetylglucosaminyltransferase family protein [Klebsormidium nitens]Klebsormidium_nitens 45.80 0.00

TRINITY_DN36040_c0_g1AIN39820.1hypothetical protein [Zoysia matrella]Zoysia_matrella 45.80 0.00

TRINITY_DN36449_c1_g2OAY80406.1Glycine-rich RNA-binding protein 2, mitochondrial [Ananas comosus]Ananas_comosus 45.80 0.00

TRINITY_DN36701_c0_g2EFH67806.1predicted protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 45.80 0.00

TRINITY_DN37474_c0_g1GAQ87742.1Adenylate kinase [Klebsormidium nitens]Klebsormidium_nitens 45.80 0.00

TRINITY_DN38000_c0_g1KZV15118.1ATP binding cassette (abc) transporter [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 45.80 0.00

TRINITY_DN38298_c0_g3PNW71616.1hypothetical protein CHLRE_16g661700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN38305_c1_g1CAD11676.1putative MADS-domain transcription factor [Physcomitrella patens]Physcomitrella_patens 45.80 0.00

TRINITY_DN38340_c1_g5GAX74019.1hypothetical protein CEUSTIGMA_g1469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN38345_c0_g1XP_002977753.1nudix hydrolase 8 [Selaginella moellendorffii]Selaginella_moellendorffii 45.80 0.00

TRINITY_DN39209_c0_g1PNW78732.1hypothetical protein CHLRE_09g388282v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN39597_c0_g4KXZ53982.1hypothetical protein GPECTOR_6g902 [Gonium pectorale]Gonium_pectorale 45.80 0.00

TRINITY_DN40231_c1_g10CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 45.80 0.00

TRINITY_DN40992_c0_g2XP_015879368.1protein CLP1 homolog isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 45.80 0.00

TRINITY_DN41080_c0_g4XP_005646728.1palmitoyl protein thioesterase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.80 0.00

TRINITY_DN41205_c0_g1GAX78415.1hypothetical protein CEUSTIGMA_g5857.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN41482_c0_g10GBF88347.1hypothetical protein Rsub_01059 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.80 0.00

TRINITY_DN41662_c1_g5P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 45.80 0.00

TRINITY_DN4168_c0_g2GBG75466.1hypothetical protein CBR_g20098 [Chara braunii]Chara_braunii 45.80 0.00

TRINITY_DN42060_c1_g4XP_006409667.1dynamin-related protein 3B [Eutrema salsugineum]Eutrema_salsugineum 45.80 0.00

TRINITY_DN42303_c0_g4XP_025649313.1serine/threonine-protein kinase rio1-like [Arachis hypogaea]Arachis_hypogaea 45.80 0.00

TRINITY_DN42505_c0_g1XP_009352766.1PREDICTED: peroxisome biogenesis protein 7 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 45.80 0.00

TRINITY_DN42604_c0_g6XP_021601015.1DEAD-box ATP-dependent RNA helicase 28 isoform X1 [Manihot esculenta]Manihot_esculenta 45.80 0.00

TRINITY_DN43295_c0_g5XP_002946245.1hypothetical protein VOLCADRAFT_115817 [Volvox carteri f. nagariensis]Volvox_carteri 45.80 0.00

TRINITY_DN43361_c1_g3PNW73739.1hypothetical protein CHLRE_13g570700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN43674_c0_g2XP_015580955.1condensin complex subunit 2 isoform X1 [Ricinus communis]Ricinus_communis 45.80 0.00

TRINITY_DN43897_c0_g3KXZ46814.1hypothetical protein GPECTOR_40g548 [Gonium pectorale]Gonium_pectorale 45.80 0.00

TRINITY_DN45140_c0_g1PSC74368.1nucleotide-diphospho-sugar transferase domain [Micractinium conductrix]Micractinium_conductrix 45.80 0.00

TRINITY_DN45174_c0_g2GBF97572.1hypothetical protein Rsub_10173 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.80 0.00

TRINITY_DN45514_c2_g2ERN13726.1hypothetical protein AMTR_s00049p00168560 [Amborella trichopoda]Amborella_trichopoda 45.80 0.00



TRINITY_DN45612_c0_g2GBF89458.130S ribosomal protein S1 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.80 0.00

TRINITY_DN45665_c0_g2GAX81928.1hypothetical protein CEUSTIGMA_g9356.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN45813_c1_g2KXZ52866.1hypothetical protein GPECTOR_8g248 [Gonium pectorale]Gonium_pectorale 45.80 0.00

TRINITY_DN46480_c0_g2RRT80572.1hypothetical protein B296_00013375, partial [Ensete ventricosum]Ensete_ventricosum 45.80 0.00

TRINITY_DN46558_c0_g2GAQ81991.1fragment DNA-directed RNA polymerase I subunit 2 [Klebsormidium nitens]Klebsormidium_nitens 45.80 0.00

TRINITY_DN46947_c0_g2XP_024524705.1cycloartenol synthase 2 [Selaginella moellendorffii]Selaginella_moellendorffii 45.80 0.00

TRINITY_DN46958_c0_g3GAX76414.1hypothetical protein CEUSTIGMA_g3859.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN47160_c3_g2XP_022764582.1serine carboxypeptidase-like 28 [Durio zibethinus]Durio_zibethinus 45.80 0.00

TRINITY_DN47208_c0_g1PNW88404.1hypothetical protein CHLRE_01g027900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN47579_c0_g9XP_007513438.1SNF2 super family [Bathycoccus prasinos]Bathycoccus_prasinos 45.80 0.00

TRINITY_DN47629_c1_g1XP_016478330.1PREDICTED: V-type proton ATPase subunit a2-like [Nicotiana tabacum]Nicotiana_tabacum 45.80 0.00

TRINITY_DN47638_c0_g3PNW82091.1hypothetical protein CHLRE_06g273450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN47893_c1_g1RID74221.1hypothetical protein BRARA_B01330 [Brassica rapa]Brassica_rapa 45.80 0.00

TRINITY_DN47912_c0_g1XP_001702811.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN48158_c1_g2PNW71927.1hypothetical protein CHLRE_16g671450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN48542_c0_g6XP_013894220.1hypothetical protein MNEG_12761 [Monoraphidium neglectum]Monoraphidium_neglectum 45.80 0.00

TRINITY_DN49000_c0_g1XP_002945822.1hypothetical protein VOLCADRAFT_120210 [Volvox carteri f. nagariensis]Volvox_carteri 45.80 0.00

TRINITY_DN49143_c0_g3BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.80 0.00

TRINITY_DN49627_c0_g2XP_011401037.1Adenylyltransferase and sulfurtransferase MOCS3 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 45.80 0.00

TRINITY_DN49678_c0_g3XP_002957141.1hypothetical protein VOLCADRAFT_67840 [Volvox carteri f. nagariensis]Volvox_carteri 45.80 0.00

TRINITY_DN49894_c0_g6KXZ56261.1hypothetical protein GPECTOR_1g228 [Gonium pectorale]Gonium_pectorale 45.80 0.00

TRINITY_DN50305_c0_g3XP_013664135.1ubiquitin carboxyl-terminal hydrolase 4-like [Brassica napus]Brassica_napus 45.80 0.00

TRINITY_DN50374_c3_g10XP_006339400.1PREDICTED: dual specificity protein phosphatase 1 isoform X5 [Solanum tuberosum]Solanum_tuberosum 45.80 0.00

TRINITY_DN50945_c1_g5ABB90550.1putative steroid membrane binding protein [Triticum aestivum]Triticum_aestivum 45.80 0.00

TRINITY_DN51212_c1_g4GAX80953.1hypothetical protein CEUSTIGMA_g8388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN51745_c1_g8PNW87030.1hypothetical protein CHLRE_02g105900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN51995_c1_g2PNW85726.1hypothetical protein CHLRE_03g207950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN52062_c0_g4GAX80089.1hypothetical protein CEUSTIGMA_g7527.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN52221_c1_g1GBF89102.1hypothetical protein Rsub_01819 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.80 0.00

TRINITY_DN52250_c1_g1GAX82108.1hypothetical protein CEUSTIGMA_g9536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.80 0.00

TRINITY_DN52400_c0_g1XP_010230065.1uncharacterized protein LOC104582310 [Brachypodium distachyon]Brachypodium_distachyon 45.80 0.00

TRINITY_DN52497_c0_g1XP_001703327.1RNA methylase-like protein CR004 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.80 0.00

TRINITY_DN52546_c3_g1KXZ43615.1hypothetical protein GPECTOR_85g345 [Gonium pectorale]Gonium_pectorale 45.80 0.00

TRINITY_DN645_c0_g1PSS30648.1Kinesin-like protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 45.80 0.00

TRINITY_DN11413_c0_g1RAL39094.1hypothetical protein DM860_011580 [Cuscuta australis]Cuscuta_australis 45.70 0.00

TRINITY_DN13334_c0_g1PRW59015.1deoxyribonuclease TATDN1 [Chlorella sorokiniana]Chlorella_sorokiniana 45.70 0.00

TRINITY_DN21291_c0_g1OAE21288.1hypothetical protein AXG93_868s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.70 0.00

TRINITY_DN21430_c0_g1XP_017225952.1PREDICTED: 54S ribosomal protein L51, mitochondrial-like isoform X1 [Daucus carota subsp. sativus]Daucus_carota 45.70 0.00

TRINITY_DN24138_c0_g2GBF89518.1multidrug resistance-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.70 0.00

TRINITY_DN29498_c0_g1GBG71933.1hypothetical protein CBR_g10870 [Chara braunii]Chara_braunii 45.70 0.00

TRINITY_DN31898_c0_g1XP_010556505.2PREDICTED: uncharacterized protein LOC104825811 [Tarenaya hassleriana]Tarenaya_hassleriana 45.70 0.00

TRINITY_DN31920_c0_g1XP_027331723.1autophagy-related protein 8i-like isoform X1 [Abrus precatorius]Abrus_precatorius 45.70 0.00

TRINITY_DN33353_c0_g1XP_022000897.1AP-4 complex subunit mu [Helianthus annuus]Helianthus_annuus 45.70 0.00

TRINITY_DN33353_c0_g4GAQ80881.1adaptor complexes medium subunit family domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN34274_c0_g3XP_024359868.1probable serine protease EDA2 isoform X2 [Physcomitrella patens]Physcomitrella_patens 45.70 0.00

TRINITY_DN34606_c0_g1GAQ88910.1peroxin 12 [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN34736_c0_g4XP_002958390.1hypothetical protein VOLCADRAFT_99672 [Volvox carteri f. nagariensis]Volvox_carteri 45.70 0.00

TRINITY_DN35102_c0_g2GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.70 0.00

TRINITY_DN35158_c0_g1XP_024361052.1RHOMBOID-like protein 12, mitochondrial isoform X2 [Physcomitrella patens]Physcomitrella_patens 45.70 0.00

TRINITY_DN35330_c0_g10XP_004146899.1PREDICTED: ras-related protein RABD2a [Cucumis sativus]Cucumis_sativus 45.70 0.00

TRINITY_DN35448_c0_g6XP_024169216.1chaperone protein dnaJ 1, mitochondrial isoform X1 [Rosa chinensis]Rosa_chinensis 45.70 0.00

TRINITY_DN36064_c0_g2GAQ83330.117 beta-hydroxysteroid dehydrogenase type 3 [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN36342_c1_g2XP_023871922.1translationally-controlled tumor protein homolog [Quercus suber]Quercus_suber 45.70 0.00

TRINITY_DN36690_c0_g3XP_015942760.1coiled-coil domain-containing protein 130 [Arachis duranensis]Arachis_duranensis 45.70 0.00

TRINITY_DN36946_c0_g2XP_005644913.1CheY-like protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.70 0.00

TRINITY_DN37103_c0_g2KDP39315.1hypothetical protein JCGZ_01072 [Jatropha curcas]Jatropha_curcas 45.70 0.00

TRINITY_DN37329_c0_g3GAX85401.1hypothetical protein CEUSTIGMA_g12817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN37519_c1_g1XP_002535207.2uncharacterized protein LOC8269631 [Ricinus communis]Ricinus_communis 45.70 0.00

TRINITY_DN38419_c0_g1RQL79285.1hypothetical protein DY000_00005227 [Brassica cretica]Brassica_cretica 45.70 0.00

TRINITY_DN38665_c1_g1KXZ42548.1hypothetical protein GPECTOR_136g631 [Gonium pectorale]Gonium_pectorale 45.70 0.00

TRINITY_DN38899_c0_g2PSC76242.1multidrug resistance-associated 1 isoform X1 [Micractinium conductrix]Micractinium_conductrix 45.70 0.00

TRINITY_DN39430_c0_g14BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.70 0.00

TRINITY_DN39498_c0_g4XP_009414910.1PREDICTED: calcium-transporting ATPase 8, plasma membrane-type [Musa acuminata subsp. malaccensis]Musa_acuminata 45.70 0.00

TRINITY_DN39846_c0_g2GAX84838.1hypothetical protein CEUSTIGMA_g12259.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN39859_c1_g4XP_013893014.1hypothetical protein MNEG_13969, partial [Monoraphidium neglectum]Monoraphidium_neglectum 45.70 0.00

TRINITY_DN40045_c0_g7AAT58837.1hypothetical protein [Oryza sativa Japonica Group]Oryza_sativa 45.70 0.00



TRINITY_DN40756_c0_g4XP_007020477.2PREDICTED: E3 ubiquitin-protein ligase UPL1 [Theobroma cacao]Theobroma_cacao 45.70 0.00

TRINITY_DN40907_c0_g5GAQ78227.1Serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN40942_c0_g3XP_012456273.1PREDICTED: U2 small nuclear ribonucleoprotein A' isoform X1 [Gossypium raimondii]Gossypium_raimondii 45.70 0.00

TRINITY_DN41157_c0_g2XP_021994036.1probable voltage-gated potassium channel subunit beta [Helianthus annuus]Helianthus_annuus 45.70 0.00

TRINITY_DN41468_c0_g4GBG68748.1hypothetical protein CBR_g3290 [Chara braunii]Chara_braunii 45.70 0.00

TRINITY_DN41500_c1_g1GAX84407.1hypothetical protein CEUSTIGMA_g11829.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN41506_c0_g2GAQ88061.1Protein arginine N-methyltransferase [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN42095_c0_g2XP_002946690.1hypothetical protein VOLCADRAFT_86900 [Volvox carteri f. nagariensis]Volvox_carteri 45.70 0.00

TRINITY_DN42656_c0_g8PTQ35570.1hypothetical protein MARPO_0070s0037 [Marchantia polymorpha]Marchantia_polymorpha 45.70 0.00

TRINITY_DN42686_c0_g1BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.70 0.00

TRINITY_DN43621_c0_g3XP_002948335.1hypothetical protein VOLCADRAFT_80119 [Volvox carteri f. nagariensis]Volvox_carteri 45.70 0.00

TRINITY_DN43646_c0_g2PNW81070.1hypothetical protein CHLRE_07g342350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.70 0.00

TRINITY_DN43653_c0_g1XP_002951228.1hypothetical protein VOLCADRAFT_61222 [Volvox carteri f. nagariensis]Volvox_carteri 45.70 0.00

TRINITY_DN43734_c0_g8XP_012086799.1calcium-dependent protein kinase 1 [Jatropha curcas]Jatropha_curcas 45.70 0.00

TRINITY_DN43979_c1_g7GAX77031.1hypothetical protein CEUSTIGMA_g4478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN44366_c0_g1XP_008341084.1PREDICTED: U4/U6 small nuclear ribonucleoprotein Prp31-like [Malus domestica]Malus_domestica 45.70 0.00

TRINITY_DN44468_c0_g1RXH89823.1hypothetical protein DVH24_032180 [Malus domestica]Malus_domestica 45.70 0.00

TRINITY_DN44500_c0_g7XP_002535815.1uncharacterized protein LOC8271263 [Ricinus communis]Ricinus_communis 45.70 0.00

TRINITY_DN44801_c0_g9GAX78492.1hypothetical protein CEUSTIGMA_g5931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN44991_c0_g2XP_018474367.1PREDICTED: chitinase domain-containing protein 1 isoform X1 [Raphanus sativus]Raphanus_sativus 45.70 0.00

TRINITY_DN46348_c0_g1XP_005646964.1hypothetical protein COCSUDRAFT_42729 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.70 0.00

TRINITY_DN47427_c1_g1GAX73639.1hypothetical protein CEUSTIGMA_g1090.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN48439_c0_g2KXZ54201.1hypothetical protein GPECTOR_5g295 [Gonium pectorale]Gonium_pectorale 45.70 0.00

TRINITY_DN49029_c0_g2GAX73216.1hypothetical protein CEUSTIGMA_g669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN49467_c1_g2GAQ78675.1tRNA-dihydrouridine synthase [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN49958_c0_g1GAX83270.1hypothetical protein CEUSTIGMA_g10696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN50484_c0_g2GAQ91546.1Zn2+ transporter [Klebsormidium nitens]Klebsormidium_nitens 45.70 0.00

TRINITY_DN50720_c0_g1GAX75733.1hypothetical protein CEUSTIGMA_g3176.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN50838_c0_g1GAX74506.1hypothetical protein CEUSTIGMA_g1955.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.70 0.00

TRINITY_DN51087_c0_g1PNW79117.1hypothetical protein CHLRE_09g401293v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.70 0.00

TRINITY_DN51409_c2_g8KXZ55378.1hypothetical protein GPECTOR_3g505 [Gonium pectorale]Gonium_pectorale 45.70 0.00

TRINITY_DN51637_c0_g3GBF90761.1ABC transporter G family protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.70 0.00

TRINITY_DN51807_c0_g4XP_001700489.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.70 0.00

TRINITY_DN51849_c0_g1KXZ48271.1hypothetical protein GPECTOR_29g49 [Gonium pectorale]Gonium_pectorale 45.70 0.00

TRINITY_DN51927_c0_g2CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 45.70 0.00

TRINITY_DN52095_c2_g2KXZ51147.1MYO2 protein [Gonium pectorale]Gonium_pectorale 45.70 0.00

TRINITY_DN6708_c0_g1XP_004502999.1trafficking protein particle complex subunit 2 [Cicer arietinum]Cicer_arietinum 45.70 0.00

TRINITY_DN16372_c0_g1XP_007223621.1N-alpha-acetyltransferase 50 [Prunus persica]Prunus_persica 45.60 0.00

TRINITY_DN18426_c0_g1PON54885.1Zinc finger, CCCH-type [Trema orientale]Trema_orientale 45.60 0.00

TRINITY_DN20570_c0_g1OEL25606.1putative RNA methyltransferase At5g51130 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 45.60 0.00

TRINITY_DN29063_c0_g1BAK02837.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.60 0.00

TRINITY_DN29229_c0_g1XP_004290781.1PREDICTED: probable U6 snRNA-associated Sm-like protein LSm4 [Fragaria vesca subsp. vesca]Fragaria_vesca 45.60 0.00

TRINITY_DN29352_c0_g1XP_002505446.1predicted protein [Micromonas commoda]Micromonas_commoda 45.60 0.00

TRINITY_DN29899_c0_g1PSS24219.1Beclin-1-like protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 45.60 0.00

TRINITY_DN31130_c0_g1NP_001333795.1NADH-ubiquinone oxidoreductase-related protein [Solanum lycopersicum]Solanum_lycopersicum 45.60 0.00

TRINITY_DN32889_c0_g1XP_024438974.1FH protein interacting protein FIP2 isoform X1 [Populus trichocarpa]Populus_trichocarpa 45.60 0.00

TRINITY_DN33082_c0_g2XP_004293782.1PREDICTED: phenylalanine--tRNA ligase, chloroplastic/mitochondrial [Fragaria vesca subsp. vesca]Fragaria_vesca 45.60 0.00

TRINITY_DN33558_c0_g1EFJ26425.1hypothetical protein SELMODRAFT_97307, partial [Selaginella moellendorffii]Selaginella_moellendorffii 45.60 0.00

TRINITY_DN33754_c1_g1OAE18745.1hypothetical protein AXG93_854s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.60 0.00

TRINITY_DN33925_c0_g1XP_003059912.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 45.60 0.00

TRINITY_DN34172_c0_g1XP_023873436.1peroxisomal membrane protein PMP47B-like [Quercus suber]Quercus_suber 45.60 0.00

TRINITY_DN34700_c0_g2XP_021888771.1cationic amino acid transporter 4, vacuolar isoform X3 [Carica papaya]Carica_papaya 45.60 0.00

TRINITY_DN34767_c0_g2XP_005643381.1molybdenum cofactor-binding domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.60 0.00

TRINITY_DN35576_c0_g4XP_024371575.1DNA-directed RNA polymerases I and III subunit RPAC2-like [Physcomitrella patens]Physcomitrella_patens 45.60 0.00

TRINITY_DN36263_c0_g1PKA65890.1putative trans-2-enoyl-CoA reductase, mitochondrial [Apostasia shenzhenica]Apostasia_shenzhenica 45.60 0.00

TRINITY_DN36845_c1_g4EPS64916.1hypothetical protein M569_09862, partial [Genlisea aurea]Genlisea_aurea 45.60 0.00

TRINITY_DN36969_c0_g1OAE32172.1hypothetical protein AXG93_1793s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.60 0.00

TRINITY_DN37393_c0_g1XP_025808637.1ATP-dependent 6-phosphofructokinase 6-like [Panicum hallii]Panicum_hallii 45.60 0.00

TRINITY_DN37731_c0_g7PSC69611.1MYST-like histone acetyltransferase 1 [Micractinium conductrix]Micractinium_conductrix 45.60 0.00

TRINITY_DN37972_c1_g3GAQ81424.1NLI interacting factor-like phosphatase [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN38629_c0_g1GBF88438.1hypothetical protein Rsub_01150 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.60 0.00

TRINITY_DN38842_c0_g1GAQ81991.1fragment DNA-directed RNA polymerase I subunit 2 [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN38996_c0_g2OAE20068.1hypothetical protein AXG93_2584s1520 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.60 0.00

TRINITY_DN39023_c0_g2BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.60 0.00

TRINITY_DN39830_c0_g1GAX82861.1hypothetical protein CEUSTIGMA_g10287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN39857_c0_g1XP_002946085.1hypothetical protein VOLCADRAFT_102702 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00



TRINITY_DN40050_c1_g3XP_010234243.1serine/threonine-protein kinase STY46 [Brachypodium distachyon]Brachypodium_distachyon 45.60 0.00

TRINITY_DN40132_c0_g2XP_001691699.1Hsp70 escorting protein 2 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.60 0.00

TRINITY_DN40161_c1_g1PTQ40975.1hypothetical protein MARPO_0037s0140 [Marchantia polymorpha]Marchantia_polymorpha 45.60 0.00

TRINITY_DN40451_c0_g6XP_001418458.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 45.60 0.00

TRINITY_DN40689_c0_g1GAX82386.1hypothetical protein CEUSTIGMA_g9814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN40716_c0_g9ERN03919.1hypothetical protein AMTR_s00078p00191830 [Amborella trichopoda]Amborella_trichopoda 45.60 0.00

TRINITY_DN40980_c0_g5GAX79608.1hypothetical protein CEUSTIGMA_g7049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN41373_c0_g2XP_002950399.1hypothetical protein VOLCADRAFT_104654 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN41911_c0_g3PNW74534.1hypothetical protein CHLRE_12g492250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.60 0.00

TRINITY_DN41946_c0_g1XP_002950110.1hypothetical protein VOLCADRAFT_90613 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN42582_c1_g3XP_019192560.1PREDICTED: putative calcium-transporting ATPase 13, plasma membrane-type [Ipomoea nil]Ipomoea_nil 45.60 0.00

TRINITY_DN42624_c0_g2GAQ92572.1catalase [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN42713_c1_g3XP_001693837.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.60 0.00

TRINITY_DN43118_c1_g4GAX74298.1hypothetical protein CEUSTIGMA_g1747.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN43140_c0_g7EFJ21599.1hypothetical protein SELMODRAFT_176350 [Selaginella moellendorffii]Selaginella_moellendorffii 45.60 0.00

TRINITY_DN43191_c0_g1XP_021677437.1polyadenylate-binding protein 7-like [Hevea brasiliensis]Hevea_brasiliensis 45.60 0.00

TRINITY_DN43316_c0_g3XP_019425577.1PREDICTED: fructose-1,6-bisphosphatase, cytosolic-like [Lupinus angustifolius]Lupinus_angustifolius 45.60 0.00

TRINITY_DN43609_c0_g2GAQ88978.1cyclophilin [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN44924_c1_g3XP_002947651.1component of cytosolic 80S ribosome and 60S large subunit [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN45968_c0_g1XP_002956518.1hypothetical protein VOLCADRAFT_107253 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN46140_c0_g1XP_002952083.1hypothetical protein VOLCADRAFT_92621 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN46155_c1_g2XP_022839611.1NAD/GMP synthase [Ostreococcus tauri]Ostreococcus_tauri 45.60 0.00

TRINITY_DN46374_c0_g2PNW72441.1hypothetical protein CHLRE_16g680117v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.60 0.00

TRINITY_DN46425_c0_g1PKA61282.1Protein-L-isoaspartate O-methyltransferase [Apostasia shenzhenica]Apostasia_shenzhenica 45.60 0.00

TRINITY_DN46591_c0_g2XP_002949941.1hypothetical protein VOLCADRAFT_120813 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN46648_c1_g3GAQ93561.1hypothetical protein KFL_016490010, partial [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN47332_c0_g6XP_007209555.1transcription factor WER [Prunus persica]Prunus_persica 45.60 0.00

TRINITY_DN47715_c0_g1XP_016542002.1PREDICTED: tip elongation aberrant protein 3 isoform X1 [Capsicum annuum]Capsicum_annuum 45.60 0.00

TRINITY_DN48056_c1_g5GAX81110.1hypothetical protein CEUSTIGMA_g8544.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN49608_c0_g7GAQ81024.1beta-catenin-like protein 1 [Klebsormidium nitens]Klebsormidium_nitens 45.60 0.00

TRINITY_DN49696_c2_g2GBF94335.1hypothetical protein Rsub_06957 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.60 0.00

TRINITY_DN50009_c0_g6GAX81666.1hypothetical protein CEUSTIGMA_g9094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN50659_c0_g1XP_002956746.1hypothetical protein VOLCADRAFT_97751 [Volvox carteri f. nagariensis]Volvox_carteri 45.60 0.00

TRINITY_DN51165_c0_g1GAX79400.1hypothetical protein CEUSTIGMA_g6841.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.60 0.00

TRINITY_DN51299_c1_g1PRW20465.1lysine--tRNA ligase isoform X2 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 45.60 0.00

TRINITY_DN6125_c0_g1XP_004980674.1uncharacterized protein LOC101756594 [Setaria italica]Setaria_italica 45.60 0.00

TRINITY_DN9037_c0_g1XP_023928839.1calcium/calmodulin-dependent protein kinase cmkB-like [Quercus suber]Quercus_suber 45.60 0.00

TRINITY_DN9504_c0_g1XP_021865037.1protein arginine methyltransferase NDUFAF7 homolog, mitochondrial isoform X2 [Spinacia oleracea]Spinacia_oleracea 45.60 0.00

TRINITY_DN13721_c0_g1XP_024375889.1transportin-1-like [Physcomitrella patens]Physcomitrella_patens 45.50 0.00

TRINITY_DN17366_c0_g1XP_009801095.1PREDICTED: DEAD-box ATP-dependent RNA helicase 1 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 45.50 0.00

TRINITY_DN20415_c0_g1XP_024986314.1deSI-like protein At4g17486 [Cynara cardunculus var. scolymus]Cynara_cardunculus 45.50 0.00

TRINITY_DN25651_c0_g1EEF22673.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 45.50 0.00

TRINITY_DN27271_c0_g1GAV83945.1MCM domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 45.50 0.00

TRINITY_DN28833_c0_g3XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 45.50 0.00

TRINITY_DN29249_c0_g1XP_015690998.1PREDICTED: protein-lysine methyltransferase METTL21B [Oryza brachyantha]Oryza_brachyantha 45.50 0.00

TRINITY_DN29673_c0_g1XP_022035555.1(+)-neomenthol dehydrogenase-like [Helianthus annuus]Helianthus_annuus 45.50 0.00

TRINITY_DN29801_c0_g3XP_024402404.1adenine DNA glycosylase-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.50 0.00

TRINITY_DN31299_c0_g1XP_006838680.1putative tRNA pseudouridine synthase Pus10 isoform X1 [Amborella trichopoda]Amborella_trichopoda 45.50 0.00

TRINITY_DN31540_c0_g2VDD20602.1unnamed protein product [Brassica oleracea]Brassica_oleracea 45.50 0.00

TRINITY_DN32172_c0_g1XP_008809903.1regulator of chromosome condensation-like [Phoenix dactylifera]Phoenix_dactylifera 45.50 0.00

TRINITY_DN32625_c0_g3GBF95510.1cytoplasmic dynein heavy chain 1b [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.50 0.00

TRINITY_DN32668_c0_g1GAQ86724.1Nuclear distribution protein C [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN32919_c0_g1GAQ86355.1GTPase-activating protein [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN34019_c0_g1GAQ82787.1phosphopantetheine adenylyltransferase / dephospho-CoA kinase [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN34051_c0_g1GAQ82250.1hypothetical protein KFL_001050140 [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN34471_c0_g4XP_023899626.1glycogen debranching enzyme-like [Quercus suber]Quercus_suber 45.50 0.00

TRINITY_DN34545_c0_g2GBG68482.1hypothetical protein CBR_g3027 [Chara braunii]Chara_braunii 45.50 0.00

TRINITY_DN34728_c0_g1BAM11098.1ABC protein [Coptis japonica]Coptis_japonica 45.50 0.00

TRINITY_DN35266_c0_g1XP_002949619.1hypothetical protein VOLCADRAFT_90034 [Volvox carteri f. nagariensis]Volvox_carteri 45.50 0.00

TRINITY_DN35412_c0_g1XP_005650421.1hypothetical protein COCSUDRAFT_40121 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.50 0.00

TRINITY_DN35868_c0_g8OAY70810.1Ubiquitin carboxyl-terminal hydrolase 26 [Ananas comosus]Ananas_comosus 45.50 0.00

TRINITY_DN36081_c1_g7GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN36108_c0_g5XP_019194187.1PREDICTED: sterol 3-beta-glucosyltransferase UGT80A2-like isoform X1 [Ipomoea nil]Ipomoea_nil 45.50 0.00

TRINITY_DN36642_c1_g10XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 45.50 0.00

TRINITY_DN36870_c1_g2XP_022142293.1probable protein phosphatase 2C 60 [Momordica charantia]Momordica_charantia 45.50 0.00

TRINITY_DN37626_c1_g8YP_008816158.1NADH dehydrogenase subunit 1 (mitochondrion) [Roya obtusa]Roya_obtusa 45.50 0.00



TRINITY_DN38009_c2_g6PIA43382.1hypothetical protein AQUCO_01900037v1 [Aquilegia coerulea]Aquilegia_coerulea 45.50 0.00

TRINITY_DN38485_c3_g3GAX85978.1hypothetical protein CEUSTIGMA_g13394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN38607_c1_g3XP_005646818.1P25-alpha [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.50 0.00

TRINITY_DN39124_c0_g1PNH04301.1putative protein phosphatase 2C 12 [Tetrabaena socialis]Tetrabaena_socialis 45.50 0.00

TRINITY_DN39213_c0_g3RWR83303.1Nop domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 45.50 0.00

TRINITY_DN39332_c1_g6XP_001697857.1shikimate kinase-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN39471_c1_g5XP_022572487.1ubiquitin carboxyl-terminal hydrolase 3-like [Brassica napus]Brassica_napus 45.50 0.00

TRINITY_DN39800_c1_g1PNW75532.1hypothetical protein CHLRE_12g530550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN39964_c0_g1XP_024526441.1protein RRP6-like 1 [Selaginella moellendorffii]Selaginella_moellendorffii 45.50 0.00

TRINITY_DN40018_c1_g4PNH01704.1Digalactosyldiacylglycerol synthase 1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 45.50 0.00

TRINITY_DN40241_c1_g9EFJ10528.1hypothetical protein SELMODRAFT_127838 [Selaginella moellendorffii]Selaginella_moellendorffii 45.50 0.00

TRINITY_DN40309_c0_g2PNH06934.1Dynein heavy chain 7, axonemal, partial [Tetrabaena socialis]Tetrabaena_socialis 45.50 0.00

TRINITY_DN40912_c0_g7EOY33035.1Geminivirus rep interacting kinase 2 [Theobroma cacao]Theobroma_cacao 45.50 0.00

TRINITY_DN41023_c1_g6XP_016501350.1PREDICTED: structural maintenance of chromosomes protein 2-1-like [Nicotiana tabacum]Nicotiana_tabacum 45.50 0.00

TRINITY_DN41030_c0_g1KXZ55953.1hypothetical protein GPECTOR_2g1504 [Gonium pectorale]Gonium_pectorale 45.50 0.00

TRINITY_DN41032_c0_g8AGW18228.1axonemal coiled-coil protein ODA10 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN41165_c0_g2GAX86225.1hypothetical protein CEUSTIGMA_g13638.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN41278_c0_g3GAQ91878.1Diacylglycerol acyltransferase 1 [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN41293_c0_g10XP_023517490.1FH protein interacting protein FIP2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 45.50 0.00

TRINITY_DN41801_c0_g2PSC72887.1E3 ubiquitin-ligase SHPRH [Micractinium conductrix]Micractinium_conductrix 45.50 0.00

TRINITY_DN41835_c0_g4GAX80121.1hypothetical protein CEUSTIGMA_g7559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN42249_c0_g2PNW78592.1hypothetical protein CHLRE_09g390750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN42400_c1_g2XP_001700040.1ABC transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN42593_c1_g9XP_021714014.1protein ecdysoneless homolog [Chenopodium quinoa]Chenopodium_quinoa 45.50 0.00

TRINITY_DN42696_c1_g7OAY79583.1JmjC domain-containing protein 4, partial [Ananas comosus]Ananas_comosus 45.50 0.00

TRINITY_DN42800_c0_g4XP_012843882.1PREDICTED: serine/arginine-rich splicing factor RS31 isoform X1 [Erythranthe guttata]Erythranthe_guttata 45.50 0.00

TRINITY_DN43018_c0_g7GAX74972.1hypothetical protein CEUSTIGMA_g2418.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN43305_c0_g1GAX73468.1hypothetical protein CEUSTIGMA_g920.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN43330_c0_g1XP_004142920.1PREDICTED: PITH domain-containing protein 1 [Cucumis sativus]Cucumis_sativus 45.50 0.00

TRINITY_DN43721_c0_g3XP_026426509.1ABC transporter B family member 25, mitochondrial-like [Papaver somniferum]Papaver_somniferum 45.50 0.00

TRINITY_DN44244_c0_g7XP_019199837.1PREDICTED: agamous-like MADS-box protein AGL27 [Ipomoea nil]Ipomoea_nil 45.50 0.00

TRINITY_DN44356_c0_g1GAX84813.1hypothetical protein CEUSTIGMA_g12234.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN44527_c0_g1XP_023764689.1probable cysteine protease RD19D [Lactuca sativa]Lactuca_sativa 45.50 0.00

TRINITY_DN44594_c0_g1GAX80368.1hypothetical protein CEUSTIGMA_g7807.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN44637_c0_g3RMZ56974.1hypothetical protein APUTEX25_005036 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 45.50 0.00

TRINITY_DN45005_c0_g5GAQ92204.1hypothetical protein KFL_009450020 [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN45433_c1_g2AHG05844.1cold shock protein 2 [Triticum aestivum]Triticum_aestivum 45.50 0.00

TRINITY_DN45449_c1_g2XP_002950769.1hypothetical protein VOLCADRAFT_104874 [Volvox carteri f. nagariensis]Volvox_carteri 45.50 0.00

TRINITY_DN45593_c0_g8XP_024540855.1coilin-like [Selaginella moellendorffii]Selaginella_moellendorffii 45.50 0.00

TRINITY_DN45713_c1_g8XP_024401554.1deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homolog isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.50 0.00

TRINITY_DN45803_c0_g4PNH04986.1hypothetical protein TSOC_008788, partial [Tetrabaena socialis]Tetrabaena_socialis 45.50 0.00

TRINITY_DN46653_c1_g2PNW75220.1hypothetical protein CHLRE_12g517850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN47286_c0_g4XP_015966920.1nucleolar protein 56 [Arachis duranensis]Arachis_duranensis 45.50 0.00

TRINITY_DN47694_c0_g3PNW85362.1hypothetical protein CHLRE_03g182850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN47703_c1_g1KXZ51085.1hypothetical protein GPECTOR_14g69 [Gonium pectorale]Gonium_pectorale 45.50 0.00

TRINITY_DN47743_c0_g1KXZ54006.1hypothetical protein GPECTOR_5g117 [Gonium pectorale]Gonium_pectorale 45.50 0.00

TRINITY_DN48085_c0_g1GAX80195.1hypothetical protein CEUSTIGMA_g7633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN48149_c0_g3PNW87768.1hypothetical protein CHLRE_01g001550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN48664_c2_g3GBF91936.1thioredoxin-like, chloroplastic [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.50 0.00

TRINITY_DN49326_c0_g9GAX77318.1hypothetical protein CEUSTIGMA_g4764.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN49351_c0_g1GAQ89086.1ATP-dependent Lon protease [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN49499_c0_g3EFJ34372.1hypothetical protein SELMODRAFT_405651 [Selaginella moellendorffii]Selaginella_moellendorffii 45.50 0.00

TRINITY_DN49671_c1_g5GAX77182.1hypothetical protein CEUSTIGMA_g4628.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN50250_c0_g3XP_005652007.1tRNA guanosine-2'-O-methyltransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.50 0.00

TRINITY_DN50379_c0_g1XP_002504529.1predicted protein [Micromonas commoda]Micromonas_commoda 45.50 0.00

TRINITY_DN50793_c0_g5PIN00081.1Anion exchanger adaptor protein Kanadaptin, contains FHA domain [Handroanthus impetiginosus]Handroanthus_impetiginosus 45.50 0.00

TRINITY_DN51097_c0_g2PNW80534.1hypothetical protein CHLRE_07g321400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN51270_c1_g6XP_017644833.1PREDICTED: probable cysteine protease RD21B [Gossypium arboreum]Gossypium_arboreum 45.50 0.00

TRINITY_DN51358_c0_g1GAX82620.1hypothetical protein CEUSTIGMA_g10046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN51590_c1_g7OAE35542.1hypothetical protein AXG93_2782s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.50 0.00

TRINITY_DN52367_c0_g7NP_001148793.1signal recognition particle 19 kDa protein [Zea mays]Zea_mays 45.50 0.00

TRINITY_DN52632_c3_g1GAX77326.1hypothetical protein CEUSTIGMA_g4772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.50 0.00

TRINITY_DN7087_c0_g1GAQ81501.1hypothetical protein KFL_000820080 [Klebsormidium nitens]Klebsormidium_nitens 45.50 0.00

TRINITY_DN8369_c0_g1XP_001702935.1SIN3 component of histone deacetylase complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.50 0.00

TRINITY_DN31079_c0_g1XP_024402487.1NADP-dependent D-sorbitol-6-phosphate dehydrogenase-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 45.40 0.00

TRINITY_DN31549_c0_g3AFK09219.1calcium-dependent protein kinase [Dunaliella salina]Dunaliella_salina 45.40 0.00



TRINITY_DN32262_c0_g1GAQ78393.1HSP70/HSP90 organizing protein HOP [Klebsormidium nitens]Klebsormidium_nitens 45.40 0.00

TRINITY_DN32446_c0_g1KFK29546.1hypothetical protein AALP_AA7G148000 [Arabis alpina]Arabis_alpina 45.40 0.00

TRINITY_DN34020_c0_g1BAK02238.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.40 0.00

TRINITY_DN34240_c0_g3GAQ89831.1hypothetical protein (MCM9-like) [Klebsormidium nitens]Klebsormidium_nitens 45.40 0.00

TRINITY_DN34389_c0_g1KXZ42768.1hypothetical protein GPECTOR_119g399 [Gonium pectorale]Gonium_pectorale 45.40 0.00

TRINITY_DN35648_c0_g1GAX85194.1hypothetical protein CEUSTIGMA_g12612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN35830_c0_g3XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 45.40 0.00

TRINITY_DN35932_c0_g3ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 45.40 0.00

TRINITY_DN36736_c0_g6GAX73483.1hypothetical protein CEUSTIGMA_g935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN36800_c0_g4PHT27028.1Protein TAR1 [Capsicum baccatum]Capsicum_baccatum 45.40 0.00



TRINITY_DN37358_c0_g5GAX82126.1hypothetical protein CEUSTIGMA_g9554.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN38174_c0_g4GAX81426.1hypothetical protein CEUSTIGMA_g8856.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN38395_c1_g7PNH12217.1Beta-galactosidase [Tetrabaena socialis]Tetrabaena_socialis 45.40 0.00

TRINITY_DN38401_c0_g1KMZ64123.1IMP cyclohydrolase, Phosphoribosylaminoimidazolecarboxamide formyltransferase [Zostera marina]Zostera_marina 45.40 0.00

TRINITY_DN38555_c1_g1XP_013900529.1Prestalk-specific protein tagB, partial [Monoraphidium neglectum]Monoraphidium_neglectum 45.40 0.00

TRINITY_DN39522_c1_g1GAX79567.1hypothetical protein CEUSTIGMA_g7008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN39921_c1_g10PNW84602.1hypothetical protein CHLRE_03g150800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.40 0.00

TRINITY_DN40090_c1_g2XP_024365616.1BEACH domain-containing protein C2-like [Physcomitrella patens]Physcomitrella_patens 45.40 0.00

TRINITY_DN40230_c0_g2PNW73936.1hypothetical protein CHLRE_13g578900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.40 0.00

TRINITY_DN40270_c0_g1GAX84655.1hypothetical protein CEUSTIGMA_g12076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN40878_c0_g3PNH03109.1Calmodulin [Tetrabaena socialis]Tetrabaena_socialis 45.40 0.00

TRINITY_DN40879_c0_g7GAX78550.1hypothetical protein CEUSTIGMA_g5990.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN41387_c1_g2GAQ91012.1gamma-glutamyltranspeptidase [Klebsormidium nitens]Klebsormidium_nitens 45.40 0.00

TRINITY_DN41822_c0_g1GAX73980.1hypothetical protein CEUSTIGMA_g1430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN42385_c0_g1XP_009786542.1PREDICTED: histone acetyltransferase GCN5 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 45.40 0.00

TRINITY_DN42824_c1_g1XP_012444526.1PREDICTED: neutral ceramidase [Gossypium raimondii]Gossypium_raimondii 45.40 0.00

TRINITY_DN42905_c1_g6GAQ78571.1Transcription elongation factor [Klebsormidium nitens]Klebsormidium_nitens 45.40 0.00

TRINITY_DN43710_c0_g2GAQ80936.1short chain dehydrogenase/reductase protein [Klebsormidium nitens]Klebsormidium_nitens 45.40 0.00

TRINITY_DN44068_c0_g2KXZ56155.1hypothetical protein GPECTOR_1g132 [Gonium pectorale]Gonium_pectorale 45.40 0.00

TRINITY_DN44638_c0_g4XP_010264842.1PREDICTED: leucine--tRNA ligase, cytoplasmic-like isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 45.40 0.00

TRINITY_DN45021_c0_g2GAX83898.1hypothetical protein CEUSTIGMA_g11322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN45210_c0_g1GAX76325.1hypothetical protein CEUSTIGMA_g3771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN45499_c0_g5KXZ53068.1hypothetical protein GPECTOR_8g61 [Gonium pectorale]Gonium_pectorale 45.40 0.00

TRINITY_DN45973_c0_g3XP_024449407.1protein PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1 isoform X4 [Populus trichocarpa]Populus_trichocarpa 45.40 0.00

TRINITY_DN48051_c0_g4GAX81168.1hypothetical protein CEUSTIGMA_g8601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN48089_c1_g2PNW82545.1hypothetical protein CHLRE_06g283300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.40 0.00

TRINITY_DN48120_c0_g5PNH08586.1Adenine deaminase [Tetrabaena socialis]Tetrabaena_socialis 45.40 0.00

TRINITY_DN48183_c0_g2GAX73416.1hypothetical protein CEUSTIGMA_g868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN48447_c0_g1PNH12405.1putative protein phosphatase 2C 64 [Tetrabaena socialis]Tetrabaena_socialis 45.40 0.00

TRINITY_DN48501_c0_g9OAE21802.1hypothetical protein AXG93_2550s1410 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.40 0.00

TRINITY_DN49923_c3_g1GAX76844.1hypothetical protein CEUSTIGMA_g4290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.40 0.00

TRINITY_DN50767_c0_g3KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 45.40 0.00

TRINITY_DN50910_c0_g1PNW79427.1hypothetical protein CHLRE_09g414650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.40 0.00

TRINITY_DN51238_c1_g2XP_002952683.1hybrid-cluster protein [Volvox carteri f. nagariensis]Volvox_carteri 45.40 0.00

TRINITY_DN51370_c0_g3XP_024517585.1casein kinase II subunit beta-1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 45.40 0.00

TRINITY_DN13416_c0_g4XP_003062383.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 45.30 0.00

TRINITY_DN15574_c0_g3GAX83862.1hypothetical protein CEUSTIGMA_g11287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN16269_c0_g1RLN17175.1hypothetical protein C2845_PM02G44760 [Panicum miliaceum]Panicum_miliaceum 45.30 0.00

TRINITY_DN16786_c0_g1RMZ55555.1hypothetical protein APUTEX25_000138 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 45.30 0.00

TRINITY_DN24008_c0_g2GAX73504.1hypothetical protein CEUSTIGMA_g956.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN28023_c0_g1XP_027935802.1ankyrin repeat domain-containing protein 13B-like isoform X2 [Vigna unguiculata]Vigna_unguiculata 45.30 0.00

TRINITY_DN29909_c0_g1XP_005647037.1hypothetical protein COCSUDRAFT_47913 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.30 0.00

TRINITY_DN3076_c0_g1GAQ91439.1Kinesin-like protein [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN31051_c0_g2XP_023911517.1spindle pole body component alp4-like [Quercus suber]Quercus_suber 45.30 0.00

TRINITY_DN31328_c0_g1GAX80585.1hypothetical protein CEUSTIGMA_g8022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN31409_c0_g2XP_006655842.1PREDICTED: 26S protease regulatory subunit 6A homolog [Oryza brachyantha]Oryza_brachyantha 45.30 0.00

TRINITY_DN32067_c0_g2XP_016708414.1PREDICTED: poly [ADP-ribose] polymerase 2-like isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 45.30 0.00

TRINITY_DN32818_c0_g1XP_024522786.1protein will die slowly [Selaginella moellendorffii]Selaginella_moellendorffii 45.30 0.00

TRINITY_DN33101_c0_g1XP_024359345.1calcium load-activated calcium channel-like [Physcomitrella patens]Physcomitrella_patens 45.30 0.00

TRINITY_DN33869_c0_g1XP_020202870.1peptidyl-tRNA hydrolase 2, mitochondrial [Cajanus cajan]Cajanus_cajan 45.30 0.00

TRINITY_DN34061_c0_g1PSR93438.1Transcription factor like [Actinidia chinensis var. chinensis]Actinidia_chinensis 45.30 0.00

TRINITY_DN34084_c0_g2OTF99705.1putative UDP-Glycosyltransferase superfamily protein [Helianthus annuus]Helianthus_annuus 45.30 0.00

TRINITY_DN34165_c0_g6GAQ79785.1Signal transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN34317_c0_g2XP_023881300.1vacuolar import and degradation protein 27-like [Quercus suber]Quercus_suber 45.30 0.00

TRINITY_DN34751_c0_g1XP_024519139.1geranylgeranyl transferase type-2 subunit alpha 1-like [Selaginella moellendorffii]Selaginella_moellendorffii 45.30 0.00

TRINITY_DN34842_c0_g1XP_002504914.1predicted protein [Micromonas commoda]Micromonas_commoda 45.30 0.00

TRINITY_DN34850_c0_g11XP_027351866.1ABC transporter C family member 14-like [Abrus precatorius]Abrus_precatorius 45.30 0.00

TRINITY_DN34850_c0_g12GAU33770.1hypothetical protein TSUD_393320 [Trifolium subterraneum]Trifolium_subterraneum 45.30 0.00

TRINITY_DN35173_c0_g3XP_002963400.126S proteasome non-ATPase regulatory subunit 12 homolog A [Selaginella moellendorffii]Selaginella_moellendorffii 45.30 0.00

TRINITY_DN36247_c0_g1GAQ80890.1WD domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN36552_c0_g8XP_024377149.1phytepsin-like [Physcomitrella patens]Physcomitrella_patens 45.30 0.00

TRINITY_DN37447_c0_g1BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.30 0.00

TRINITY_DN37515_c0_g4KFK36591.1hypothetical protein AALP_AA4G143600 [Arabis alpina]Arabis_alpina 45.30 0.00

TRINITY_DN37518_c0_g1XP_018837424.1PREDICTED: probable mannitol dehydrogenase [Juglans regia]Juglans_regia 45.30 0.00

TRINITY_DN37888_c0_g2GBG90503.1hypothetical protein CBR_g50848 [Chara braunii]Chara_braunii 45.30 0.00

TRINITY_DN38381_c0_g1OVA16647.1WD40 repeat [Macleaya cordata]Macleaya_cordata 45.30 0.00



TRINITY_DN38473_c0_g1XP_002951398.1hypothetical protein VOLCADRAFT_117809 [Volvox carteri f. nagariensis]Volvox_carteri 45.30 0.00

TRINITY_DN38870_c0_g6AML78430.1putative LOV domain-containing protein [Botryococcus terribilis]Botryococcus_terribilis 45.30 0.00

TRINITY_DN39601_c0_g1GBF89452.1hypothetical protein Rsub_02024 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.30 0.00

TRINITY_DN39630_c0_g3PNW77358.1hypothetical protein CHLRE_10g433150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.30 0.00

TRINITY_DN39829_c0_g2XP_020093304.160S ribosomal protein L12-1-like [Ananas comosus]Ananas_comosus 45.30 0.00

TRINITY_DN40441_c0_g1XP_020578545.1SNW/SKI-interacting protein [Phalaenopsis equestris]Phalaenopsis_equestris 45.30 0.00

TRINITY_DN40480_c2_g7GBF95503.1hypothetical protein Rsub_07853 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.30 0.00

TRINITY_DN40554_c0_g4XP_024528282.1PITH domain-containing protein At3g04780 [Selaginella moellendorffii]Selaginella_moellendorffii 45.30 0.00

TRINITY_DN40972_c0_g1XP_015953063.1serine/threonine-protein kinase CTR1 [Arachis duranensis]Arachis_duranensis 45.30 0.00

TRINITY_DN42023_c0_g3PIA51089.1hypothetical protein AQUCO_01100131v1 [Aquilegia coerulea]Aquilegia_coerulea 45.30 0.00

TRINITY_DN42217_c0_g7XP_010537323.1PREDICTED: putative DEAD-box ATP-dependent RNA helicase 29 [Tarenaya hassleriana]Tarenaya_hassleriana 45.30 0.00

TRINITY_DN42641_c0_g5XP_002951936.1hypothetical protein VOLCADRAFT_61777 [Volvox carteri f. nagariensis]Volvox_carteri 45.30 0.00

TRINITY_DN42819_c0_g1GAQ91495.1acyl-activating enzyme [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN42858_c1_g1GAX75103.1hypothetical protein CEUSTIGMA_g2547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN43253_c0_g4XP_024380440.1uncharacterized protein LOC112284661 isoform X2 [Physcomitrella patens]Physcomitrella_patens 45.30 0.00

TRINITY_DN43663_c0_g3KXZ44848.1hypothetical protein GPECTOR_61g801 [Gonium pectorale]Gonium_pectorale 45.30 0.00

TRINITY_DN43765_c0_g3PNH01419.1Attractin-like protein 1 [Tetrabaena socialis]Tetrabaena_socialis 45.30 0.00

TRINITY_DN44126_c0_g1XP_001691996.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.30 0.00

TRINITY_DN44980_c0_g1GAQ86788.1ARM repeat superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN45158_c1_g2KXZ56707.1hypothetical protein GPECTOR_1g637 [Gonium pectorale]Gonium_pectorale 45.30 0.00

TRINITY_DN45179_c1_g4XP_010266037.1PREDICTED: pre-rRNA-processing protein ESF1 [Nelumbo nucifera]Nelumbo_nucifera 45.30 0.00

TRINITY_DN45260_c0_g3KFK32163.1hypothetical protein AALP_AA6G205900 [Arabis alpina]Arabis_alpina 45.30 0.00

TRINITY_DN45521_c0_g2GAX74866.1hypothetical protein CEUSTIGMA_g2312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN45887_c0_g4XP_002947244.1hypothetical protein VOLCADRAFT_79505 [Volvox carteri f. nagariensis]Volvox_carteri 45.30 0.00

TRINITY_DN46364_c0_g2PSR92963.1RING-H2 finger protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 45.30 0.00

TRINITY_DN46682_c0_g1GAX78744.1hypothetical protein CEUSTIGMA_g6181.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN47224_c1_g5XP_023902847.1guanine nucleotide-binding protein subunit alpha [Quercus suber]Quercus_suber 45.30 0.00

TRINITY_DN47421_c1_g3GAQ88998.1Rab family GTPase [Klebsormidium nitens]Klebsormidium_nitens 45.30 0.00

TRINITY_DN47698_c0_g7PNH08734.1Pre-mRNA-processing protein 40C, partial [Tetrabaena socialis]Tetrabaena_socialis 45.30 0.00

TRINITY_DN47775_c0_g1XP_002957461.1hypothetical protein VOLCADRAFT_77566 [Volvox carteri f. nagariensis]Volvox_carteri 45.30 0.00

TRINITY_DN48100_c1_g2KXZ43915.1hypothetical protein GPECTOR_77g12 [Gonium pectorale]Gonium_pectorale 45.30 0.00

TRINITY_DN48231_c1_g2XP_001692032.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.30 0.00

TRINITY_DN48248_c0_g1XP_003080823.1Small GTPase superfamily, Rho type [Ostreococcus tauri]Ostreococcus_tauri 45.30 0.00

TRINITY_DN48303_c0_g1XP_002953410.1hypothetical protein VOLCADRAFT_94187 [Volvox carteri f. nagariensis]Volvox_carteri 45.30 0.00

TRINITY_DN48606_c1_g1GBF98918.1hypothetical protein Rsub_11710 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.30 0.00

TRINITY_DN50281_c0_g8XP_002981556.1ultraviolet-B receptor UVR8 [Selaginella moellendorffii]Selaginella_moellendorffii 45.30 0.00

TRINITY_DN51002_c0_g1GAX82209.1hypothetical protein CEUSTIGMA_g9637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.30 0.00

TRINITY_DN51024_c0_g1XP_008790942.1ABC transporter A family member 1 [Phoenix dactylifera]Phoenix_dactylifera 45.30 0.00

TRINITY_DN51027_c0_g1PNW77595.1hypothetical protein CHLRE_10g443650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.30 0.00

TRINITY_DN51487_c0_g1XP_009400000.1PREDICTED: clathrin heavy chain 1 [Musa acuminata subsp. malaccensis]Musa_acuminata 45.30 0

TRINITY_DN52519_c1_g1XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 45.30 0.00

TRINITY_DN52637_c8_g2PNW85860.1hypothetical protein CHLRE_03g202350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.30 0.00

TRINITY_DN638_c0_g1XP_011043625.1PREDICTED: guanylate-binding protein 3-like isoform X1 [Populus euphratica]Populus_euphratica 45.30 0.00

TRINITY_DN7128_c1_g1RYQ94556.1hypothetical protein Ahy_B08g089496 isoform A [Arachis hypogaea]Arachis_hypogaea 45.30 0.00

TRINITY_DN12517_c0_g1XP_011402146.15-oxoprolinase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 45.20 0.00

TRINITY_DN22256_c0_g4XP_023915239.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 45.20 0.00

TRINITY_DN28520_c1_g1KFK40110.1hypothetical protein AALP_AA3G331600 [Arabis alpina]Arabis_alpina 45.20 0.00

TRINITY_DN28793_c0_g1XP_001418705.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 45.20 0.00

TRINITY_DN29117_c0_g1XP_024955753.1serine/arginine-rich splicing factor 4-like [Citrus sinensis]Citrus_sinensis 45.20 0.00

TRINITY_DN30304_c0_g2OAY77099.1Protein MEMO1 [Ananas comosus]Ananas_comosus 45.20 0.00

TRINITY_DN30479_c0_g2XP_027078577.1histone deacetylase 19-like [Coffea arabica]Coffea_arabica 45.20 0.00

TRINITY_DN31116_c1_g2XP_020265841.1CBL-interacting serine/threonine-protein kinase 21-like isoform X2 [Asparagus officinalis]Asparagus_officinalis 45.20 0.00

TRINITY_DN31224_c0_g1XP_014518297.1dnaJ protein homolog 1 [Vigna radiata var. radiata]Vigna_radiata 45.20 0.00

TRINITY_DN32022_c0_g1GAQ80254.1Serine/Threonine protein kinases family protein [Klebsormidium nitens]Klebsormidium_nitens 45.20 0.00

TRINITY_DN32176_c0_g1GAQ87870.1Aromatic amino acid hydroxylase [Klebsormidium nitens]Klebsormidium_nitens 45.20 0.00

TRINITY_DN32998_c0_g1XP_003074564.1HCaRG [Ostreococcus tauri]Ostreococcus_tauri 45.20 0.00

TRINITY_DN33363_c0_g1XP_005647267.1L30e-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.20 0.00

TRINITY_DN34853_c0_g2XP_021656496.1subtilisin inhibitor-like [Hevea brasiliensis]Hevea_brasiliensis 45.20 0.00

TRINITY_DN35053_c1_g3XP_019153410.1PREDICTED: probable E3 ubiquitin-protein ligase RNF217 isoform X1 [Ipomoea nil]Ipomoea_nil 45.20 0.00

TRINITY_DN35211_c0_g1XP_026445793.1phosphoglycolate phosphatase 2-like isoform X1 [Papaver somniferum]Papaver_somniferum 45.20 0.00

TRINITY_DN35715_c0_g2XP_024387869.1mitogen-activated protein kinase kinase kinase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.20 0.00

TRINITY_DN36094_c1_g2PNW85197.1hypothetical protein CHLRE_03g175750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN36377_c1_g1GBF96487.1phosphoenolpyruvate carboxykinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.20 0.00

TRINITY_DN36538_c2_g5XP_024385810.1mitogen-activated protein kinase kinase 1a [Physcomitrella patens]Physcomitrella_patens 45.20 0.00

TRINITY_DN36566_c1_g4XP_022950326.1FH protein interacting protein FIP2-like isoform X2 [Cucurbita moschata]Cucurbita_moschata 45.20 0.00

TRINITY_DN36826_c2_g3OAE23440.1hypothetical protein AXG93_961s1400 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.20 0.00



TRINITY_DN36892_c0_g1KMS94337.1hypothetical protein BVRB_022420, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 45.20 0.00

TRINITY_DN37129_c0_g9BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.20 0.00

TRINITY_DN37412_c0_g2GAQ89194.1hypothetical protein KFL_004960040 [Klebsormidium nitens]Klebsormidium_nitens 45.20 0.00

TRINITY_DN37455_c1_g1GAX83078.1hypothetical protein CEUSTIGMA_g10504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN37626_c1_g10AII84869.1NADH dehydrogenase subunit 1, partial (mitochondrion) [Jungermannia exsertifolia subsp. cordifolia]Jungermannia_exsertifolia 45.20 0.00

TRINITY_DN38144_c1_g3PNY10515.1ABC transporter B family member 4-like protein [Trifolium pratense]Trifolium_pratense 45.20 0.00

TRINITY_DN38164_c0_g2XP_026457401.1probable serine/threonine-protein kinase roco5 isoform X1 [Papaver somniferum]Papaver_somniferum 45.20 0.00

TRINITY_DN38194_c0_g5XP_005651957.1uroporphyrinogen decarboxylase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.20 0.00

TRINITY_DN38249_c0_g2PNH11727.1tRNA wybutosine-synthesizing protein 2/3/4, partial [Tetrabaena socialis]Tetrabaena_socialis 45.20 0.00

TRINITY_DN38500_c0_g1GAX84372.1hypothetical protein CEUSTIGMA_g11794.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN38631_c0_g2OAE34143.1hypothetical protein AXG93_1593s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.20 0.00

TRINITY_DN39145_c0_g1GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN40095_c0_g1KXZ54156.1hypothetical protein GPECTOR_5g254 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN40141_c0_g2XP_001699805.1Mg2+ transporter protein, CorA-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN40713_c1_g2GAX80507.1hypothetical protein CEUSTIGMA_g7945.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN40808_c0_g1XP_002946712.1hypothetical protein VOLCADRAFT_103129 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN40893_c0_g4PNH04952.1putative importin subunit beta-4 [Tetrabaena socialis]Tetrabaena_socialis 45.20 0.00

TRINITY_DN40986_c0_g1GAX81768.1hypothetical protein CEUSTIGMA_g9196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN41047_c0_g2XP_024402364.1OTU domain-containing protein 3-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.20 0.00

TRINITY_DN41490_c0_g2GAX83841.1hypothetical protein CEUSTIGMA_g11265.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN41754_c0_g1GAQ87395.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 45.20 0.00

TRINITY_DN42008_c0_g2PNW71180.1hypothetical protein CHLRE_16g694402v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN42586_c0_g1KXZ51732.1hypothetical protein GPECTOR_11g179 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN43097_c0_g1XP_002948507.1hypothetical protein VOLCADRAFT_88936 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN43139_c0_g5RLM93386.1hypothetical protein C2845_PM08G09970 [Panicum miliaceum]Panicum_miliaceum 45.20 0.00

TRINITY_DN43158_c0_g3PNW76348.1hypothetical protein CHLRE_12g553253v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN43421_c1_g2GAX81406.1hypothetical protein CEUSTIGMA_g8836.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN43729_c1_g2XP_027352753.1pirin-like protein [Abrus precatorius]Abrus_precatorius 45.20 0.00

TRINITY_DN43743_c0_g10XP_023871922.1translationally-controlled tumor protein homolog [Quercus suber]Quercus_suber 45.20 0.00

TRINITY_DN43852_c0_g3XP_002957426.1hypothetical protein VOLCADRAFT_121640 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN43959_c1_g8XP_002958082.1hypothetical protein VOLCADRAFT_99285 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN43971_c0_g7PON43231.1ABC transporter [Parasponia andersonii]Parasponia_andersonii 45.20 0.00

TRINITY_DN44238_c0_g1XP_005647694.1hypothetical protein COCSUDRAFT_66187 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.20 0.00

TRINITY_DN44280_c0_g2XP_002951079.1hypothetical protein VOLCADRAFT_104939 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN44636_c1_g3XP_021771157.1probable serine/threonine-protein kinase SIS8 isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 45.20 0.00

TRINITY_DN44800_c0_g1XP_001699292.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN44957_c1_g1XP_002951871.1hypothetical protein VOLCADRAFT_105287 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN45029_c1_g6GAX83884.1hypothetical protein CEUSTIGMA_g11309.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN45413_c0_g3NP_001189955.1dual specificity protein phosphatase 1 [Arabidopsis thaliana]Arabidopsis_thaliana 45.20 0.00

TRINITY_DN45967_c1_g8XP_001693510.1poly(a) polymerase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN46058_c1_g7KXZ49991.1hypothetical protein GPECTOR_18g147 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN46109_c0_g2PNW80474.1hypothetical protein CHLRE_07g319002v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN4627_c0_g1RWR95812.1pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH10 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 45.20 0.00

TRINITY_DN46346_c0_g4GAX83435.1hypothetical protein CEUSTIGMA_g10860.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN46461_c0_g5XP_001691352.1KDEL receptor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN46751_c0_g2ARO50106.120S proteasome alpha subunit G [Yamagishiella unicocca]Yamagishiella_unicocca 45.20 0.00

TRINITY_DN46861_c0_g4XP_005648707.1NUC173-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.20 0.00

TRINITY_DN46947_c0_g1AAG44096.1cycloartenol synthase [Abies magnifica]Abies_magnifica 45.20 0.00

TRINITY_DN47003_c1_g7KXZ49319.1hypothetical protein GPECTOR_22g913 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN47153_c0_g8GAQ80689.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 45.20 0.00

TRINITY_DN47363_c1_g1XP_023910125.1dynamin-related protein DNM1-like [Quercus suber]Quercus_suber 45.20 0.00

TRINITY_DN47512_c0_g2XP_002505786.1histone chaperone [Micromonas commoda]Micromonas_commoda 45.20 0.00

TRINITY_DN47602_c0_g1PNW87491.1hypothetical protein CHLRE_02g144009v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN48048_c0_g2GAX81848.1hypothetical protein CEUSTIGMA_g9276.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN49029_c1_g6XP_010920263.1PREDICTED: transcription factor E2FB-like isoform X1 [Elaeis guineensis]Elaeis_guineensis 45.20 0.00

TRINITY_DN49135_c0_g2KXZ56662.1hypothetical protein GPECTOR_1g597 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN49204_c0_g2PNH02817.1hypothetical protein TSOC_011164, partial [Tetrabaena socialis]Tetrabaena_socialis 45.20 0.00

TRINITY_DN49210_c2_g4XP_004507564.1pyrophosphate-energized membrane proton pump 3 [Cicer arietinum]Cicer_arietinum 45.20 0.00

TRINITY_DN49434_c0_g2XP_002957251.1hypothetical protein VOLCADRAFT_77510 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00

TRINITY_DN49521_c0_g5XP_007514350.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 45.20 0.00

TRINITY_DN49955_c1_g1PRW45465.1pseudouridine synthase [Chlorella sorokiniana]Chlorella_sorokiniana 45.20 0.00

TRINITY_DN50310_c1_g7XP_001690418.1signal peptide peptidase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN50318_c2_g1GAX80119.1hypothetical protein CEUSTIGMA_g7557.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN50335_c1_g3KXZ45953.1hypothetical protein GPECTOR_49g537 [Gonium pectorale]Gonium_pectorale 45.20 0.00

TRINITY_DN50632_c0_g1GAX83750.1hypothetical protein CEUSTIGMA_g11175.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.20 0.00

TRINITY_DN50724_c0_g5XP_002954230.1hypothetical protein VOLCADRAFT_95074 [Volvox carteri f. nagariensis]Volvox_carteri 45.20 0.00



TRINITY_DN50968_c0_g1XP_005645032.1hypothetical protein COCSUDRAFT_43923 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.20 0.00

TRINITY_DN51469_c0_g1PNW79732.1hypothetical protein CHLRE_08g364862v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN51905_c1_g2PNW84232.1hypothetical protein CHLRE_04g226150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN52570_c0_g1PNW80538.1hypothetical protein CHLRE_07g321700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.20 0.00

TRINITY_DN53467_c0_g1XP_003060902.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 45.20 0.00

TRINITY_DN5983_c0_g1XP_011659858.1PREDICTED: E3 ubiquitin-protein ligase ATL9-like [Cucumis sativus]Cucumis_sativus 45.20 0.00

TRINITY_DN674_c0_g1PRW56446.1ADP-ribosylation factor [Chlorella sorokiniana]Chlorella_sorokiniana 45.20 0.00

TRINITY_DN915_c0_g1XP_023906936.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 45.20 0.00

TRINITY_DN11608_c0_g2EMS50007.1Enhancer of rudimentary-like protein [Triticum urartu]Triticum_urartu 45.10 0.00

TRINITY_DN12879_c0_g1XP_022838771.1Cytochrome c, class IA/ IB [Ostreococcus tauri]Ostreococcus_tauri 45.10 0.00

TRINITY_DN18505_c0_g1OAE19924.1hypothetical protein AXG93_1130s1780 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.10 0.00

TRINITY_DN21427_c0_g1XP_005845860.1hypothetical protein CHLNCDRAFT_36318 [Chlorella variabilis]Chlorella_variabilis 45.10 0.00

TRINITY_DN23811_c0_g1PSC69984.1ubiquitin-UPL1 [Micractinium conductrix]Micractinium_conductrix 45.10 0.00

TRINITY_DN31875_c0_g1EPS71211.1glucose-6-phosphate isomerase [Genlisea aurea]Genlisea_aurea 45.10 0.00

TRINITY_DN33641_c0_g1GAQ77772.1Nicotinate/nicotinamide mononucleotide adenyltransferase [Klebsormidium nitens]Klebsormidium_nitens 45.10 0.00

TRINITY_DN34295_c1_g15XP_023872719.1phospholipase D zeta 1-like [Quercus suber]Quercus_suber 45.10 0.00

TRINITY_DN34562_c0_g1GAQ88359.1alpha/beta hydrolase superfamily [Klebsormidium nitens]Klebsormidium_nitens 45.10 0.00

TRINITY_DN34809_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 45.10 0.00

TRINITY_DN35226_c0_g2XP_020219368.1glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 [Cajanus cajan]Cajanus_cajan 45.10 0.00

TRINITY_DN35404_c0_g1XP_006658533.1PREDICTED: probable E3 ubiquitin-protein ligase HERC3 [Oryza brachyantha]Oryza_brachyantha 45.10 0.00

TRINITY_DN35715_c0_g3GAX78918.1hypothetical protein CEUSTIGMA_g6357.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.10 0.00

TRINITY_DN35896_c0_g1GAQ77852.1GTP-binding protein [Klebsormidium nitens]Klebsormidium_nitens 45.10 0.00

TRINITY_DN36797_c1_g1PNH11983.1hypothetical protein TSOC_001138 [Tetrabaena socialis]Tetrabaena_socialis 45.10 0.00

TRINITY_DN36974_c0_g4XP_022756533.1MOB kinase activator-like 1A isoform X1 [Durio zibethinus]Durio_zibethinus 45.10 0.00

TRINITY_DN38026_c0_g2KXZ55534.1hypothetical protein GPECTOR_2g1083 [Gonium pectorale]Gonium_pectorale 45.10 0.00

TRINITY_DN38219_c0_g2XP_003062761.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 45.10 0.00

TRINITY_DN38608_c1_g2XP_002946351.1hypothetical protein VOLCADRAFT_115922 [Volvox carteri f. nagariensis]Volvox_carteri 45.10 0.00

TRINITY_DN38966_c0_g7KEH40092.1metalloendopeptidase/zinc ion-binding protein [Medicago truncatula]Medicago_truncatula 45.10 0.00

TRINITY_DN39207_c0_g4PNH03131.1Alpha-protein kinase 1 [Tetrabaena socialis]Tetrabaena_socialis 45.10 0.00

TRINITY_DN39756_c0_g1XP_001696255.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN40254_c0_g1GAX73865.1hypothetical protein CEUSTIGMA_g1315.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.10 0.00

TRINITY_DN40565_c0_g2AYU70944.1sucrose transporter 4 [Ginkgo biloba]Ginkgo_biloba 45.10 0.00

TRINITY_DN40620_c1_g1XP_001702960.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN40907_c0_g1XP_024025052.1transcription factor E2FB isoform X1 [Morus notabilis]Morus_notabilis 45.10 0.00

TRINITY_DN41097_c0_g5BAG70978.1epsin N-terminal homology (ENTH) domain-containing protein [Musa balbisiana]Musa_balbisiana 45.10 0.00

TRINITY_DN41418_c1_g1PRW57397.1eukaryotic translation initiation factor 2 subunit gamma-like [Chlorella sorokiniana]Chlorella_sorokiniana 45.10 0.00

TRINITY_DN41992_c0_g2ERN05630.1hypothetical protein AMTR_s00006p00073450 [Amborella trichopoda]Amborella_trichopoda 45.10 0.00

TRINITY_DN42195_c0_g1XP_020583817.1serine/threonine-protein kinase dst1 [Phalaenopsis equestris]Phalaenopsis_equestris 45.10 0.00

TRINITY_DN42206_c1_g3CDM83910.1unnamed protein product [Triticum aestivum]Triticum_aestivum 45.10 0.00

TRINITY_DN42336_c2_g5XP_020205605.1ribose-phosphate pyrophosphokinase 4-like isoform X1 [Cajanus cajan]Cajanus_cajan 45.10 0.00

TRINITY_DN42665_c1_g1GBF92086.1hypothetical protein Rsub_04433 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.10 0.00

TRINITY_DN42832_c0_g9BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 45.10 0.00

TRINITY_DN43588_c1_g1XP_024386061.1sensor protein GacS-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.10 0.00

TRINITY_DN43825_c1_g1XP_005645781.1Clc chloride channel [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.10 0.00

TRINITY_DN44155_c1_g7RDX60395.1Senescence-specific cysteine protease SAG39, partial [Mucuna pruriens]Mucuna_pruriens 45.10 0.00

TRINITY_DN44170_c2_g2GAX73359.1hypothetical protein CEUSTIGMA_g812.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.10 0.00

TRINITY_DN44489_c0_g7XP_009119679.1PREDICTED: ras-related protein RABA3 [Brassica rapa]Brassica_rapa 45.10 0.00

TRINITY_DN44665_c1_g6XP_023908860.1uncharacterized protein LOC112020534 [Quercus suber]Quercus_suber 45.10 0.00

TRINITY_DN45409_c1_g1GAX79717.1hypothetical protein CEUSTIGMA_g7158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.10 0.00

TRINITY_DN45509_c1_g1XP_002984078.2phosphatidylinositol/phosphatidylcholine transfer protein SFH1 [Selaginella moellendorffii]Selaginella_moellendorffii 45.10 0.00

TRINITY_DN46123_c0_g3RQL81690.1hypothetical protein DY000_00007684 [Brassica cretica]Brassica_cretica 45.10 0.00

TRINITY_DN46155_c1_g6XP_023889370.1structural maintenance of chromosomes protein 6-like [Quercus suber]Quercus_suber 45.10 0.00

TRINITY_DN46486_c0_g4PNW78132.1hypothetical protein CHLRE_10g465500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN46697_c1_g1XP_001690067.1p53-induced protein 8 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN47476_c0_g2PRW59023.1arginine decarboxylase [Chlorella sorokiniana]Chlorella_sorokiniana 45.10 0.00

TRINITY_DN47781_c1_g2XP_001689443.1potassium channel, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN47864_c0_g10GAX78753.1hypothetical protein CEUSTIGMA_g6190.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.10 0.00

TRINITY_DN48328_c0_g2XP_001419939.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 45.10 0.00

TRINITY_DN48418_c0_g5GBF93736.1hypothetical protein Rsub_06068 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.10 0.00

TRINITY_DN48565_c0_g5KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 45.10 0.00

TRINITY_DN49030_c0_g5XP_015867158.1galactokinase-like [Ziziphus jujuba]Ziziphus_jujuba 45.10 0.00

TRINITY_DN49651_c0_g1GAQ78747.1Putative DUAL SPECIFICITY PROTEIN PHOSPHATASE [Klebsormidium nitens]Klebsormidium_nitens 45.10 0.00

TRINITY_DN49833_c0_g1PNH09193.1hypothetical protein TSOC_004234 [Tetrabaena socialis]Tetrabaena_socialis 45.10 0.00

TRINITY_DN49854_c0_g8AAV54188.1chloroplast major light-harvesting complex II protein m9, partial [Haematococcus lacustris]Haematococcus_lacustris 45.10 0.00

TRINITY_DN50221_c1_g5XP_013904891.1hypothetical protein MNEG_2079 [Monoraphidium neglectum]Monoraphidium_neglectum 45.10 0.00

TRINITY_DN50534_c0_g1XP_023908859.1kinesin heavy chain-like [Quercus suber]Quercus_suber 45.10 0.00



TRINITY_DN50578_c1_g3XP_002953988.1hypothetical protein VOLCADRAFT_106173 [Volvox carteri f. nagariensis]Volvox_carteri 45.10 0.00

TRINITY_DN50979_c0_g7PNW75161.1hypothetical protein CHLRE_12g515350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.10 0.00

TRINITY_DN51151_c0_g3EPS64534.1hypothetical protein M569_10247 [Genlisea aurea]Genlisea_aurea 45.10 0.00

TRINITY_DN53150_c0_g1XP_007509728.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 45.10 0.00

TRINITY_DN6933_c0_g1XP_023747897.1autophagy-related protein 18a-like [Lactuca sativa]Lactuca_sativa 45.10 0.00

TRINITY_DN16877_c0_g1XP_006285410.2ras-related protein RABB1a [Capsella rubella]Capsella_rubella 45.00 0.00

TRINITY_DN1687_c0_g1XP_002507091.1fatty acid desaturase [Micromonas commoda]Micromonas_commoda 45.00 0.00

TRINITY_DN2195_c0_g1XP_024384494.1H/ACA ribonucleoprotein complex subunit 2-like protein [Physcomitrella patens]Physcomitrella_patens 45.00 0.00

TRINITY_DN27429_c0_g2XP_023871172.1acetamidase-like [Quercus suber]Quercus_suber 45.00 0.00

TRINITY_DN31481_c0_g3KXZ45555.1hypothetical protein GPECTOR_53g141 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN32175_c0_g3XP_023895945.1LOW QUALITY PROTEIN: vacuolar protein sorting-associated protein 45-like [Quercus suber]Quercus_suber 45.00 0.00

TRINITY_DN32319_c1_g2ONM33382.1CTP synthase family protein [Zea mays]Zea_mays 45.00 0.00

TRINITY_DN35057_c0_g1GAX77180.1hypothetical protein CEUSTIGMA_g4626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN35193_c0_g1XP_024391160.1serine/threonine-protein kinase AtPK2/AtPK19-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 45.00 0.00

TRINITY_DN35431_c1_g10GAQ88885.1NAD-dependent epimerase/dehydratase [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN35876_c0_g3XP_002277034.2PREDICTED: zinc finger CCCH domain-containing protein 1 [Vitis vinifera]Vitis_vinifera 45.00 0.00

TRINITY_DN36000_c0_g1GAQ85015.1ATP-dependent Lon protease [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN36364_c0_g2XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 45.00 0.00

TRINITY_DN36391_c0_g2ONK66039.1uncharacterized protein A4U43_C06F3540 [Asparagus officinalis]Asparagus_officinalis 45.00 0.00

TRINITY_DN36903_c0_g10OAO94309.1TAF5 [Arabidopsis thaliana]Arabidopsis_thaliana 45.00 0.00

TRINITY_DN37106_c1_g1KXZ55513.1hypothetical protein GPECTOR_2g1062 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN37392_c0_g4XP_012849765.1PREDICTED: cycloartenol-C-24-methyltransferase [Erythranthe guttata]Erythranthe_guttata 45.00 0.00

TRINITY_DN37780_c0_g7PNH06372.1histone H3 [Tetrabaena socialis]Tetrabaena_socialis 45.00 0.00

TRINITY_DN37889_c0_g3XP_006644165.1PREDICTED: dephospho-CoA kinase [Oryza brachyantha]Oryza_brachyantha 45.00 0.00

TRINITY_DN37928_c0_g2XP_018823754.1PREDICTED: mRNA cap guanine-N7 methyltransferase 1-like isoform X1 [Juglans regia]Juglans_regia 45.00 0.00

TRINITY_DN38493_c1_g1KXZ51810.1hypothetical protein GPECTOR_11g251 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN38996_c0_g5PTQ31328.1hypothetical protein MARPO_0113s0054 [Marchantia polymorpha]Marchantia_polymorpha 45.00 0.00

TRINITY_DN39346_c0_g3XP_005847259.1expressed protein [Chlorella variabilis]Chlorella_variabilis 45.00 0.00

TRINITY_DN39399_c1_g7GBF91241.1hypothetical protein Rsub_03561 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.00 0.00

TRINITY_DN39417_c0_g1GAQ77818.1branched-chain amino acid aminotransferase [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN40223_c0_g1GAX76876.1hypothetical protein CEUSTIGMA_g4322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN40817_c0_g2XP_010267507.1PREDICTED: plant UBX domain-containing protein 10-like [Nelumbo nucifera]Nelumbo_nucifera 45.00 0.00

TRINITY_DN40969_c0_g1XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 45.00 0.00

TRINITY_DN41440_c0_g1GBG61046.1hypothetical protein CBR_g18639 [Chara braunii]Chara_braunii 45.00 0.00

TRINITY_DN41645_c1_g1XP_013903087.1hypothetical protein MNEG_3893 [Monoraphidium neglectum]Monoraphidium_neglectum 45.00 0.00

TRINITY_DN41756_c0_g3GBF90545.1zinc phosphodiesterase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.00 0.00

TRINITY_DN41980_c0_g1XP_005646336.1GBP-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 45.00 0.00

TRINITY_DN42426_c1_g1XP_024374329.1ATP-binding cassette sub-family A member 1-like [Physcomitrella patens]Physcomitrella_patens 45.00 0.00

TRINITY_DN42939_c0_g1KXZ54443.1hypothetical protein GPECTOR_5g95 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN42955_c1_g1PNH02844.1hypothetical protein TSOC_011138 [Tetrabaena socialis]Tetrabaena_socialis 45.00 0.00

TRINITY_DN43433_c0_g2GBF90810.1ubiquitin [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.00 0.00

TRINITY_DN43500_c0_g2GAX75949.1hypothetical protein CEUSTIGMA_g3392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN44280_c0_g1KXZ49339.1hypothetical protein GPECTOR_22g933 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN44373_c1_g1PNH06295.1Apocarotenoid-15,15'-oxygenase [Tetrabaena socialis]Tetrabaena_socialis 45.00 0.00

TRINITY_DN44405_c0_g3GAX81212.1hypothetical protein CEUSTIGMA_g8644.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN44675_c0_g2GAQ83960.1hypothetical protein KFL_001700150 [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN45142_c0_g1GAQ85616.1VPS45 vacuolar protein sorting 45 [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN45220_c0_g3XP_001698609.1plastid ribosomal protein L33 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.00 0.00

TRINITY_DN45357_c0_g3XP_021681769.1GTP-binding protein YPTM2-like [Hevea brasiliensis]Hevea_brasiliensis 45.00 0.00

TRINITY_DN45986_c0_g4XP_009603888.1PREDICTED: F-box protein At5g06550 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 45.00 0.00

TRINITY_DN46416_c0_g3GAX72981.1hypothetical protein CEUSTIGMA_g433.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN46497_c0_g3XP_010276647.1PREDICTED: phospholipid-transporting ATPase 2 [Nelumbo nucifera]Nelumbo_nucifera 45.00 0.00

TRINITY_DN47081_c0_g1GAX86128.1hypothetical protein CEUSTIGMA_g13541.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN47477_c0_g6GAQ86264.1dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN47580_c0_g1PNW72245.1hypothetical protein CHLRE_16g676050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.00 0.00

TRINITY_DN47822_c2_g1XP_013899571.1hypothetical protein MNEG_7408 [Monoraphidium neglectum]Monoraphidium_neglectum 45.00 0.00

TRINITY_DN47861_c0_g1GBF94173.1hypothetical protein Rsub_07160 [Raphidocelis subcapitata]Raphidocelis_subcapitata 45.00 0.00

TRINITY_DN47870_c0_g2PNW82359.1hypothetical protein CHLRE_06g278245v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 45.00 0.00

TRINITY_DN47903_c1_g2GAQ80925.1solute symporter family protein [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN47950_c0_g4XP_002947259.1hypothetical protein VOLCADRAFT_79531 [Volvox carteri f. nagariensis]Volvox_carteri 45.00 0.00

TRINITY_DN47970_c0_g1GAQ80621.1hypothetical protein KFL_000580150 [Klebsormidium nitens]Klebsormidium_nitens 45.00 0.00

TRINITY_DN48487_c0_g1GAX83351.1hypothetical protein CEUSTIGMA_g10776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN48492_c0_g6XP_010231306.1transcription factor MYB3R-2 isoform X3 [Brachypodium distachyon]Brachypodium_distachyon 45.00 0.00

TRINITY_DN48583_c0_g2XP_023876576.1probable serine/threonine-protein kinase DDB_G0282963 [Quercus suber]Quercus_suber 45.00 0.00

TRINITY_DN49198_c0_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN49263_c0_g6XP_023872736.1DNA repair and recombination protein radC-like [Quercus suber]Quercus_suber 45.00 0.00



TRINITY_DN49310_c1_g1GAX72591.1hypothetical protein CEUSTIGMA_g47.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN50148_c1_g1XP_002955523.1hypothetical protein VOLCADRAFT_121440 [Volvox carteri f. nagariensis]Volvox_carteri 45.00 0.00

TRINITY_DN50774_c1_g3GAX75788.1hypothetical protein CEUSTIGMA_g3231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 45.00 0.00

TRINITY_DN51465_c0_g3XP_025806275.1probable calcium-transporting ATPase 9, plasma membrane-type [Panicum hallii]Panicum_hallii 45.00 0.00

TRINITY_DN52046_c1_g1GAQ88658.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 45.00 0

TRINITY_DN52261_c1_g1KXZ51052.1hypothetical protein GPECTOR_14g39 [Gonium pectorale]Gonium_pectorale 45.00 0.00

TRINITY_DN52368_c2_g1OAE24067.1hypothetical protein AXG93_2402s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 45.00 0

TRINITY_DN52427_c3_g6XP_002956222.1hypothetical protein VOLCADRAFT_97147 [Volvox carteri f. nagariensis]Volvox_carteri 45.00 0.00

TRINITY_DN12163_c0_g1XP_002947824.1hypothetical protein VOLCADRAFT_103605 [Volvox carteri f. nagariensis]Volvox_carteri 44.90 0.00

TRINITY_DN21132_c0_g2PIN11495.1Sensory transduction histidine kinase [Handroanthus impetiginosus]Handroanthus_impetiginosus 44.90 0.00

TRINITY_DN21720_c0_g1AMD82674.1long chain acyl-CoA synthetase 8 protein [Vernicia fordii]Vernicia_fordii 44.90 0.00

TRINITY_DN22502_c0_g1GAQ86354.1AAA-type ATPase family protein [Klebsormidium nitens]Klebsormidium_nitens 44.90 0.00

TRINITY_DN23213_c0_g1PNW86126.1hypothetical protein CHLRE_02g074300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN23416_c0_g2BAK00506.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.90 0.00

TRINITY_DN23993_c0_g2XP_026412374.1EEF1A lysine methyltransferase 4-like [Papaver somniferum]Papaver_somniferum 44.90 0.00

TRINITY_DN24041_c0_g1XP_015884415.1uncharacterized protein LOC107420064 isoform X2 [Ziziphus jujuba]Ziziphus_jujuba 44.90 0.00

TRINITY_DN27952_c0_g1XP_023929107.1serine/threonine-protein kinase tor2-like [Quercus suber]Quercus_suber 44.90 0.00

TRINITY_DN29777_c0_g1XP_010033055.1PREDICTED: 18.1 kDa class I heat shock protein-like [Eucalyptus grandis]Eucalyptus_grandis 44.90 0.00

TRINITY_DN30063_c0_g1XP_021825393.1probable calcium-binding protein CML20 [Prunus avium]Prunus_avium 44.90 0.00

TRINITY_DN30362_c0_g2XP_019177327.1PREDICTED: tubulin-folding cofactor C isoform X1 [Ipomoea nil]Ipomoea_nil 44.90 0.00

TRINITY_DN30540_c0_g1XP_024181974.1uncharacterized protein LOC112187429 isoform X1 [Rosa chinensis]Rosa_chinensis 44.90 0.00

TRINITY_DN30554_c0_g1RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 44.90 0.00

TRINITY_DN31914_c0_g1OUS44676.1putative thioredoxin [Ostreococcus tauri]Ostreococcus_tauri 44.90 0.00

TRINITY_DN33713_c2_g2XP_023909062.1alpha,alpha-trehalose-phosphate synthase [UDP-forming]-like [Quercus suber]Quercus_suber 44.90 0.00

TRINITY_DN34130_c0_g2XP_001693518.1flavohemoprotein b5/b5R-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN34918_c0_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 44.90 0.00

TRINITY_DN35436_c0_g3XP_024030340.1uncharacterized PKHD-type hydroxylase At1g22950 [Morus notabilis]Morus_notabilis 44.90 0.00

TRINITY_DN35981_c0_g6XP_013732589.1ras-related protein RABC1 [Brassica napus]Brassica_napus 44.90 0.00

TRINITY_DN36403_c1_g11PSC71149.1coatomer subunit gamma [Micractinium conductrix]Micractinium_conductrix 44.90 0.00

TRINITY_DN36727_c0_g5XP_027098262.1very-long-chain 3-oxoacyl-CoA reductase-like protein At1g24470 [Coffea arabica]Coffea_arabica 44.90 0.00

TRINITY_DN36731_c1_g2XP_001699718.1plastid ribosomal protein L17 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN36916_c0_g1XP_013899398.1hypothetical protein MNEG_7584 [Monoraphidium neglectum]Monoraphidium_neglectum 44.90 0.00

TRINITY_DN37175_c0_g1XP_001701806.1nucleoredoxin 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN37327_c0_g1GBG68577.1Glutamate: glyoxylate aminotransferase (GGT) [Chara braunii]Chara_braunii 44.90 0.00

TRINITY_DN37424_c0_g3XP_024367232.1uncharacterized protein LOC112278252 [Physcomitrella patens]Physcomitrella_patens 44.90 0.00

TRINITY_DN37653_c0_g4PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN37999_c1_g5XP_023871278.1ras-related GTP-binding protein A-like [Quercus suber]Quercus_suber 44.90 0.00

TRINITY_DN38812_c0_g2XP_001703322.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN38936_c0_g7GBF91900.1gamma-tubulin complex component [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.90 0.00

TRINITY_DN39200_c1_g2XP_024358703.1protein CIA1-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 44.90 0.00

TRINITY_DN39460_c0_g3GAX76056.1hypothetical protein CEUSTIGMA_g3499.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN39545_c1_g4PON43231.1ABC transporter [Parasponia andersonii]Parasponia_andersonii 44.90 0.00

TRINITY_DN39645_c0_g1KXZ55304.1hypothetical protein GPECTOR_3g439 [Gonium pectorale]Gonium_pectorale 44.90 0.00

TRINITY_DN40288_c2_g3PNW85962.1hypothetical protein CHLRE_03g200095v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN40370_c0_g4XP_005650543.1RabGAP/TBC protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.90 0.00

TRINITY_DN40762_c0_g2KXZ49504.1hypothetical protein GPECTOR_21g730 [Gonium pectorale]Gonium_pectorale 44.90 0.00

TRINITY_DN40889_c0_g6OAE30073.1hypothetical protein AXG93_1474s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.90 0.00

TRINITY_DN41264_c1_g3GAX83974.1hypothetical protein CEUSTIGMA_g11398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN41504_c0_g1XP_023899691.1ubiquitin-activating enzyme E1 1-like [Quercus suber]Quercus_suber 44.90 0.00

TRINITY_DN41671_c0_g4PNW88843.1hypothetical protein CHLRE_01g047218v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN42075_c0_g2KXZ52750.1hypothetical protein GPECTOR_8g141 [Gonium pectorale]Gonium_pectorale 44.90 0.00

TRINITY_DN42405_c0_g3PWA76017.1Arf GTPase activating protein [Artemisia annua]Artemisia_annua 44.90 0.00

TRINITY_DN42465_c0_g9XP_023876650.1glutamate--cysteine ligase-like [Quercus suber]Quercus_suber 44.90 0.00

TRINITY_DN42599_c0_g7EEF25361.13-hydroxy-3-methylglutaryl-coenzyme A reductase, putative [Ricinus communis]Ricinus_communis 44.90 0.00

TRINITY_DN42607_c0_g1GAX77508.1hypothetical protein CEUSTIGMA_g4952.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN43437_c0_g3GAQ82474.1hypothetical protein KFL_001120190 [Klebsormidium nitens]Klebsormidium_nitens 44.90 0.00

TRINITY_DN43625_c0_g8XP_002958102.1hypothetical protein VOLCADRAFT_77814 [Volvox carteri f. nagariensis]Volvox_carteri 44.90 0.00

TRINITY_DN44500_c0_g8XP_002535815.1uncharacterized protein LOC8271263 [Ricinus communis]Ricinus_communis 44.90 0.00

TRINITY_DN44709_c2_g5XP_012075610.1probable LRR receptor-like serine/threonine-protein kinase At4g20940 [Jatropha curcas]Jatropha_curcas 44.90 0.00

TRINITY_DN45141_c0_g4GAQ83112.1pescadillo-related protein [Klebsormidium nitens]Klebsormidium_nitens 44.90 0.00

TRINITY_DN45305_c0_g1XP_010683458.1PREDICTED: serine/threonine-protein kinase AtPK2/AtPK19 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.90 0.00

TRINITY_DN45346_c0_g2GAX84851.1hypothetical protein CEUSTIGMA_g12272.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN45918_c0_g3GAX85929.1hypothetical protein CEUSTIGMA_g13345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN46054_c1_g1GBF89396.1hypothetical protein Rsub_01968 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.90 0.00

TRINITY_DN46229_c0_g3PNW81566.1hypothetical protein CHLRE_06g251951v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN46288_c0_g1XP_016564124.1PREDICTED: pre-mRNA-splicing factor SYF1 [Capsicum annuum]Capsicum_annuum 44.90 0.00



TRINITY_DN46536_c1_g9GBG65480.1hypothetical protein CBR_g51075 [Chara braunii]Chara_braunii 44.90 0.00

TRINITY_DN47657_c0_g4GAX75788.1hypothetical protein CEUSTIGMA_g3231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN47919_c0_g2GAX85749.1hypothetical protein CEUSTIGMA_g13164.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN48109_c0_g1EFJ24465.1hypothetical protein SELMODRAFT_414577 [Selaginella moellendorffii]Selaginella_moellendorffii 44.90 0.00

TRINITY_DN48233_c0_g4PNW74995.1hypothetical protein CHLRE_12g501050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN48830_c0_g1XP_020101642.1uncharacterized protein LOC109719402 [Ananas comosus]Ananas_comosus 44.90 0.00

TRINITY_DN49003_c1_g1KXZ44464.1hypothetical protein GPECTOR_67g304 [Gonium pectorale]Gonium_pectorale 44.90 0.00

TRINITY_DN49210_c2_g5XP_005645091.1urea active transporter-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.90 0.00

TRINITY_DN49362_c0_g1XP_018823565.1PREDICTED: BTB/POZ domain-containing protein At2g24240-like [Juglans regia]Juglans_regia 44.90 0.00

TRINITY_DN49417_c1_g3XP_003628533.1uncharacterized exonuclease domain-containing protein At3g15140 [Medicago truncatula]Medicago_truncatula 44.90 0.00

TRINITY_DN49457_c0_g1PNW88505.1hypothetical protein CHLRE_01g032450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN49506_c0_g2ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 44.90 0.00

TRINITY_DN49734_c1_g2PNW77864.1hypothetical protein CHLRE_10g454850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.90 0.00

TRINITY_DN50206_c0_g3KXG29771.1hypothetical protein SORBI_3004G088501 [Sorghum bicolor]Sorghum_bicolor 44.90 0.00

TRINITY_DN5088_c0_g1XP_022875565.1ER lumen protein-retaining receptor-like [Olea europaea var. sylvestris]Olea_europaea 44.90 0.00

TRINITY_DN51260_c0_g3XP_003055791.1dpy-30 like protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 44.90 0.00

TRINITY_DN52097_c0_g1KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 44.90 0.00

TRINITY_DN52446_c0_g2GAX73672.1hypothetical protein CEUSTIGMA_g1123.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.90 0.00

TRINITY_DN6722_c0_g1XP_006836553.1protein FATTY ACID EXPORT 2, chloroplastic [Amborella trichopoda]Amborella_trichopoda 44.90 0.00

TRINITY_DN7441_c0_g1PNH09121.1hypothetical protein TSOC_004280, partial [Tetrabaena socialis]Tetrabaena_socialis 44.90 0.00

TRINITY_DN13112_c0_g2XP_010023847.1PREDICTED: pre-mRNA-processing factor 19 homolog 1 [Eucalyptus grandis]Eucalyptus_grandis 44.80 0.00

TRINITY_DN22117_c0_g1PNR37983.1hypothetical protein PHYPA_021094 [Physcomitrella patens]Physcomitrella_patens 44.80 0.00

TRINITY_DN31134_c0_g2XP_023917640.1uncharacterized protein YKR070W-like [Quercus suber]Quercus_suber 44.80 0.00

TRINITY_DN32102_c0_g3GAQ85783.1Cysteinyl-tRNA synthetase [Klebsormidium nitens]Klebsormidium_nitens 44.80 0.00

TRINITY_DN32751_c0_g1XP_018848314.1PREDICTED: splicing factor U2af large subunit B-like isoform X1 [Juglans regia]Juglans_regia 44.80 0.00

TRINITY_DN33941_c0_g1GBG64948.1hypothetical protein CBR_g48697 [Chara braunii]Chara_braunii 44.80 0.00

TRINITY_DN34539_c2_g5XP_002953504.1hypothetical protein VOLCADRAFT_105933 [Volvox carteri f. nagariensis]Volvox_carteri 44.80 0.00

TRINITY_DN34566_c0_g2XP_001421075.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 44.80 0.00

TRINITY_DN35115_c0_g1GAV59486.1ADH_zinc_N domain-containing protein/ADH_N domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 44.80 0.00

TRINITY_DN35123_c0_g2OAE28391.1hypothetical protein AXG93_4027s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.80 0.00

TRINITY_DN35172_c0_g1PIA33298.1hypothetical protein AQUCO_04100015v1 [Aquilegia coerulea]Aquilegia_coerulea 44.80 0.00

TRINITY_DN35254_c0_g2XP_005845455.1hypothetical protein CHLNCDRAFT_58625 [Chlorella variabilis]Chlorella_variabilis 44.80 0.00

TRINITY_DN35506_c0_g2XP_023766450.1serine/threonine-protein kinase STY46-like isoform X2 [Lactuca sativa]Lactuca_sativa 44.80 0.00

TRINITY_DN37389_c1_g13XP_011073322.1ABC transporter C family member 13 [Sesamum indicum]Sesamum_indicum 44.80 0.00

TRINITY_DN38107_c1_g1XP_023926296.1fimbrin-like [Quercus suber]Quercus_suber 44.80 0.00

TRINITY_DN38210_c0_g2XP_007508984.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 44.80 0.00

TRINITY_DN38554_c0_g1XP_010938142.1PREDICTED: MKI67 FHA domain-interacting nucleolar phosphoprotein [Elaeis guineensis]Elaeis_guineensis 44.80 0.00

TRINITY_DN38666_c0_g1BAJ93855.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.80 0.00

TRINITY_DN38840_c0_g5GAX83649.1hypothetical protein CEUSTIGMA_g11073.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN39041_c0_g1VDD05349.1unnamed protein product [Brassica oleracea]Brassica_oleracea 44.80 0.00

TRINITY_DN39066_c1_g8XP_024393146.1N-alpha-acetyltransferase 50-like [Physcomitrella patens]Physcomitrella_patens 44.80 0.00

TRINITY_DN39217_c0_g1XP_005844638.1hypothetical protein CHLNCDRAFT_138957 [Chlorella variabilis]Chlorella_variabilis 44.80 0.00

TRINITY_DN39375_c0_g4XP_002958099.1hypothetical protein VOLCADRAFT_77804 [Volvox carteri f. nagariensis]Volvox_carteri 44.80 0.00

TRINITY_DN40402_c1_g1XP_027357338.1uncharacterized protein LOC113866734 [Abrus precatorius]Abrus_precatorius 44.80 0.00

TRINITY_DN40926_c0_g1PNW79732.1hypothetical protein CHLRE_08g364862v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.80 0.00

TRINITY_DN41021_c0_g1XP_020869119.1importin subunit alpha-6 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 44.80 0.00

TRINITY_DN41148_c0_g3GAX80227.1hypothetical protein CEUSTIGMA_g7665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN41367_c0_g1GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN41974_c1_g2GAV83114.1K_tetra domain-containing protein, partial [Cephalotus follicularis]Cephalotus_follicularis 44.80 0.00

TRINITY_DN42035_c0_g5OAE28892.1hypothetical protein AXG93_2255s1250 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.80 0.00

TRINITY_DN42051_c0_g4GAX75620.1hypothetical protein CEUSTIGMA_g3064.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN42238_c2_g3PRW58906.1selenocysteine lyase [Chlorella sorokiniana]Chlorella_sorokiniana 44.80 0.00

TRINITY_DN42367_c0_g3XP_018686465.1PREDICTED: calcium-binding mitochondrial carrier protein SCaMC-1-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 44.80 0.00

TRINITY_DN42516_c0_g8GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN43310_c0_g1KXZ53306.1hypothetical protein GPECTOR_7g1200 [Gonium pectorale]Gonium_pectorale 44.80 0.00

TRINITY_DN43602_c0_g2KHG23593.1Serine/threonine-protein kinase PRP4 [Gossypium arboreum]Gossypium_arboreum 44.80 0.00

TRINITY_DN44214_c0_g1GAX81140.1hypothetical protein CEUSTIGMA_g8573.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN44258_c0_g1XP_027941008.1probable ADP-ribosylation factor GTPase-activating protein AGD14 [Vigna unguiculata]Vigna_unguiculata 44.80 0.00

TRINITY_DN44264_c0_g5GBG59399.1hypothetical protein CBR_g38425 [Chara braunii]Chara_braunii 44.80 0.00

TRINITY_DN44341_c0_g1GAX85491.1hypothetical protein CEUSTIGMA_g12907.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN44458_c1_g10PNH08704.1hypothetical protein TSOC_004735 [Tetrabaena socialis]Tetrabaena_socialis 44.80 0.00

TRINITY_DN44750_c0_g5GAX84989.1hypothetical protein CEUSTIGMA_g12410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN44966_c0_g6GBF89391.1membrane-bound O-acyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.80 0.00

TRINITY_DN45112_c1_g2XP_013902998.1hypothetical protein MNEG_3981 [Monoraphidium neglectum]Monoraphidium_neglectum 44.80 0.00

TRINITY_DN45801_c0_g2XP_009399430.1PREDICTED: ATPase family AAA domain-containing protein 3 [Musa acuminata subsp. malaccensis]Musa_acuminata 44.80 0.00

TRINITY_DN46032_c0_g10XP_023906970.1phytoene desaturase-like [Quercus suber]Quercus_suber 44.80 0.00



TRINITY_DN46684_c0_g2GBG64374.1hypothetical protein CBR_g41575 [Chara braunii]Chara_braunii 44.80 0.00

TRINITY_DN46844_c2_g6XP_023919028.1LOW QUALITY PROTEIN: cullin-1-like [Quercus suber]Quercus_suber 44.80 0.00

TRINITY_DN47006_c0_g4PNW81141.1hypothetical protein CHLRE_07g344100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.80 0.00

TRINITY_DN47039_c0_g5GAX80571.1hypothetical protein CEUSTIGMA_g8008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN47260_c0_g5GAX74542.1hypothetical protein CEUSTIGMA_g1991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN47649_c0_g6GAX86246.1hypothetical protein CEUSTIGMA_g13658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN48182_c1_g7XP_016750325.1PREDICTED: VAMP-like protein YKT61 [Gossypium hirsutum]Gossypium_hirsutum 44.80 0.00

TRINITY_DN48627_c1_g2GAX83263.1hypothetical protein CEUSTIGMA_g10689.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.80 0.00

TRINITY_DN48913_c0_g7KFK38038.1hypothetical protein AALP_AA3G062200 [Arabis alpina]Arabis_alpina 44.80 0.00

TRINITY_DN49079_c1_g8XP_009386970.1PREDICTED: serine/threonine-protein kinase ATG1c-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 44.80 0.00

TRINITY_DN49224_c0_g1XP_023926487.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 44.80 0.00

TRINITY_DN49647_c1_g12XP_012443919.1PREDICTED: pirin-like protein At1g50590 [Gossypium raimondii]Gossypium_raimondii 44.80 0.00

TRINITY_DN50184_c0_g4PNW82784.1hypothetical protein CHLRE_06g294000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.80 0.00

TRINITY_DN51243_c0_g1PNW73938.1hypothetical protein CHLRE_13g579000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.80 0.00

TRINITY_DN51704_c1_g3XP_002947257.1hypothetical protein VOLCADRAFT_87436 [Volvox carteri f. nagariensis]Volvox_carteri 44.80 0.00

TRINITY_DN51708_c0_g5PNW70692.1hypothetical protein CHLRE_17g730600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.80 0.00

TRINITY_DN51920_c0_g4XP_011402113.1Sedoheptulose-1,7-bisphosphatase, chloroplastic [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 44.80 0.00

TRINITY_DN53295_c0_g1XP_001418077.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 44.80 0.00

TRINITY_DN6717_c0_g1XP_007225893.1GTP-binding protein SAR1A [Prunus persica]Prunus_persica 44.80 0.00

TRINITY_DN23138_c0_g1XP_016556717.1PREDICTED: ras-related protein RABE1c-like [Capsicum annuum]Capsicum_annuum 44.70 0.00

TRINITY_DN23340_c0_g2XP_009419857.1PREDICTED: U2 small nuclear ribonucleoprotein B'' [Musa acuminata subsp. malaccensis]Musa_acuminata 44.70 0.00

TRINITY_DN23870_c0_g1XP_019443619.1PREDICTED: sm-like protein LSM7 [Lupinus angustifolius]Lupinus_angustifolius 44.70 0.00

TRINITY_DN25101_c0_g1XP_004510833.1ras-related protein RABB1c-like [Cicer arietinum]Cicer_arietinum 44.70 0.00

TRINITY_DN27721_c0_g2XP_018474917.1PREDICTED: aminoacylase-1-like [Raphanus sativus]Raphanus_sativus 44.70 0.00

TRINITY_DN2865_c0_g1RZC20511.1Short integuments 2, mitochondrial isoform B [Glycine soja]Glycine_soja 44.70 0.00

TRINITY_DN30667_c0_g1GAX77606.1hypothetical protein CEUSTIGMA_g5050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN30870_c0_g1XP_007515079.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 44.70 0.00

TRINITY_DN31622_c0_g1XP_022729814.1GTP-binding protein At2g22870 [Durio zibethinus]Durio_zibethinus 44.70 0.00

TRINITY_DN31_c0_g1GAX75678.1hypothetical protein CEUSTIGMA_g3121.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN33770_c0_g1XP_021987522.1E3 ubiquitin-protein ligase SP1 isoform X1 [Helianthus annuus]Helianthus_annuus 44.70 0.00

TRINITY_DN33851_c0_g1GAQ84918.1hypothetical protein KFL_002120120 [Klebsormidium nitens]Klebsormidium_nitens 44.70 0.00

TRINITY_DN33887_c0_g1GAQ83154.1hypothetical protein KFL_001370240 [Klebsormidium nitens]Klebsormidium_nitens 44.70 0.00

TRINITY_DN33902_c0_g1PIN10055.1Tyrosine kinase [Handroanthus impetiginosus]Handroanthus_impetiginosus 44.70 0.00

TRINITY_DN33923_c0_g2XP_002948991.1hypothetical protein VOLCADRAFT_109017 [Volvox carteri f. nagariensis]Volvox_carteri 44.70 0.00

TRINITY_DN34063_c0_g2GAX78484.1hypothetical protein CEUSTIGMA_g5923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN34190_c0_g1XP_024393146.1N-alpha-acetyltransferase 50-like [Physcomitrella patens]Physcomitrella_patens 44.70 0.00

TRINITY_DN34373_c0_g1GBG77128.1hypothetical protein CBR_g23454 [Chara braunii]Chara_braunii 44.70 0.00

TRINITY_DN34576_c0_g2KXZ49542.1hypothetical protein GPECTOR_20g396 [Gonium pectorale]Gonium_pectorale 44.70 0.00

TRINITY_DN34742_c0_g1XP_015623789.1sphingolipid delta(4)-desaturase DES1-like [Oryza sativa Japonica Group]Oryza_sativa 44.70 0.00

TRINITY_DN34785_c0_g9OAE26704.1hypothetical protein AXG93_3310s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.70 0.00

TRINITY_DN36088_c0_g5PNW88560.1hypothetical protein CHLRE_01g034650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN36293_c0_g5GAQ91966.1hypothetical protein KFL_008930020 [Klebsormidium nitens]Klebsormidium_nitens 44.70 0.00

TRINITY_DN36847_c0_g1XP_006842716.1methylthioribose-1-phosphate isomerase [Amborella trichopoda]Amborella_trichopoda 44.70 0.00

TRINITY_DN36974_c0_g1PWA83090.1pantoate--beta-alanine ligase [Artemisia annua]Artemisia_annua 44.70 0.00

TRINITY_DN36993_c0_g2KNA18888.1hypothetical protein SOVF_066910 [Spinacia oleracea]Spinacia_oleracea 44.70 0.00

TRINITY_DN37415_c1_g5XP_015891704.1bZIP transcription factor 53-like [Ziziphus jujuba]Ziziphus_jujuba 44.70 0.00

TRINITY_DN37958_c0_g1GBF88626.1hypothetical protein Rsub_01341 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.70 0.00

TRINITY_DN38455_c0_g7XP_005850733.1hypothetical protein CHLNCDRAFT_34245 [Chlorella variabilis]Chlorella_variabilis 44.70 0.00

TRINITY_DN38771_c0_g4KOM48596.1hypothetical protein LR48_Vigan07g230000 [Vigna angularis]Vigna_angularis 44.70 0.00

TRINITY_DN38941_c0_g1XP_021893682.1nudix hydrolase 8 [Carica papaya]Carica_papaya 44.70 0.00

TRINITY_DN39177_c1_g1PNW88668.1hypothetical protein CHLRE_01g039600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN39340_c0_g1PNW83037.1hypothetical protein CHLRE_06g304100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN39547_c0_g2GAX73184.1hypothetical protein CEUSTIGMA_g637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN39716_c0_g3GAX77898.1hypothetical protein CEUSTIGMA_g5340.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN39994_c0_g1PNH11786.1Heat shock protein 12B [Tetrabaena socialis]Tetrabaena_socialis 44.70 0.00

TRINITY_DN4019_c0_g2EOY19987.1Geminivirus rep interacting kinase 1 isoform 1 [Theobroma cacao]Theobroma_cacao 44.70 0.00

TRINITY_DN40730_c3_g2PRW58166.1transferase mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 44.70 0.00

TRINITY_DN40792_c0_g3XP_023914830.1ATP-dependent (S)-NAD(P)H-hydrate dehydratase isoform X2 [Quercus suber]Quercus_suber 44.70 0.00

TRINITY_DN41614_c0_g3PNW77119.1hypothetical protein CHLRE_10g422850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN42217_c0_g5XP_024394674.1putative DEAD-box ATP-dependent RNA helicase 29 [Physcomitrella patens]Physcomitrella_patens 44.70 0.00

TRINITY_DN42691_c0_g6XP_022148772.1DNA polymerase kappa isoform X3 [Momordica charantia]Momordica_charantia 44.70 0.00

TRINITY_DN42845_c0_g2PNH08927.1hypothetical protein TSOC_004519 [Tetrabaena socialis]Tetrabaena_socialis 44.70 0.00

TRINITY_DN43364_c1_g1PTQ50614.1hypothetical protein MARPO_0001s0525 [Marchantia polymorpha]Marchantia_polymorpha 44.70 0.00

TRINITY_DN43372_c0_g4XP_013891894.1hypothetical protein MNEG_15089 [Monoraphidium neglectum]Monoraphidium_neglectum 44.70 0.00

TRINITY_DN43852_c0_g1PNW82685.1hypothetical protein CHLRE_06g289450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN44356_c0_g3XP_012467108.1PREDICTED: DNA polymerase beta isoform X3 [Gossypium raimondii]Gossypium_raimondii 44.70 0.00



TRINITY_DN44474_c0_g1XP_023870752.1acyl-CoA desaturase-like [Quercus suber]Quercus_suber 44.70 0.00

TRINITY_DN44551_c0_g5EFJ18487.1hypothetical protein SELMODRAFT_112295, partial [Selaginella moellendorffii]Selaginella_moellendorffii 44.70 0.00

TRINITY_DN44599_c2_g5GAX77499.1hypothetical protein CEUSTIGMA_g4943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN45399_c0_g3PNW77180.1hypothetical protein CHLRE_10g425675v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN45435_c0_g7KZN09756.1hypothetical protein DCAR_002412 [Daucus carota subsp. sativus]Daucus_carota 44.70 0.00

TRINITY_DN45504_c0_g1XP_005652254.1hypothetical protein COCSUDRAFT_45960 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.70 0.00

TRINITY_DN45638_c2_g2GAX78086.1hypothetical protein CEUSTIGMA_g5528.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN45685_c1_g3GBG87191.1hypothetical protein CBR_g44926 [Chara braunii]Chara_braunii 44.70 0.00

TRINITY_DN46161_c0_g4GAQ85880.1tyrosine aminotransferase [Klebsormidium nitens]Klebsormidium_nitens 44.70 0.00

TRINITY_DN46278_c0_g2XP_001693857.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN46363_c0_g1XP_020224918.1YLP motif-containing protein 1 isoform X3 [Cajanus cajan]Cajanus_cajan 44.70 0.00

TRINITY_DN46759_c0_g2KXZ48818.1hypothetical protein GPECTOR_25g403 [Gonium pectorale]Gonium_pectorale 44.70 0.00

TRINITY_DN47074_c0_g1GAX84324.1hypothetical protein CEUSTIGMA_g11746.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN47185_c0_g3GAX80853.1hypothetical protein CEUSTIGMA_g8288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN47381_c0_g1BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.70 0.00

TRINITY_DN47629_c1_g3OAE32643.1hypothetical protein AXG93_1971s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.70 0.00

TRINITY_DN47893_c1_g5XP_019415991.1PREDICTED: probable ethanolamine kinase isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 44.70 0.00

TRINITY_DN47995_c0_g5GAX79453.1hypothetical protein CEUSTIGMA_g6894.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN48467_c0_g1GAX72727.1hypothetical protein CEUSTIGMA_g183.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN49741_c0_g1PNW69702.1hypothetical protein CHLRE_24g755847v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN50299_c1_g10GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN50389_c0_g5GAX84028.1hypothetical protein CEUSTIGMA_g11452.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN50433_c0_g3PNH07860.1hypothetical protein TSOC_005626 [Tetrabaena socialis]Tetrabaena_socialis 44.70 0.00

TRINITY_DN50958_c0_g1PNW73085.1hypothetical protein CHLRE_14g618400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN51574_c0_g3GAX72985.1hypothetical protein CEUSTIGMA_g437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.70 0.00

TRINITY_DN52025_c1_g1PNW81774.1hypothetical protein CHLRE_06g259650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN52596_c4_g3XP_001694398.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.70 0.00

TRINITY_DN11332_c0_g1GAX83220.1hypothetical protein CEUSTIGMA_g10646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN17714_c0_g2XP_005652109.1pyrophosphate-fructose 6-phosphate 1-phosphotransferase beta-subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.60 0.00

TRINITY_DN22228_c0_g1PSS13870.1Actin-related protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 44.60 0.00

TRINITY_DN22974_c0_g1XP_027162952.1kinesin-like protein KIN-UB isoform X1 [Coffea eugenioides]Coffea_eugenioides 44.60 0.00

TRINITY_DN23415_c0_g1PLY95837.1hypothetical protein LSAT_5X30641 [Lactuca sativa]Lactuca_sativa 44.60 0.00

TRINITY_DN27473_c0_g1XP_024393594.1protein CHROMATIN REMODELING 20-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.60 0.00

TRINITY_DN28939_c0_g2XP_017638944.1PREDICTED: omega-amidase, chloroplastic-like [Gossypium arboreum]Gossypium_arboreum 44.60 0.00

TRINITY_DN29023_c0_g1XP_023883604.1elongation factor 1-beta-like [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN31588_c0_g2OWM71838.1hypothetical protein CDL15_Pgr017721 [Punica granatum]Punica_granatum 44.60 0.00

TRINITY_DN32346_c0_g1PTQ37914.1hypothetical protein MARPO_0054s0029 [Marchantia polymorpha]Marchantia_polymorpha 44.60 0.00

TRINITY_DN32468_c0_g1EEC73387.1hypothetical protein OsI_07631 [Oryza sativa Indica Group]Oryza_sativa 44.60 0.00

TRINITY_DN32681_c0_g1XP_002505998.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 44.60 0.00

TRINITY_DN33496_c0_g1XP_005643322.1metal-dependent protein hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.60 0.00

TRINITY_DN33510_c0_g1GAQ82327.1phosphatidylinositol glycan class P [Klebsormidium nitens]Klebsormidium_nitens 44.60 0.00

TRINITY_DN33681_c0_g1XP_005648480.1hypothetical protein COCSUDRAFT_41280 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.60 0.00

TRINITY_DN33810_c0_g1XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN33830_c0_g4XP_023877673.1cell division control protein 42 homolog [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN33872_c0_g1PIN04432.1Cystathionine beta-lyase/cystathionine gamma-synthase [Handroanthus impetiginosus]Handroanthus_impetiginosus 44.60 0.00

TRINITY_DN35438_c0_g7GAQ85273.1WD-40 repeat family protein [Klebsormidium nitens]Klebsormidium_nitens 44.60 0.00

TRINITY_DN35528_c0_g1OAE29545.1hypothetical protein AXG93_2676s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.60 0.00

TRINITY_DN35537_c1_g9XP_007511834.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 44.60 0.00

TRINITY_DN35635_c0_g11GAQ78735.1alpha-amylase [Klebsormidium nitens]Klebsormidium_nitens 44.60 0.00

TRINITY_DN35678_c0_g1XP_010464177.1PREDICTED: dual specificity protein phosphatase 1B [Camelina sativa]Camelina_sativa 44.60 0.00

TRINITY_DN35747_c0_g2KDD74340.1hypothetical protein H632_c1389p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 44.60 0.00

TRINITY_DN36052_c0_g1XP_010552035.1PREDICTED: translation initiation factor eIF-2B subunit beta-like isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 44.60 0.00

TRINITY_DN36542_c0_g10AKD28017.1translationlly controlled tumor protein [Morus alba var. atropurpurea]Morus_alba 44.60 0.00

TRINITY_DN36605_c0_g1GAQ84241.1Class I glutamine amidotransferase-like protein [Klebsormidium nitens]Klebsormidium_nitens 44.60 0.00

TRINITY_DN36982_c0_g1PHT59984.1Dual specificity protein phosphatase 1 [Capsicum baccatum]Capsicum_baccatum 44.60 0.00

TRINITY_DN37010_c0_g1XP_019184667.1PREDICTED: prolyl-tRNA synthetase associated domain-containing protein 1 isoform X1 [Ipomoea nil]Ipomoea_nil 44.60 0.00

TRINITY_DN37512_c1_g6XP_001702079.1CDK inhibitory kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN37694_c1_g4XP_005644077.1zf-AN1-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.60 0.00

TRINITY_DN38018_c0_g8XP_010676542.1PREDICTED: phosphatidylinositol glycan anchor biosynthesis class U protein [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.60 0.00

TRINITY_DN38048_c1_g8XP_013900530.1Cell cycle checkpoint protein RAD17, partial [Monoraphidium neglectum]Monoraphidium_neglectum 44.60 0.00

TRINITY_DN38783_c0_g2GAX79006.1hypothetical protein CEUSTIGMA_g6446.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN39139_c0_g9EFJ22602.1hypothetical protein SELMODRAFT_104910, partial [Selaginella moellendorffii]Selaginella_moellendorffii 44.60 0.00

TRINITY_DN39529_c1_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 44.60 0.00

TRINITY_DN39660_c0_g1KXZ47621.1hypothetical protein GPECTOR_34g780 [Gonium pectorale]Gonium_pectorale 44.60 0.00

TRINITY_DN40212_c1_g2GAX74117.1hypothetical protein CEUSTIGMA_g1566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN41647_c2_g2PNW86709.1hypothetical protein CHLRE_02g095095v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00



TRINITY_DN41736_c2_g3XP_002958688.1hypothetical protein VOLCADRAFT_108259 [Volvox carteri f. nagariensis]Volvox_carteri 44.60 0.00

TRINITY_DN42050_c1_g5GAX77809.1hypothetical protein CEUSTIGMA_g5252.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN42061_c0_g8XP_008806151.1DNA-directed RNA polymerase II subunit 1 [Phoenix dactylifera]Phoenix_dactylifera 44.60 0

TRINITY_DN42241_c0_g6KXZ44418.1hypothetical protein GPECTOR_68g390 [Gonium pectorale]Gonium_pectorale 44.60 0.00

TRINITY_DN42973_c0_g1XP_011014282.1PREDICTED: RNA-binding protein 39-like isoform X1 [Populus euphratica]Populus_euphratica 44.60 0.00

TRINITY_DN42998_c1_g3GAX79067.1hypothetical protein CEUSTIGMA_g6507.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN43557_c1_g2GBG73474.1hypothetical protein CBR_g16815 [Chara braunii]Chara_braunii 44.60 0.00

TRINITY_DN43602_c0_g1NP_850522.1MAPK phosphatase 2 [Arabidopsis thaliana]Arabidopsis_thaliana 44.60 0.00

TRINITY_DN43750_c0_g2Q7XJ96.1RecName: Full=Dynein regulatory complex subunit 4; AltName: Full=Growth arrest-specific protein 8 homolog; AltName: Full=Protein PF2Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN43755_c2_g9XP_010464580.1PREDICTED: myb protein-like isoform X1 [Camelina sativa]Camelina_sativa 44.60 0.00

TRINITY_DN43908_c0_g3XP_005649357.1Sec63-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.60 0.00

TRINITY_DN44155_c1_g5XP_014523948.1ervatamin-B [Vigna radiata var. radiata]Vigna_radiata 44.60 0.00

TRINITY_DN44197_c1_g2GBF94188.1hypothetical protein Rsub_07175 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.60 0.00

TRINITY_DN44562_c1_g5XP_002949382.1hypothetical protein VOLCADRAFT_117192 [Volvox carteri f. nagariensis]Volvox_carteri 44.60 0.00

TRINITY_DN44576_c0_g4GAX83358.1hypothetical protein CEUSTIGMA_g10783.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN44625_c0_g2GAX81923.1hypothetical protein CEUSTIGMA_g9351.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN45190_c0_g2GAX84289.1hypothetical protein CEUSTIGMA_g11711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN45537_c0_g1PRW33549.1thiosulfate sulfurtransferase chloroplastic-like [Chlorella sorokiniana]Chlorella_sorokiniana 44.60 0.00

TRINITY_DN45590_c2_g2KXZ56862.1hypothetical protein GPECTOR_1g778 [Gonium pectorale]Gonium_pectorale 44.60 0.00

TRINITY_DN45724_c0_g6OEL38809.1Serine/threonine-protein kinase CTR1 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 44.60 0.00

TRINITY_DN45918_c0_g4ADF43165.197782m [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN45968_c0_g5PIN17324.1S-methyl-5-thioribose kinase [Handroanthus impetiginosus]Handroanthus_impetiginosus 44.60 0.00

TRINITY_DN46222_c2_g9XP_003062297.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 44.60 0.00

TRINITY_DN46444_c0_g5XP_023901449.1inorganic pyrophosphatase-like [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN46720_c0_g1XP_002953915.1proline dehydrogenase/oxidase [Volvox carteri f. nagariensis]Volvox_carteri 44.60 0.00

TRINITY_DN46868_c1_g3XP_024526893.1phosphatidylinositol-3-phosphatase myotubularin-1 [Selaginella moellendorffii]Selaginella_moellendorffii 44.60 0.00

TRINITY_DN47016_c0_g3XP_026406647.1mitochondrial carnitine/acylcarnitine carrier-like protein [Papaver somniferum]Papaver_somniferum 44.60 0.00

TRINITY_DN47223_c0_g1PNH11052.1Phosphoglycerate kinase [Tetrabaena socialis]Tetrabaena_socialis 44.60 0.00

TRINITY_DN47732_c0_g2PNH10793.1Bifunctional apoptosis regulator [Tetrabaena socialis]Tetrabaena_socialis 44.60 0.00

TRINITY_DN47777_c1_g2XP_001701653.1RabGAP/TBC protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN47965_c0_g1PNH06283.1putative mitochondrial-processing peptidase subunit beta [Tetrabaena socialis]Tetrabaena_socialis 44.60 0.00

TRINITY_DN48149_c0_g4XP_023876649.1uncharacterized protein LOC111989081 [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN48444_c1_g2XP_002952291.1hypothetical protein VOLCADRAFT_92897 [Volvox carteri f. nagariensis]Volvox_carteri 44.60 0.00

TRINITY_DN48750_c1_g9XP_023891161.1sorting nexin-41-like [Quercus suber]Quercus_suber 44.60 0.00

TRINITY_DN48949_c0_g3XP_017223587.1PREDICTED: solute carrier family 35 member F1-like [Daucus carota subsp. sativus]Daucus_carota 44.60 0.00

TRINITY_DN48979_c0_g3KXZ48718.1hypothetical protein GPECTOR_25g300 [Gonium pectorale]Gonium_pectorale 44.60 0.00

TRINITY_DN49316_c0_g5XP_001702430.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN49324_c1_g1OAE27810.1hypothetical protein AXG93_1881s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.60 0.00

TRINITY_DN50243_c0_g4XP_009354736.1PREDICTED: tubulin-folding cofactor D [Pyrus x bretschneideri]Pyrus_x_bretschneideri 44.60 0.00

TRINITY_DN50560_c0_g2XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 44.60 0.00

TRINITY_DN50564_c0_g3XP_013900463.1calcium/calmodulin-dependent protein kinase I [Monoraphidium neglectum]Monoraphidium_neglectum 44.60 0.00

TRINITY_DN51215_c1_g1PNW80254.1hypothetical protein CHLRE_08g384150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.60 0.00

TRINITY_DN51280_c0_g1PPS08138.1hypothetical protein GOBAR_AA12507 [Gossypium barbadense]Gossypium_barbadense 44.60 0.00

TRINITY_DN51304_c0_g2GAX79335.1hypothetical protein CEUSTIGMA_g6776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN51514_c0_g4XP_003074499.1Translation elongation/initiation factor/Ribosomal, beta-barrel [Ostreococcus tauri]Ostreococcus_tauri 44.60 0.00

TRINITY_DN51600_c0_g2PNH05203.1Endo-1,3(4)-beta-glucanase 1, partial [Tetrabaena socialis]Tetrabaena_socialis 44.60 0.00

TRINITY_DN51763_c0_g2XP_017243509.1PREDICTED: COP9 signalosome complex subunit 2 isoform X1 [Daucus carota subsp. sativus]Daucus_carota 44.60 0.00

TRINITY_DN51919_c1_g1GAX78078.1hypothetical protein CEUSTIGMA_g5520.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.60 0.00

TRINITY_DN52179_c0_g1RVW11860.1Transposon Ty3-I Gag-Pol polyprotein [Vitis vinifera]Vitis_vinifera 44.60 0.00

TRINITY_DN52638_c0_g1GBG91496.1hypothetical protein CBR_g52452, partial [Chara braunii]Chara_braunii 44.60 0.00

TRINITY_DN13503_c0_g3EYU45971.1hypothetical protein MIMGU_mgv1a000291mg [Erythranthe guttata]Erythranthe_guttata 44.50 0.00

TRINITY_DN14253_c0_g1XP_024374156.1metal tolerance protein 1-like [Physcomitrella patens]Physcomitrella_patens 44.50 0.00

TRINITY_DN29934_c0_g1GBF90328.1hypothetical protein Rsub_02434 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.50 0.00

TRINITY_DN32674_c0_g2RRT65770.1hypothetical protein B296_00036489 [Ensete ventricosum]Ensete_ventricosum 44.50 0.00

TRINITY_DN33161_c0_g1XP_026401570.1haloacid dehalogenase-like hydrolase domain-containing protein Sgpp [Papaver somniferum]Papaver_somniferum 44.50 0.00

TRINITY_DN33601_c0_g5GAQ89310.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 44.50 0.00

TRINITY_DN33806_c0_g1XP_023925417.1eukaryotic translation initiation factor 2 subunit alpha-like [Quercus suber]Quercus_suber 44.50 0.00

TRINITY_DN35598_c1_g1GBF95304.1mitochondrial carrier protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.50 0.00

TRINITY_DN35864_c1_g3XP_018436111.1PREDICTED: serine/threonine-protein kinase HT1-like [Raphanus sativus]Raphanus_sativus 44.50 0.00

TRINITY_DN36163_c0_g13XP_008791689.1AP-2 complex subunit alpha-2-like [Phoenix dactylifera]Phoenix_dactylifera 44.50 0.00

TRINITY_DN37687_c0_g3GAX75433.1hypothetical protein CEUSTIGMA_g2877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN39023_c0_g1GBF89851.1hypothetical protein Rsub_02555 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.50 0.00

TRINITY_DN39180_c0_g1GAX73106.1hypothetical protein CEUSTIGMA_g559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN39298_c0_g5XP_023897602.14-hydroxyphenylpyruvate dioxygenase-like [Quercus suber]Quercus_suber 44.50 0.00

TRINITY_DN39811_c0_g4GAX73655.1hypothetical protein CEUSTIGMA_g1106.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN39931_c0_g3GAX77309.1hypothetical protein CEUSTIGMA_g4755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00



TRINITY_DN40097_c0_g1XP_024514877.1protein ZGRF1-like [Selaginella moellendorffii]Selaginella_moellendorffii 44.50 0.00

TRINITY_DN40203_c0_g1OMO95577.1Crotonase superfamily [Corchorus capsularis]Corchorus_capsularis 44.50 0.00

TRINITY_DN40555_c0_g1XP_013895679.1hypothetical protein MNEG_11303 [Monoraphidium neglectum]Monoraphidium_neglectum 44.50 0.00

TRINITY_DN40672_c0_g2PNW82174.1hypothetical protein CHLRE_06g277100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.50 0.00

TRINITY_DN41239_c0_g1XP_024363679.1pre-mRNA-processing-splicing factor 8A isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.50 0.00

TRINITY_DN42222_c2_g7GAX73776.1hypothetical protein CEUSTIGMA_g1227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN42394_c1_g2GAX81512.1hypothetical protein CEUSTIGMA_g8940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN43518_c0_g1GAX77674.1hypothetical protein CEUSTIGMA_g5117.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.50 0.00

TRINITY_DN43580_c0_g5GAQ83573.1RNA ligase/cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 44.50 0.00

TRINITY_DN43969_c0_g2PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.50 0.00

TRINITY_DN46503_c0_g1GBG59504.1hypothetical protein CBR_g38528 [Chara braunii]Chara_braunii 44.50 0.00

TRINITY_DN47141_c0_g1PTQ35590.1hypothetical protein MARPO_0070s0053 [Marchantia polymorpha]Marchantia_polymorpha 44.50 0.00

TRINITY_DN47646_c0_g1KEH29749.1signal anchor, putative [Medicago truncatula]Medicago_truncatula 44.50 0.00

TRINITY_DN47717_c0_g6EFH65674.1hypothetical protein ARALYDRAFT_887411 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 44.50 0.00

TRINITY_DN48720_c0_g2KXZ55196.1hypothetical protein GPECTOR_3g340 [Gonium pectorale]Gonium_pectorale 44.50 0.00

TRINITY_DN48840_c0_g1XP_004288325.1PREDICTED: phosphatidylinositol 4-kinase beta 1-like [Fragaria vesca subsp. vesca]Fragaria_vesca 44.50 0.00

TRINITY_DN48843_c1_g1CAD41692.1OSJNBb0015D13.7 [Oryza sativa Japonica Group]Oryza_sativa 44.50 0.00

TRINITY_DN48941_c0_g2XP_005649205.1hypothetical protein COCSUDRAFT_62081 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.50 0.00

TRINITY_DN48953_c1_g1PNW75691.1hypothetical protein CHLRE_12g537100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.50 0.00

TRINITY_DN48969_c0_g2PNW85089.1hypothetical protein CHLRE_03g171200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.50 0.00

TRINITY_DN49259_c0_g4XP_008236786.1PREDICTED: dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit-like [Prunus mume]Prunus_mume 44.50 0.00

TRINITY_DN49647_c1_g3XP_024358099.1pirin-like protein isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.50 0.00

TRINITY_DN50456_c0_g1XP_024372720.1uncharacterized protein LOC112280959 [Physcomitrella patens]Physcomitrella_patens 44.50 0.00

TRINITY_DN50550_c2_g1KXZ51889.1hypothetical protein GPECTOR_11g323 [Gonium pectorale]Gonium_pectorale 44.50 0.00

TRINITY_DN50727_c1_g1XP_002948909.1hypothetical protein VOLCADRAFT_104093 [Volvox carteri f. nagariensis]Volvox_carteri 44.50 0.00

TRINITY_DN51616_c1_g4XP_024381582.1DCN1-like protein 4 isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.50 0.00

TRINITY_DN53140_c0_g1XP_005845020.1hypothetical protein CHLNCDRAFT_56300 [Chlorella variabilis]Chlorella_variabilis 44.50 0.00

TRINITY_DN19663_c0_g1PNH02814.1Vam6/Vps39-like protein, partial [Tetrabaena socialis]Tetrabaena_socialis 44.40 0.00

TRINITY_DN20257_c0_g1RLN40568.1hypothetical protein C2845_PM01G13040 [Panicum miliaceum]Panicum_miliaceum 44.40 0.00

TRINITY_DN22837_c0_g1BAJ97798.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.40 0.00

TRINITY_DN25269_c0_g1XP_020681461.1phosphatidylinositol-3-phosphatase myotubularin-1 isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 44.40 0.00

TRINITY_DN25766_c0_g1BAK02748.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.40 0.00

TRINITY_DN29000_c0_g2XP_016201441.2beta-galactosidase 13-like [Arachis ipaensis]Arachis_ipaensis 44.40 0.00

TRINITY_DN29465_c0_g1XP_010436139.1PREDICTED: DNA primase small subunit-like [Camelina sativa]Camelina_sativa 44.40 0.00

TRINITY_DN30163_c0_g1XP_004300869.1PREDICTED: DNA primase small subunit [Fragaria vesca subsp. vesca]Fragaria_vesca 44.40 0.00

TRINITY_DN31484_c0_g1OMO85362.1hypothetical protein COLO4_21656 [Corchorus olitorius]Corchorus_olitorius 44.40 0.00

TRINITY_DN32048_c0_g1PNH12261.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 44.40 0.00

TRINITY_DN32411_c0_g1XP_020885935.1peroxisomal 2,4-dienoyl-CoA reductase [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 44.40 0.00

TRINITY_DN33051_c0_g2XP_024360534.1serine/threonine-protein kinase HT1-like [Physcomitrella patens]Physcomitrella_patens 44.40 0.00

TRINITY_DN33820_c0_g3XP_011401037.1Adenylyltransferase and sulfurtransferase MOCS3 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 44.40 0.00

TRINITY_DN34807_c0_g1XP_021848386.1importin subunit alpha-1-like [Spinacia oleracea]Spinacia_oleracea 44.40 0.00

TRINITY_DN35185_c0_g1XP_010694111.1PREDICTED: probable tRNA (guanine(26)-N(2))-dimethyltransferase 2 isoform X2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.40 0.00

TRINITY_DN35256_c0_g1RWW90847.1hypothetical protein BHE74_00022250 [Ensete ventricosum]Ensete_ventricosum 44.40 0.00

TRINITY_DN35279_c0_g10NP_001150811.1caltractin [Zea mays]Zea_mays 44.40 0.00

TRINITY_DN35856_c0_g9XP_022136464.1calcium-dependent protein kinase 1-like [Momordica charantia]Momordica_charantia 44.40 0.00

TRINITY_DN35880_c0_g1XP_009606137.1PREDICTED: dnaJ protein ERDJ3B-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 44.40 0.00

TRINITY_DN36059_c0_g1OMO66701.1hypothetical protein CCACVL1_21003 [Corchorus capsularis]Corchorus_capsularis 44.40 0.00

TRINITY_DN36408_c0_g2XP_022967328.1glutamate-rich WD repeat-containing protein 1 [Cucurbita maxima]Cucurbita_maxima 44.40 0.00

TRINITY_DN36433_c0_g1GAQ91212.1Calcium lipid-binding phosphatase [Klebsormidium nitens]Klebsormidium_nitens 44.40 0.00

TRINITY_DN36824_c0_g1PNH12405.1putative protein phosphatase 2C 64 [Tetrabaena socialis]Tetrabaena_socialis 44.40 0.00

TRINITY_DN37115_c0_g1BAK00750.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.40 0.00

TRINITY_DN37193_c0_g7XP_021864657.1GTP-binding protein YPTM2 [Spinacia oleracea]Spinacia_oleracea 44.40 0.00

TRINITY_DN37385_c0_g3XP_001698220.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN38000_c0_g2KNA03545.1hypothetical protein SOVF_208130 [Spinacia oleracea]Spinacia_oleracea 44.40 0.00

TRINITY_DN38064_c0_g1GAQ78804.1Transcription factor DP [Klebsormidium nitens]Klebsormidium_nitens 44.40 0.00

TRINITY_DN38287_c0_g8XP_005644811.1calcium-translocating P-type ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.40 0.00

TRINITY_DN38326_c0_g7XP_009400381.1PREDICTED: protein S-acyltransferase 10-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 44.40 0.00

TRINITY_DN38497_c0_g1XP_001698403.1phosphoglycerate mutase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN38570_c0_g4GAX74660.1hypothetical protein CEUSTIGMA_g2108.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN38977_c0_g2GAQ91776.1mitochondrial ribosomal protein L4 precursor [Klebsormidium nitens]Klebsormidium_nitens 44.40 0.00

TRINITY_DN39024_c0_g1KZV15312.1hypothetical protein F511_09400 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 44.40 0.00

TRINITY_DN39623_c0_g1XP_012451882.1PREDICTED: internal alternative NAD(P)H-ubiquinone oxidoreductase A1, mitochondrial-like [Gossypium raimondii]Gossypium_raimondii 44.40 0.00

TRINITY_DN39774_c0_g5GAX85974.1hypothetical protein CEUSTIGMA_g13390.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN40202_c0_g3XP_007514527.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 44.40 0.00

TRINITY_DN40531_c0_g1RXH85370.1hypothetical protein DVH24_002468 [Malus domestica]Malus_domestica 44.40 0.00

TRINITY_DN40663_c0_g5KXZ47761.1hypothetical protein GPECTOR_33g643 [Gonium pectorale]Gonium_pectorale 44.40 0.00



TRINITY_DN41259_c0_g8XP_011029033.1PREDICTED: chaperone protein dnaJ 11, chloroplastic-like [Populus euphratica]Populus_euphratica 44.40 0.00

TRINITY_DN41465_c0_g2XP_023906466.1serine/threonine-protein kinase tor2-like [Quercus suber]Quercus_suber 44.40 0.00

TRINITY_DN41497_c0_g5KXZ55365.1hypothetical protein GPECTOR_3g494 [Gonium pectorale]Gonium_pectorale 44.40 0.00

TRINITY_DN41730_c1_g5XP_023909814.1probable protein phosphatase 2C 71 [Quercus suber]Quercus_suber 44.40 0.00

TRINITY_DN42166_c0_g4XP_024364790.1uncharacterized protein LOC112277051 [Physcomitrella patens]Physcomitrella_patens 44.40 0.00

TRINITY_DN43040_c0_g1GAX75436.1hypothetical protein CEUSTIGMA_g2880.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN43286_c1_g4XP_023926195.1ubiquitin-conjugating enzyme E2-16 kDa [Quercus suber]Quercus_suber 44.40 0.00

TRINITY_DN43481_c0_g5XP_021977405.1probable serine/threonine-protein kinase DDB_G0271682 [Helianthus annuus]Helianthus_annuus 44.40 0.00

TRINITY_DN43683_c0_g3KXZ43223.1hypothetical protein GPECTOR_97g761 [Gonium pectorale]Gonium_pectorale 44.40 0.00

TRINITY_DN43743_c1_g1XP_023871922.1translationally-controlled tumor protein homolog [Quercus suber]Quercus_suber 44.40 0.00

TRINITY_DN43757_c1_g5GAX78296.1hypothetical protein CEUSTIGMA_g5738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN43798_c0_g2PSC75040.1apoptotic chromatin condensation inducer in the nucleus [Micractinium conductrix]Micractinium_conductrix 44.40 0.00

TRINITY_DN43970_c0_g4KXZ48389.1hypothetical protein GPECTOR_28g796 [Gonium pectorale]Gonium_pectorale 44.40 0.00

TRINITY_DN44889_c0_g1XP_005646153.1snare-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.40 0.00

TRINITY_DN47208_c0_g5XP_001695978.1early light-inducible protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN47519_c0_g3GAX80337.1hypothetical protein CEUSTIGMA_g7775.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN47583_c1_g2XP_002952218.1hypothetical protein VOLCADRAFT_105434 [Volvox carteri f. nagariensis]Volvox_carteri 44.40 0.00

TRINITY_DN47686_c1_g2PNH10233.1DEAD-box ATP-dependent RNA helicase 26 [Tetrabaena socialis]Tetrabaena_socialis 44.40 0.00

TRINITY_DN47690_c0_g1GAX82607.1hypothetical protein CEUSTIGMA_g10033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN47797_c0_g3GAX77256.1hypothetical protein CEUSTIGMA_g4702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN47899_c0_g1PNH00992.1Phytochrome-associated serine/threonine-protein phosphatase [Tetrabaena socialis]Tetrabaena_socialis 44.40 0.00

TRINITY_DN48729_c1_g6KXZ47560.1hypothetical protein GPECTOR_34g719 [Gonium pectorale]Gonium_pectorale 44.40 0.00

TRINITY_DN49255_c0_g2XP_001690583.1DEAD/DEAH box helicase-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN49340_c0_g1PNW88360.1hypothetical protein CHLRE_01g026050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN49522_c2_g2GBG89820.1hypothetical protein CBR_g49670 [Chara braunii]Chara_braunii 44.40 0.00

TRINITY_DN49549_c0_g7GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN50020_c0_g3GAX86124.1hypothetical protein CEUSTIGMA_g13537.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN50156_c0_g3XP_002535672.1uncharacterized protein LOC8288601 [Ricinus communis]Ricinus_communis 44.40 0.00

TRINITY_DN50647_c0_g5PNW86890.1hypothetical protein CHLRE_02g100100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN50671_c0_g5GAX83179.1hypothetical protein CEUSTIGMA_g10605.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN50679_c0_g10XP_015639761.1importin subunit alpha-1b [Oryza sativa Japonica Group]Oryza_sativa 44.40 0.00

TRINITY_DN50680_c0_g1GAX73820.1hypothetical protein CEUSTIGMA_g1271.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN50834_c1_g1GAQ80749.1phosphoenolpyruvate carboxykinase (ATP) [Klebsormidium nitens]Klebsormidium_nitens 44.40 0.00

TRINITY_DN51123_c1_g1GAX77529.1hypothetical protein CEUSTIGMA_g4973.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN51180_c1_g3PNW80869.1hypothetical protein CHLRE_07g333000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.40 0.00

TRINITY_DN51366_c0_g3GAX76821.1hypothetical protein CEUSTIGMA_g4267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.40 0.00

TRINITY_DN53487_c0_g1XP_020181170.1ADP-ribosylation factor-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 44.40 0.00

TRINITY_DN5986_c0_g1OMO88379.1hypothetical protein CCACVL1_08431 [Corchorus capsularis]Corchorus_capsularis 44.40 0.00

TRINITY_DN11301_c0_g1XP_020265479.1RING-H2 finger protein ATL14-like [Asparagus officinalis]Asparagus_officinalis 44.30 0.00

TRINITY_DN11580_c0_g1XP_007134513.1hypothetical protein PHAVU_010G053900g [Phaseolus vulgaris]Phaseolus_vulgaris 44.30 0.00

TRINITY_DN1274_c0_g1XP_009346603.1PREDICTED: putative phospholipid-transporting ATPase 9 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 44.30 0.00

TRINITY_DN17183_c0_g1GAX74546.1hypothetical protein CEUSTIGMA_g1996.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN19881_c0_g1GAQ89612.1enoyl-CoA hydratase [Klebsormidium nitens]Klebsormidium_nitens 44.30 0.00

TRINITY_DN30515_c0_g2OAE34103.1hypothetical protein AXG93_2891s1270 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.30 0.00

TRINITY_DN31210_c0_g2GAQ82018.1Serine-threonine protein kinase FUSED [Klebsormidium nitens]Klebsormidium_nitens 44.30 0.00

TRINITY_DN31551_c0_g2RAL45277.1hypothetical protein DM860_014687 [Cuscuta australis]Cuscuta_australis 44.30 0.00

TRINITY_DN32713_c0_g3XP_023882920.1threonine synthase-like [Quercus suber]Quercus_suber 44.30 0.00

TRINITY_DN33172_c0_g2GBG87760.1hypothetical protein CBR_g45915 [Chara braunii]Chara_braunii 44.30 0.00

TRINITY_DN33654_c1_g5XP_006343348.1PREDICTED: ran-binding protein 10 isoform X1 [Solanum tuberosum]Solanum_tuberosum 44.30 0.00

TRINITY_DN33830_c0_g1XP_023877673.1cell division control protein 42 homolog [Quercus suber]Quercus_suber 44.30 0.00

TRINITY_DN34333_c0_g1XP_002956666.1hypothetical protein VOLCADRAFT_107323 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN34783_c0_g1XP_002984284.1mitochondrial carrier protein CoAc1 [Selaginella moellendorffii]Selaginella_moellendorffii 44.30 0.00

TRINITY_DN35352_c0_g1XP_002499960.1predicted protein [Micromonas commoda]Micromonas_commoda 44.30 0.00

TRINITY_DN35538_c0_g1XP_016183510.1serine carboxypeptidase-like [Arachis ipaensis]Arachis_ipaensis 44.30 0.00

TRINITY_DN35758_c0_g2XP_002948238.1hypothetical protein VOLCADRAFT_80160 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN36301_c1_g6GBG77697.1hypothetical protein CBR_g24143 [Chara braunii]Chara_braunii 44.30 0.00

TRINITY_DN36390_c0_g9XP_024515430.1coatomer subunit beta'-1 [Selaginella moellendorffii]Selaginella_moellendorffii 44.30 0.00

TRINITY_DN36738_c1_g2PUZ77373.1hypothetical protein GQ55_1G366100 [Panicum hallii var. hallii]Panicum_hallii 44.30 0.00

TRINITY_DN36863_c0_g5GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 44.30 0.00

TRINITY_DN37791_c0_g3PNH04609.1hypothetical protein TSOC_009209 [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN38109_c4_g4XP_005651826.1hypothetical protein COCSUDRAFT_39000 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.30 0.00

TRINITY_DN38365_c1_g8XP_008237511.1PREDICTED: heterogeneous nuclear ribonucleoprotein A1-like isoform X1 [Prunus mume]Prunus_mume 44.30 0.00

TRINITY_DN38459_c0_g2GAX75992.1hypothetical protein CEUSTIGMA_g3435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN38522_c0_g5GAX77212.1hypothetical protein CEUSTIGMA_g4658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN38624_c0_g1GAX75221.1hypothetical protein CEUSTIGMA_g2665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN39807_c0_g1XP_004136605.1PREDICTED: protein PLANT CADMIUM RESISTANCE 10 isoform X2 [Cucumis sativus]Cucumis_sativus 44.30 0.00



TRINITY_DN40054_c0_g4GAX74807.1hypothetical protein CEUSTIGMA_g2254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN40089_c0_g1GAX83780.1hypothetical protein CEUSTIGMA_g11205.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN40114_c0_g10XP_023889181.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 44.30 0.00

TRINITY_DN40757_c0_g3XP_003559681.1serpin-ZX [Brachypodium distachyon]Brachypodium_distachyon 44.30 0.00

TRINITY_DN40758_c0_g4GAX77255.1hypothetical protein CEUSTIGMA_g4701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN40990_c1_g5GAX79502.1hypothetical protein CEUSTIGMA_g6943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN41333_c0_g3PHT78818.1Aldehyde dehydrogenase [Capsicum annuum]Capsicum_annuum 44.30 0.00

TRINITY_DN41344_c0_g1XP_001416664.1CDF family transporter: cation efflux [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 44.30 0.00

TRINITY_DN41637_c0_g2PNW73437.1hypothetical protein CHLRE_14g631950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.30 0.00

TRINITY_DN42536_c1_g1XP_013898357.1hypothetical protein MNEG_8623 [Monoraphidium neglectum]Monoraphidium_neglectum 44.30 0.00

TRINITY_DN42920_c0_g1XP_006664333.1PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like [Oryza brachyantha]Oryza_brachyantha 44.30 0.00

TRINITY_DN43087_c1_g1XP_002952366.1hypothetical protein VOLCADRAFT_105494 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN43121_c0_g1GAX82666.1hypothetical protein CEUSTIGMA_g10092.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN43131_c0_g1XP_005849236.1hypothetical protein CHLNCDRAFT_21466 [Chlorella variabilis]Chlorella_variabilis 44.30 0.00

TRINITY_DN43551_c1_g7XP_014493404.1coatomer subunit delta [Vigna radiata var. radiata]Vigna_radiata 44.30 0.00

TRINITY_DN43778_c1_g6XP_013901889.1heme peroxidase-related protein [Monoraphidium neglectum]Monoraphidium_neglectum 44.30 0.00

TRINITY_DN43848_c0_g13XP_026407509.1cyclin-dependent kinase G-2-like isoform X2 [Papaver somniferum]Papaver_somniferum 44.30 0.00

TRINITY_DN44181_c0_g1PNG99837.1hypothetical protein TSOC_014371, partial [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN44191_c0_g9GAX77458.1hypothetical protein CEUSTIGMA_g4902.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN44576_c0_g2PNH03110.1Peptidyl-prolyl cis-trans isomerase FKBP17-2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN44689_c1_g1GAX78563.1hypothetical protein CEUSTIGMA_g6003.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN45451_c0_g3GAX75930.1hypothetical protein CEUSTIGMA_g3373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN45452_c0_g4OAO89099.1hypothetical protein AXX17_ATUG04490 [Arabidopsis thaliana]Arabidopsis_thaliana 44.30 0.00

TRINITY_DN45695_c1_g3KXZ43707.1hypothetical protein GPECTOR_82g241 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN45721_c0_g1XP_023870752.1acyl-CoA desaturase-like [Quercus suber]Quercus_suber 44.30 0.00

TRINITY_DN45851_c0_g2PNH07621.1hypothetical protein TSOC_005919 [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN45911_c1_g1XP_002949805.1hypothetical protein VOLCADRAFT_117375 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN46451_c2_g1XP_010261083.1PREDICTED: uncharacterized protein LOC104599994 [Nelumbo nucifera]Nelumbo_nucifera 44.30 0.00

TRINITY_DN46487_c0_g1RAL40522.1hypothetical protein DM860_006592 [Cuscuta australis]Cuscuta_australis 44.30 0.00

TRINITY_DN46497_c0_g2XP_027094168.1phospholipid-transporting ATPase 2 isoform X2 [Coffea arabica]Coffea_arabica 44.30 0.00

TRINITY_DN47009_c0_g5PNH12651.1putative CCR4-associated factor 1 7 [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN47110_c1_g2RWR72948.1dnaJ subfamily B member 4 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 44.30 0.00

TRINITY_DN47228_c0_g3PSC69402.1symplekin isoform X2 [Micractinium conductrix]Micractinium_conductrix 44.30 0.00

TRINITY_DN47673_c1_g2KXZ54748.1hypothetical protein GPECTOR_4g818 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN47861_c0_g2XP_012076671.1ras-related protein RHN1 isoform X1 [Jatropha curcas]Jatropha_curcas 44.30 0.00

TRINITY_DN48107_c0_g3GAX85760.1hypothetical protein CEUSTIGMA_g13175.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN48364_c1_g2XP_002954074.1hypothetical protein VOLCADRAFT_109916 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN48438_c1_g4KXZ49070.1hypothetical protein GPECTOR_23g155 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN48485_c1_g4PNW84115.1hypothetical protein CHLRE_04g221550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.30 0.00

TRINITY_DN48513_c1_g1PNW81951.1hypothetical protein CHLRE_06g267650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.30 0.00

TRINITY_DN48533_c1_g2ADE75690.1unknown [Picea sitchensis]Picea_sitchensis 44.30 0.00

TRINITY_DN49063_c0_g9KXZ49014.1hypothetical protein GPECTOR_23g103 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN49177_c0_g2XP_024537666.1cAMP-dependent protein kinase regulatory subunit [Selaginella moellendorffii]Selaginella_moellendorffii 44.30 0.00

TRINITY_DN49670_c0_g1PNH11273.1Mitochondrial import inner membrane translocase subunit TIM50 [Tetrabaena socialis]Tetrabaena_socialis 44.30 0.00

TRINITY_DN49806_c1_g8KXZ54091.1hypothetical protein GPECTOR_5g196 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN49826_c0_g5XP_001418748.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 44.30 0.00

TRINITY_DN49831_c0_g2XP_002947266.1hypothetical protein VOLCADRAFT_56657 [Volvox carteri f. nagariensis]Volvox_carteri 44.30 0.00

TRINITY_DN49950_c0_g1GAX81825.1hypothetical protein CEUSTIGMA_g9253.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN49978_c1_g1GAX81508.1hypothetical protein CEUSTIGMA_g8936.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.30 0.00

TRINITY_DN50380_c1_g1XP_001699990.1mitogen activated protein kinase kinase kinase 11, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.30 0.00

TRINITY_DN52262_c1_g2KXZ54717.1hypothetical protein GPECTOR_4g785 [Gonium pectorale]Gonium_pectorale 44.30 0.00

TRINITY_DN52606_c3_g5GBF94152.1cytochrome P450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.30 0.00

TRINITY_DN12348_c0_g1KZV15118.1ATP binding cassette (abc) transporter [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 44.20 0.00

TRINITY_DN17080_c0_g1XP_006403562.1ABC transporter F family member 4 [Eutrema salsugineum]Eutrema_salsugineum 44.20 0.00

TRINITY_DN17092_c0_g1OIW01102.1hypothetical protein TanjilG_25210 [Lupinus angustifolius]Lupinus_angustifolius 44.20 0.00

TRINITY_DN19843_c0_g1XP_024542384.1uncharacterized protein LOC112350430 [Selaginella moellendorffii]Selaginella_moellendorffii 44.20 0.00

TRINITY_DN24835_c0_g1XP_027933179.1probable C-terminal domain small phosphatase [Vigna unguiculata]Vigna_unguiculata 44.20 0.00

TRINITY_DN25941_c0_g2KVH90062.1Glutathione S-transferase/chloride channel, C-terminal [Cynara cardunculus var. scolymus]Cynara_cardunculus 44.20 0.00

TRINITY_DN27684_c0_g1XP_024372580.1ubiquitin-activating enzyme E1 1-like [Physcomitrella patens]Physcomitrella_patens 44.20 0.00

TRINITY_DN27863_c0_g1XP_004304391.1PREDICTED: zinc finger AN1 and C2H2 domain-containing stress-associated protein 11 [Fragaria vesca subsp. vesca]Fragaria_vesca 44.20 0.00

TRINITY_DN32799_c0_g1XP_024380605.1serine/threonine-protein kinase STY46-like [Physcomitrella patens]Physcomitrella_patens 44.20 0.00

TRINITY_DN33193_c0_g1XP_006403467.1very-long-chain enoyl-CoA reductase [Eutrema salsugineum]Eutrema_salsugineum 44.20 0.00

TRINITY_DN33813_c0_g3XP_024535677.1protein tyrosine phosphatase domain-containing protein 1-like isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 44.20 0.00

TRINITY_DN33820_c0_g1BAK03560.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.20 0.00

TRINITY_DN34539_c2_g2KYP77365.1Translation initiation factor IF-2, partial [Cajanus cajan]Cajanus_cajan 44.20 0.00

TRINITY_DN35562_c0_g1GAX82817.1hypothetical protein CEUSTIGMA_g10243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00



TRINITY_DN36112_c0_g3BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 44.20 0.00

TRINITY_DN36545_c1_g1GAQ90048.1embryo sac development arrest 13 [Klebsormidium nitens]Klebsormidium_nitens 44.20 0.00

TRINITY_DN36736_c0_g7XP_002950311.1hypothetical protein VOLCADRAFT_117550 [Volvox carteri f. nagariensis]Volvox_carteri 44.20 0.00

TRINITY_DN36801_c0_g4KMS65186.1hypothetical protein BVRB_038540, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.20 0.00

TRINITY_DN36947_c1_g10XP_024385879.1ras-related protein RABA5c-like [Physcomitrella patens]Physcomitrella_patens 44.20 0.00

TRINITY_DN37260_c0_g6XP_002451598.1ubiquitin thioesterase OTU1 [Sorghum bicolor]Sorghum_bicolor 44.20 0.00

TRINITY_DN37607_c0_g3NP_001142490.1uncharacterized protein LOC100274717 isoform 2 [Zea mays]Zea_mays 44.20 0.00

TRINITY_DN37837_c0_g2XP_020590496.1ABC transporter A family member 1 isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 44.20 0.00

TRINITY_DN38068_c0_g4PNW85676.1hypothetical protein CHLRE_03g197650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.20 0.00

TRINITY_DN38139_c0_g2XP_002958375.1eukaryotic translation initiation factor 4E [Volvox carteri f. nagariensis]Volvox_carteri 44.20 0.00

TRINITY_DN38164_c0_g1XP_025827010.1probable serine/threonine-protein kinase DDB_G0267686 [Panicum hallii]Panicum_hallii 44.20 0.00

TRINITY_DN38248_c0_g1XP_024526153.117.4 kDa class I heat shock protein-like isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 44.20 0.00

TRINITY_DN38359_c0_g2GAX79371.1hypothetical protein CEUSTIGMA_g6813.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN38437_c0_g1KXZ42004.1hypothetical protein GPECTOR_226g499 [Gonium pectorale]Gonium_pectorale 44.20 0.00

TRINITY_DN39591_c0_g2GAX81164.1hypothetical protein CEUSTIGMA_g8597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN39861_c0_g1XP_022887697.1cyclin-dependent kinase C-2-like [Olea europaea var. sylvestris]Olea_europaea 44.20 0.00

TRINITY_DN39962_c0_g4XP_002522025.1two-component response regulator 24 [Ricinus communis]Ricinus_communis 44.20 0.00

TRINITY_DN40430_c0_g6GAQ87645.1Ribonuclease H-like domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 44.20 0.00

TRINITY_DN40659_c0_g3KXZ46814.1hypothetical protein GPECTOR_40g548 [Gonium pectorale]Gonium_pectorale 44.20 0.00

TRINITY_DN40827_c1_g1GAX75720.1hypothetical protein CEUSTIGMA_g3163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN41199_c0_g1GAX83015.1hypothetical protein CEUSTIGMA_g10442.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN41381_c0_g1XP_003057754.1hypothetical protein MICPUCDRAFT_70866 [Micromonas pusilla CCMP1545]Micromonas_pusilla 44.20 0.00

TRINITY_DN41451_c0_g4PNW77507.1hypothetical protein CHLRE_10g439600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.20 0.00

TRINITY_DN41549_c2_g1GAX84705.1hypothetical protein CEUSTIGMA_g12127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN42130_c0_g1EFJ25003.1hypothetical protein SELMODRAFT_173762 [Selaginella moellendorffii]Selaginella_moellendorffii 44.20 0.00

TRINITY_DN43334_c2_g3GAX77365.1hypothetical protein CEUSTIGMA_g4811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN43670_c0_g3KXZ44209.1hypothetical protein GPECTOR_71g570 [Gonium pectorale]Gonium_pectorale 44.20 0.00

TRINITY_DN44082_c0_g3GAX79855.1hypothetical protein CEUSTIGMA_g7295.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN44301_c1_g3KXZ52928.1hypothetical protein GPECTOR_8g304 [Gonium pectorale]Gonium_pectorale 44.20 0.00

TRINITY_DN44617_c1_g4XP_020149092.1putative receptor protein kinase ZmPK1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 44.20 0.00

TRINITY_DN44733_c0_g2XP_024358630.1cAMP-dependent protein kinase regulatory subunit-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.20 0.00

TRINITY_DN44774_c1_g8OWM90727.1hypothetical protein CDL15_Pgr021032 [Punica granatum]Punica_granatum 44.20 0.00

TRINITY_DN44837_c0_g1GAX83199.1hypothetical protein CEUSTIGMA_g10625.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN44982_c0_g2GAX76371.1hypothetical protein CEUSTIGMA_g3817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN45181_c0_g3XP_002952157.1cytoplasmic dynein 1b light intermediate chain, D1bLIC [Volvox carteri f. nagariensis]Volvox_carteri 44.20 0.00

TRINITY_DN45413_c0_g5XP_005650255.1threonyl-tRNA synthetase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.20 0.00

TRINITY_DN45856_c0_g1KXZ53872.1hypothetical protein GPECTOR_6g790 [Gonium pectorale]Gonium_pectorale 44.20 0.00

TRINITY_DN45921_c0_g5XP_008339910.1PREDICTED: uncharacterized protein LOC103402905 [Malus domestica]Malus_domestica 44.20 0.00

TRINITY_DN46422_c0_g3XP_022896039.1SH3 domain-containing protein 2-like [Olea europaea var. sylvestris]Olea_europaea 44.20 0.00

TRINITY_DN46633_c0_g1XP_023902956.1ATP-binding cassette sub-family D member 1-like [Quercus suber]Quercus_suber 44.20 0.00

TRINITY_DN47037_c0_g3PNW88060.1hypothetical protein CHLRE_01g012450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.20 0.00

TRINITY_DN47299_c0_g2GAX79811.1hypothetical protein CEUSTIGMA_g7251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN47638_c0_g4XP_001699905.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.20 0.00

TRINITY_DN47794_c1_g10GAX80026.1hypothetical protein CEUSTIGMA_g7465.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN48009_c0_g2PRW57036.1glycosyl transferase family 1 [Chlorella sorokiniana]Chlorella_sorokiniana 44.20 0.00

TRINITY_DN48062_c1_g3GAX73032.1hypothetical protein CEUSTIGMA_g484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN48163_c0_g1GBG00009.1hypothetical protein Rsub_12787 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.20 0.00

TRINITY_DN49299_c0_g3AKP06209.1glutathione peroxidase, partial [Eurya emarginata]Eurya_emarginata 44.20 0.00

TRINITY_DN49310_c1_g2GAX74653.1hypothetical protein CEUSTIGMA_g2101.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN49574_c0_g1XP_013906761.1hypothetical protein MNEG_0211 [Monoraphidium neglectum]Monoraphidium_neglectum 44.20 0.00

TRINITY_DN49853_c0_g2GAX85084.1hypothetical protein CEUSTIGMA_g12504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN49911_c0_g2GAX81240.1hypothetical protein CEUSTIGMA_g8672.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN50124_c0_g1GAX73771.1hypothetical protein CEUSTIGMA_g1222.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN50631_c1_g4PNH09631.1Protein TIC 40, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 44.20 0.00

TRINITY_DN50930_c0_g2GAQ93053.1hypothetical protein KFL_012730010 [Klebsormidium nitens]Klebsormidium_nitens 44.20 0.00

TRINITY_DN50943_c1_g4GAQ85347.1Ca2+-binding actin-bundling protein [Klebsormidium nitens]Klebsormidium_nitens 44.20 0.00

TRINITY_DN51069_c1_g3XP_002952927.1hypothetical protein VOLCADRAFT_93670 [Volvox carteri f. nagariensis]Volvox_carteri 44.20 0.00

TRINITY_DN51110_c1_g2GBF92854.1hypothetical protein Rsub_05473 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.20 0.00

TRINITY_DN51350_c0_g1PRW45071.1family methyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 44.20 0.00

TRINITY_DN51392_c0_g4RID59711.1hypothetical protein BRARA_F02925 [Brassica rapa]Brassica_rapa 44.20 0.00

TRINITY_DN51546_c0_g2GAX82633.1hypothetical protein CEUSTIGMA_g10059.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.20 0.00

TRINITY_DN52882_c0_g1KDD73154.1E1-E2 ATPase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 44.20 0.00

TRINITY_DN18490_c0_g1GAX85193.1hypothetical protein CEUSTIGMA_g12611.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN2411_c0_g1XP_006852486.1transcription factor GTE4 isoform X2 [Amborella trichopoda]Amborella_trichopoda 44.10 0.00

TRINITY_DN30761_c0_g2ONK79391.1uncharacterized protein A4U43_C01F5880 [Asparagus officinalis]Asparagus_officinalis 44.10 0.00

TRINITY_DN313_c0_g1ERM95197.1hypothetical protein AMTR_s00009p00265610 [Amborella trichopoda]Amborella_trichopoda 44.10 0.00



TRINITY_DN32445_c0_g2XP_022874390.1acid beta-fructofuranosidase 2, vacuolar-like [Olea europaea var. sylvestris]Olea_europaea 44.10 0.00

TRINITY_DN33755_c0_g1XP_024389124.1putative deoxyribonuclease TATDN1 isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.10 0.00

TRINITY_DN34789_c0_g1OAE31192.1hypothetical protein AXG93_1629s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.10 0.00

TRINITY_DN34870_c1_g7XP_019257943.1PREDICTED: homeobox protein knotted-1-like 6 [Nicotiana attenuata]Nicotiana_attenuata 44.10 0.00

TRINITY_DN35561_c0_g3XP_008237284.1PREDICTED: putative H/ACA ribonucleoprotein complex subunit 1-like protein 1 [Prunus mume]Prunus_mume 44.10 0.00

TRINITY_DN35830_c0_g1XP_023888820.1serine/threonine-protein phosphatase 2B catalytic subunit [Quercus suber]Quercus_suber 44.10 0.00

TRINITY_DN35920_c0_g1GAQ78449.1Coatomer beta subunit [Klebsormidium nitens]Klebsormidium_nitens 44.10 0.00

TRINITY_DN36754_c1_g3XP_027120474.1uncharacterized protein LOC113737440 [Coffea arabica]Coffea_arabica 44.10 0.00

TRINITY_DN36763_c0_g4GAQ81348.1mitochondrial substrate carrier protein [Klebsormidium nitens]Klebsormidium_nitens 44.10 0.00

TRINITY_DN36864_c0_g2PIN05633.15'-AMP-activated protein kinase, gamma subunit [Handroanthus impetiginosus]Handroanthus_impetiginosus 44.10 0.00

TRINITY_DN37314_c0_g2KXZ45909.1DHC7 protein [Gonium pectorale]Gonium_pectorale 44.10 0.00

TRINITY_DN37379_c0_g3GAQ89783.1hypothetical protein KFL_005620010 [Klebsormidium nitens]Klebsormidium_nitens 44.10 0.00

TRINITY_DN37455_c1_g9PTQ47112.1hypothetical protein MARPO_0009s0193 [Marchantia polymorpha]Marchantia_polymorpha 44.10 0.00

TRINITY_DN38000_c0_g5XP_024368869.1uncharacterized protein LOC112279043 [Physcomitrella patens]Physcomitrella_patens 44.10 0.00

TRINITY_DN38498_c2_g5PSC68578.1NUDIX domain-containing [Micractinium conductrix]Micractinium_conductrix 44.10 0.00

TRINITY_DN38893_c0_g1XP_022149950.1protein BONZAI 3 [Momordica charantia]Momordica_charantia 44.10 0.00

TRINITY_DN39962_c0_g3XP_007512077.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 44.10 0.00

TRINITY_DN40178_c0_g1XP_017642832.1PREDICTED: protein TOM THREE HOMOLOG 1-like [Gossypium arboreum]Gossypium_arboreum 44.10 0.00

TRINITY_DN40290_c1_g5PNW80581.1hypothetical protein CHLRE_07g323650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN40402_c1_g5XP_019432928.1PREDICTED: uncharacterized protein LOC109339856 isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 44.10 0.00

TRINITY_DN40749_c0_g5XP_006650898.1PREDICTED: CTD small phosphatase-like protein 2 [Oryza brachyantha]Oryza_brachyantha 44.10 0.00

TRINITY_DN41789_c0_g3KZV15033.1hypothetical protein F511_08091 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 44.10 0.00

TRINITY_DN41963_c0_g1XP_013899937.1hypothetical protein MNEG_7043 [Monoraphidium neglectum]Monoraphidium_neglectum 44.10 0.00

TRINITY_DN41980_c0_g3XP_020684086.1guanylate-binding protein 2-like [Dendrobium catenatum]Dendrobium_catenatum 44.10 0.00

TRINITY_DN41982_c1_g4XP_002955457.1hypothetical protein VOLCADRAFT_121426 [Volvox carteri f. nagariensis]Volvox_carteri 44.10 0.00

TRINITY_DN42051_c0_g2GAX75620.1hypothetical protein CEUSTIGMA_g3064.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN42365_c0_g1XP_024393607.1monothiol glutaredoxin-S17-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 44.10 0.00

TRINITY_DN43404_c1_g4PNW75001.1hypothetical protein CHLRE_12g500715v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN43821_c0_g3XP_024534034.1probable protein S-acyltransferase 15 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 44.10 0.00

TRINITY_DN44570_c0_g1XP_001693025.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN44934_c0_g2PNW82627.1hypothetical protein CHLRE_06g286800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN44950_c0_g3KXZ52413.1hypothetical protein GPECTOR_9g457 [Gonium pectorale]Gonium_pectorale 44.10 0.00

TRINITY_DN44952_c0_g1KXZ45697.1hypothetical protein GPECTOR_51g682 [Gonium pectorale]Gonium_pectorale 44.10 0.00

TRINITY_DN45437_c1_g5GAX75635.1hypothetical protein CEUSTIGMA_g3079.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN45724_c0_g8XP_027193256.1cysteine-rich receptor-like protein kinase 10 isoform X4 [Cicer arietinum]Cicer_arietinum 44.10 0.00

TRINITY_DN45730_c0_g3PNW84734.1hypothetical protein CHLRE_03g156500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN45744_c0_g5GAX82546.1hypothetical protein CEUSTIGMA_g9972.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN46476_c2_g3KXZ42029.1hypothetical protein GPECTOR_219g465 [Gonium pectorale]Gonium_pectorale 44.10 0.00

TRINITY_DN46699_c1_g3XP_003084061.1WD40 repeat [Ostreococcus tauri]Ostreococcus_tauri 44.10 0.00

TRINITY_DN46731_c1_g2RWR93988.1protein Dr1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 44.10 0.00

TRINITY_DN47280_c1_g8XP_001698846.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN47665_c0_g1OMO90340.1Peptidase S10, serine carboxypeptidase [Corchorus olitorius]Corchorus_olitorius 44.10 0.00

TRINITY_DN48321_c0_g10PNH05756.1putative inactive purple acid phosphatase 27 [Tetrabaena socialis]Tetrabaena_socialis 44.10 0.00

TRINITY_DN48454_c0_g5XP_001695733.1flagellar outer dynein arm heavy chain alpha [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.10 0.00

TRINITY_DN48464_c0_g5GAX72887.1hypothetical protein CEUSTIGMA_g342.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN50499_c0_g1GAX76977.1hypothetical protein CEUSTIGMA_g4424.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN50535_c0_g4PWA96904.1Protein phosphatase 2C [Artemisia annua]Artemisia_annua 44.10 0.00

TRINITY_DN51274_c1_g1GAX74552.1hypothetical protein CEUSTIGMA_g2002.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.10 0.00

TRINITY_DN51804_c0_g1XP_022859442.1alpha-glucosidase-like isoform X1 [Olea europaea var. sylvestris]Olea_europaea 44.10 0.00

TRINITY_DN6573_c0_g1XP_012849036.1PREDICTED: cysteine synthase 2 [Erythranthe guttata]Erythranthe_guttata 44.10 0.00

TRINITY_DN8025_c0_g1OIW09435.1hypothetical protein TanjilG_10307 [Lupinus angustifolius]Lupinus_angustifolius 44.10 0.00

TRINITY_DN19393_c0_g1XP_003056182.1thioredoxin-disufide reductase [Micromonas pusilla CCMP1545]Micromonas_pusilla 44.00 0.00

TRINITY_DN28754_c0_g1KXZ56792.1hypothetical protein GPECTOR_1g713 [Gonium pectorale]Gonium_pectorale 44.00 0.00

TRINITY_DN28953_c0_g2VDD24307.1unnamed protein product [Brassica oleracea]Brassica_oleracea 44.00 0.00

TRINITY_DN2946_c0_g1EEF27264.1nhl repeat-containing protein, putative [Ricinus communis]Ricinus_communis 44.00 0.00

TRINITY_DN30948_c0_g1XP_010942642.1PREDICTED: ras-related protein RABF2b isoform X1 [Elaeis guineensis]Elaeis_guineensis 44.00 0.00

TRINITY_DN32381_c0_g2XP_002947329.1hypothetical protein VOLCADRAFT_79621 [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN32674_c0_g3EMS63369.1Nitrate reductase [NAD(P)H] [Triticum urartu]Triticum_urartu 44.00 0.00

TRINITY_DN33569_c0_g2EOY04722.1Carrot EP3-3 chitinase, putative isoform 1 [Theobroma cacao]Theobroma_cacao 44.00 0.00

TRINITY_DN33584_c0_g1GAQ79830.1dipeptidyl peptidase [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN33599_c0_g1GAQ85561.1hypothetical protein KFL_002410120 [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN34192_c0_g1XP_024358630.1cAMP-dependent protein kinase regulatory subunit-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.00 0.00

TRINITY_DN34730_c0_g1XP_021648519.1ADP-ribosylation factor-related protein 1-like [Hevea brasiliensis]Hevea_brasiliensis 44.00 0.00

TRINITY_DN34767_c0_g4XP_021648877.1indole-3-acetaldehyde oxidase-like isoform X5 [Hevea brasiliensis]Hevea_brasiliensis 44.00 0.00

TRINITY_DN35065_c0_g1RAL45204.1hypothetical protein DM860_014614 [Cuscuta australis]Cuscuta_australis 44.00 0.00

TRINITY_DN35254_c0_g5PSC69139.1spindle assembly abnormal 6-like protein [Micractinium conductrix]Micractinium_conductrix 44.00 0.00



TRINITY_DN35442_c0_g1XP_023871919.1probable mitochondrial transport protein fsf1 [Quercus suber]Quercus_suber 44.00 0.00

TRINITY_DN35444_c0_g1KXZ48956.1hypothetical protein GPECTOR_24g246 [Gonium pectorale]Gonium_pectorale 44.00 0.00

TRINITY_DN35694_c0_g1XP_001703247.1sulfite reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN35718_c0_g1ABK24760.1unknown [Picea sitchensis]Picea_sitchensis 44.00 0.00

TRINITY_DN35815_c1_g4XP_016564814.1PREDICTED: probable mitochondrial intermediate peptidase, mitochondrial isoform X1 [Capsicum annuum]Capsicum_annuum 44.00 0.00

TRINITY_DN36220_c1_g8GAX83934.1hypothetical protein CEUSTIGMA_g11358.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN36274_c0_g1XP_001702057.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN36957_c0_g1XP_001689547.1rhodanese domain phosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN37187_c1_g9ONK59160.1uncharacterized protein A4U43_C08F3600 [Asparagus officinalis]Asparagus_officinalis 44.00 0.00

TRINITY_DN37408_c0_g11PNW85595.1hypothetical protein CHLRE_03g194100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00



TRINITY_DN37669_c0_g2KXZ54718.1hypothetical protein GPECTOR_4g786 [Gonium pectorale]Gonium_pectorale 44.00 0.00

TRINITY_DN38329_c0_g1GAX75460.1hypothetical protein CEUSTIGMA_g2903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN38333_c0_g1PNW78396.1hypothetical protein CHLRE_09g399150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN38459_c1_g4GAQ87770.1Membrane protein involved in ER to Golgi transport [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN38880_c0_g4GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN38978_c0_g4GAX84988.1hypothetical protein CEUSTIGMA_g12409.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN39177_c1_g8XP_001693102.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN39185_c0_g1GAQ79816.1Sec23 protein transport family protein [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN39260_c0_g1XP_010693148.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 6 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.00 0.00

TRINITY_DN39298_c0_g6XP_016496477.1PREDICTED: 50S ribosomal protein L24-like [Nicotiana tabacum]Nicotiana_tabacum 44.00 0.00

TRINITY_DN39301_c0_g1RAL54334.1hypothetical protein DM860_001462 [Cuscuta australis]Cuscuta_australis 44.00 0.00

TRINITY_DN39662_c0_g1GAX72866.1hypothetical protein CEUSTIGMA_g321.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN40047_c1_g2XP_001702021.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN40094_c0_g2XP_002955098.1hypothetical protein VOLCADRAFT_121368 [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN40871_c3_g10RMZ53779.1hypothetical protein APUTEX25_003918 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 44.00 0.00

TRINITY_DN40905_c0_g11XP_001689841.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN41060_c0_g6XP_010235892.1E3 ubiquitin-protein ligase makorin isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 44.00 0.00

TRINITY_DN42516_c0_g6GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN42655_c0_g3AAK98797.1BONZAI1 [Arabidopsis thaliana]Arabidopsis_thaliana 44.00 0.00

TRINITY_DN43340_c1_g12XP_006383445.140S ribosomal protein S7 [Populus trichocarpa]Populus_trichocarpa 44.00 0.00

TRINITY_DN43550_c0_g1XP_001699186.1glycosyl transferase, type ALG6, ALG8, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN43825_c1_g5XP_012064872.1chloride channel protein CLC-c [Jatropha curcas]Jatropha_curcas 44.00 0.00

TRINITY_DN43952_c0_g1XP_002950990.1hypothetical protein VOLCADRAFT_91533 [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN44050_c2_g3XP_024384144.1cysteine--tRNA ligase, cytoplasmic-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 44.00 0.00

TRINITY_DN44155_c1_g9XP_015892770.1cysteine proteinase RD21A-like [Ziziphus jujuba]Ziziphus_jujuba 44.00 0.00

TRINITY_DN4434_c0_g1GBG68282.1hypothetical protein CBR_g2830 [Chara braunii]Chara_braunii 44.00 0.00

TRINITY_DN44415_c0_g2XP_011081314.1GPN-loop GTPase 1 isoform X1 [Sesamum indicum]Sesamum_indicum 44.00 0.00

TRINITY_DN44637_c0_g4GAX76469.1hypothetical protein CEUSTIGMA_g3914.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN44847_c0_g1XP_024359291.1riboflavin biosynthesis protein PYRR, chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 44.00 0.00

TRINITY_DN44927_c0_g7GAX75026.1hypothetical protein CEUSTIGMA_g2472.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN44931_c0_g3PSC76703.1hypothetical protein C2E20_0341 [Micractinium conductrix]Micractinium_conductrix 44.00 0.00

TRINITY_DN45045_c1_g1XP_005649642.1hypothetical protein COCSUDRAFT_46585 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.00 0.00

TRINITY_DN45064_c0_g3XP_001691093.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN45477_c1_g1GBF96595.1hypothetical protein Rsub_09341 [Raphidocelis subcapitata]Raphidocelis_subcapitata 44.00 0.00

TRINITY_DN45502_c0_g9GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN46016_c0_g5GAX79898.1hypothetical protein CEUSTIGMA_g7338.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN46364_c0_g3GBG87427.1hypothetical protein CBR_g45485 [Chara braunii]Chara_braunii 44.00 0.00

TRINITY_DN46724_c0_g5PSC73152.1aldehyde dehydrogenase 22A1-like isoform X1 [Micractinium conductrix]Micractinium_conductrix 44.00 0.00

TRINITY_DN46873_c1_g2GAX78628.1hypothetical protein CEUSTIGMA_g6066.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN46952_c0_g1GAQ88892.1aminopeptidase M1 [Klebsormidium nitens]Klebsormidium_nitens 44.00 0.00

TRINITY_DN47210_c0_g3XP_007206133.1uncharacterized protein At2g34160 [Prunus persica]Prunus_persica 44.00 0.00

TRINITY_DN47725_c1_g2XP_002949660.1basal body protein [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN47730_c0_g1GAX80378.1hypothetical protein CEUSTIGMA_g7817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN47792_c1_g1XP_023908859.1kinesin heavy chain-like [Quercus suber]Quercus_suber 44.00 0.00

TRINITY_DN47809_c1_g1RID71494.1hypothetical protein BRARA_C03430 [Brassica rapa]Brassica_rapa 44.00 0.00

TRINITY_DN48009_c0_g8PNW87342.1hypothetical protein CHLRE_02g118801v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN48624_c1_g5XP_017438518.1PREDICTED: myb-related protein A-like [Vigna angularis]Vigna_angularis 44.00 0.00

TRINITY_DN49196_c0_g3BBA27223.1DYX1C1-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 44.00 0.00

TRINITY_DN50346_c1_g1XP_002953039.1hypothetical protein VOLCADRAFT_93706 [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN50691_c0_g1GAX73373.1hypothetical protein CEUSTIGMA_g826.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN50721_c0_g2XP_005643851.1hypothetical protein COCSUDRAFT_48903 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.00 0.00

TRINITY_DN51092_c1_g1XP_002946449.1hypothetical protein VOLCADRAFT_86747 [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN51142_c1_g6XP_013891666.1lysine N-methylase, partial [Monoraphidium neglectum]Monoraphidium_neglectum 44.00 0.00

TRINITY_DN51421_c0_g2GAX75744.1hypothetical protein CEUSTIGMA_g3187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN51669_c0_g2OAE18600.1hypothetical protein AXG93_1923s1560 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 44.00 0.00

TRINITY_DN52032_c0_g4XP_002946865.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 44.00 0.00

TRINITY_DN52284_c0_g5GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN52461_c0_g2KXZ48405.1hypothetical protein GPECTOR_28g812 [Gonium pectorale]Gonium_pectorale 44.00 0.00

TRINITY_DN52530_c0_g1XP_005648693.1pseudouridine synthase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 44.00 0.00

TRINITY_DN52537_c1_g2GAX72920.1hypothetical protein CEUSTIGMA_g375.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 44.00 0.00

TRINITY_DN53399_c0_g1KMS94413.1hypothetical protein BVRB_021660 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 44.00 0.00

TRINITY_DN6403_c0_g1EEF22619.1conserved hypothetical protein [Ricinus communis]Ricinus_communis 44.00 0.00

TRINITY_DN6808_c0_g1XP_002505580.1dynein-1-beta heavy chain, flagellar inner arm I1 complex [Micromonas commoda]Micromonas_commoda 44.00 0.00

TRINITY_DN27821_c0_g1PSC74229.1ADP-ribosylation factor 2 [Micractinium conductrix]Micractinium_conductrix 43.90 0.00

TRINITY_DN29168_c0_g1PNW72281.1hypothetical protein CHLRE_16g674700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.90 0.00

TRINITY_DN29771_c0_g1EOA39665.1hypothetical protein CARUB_v10008306mg [Capsella rubella]Capsella_rubella 43.90 0.00



TRINITY_DN30749_c0_g3XP_010232606.1VAMP-like protein YKT61 isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 43.90 0.00

TRINITY_DN30967_c0_g3RXH86951.1hypothetical protein DVH24_022224 [Malus domestica]Malus_domestica 43.90 0.00

TRINITY_DN31709_c0_g1RMZ55478.1hypothetical protein APUTEX25_000061 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 43.90 0.00

TRINITY_DN31857_c0_g1XP_022025306.1cell number regulator 7-like [Helianthus annuus]Helianthus_annuus 43.90 0.00

TRINITY_DN33825_c0_g1XP_023917659.1hypoxanthine-guanine phosphoribosyltransferase-like [Quercus suber]Quercus_suber 43.90 0.00

TRINITY_DN34654_c0_g2XP_001703081.1small rab-related GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.90 0.00

TRINITY_DN35018_c0_g1XP_008655166.1uncharacterized protein LOC100381560 isoform X1 [Zea mays]Zea_mays 43.90 0.00

TRINITY_DN35018_c0_g3XP_019053787.1PREDICTED: serine/threonine-protein kinase STY46-like [Nelumbo nucifera]Nelumbo_nucifera 43.90 0.00

TRINITY_DN36020_c0_g2RQL75946.1hypothetical protein DY000_00001821 [Brassica cretica]Brassica_cretica 43.90 0.00

TRINITY_DN37142_c0_g1RWR88919.1Methyltransferase type 12 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 43.90 0.00

TRINITY_DN37169_c0_g1PSC69250.1ammonium transporter [Micractinium conductrix]Micractinium_conductrix 43.90 0.00

TRINITY_DN37416_c0_g2PNR29309.1hypothetical protein PHYPA_028001 [Physcomitrella patens]Physcomitrella_patens 43.90 0.00

TRINITY_DN37530_c0_g2PTQ32931.1hypothetical protein MARPO_0093s0014 [Marchantia polymorpha]Marchantia_polymorpha 43.90 0.00

TRINITY_DN37700_c2_g3OVA00162.1WD40 repeat [Macleaya cordata]Macleaya_cordata 43.90 0.00

TRINITY_DN37743_c0_g5GBF99217.1hypothetical protein Rsub_11424 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.90 0.00

TRINITY_DN37865_c1_g2XP_005848463.1hypothetical protein CHLNCDRAFT_35098 [Chlorella variabilis]Chlorella_variabilis 43.90 0.00

TRINITY_DN38079_c0_g1RWW90345.1hypothetical protein BHE74_00006001 [Ensete ventricosum]Ensete_ventricosum 43.90 0.00

TRINITY_DN38549_c0_g7XP_023909809.1histone-lysine N-methyltransferase, H3 lysine-79 specific-like [Quercus suber]Quercus_suber 43.90 0.00

TRINITY_DN38738_c0_g2GAX78221.1hypothetical protein CEUSTIGMA_g5663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN38740_c0_g1PNH11905.1Phosphoglucan, water dikinase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 43.90 0.00

TRINITY_DN38813_c0_g1XP_021634497.1non-specific phospholipase C6-like [Manihot esculenta]Manihot_esculenta 43.90 0.00

TRINITY_DN39055_c0_g4PSC76390.1Jumonji domain-containing [Micractinium conductrix]Micractinium_conductrix 43.90 0.00

TRINITY_DN39426_c1_g9OMO53025.1BTB/POZ-like protein [Corchorus olitorius]Corchorus_olitorius 43.90 0.00

TRINITY_DN39644_c1_g3XP_013648120.1dual specificity protein phosphatase 1-like isoform X3 [Brassica napus]Brassica_napus 43.90 0.00

TRINITY_DN39727_c0_g2KXZ55044.1hypothetical protein GPECTOR_3g203 [Gonium pectorale]Gonium_pectorale 43.90 0.00

TRINITY_DN40098_c1_g1PTQ35026.1hypothetical protein MARPO_0074s0022 [Marchantia polymorpha]Marchantia_polymorpha 43.90 0.00

TRINITY_DN40536_c0_g2GAX85194.1hypothetical protein CEUSTIGMA_g12612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN40632_c0_g1XP_023760206.1protein SCO1 homolog 1, mitochondrial [Lactuca sativa]Lactuca_sativa 43.90 0.00

TRINITY_DN40954_c0_g3XP_002957158.1hypothetical protein VOLCADRAFT_107545 [Volvox carteri f. nagariensis]Volvox_carteri 43.90 0.00

TRINITY_DN41087_c0_g5GAX81542.1hypothetical protein CEUSTIGMA_g8970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN41826_c1_g3XP_002957039.1hypothetical protein VOLCADRAFT_107511 [Volvox carteri f. nagariensis]Volvox_carteri 43.90 0.00

TRINITY_DN42465_c0_g4XP_023911567.1glutamate--cysteine ligase-like [Quercus suber]Quercus_suber 43.90 0.00

TRINITY_DN42834_c0_g2PTQ32004.1hypothetical protein MARPO_0104s0033 [Marchantia polymorpha]Marchantia_polymorpha 43.90 0.00

TRINITY_DN42931_c0_g3XP_002954892.1hypothetical protein VOLCADRAFT_95721 [Volvox carteri f. nagariensis]Volvox_carteri 43.90 0.00

TRINITY_DN43005_c2_g4OVA16738.1Galactokinase [Macleaya cordata]Macleaya_cordata 43.90 0.00

TRINITY_DN43771_c0_g1XP_001690544.1EMP/nonaspanin domain family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.90 0.00

TRINITY_DN44312_c0_g5KXZ46984.1hypothetical protein GPECTOR_39g478 [Gonium pectorale]Gonium_pectorale 43.90 0.00

TRINITY_DN44549_c0_g1XP_002985155.1probable prefoldin subunit 3 [Selaginella moellendorffii]Selaginella_moellendorffii 43.90 0.00

TRINITY_DN44627_c1_g1GAX82633.1hypothetical protein CEUSTIGMA_g10059.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN44738_c1_g4XP_002955453.1hypothetical protein VOLCADRAFT_119055 [Volvox carteri f. nagariensis]Volvox_carteri 43.90 0.00

TRINITY_DN45207_c0_g3EFJ33304.1hypothetical protein SELMODRAFT_167705 [Selaginella moellendorffii]Selaginella_moellendorffii 43.90 0.00

TRINITY_DN45467_c0_g1PHT42375.1hypothetical protein CQW23_16400 [Capsicum baccatum]Capsicum_baccatum 43.90 0.00

TRINITY_DN45624_c0_g1XP_021894848.126S proteasome non-ATPase regulatory subunit 8 homolog A [Carica papaya]Carica_papaya 43.90 0.00

TRINITY_DN46152_c0_g1KXZ51476.1hypothetical protein GPECTOR_12g439 [Gonium pectorale]Gonium_pectorale 43.90 0.00

TRINITY_DN46665_c0_g5PNH08809.1ADP-ribosylation factor GTPase-activating protein AGD7 [Tetrabaena socialis]Tetrabaena_socialis 43.90 0.00

TRINITY_DN47061_c0_g1XP_005646720.1hypothetical protein COCSUDRAFT_55871 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.90 0.00

TRINITY_DN48364_c1_g7XP_011013667.1PREDICTED: peptide methionine sulfoxide reductase A5-like [Populus euphratica]Populus_euphratica 43.90 0.00

TRINITY_DN48373_c0_g1XP_005644036.1calcium-translocating P-type ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.90 0.00

TRINITY_DN48389_c0_g1GAX77177.1hypothetical protein CEUSTIGMA_g4622.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN48935_c0_g1GAX83384.1hypothetical protein CEUSTIGMA_g10809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN49023_c0_g1XP_001703122.1Zeta2-COP [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.90 0.00

TRINITY_DN49096_c1_g3GBF87536.1hypothetical protein Rsub_00247 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.90 0.00

TRINITY_DN49145_c0_g7PNH11786.1Heat shock protein 12B [Tetrabaena socialis]Tetrabaena_socialis 43.90 0.00

TRINITY_DN50757_c0_g2XP_001417325.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 43.90 0.00

TRINITY_DN51491_c1_g1GAX74121.1hypothetical protein CEUSTIGMA_g1570.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN52103_c0_g2GAX83899.1hypothetical protein CEUSTIGMA_g11323.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.90 0.00

TRINITY_DN52125_c2_g3PNW85349.1hypothetical protein CHLRE_03g182200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.90 0.00

TRINITY_DN52173_c0_g1RYR67197.1hypothetical protein Ahy_A03g013506 isoform A [Arachis hypogaea]Arachis_hypogaea 43.90 0.00

TRINITY_DN5375_c0_g2XP_003570163.160S ribosomal protein L12-3 [Brachypodium distachyon]Brachypodium_distachyon 43.90 0.00

TRINITY_DN7353_c0_g1BAJ99819.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.90 0.00

TRINITY_DN10631_c0_g1EFH68274.1predicted protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.80 0.00

TRINITY_DN20283_c0_g2EFH41343.1glycosyl hydrolase family 38 protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.80 0.00

TRINITY_DN20660_c0_g1XP_024536139.1zinc finger protein 474-like [Selaginella moellendorffii]Selaginella_moellendorffii 43.80 0.00

TRINITY_DN22064_c0_g1RZB78944.1Phosphoinositide phosphatase SAC7 [Glycine soja]Glycine_soja 43.80 0.00

TRINITY_DN25741_c0_g1EFJ21580.1hypothetical protein SELMODRAFT_106737 [Selaginella moellendorffii]Selaginella_moellendorffii 43.80 0.00

TRINITY_DN30831_c2_g5XP_021759817.1CBL-interacting serine/threonine-protein kinase 8-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 43.80 0.00



TRINITY_DN31786_c0_g1XP_027081867.1uncharacterized membrane protein At4g09580-like [Coffea arabica]Coffea_arabica 43.80 0.00

TRINITY_DN31947_c0_g1GAX75309.1hypothetical protein CEUSTIGMA_g2754.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN32027_c0_g1XP_009403236.1PREDICTED: protein RER1A-like [Musa acuminata subsp. malaccensis]Musa_acuminata 43.80 0.00

TRINITY_DN34165_c0_g1GAQ84772.1Sensory transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 43.80 0.00

TRINITY_DN34582_c1_g4XP_002892972.1basic transcription factor 3 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.80 0.00

TRINITY_DN35520_c0_g16XP_005850581.1hypothetical protein CHLNCDRAFT_6949, partial [Chlorella variabilis]Chlorella_variabilis 43.80 0.00

TRINITY_DN36155_c1_g1XP_002948983.1hypothetical protein VOLCADRAFT_89409 [Volvox carteri f. nagariensis]Volvox_carteri 43.80 0.00

TRINITY_DN36754_c1_g5KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN36787_c1_g1KXZ43530.1hypothetical protein GPECTOR_88g473 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN36798_c0_g1PNW88394.1hypothetical protein CHLRE_01g027500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN36880_c0_g2PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 43.80 0.00

TRINITY_DN36945_c0_g1XP_022971258.126S proteasome non-ATPase regulatory subunit 4 homolog [Cucurbita maxima]Cucurbita_maxima 43.80 0.00

TRINITY_DN36976_c0_g2GAQ91940.1hypothetical protein KFL_008870010 [Klebsormidium nitens]Klebsormidium_nitens 43.80 0.00

TRINITY_DN37166_c0_g2GAQ81858.1DNA-directed RNA polymerase I large subunit [Klebsormidium nitens]Klebsormidium_nitens 43.80 0.00

TRINITY_DN37508_c0_g2KXZ56131.1hypothetical protein GPECTOR_1g110 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN37618_c0_g4PSC72076.1L-isoaspartate O-methyltransferase [Micractinium conductrix]Micractinium_conductrix 43.80 0.00

TRINITY_DN37913_c0_g1PNW84074.1hypothetical protein CHLRE_04g220000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN38336_c1_g10XP_022775869.1type IV inositol polyphosphate 5-phosphatase 9-like [Durio zibethinus]Durio_zibethinus 43.80 0.00

TRINITY_DN38534_c1_g1XP_013750409.1ras-related protein RABE1e [Brassica napus]Brassica_napus 43.80 0.00

TRINITY_DN39075_c0_g6XP_023917599.1kynureninase 1-like [Quercus suber]Quercus_suber 43.80 0.00

TRINITY_DN39263_c0_g4BAX25199.1centrosomal protein 19kDa-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN39275_c1_g8XP_001693528.1histone transcription regulator HIRA [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN39443_c0_g3XP_010087895.117.5 kDa class I heat shock protein [Morus notabilis]Morus_notabilis 43.80 0.00

TRINITY_DN39445_c1_g4RWW79978.1hypothetical protein BHE74_00011702 [Ensete ventricosum]Ensete_ventricosum 43.80 0.00

TRINITY_DN39498_c0_g3EOY05827.1Autoinhibited calcium ATPase [Theobroma cacao]Theobroma_cacao 43.80 0.00

TRINITY_DN39571_c0_g1XP_021312578.1regulator of telomere elongation helicase 1 [Sorghum bicolor]Sorghum_bicolor 43.80 0.00

TRINITY_DN39607_c0_g1XP_001697434.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN39646_c0_g5XP_019456325.1PREDICTED: phosphoinositide phosphatase SAC2-like isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 43.80 0.00

TRINITY_DN39714_c0_g1OTG29655.1putative dual specificity phosphatase, Protein-tyrosine phosphatase-like protein [Helianthus annuus]Helianthus_annuus 43.80 0.00

TRINITY_DN39778_c0_g1PNH04844.1Peroxisomal trans-2-enoyl-CoA reductase, partial [Tetrabaena socialis]Tetrabaena_socialis 43.80 0.00

TRINITY_DN39886_c0_g3KXZ50602.1hypothetical protein GPECTOR_15g285 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN40644_c1_g1GAX80713.1hypothetical protein CEUSTIGMA_g8148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN40848_c0_g2XP_024534000.1U3 snoRNP-associated protein-like EMB2271 [Selaginella moellendorffii]Selaginella_moellendorffii 43.80 0.00

TRINITY_DN40940_c0_g5PNW80401.1hypothetical protein CHLRE_07g316100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN41093_c1_g4KXZ56965.1hypothetical protein GPECTOR_1g871 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN41609_c0_g9XP_023889281.1protein kinase gsk3-like [Quercus suber]Quercus_suber 43.80 0.00

TRINITY_DN41656_c1_g1XP_001701937.1component of oligomeric golgi complex 7 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN41735_c0_g1XP_008455130.1PREDICTED: dynamin-related protein 3A-like isoform X3 [Cucumis melo]Cucumis_melo 43.80 0.00

TRINITY_DN41940_c1_g3PWA93803.1alcohol dehydrogenase superfamily, zinc-type [Artemisia annua]Artemisia_annua 43.80 0.00

TRINITY_DN42138_c0_g1PSC67599.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 43.80 0.00

TRINITY_DN42281_c1_g1GAX77782.1hypothetical protein CEUSTIGMA_g5225.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN42319_c0_g3XP_002954230.1hypothetical protein VOLCADRAFT_95074 [Volvox carteri f. nagariensis]Volvox_carteri 43.80 0.00

TRINITY_DN42559_c0_g2XP_004296940.1PREDICTED: probable DNA primase large subunit [Fragaria vesca subsp. vesca]Fragaria_vesca 43.80 0.00

TRINITY_DN42621_c1_g5GAX86451.1hypothetical protein CEUSTIGMA_g13861.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN42832_c0_g8GAQ80936.1short chain dehydrogenase/reductase protein [Klebsormidium nitens]Klebsormidium_nitens 43.80 0.00

TRINITY_DN42872_c0_g1GAX73149.1hypothetical protein CEUSTIGMA_g602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN43676_c0_g2GAX74010.1hypothetical protein CEUSTIGMA_g1460.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN43772_c0_g4KMZ59236.1Regulator of chromosome condensation (RCC1) family protein [Zostera marina]Zostera_marina 43.80 0.00

TRINITY_DN43899_c0_g2GAX81564.1hypothetical protein CEUSTIGMA_g8992.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN43928_c0_g1AES73127.1SNF1-related kinase [Medicago truncatula]Medicago_truncatula 43.80 0.00

TRINITY_DN44054_c0_g3PNW70671.1hypothetical protein CHLRE_17g729700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN44327_c1_g2XP_013903804.1hypothetical protein MNEG_3179 [Monoraphidium neglectum]Monoraphidium_neglectum 43.80 0.00

TRINITY_DN44510_c0_g1KMZ60475.1DNA cross-link repair 1A protein [Zostera marina]Zostera_marina 43.80 0.00

TRINITY_DN44566_c0_g1GAX83880.1hypothetical protein CEUSTIGMA_g11305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN44638_c0_g6XP_002960000.1hypothetical protein VOLCADRAFT_101512 [Volvox carteri f. nagariensis]Volvox_carteri 43.80 0.00

TRINITY_DN45091_c1_g2PNH11299.1NifU-like protein 4, mitochondrial, partial [Tetrabaena socialis]Tetrabaena_socialis 43.80 0.00

TRINITY_DN45989_c1_g1GAQ82805.1Sec1 family transport protein [Klebsormidium nitens]Klebsormidium_nitens 43.80 0.00

TRINITY_DN46129_c1_g7KDD71458.1protein kinase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 43.80 0.00

TRINITY_DN46176_c0_g3XP_005850190.1hypothetical protein CHLNCDRAFT_57142 [Chlorella variabilis]Chlorella_variabilis 43.80 0.00

TRINITY_DN46199_c2_g7XP_002506260.1predicted protein [Micromonas commoda]Micromonas_commoda 43.80 0.00

TRINITY_DN47298_c1_g1PTQ34518.1hypothetical protein MARPO_0079s0028 [Marchantia polymorpha]Marchantia_polymorpha 43.80 0.00

TRINITY_DN47343_c0_g2GAX77732.1hypothetical protein CEUSTIGMA_g5175.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN47364_c0_g7XP_022864477.1phosphoinositide phospholipase C 2-like [Olea europaea var. sylvestris]Olea_europaea 43.80 0.00

TRINITY_DN47474_c0_g3PNH12836.1hypothetical protein TSOC_000204 [Tetrabaena socialis]Tetrabaena_socialis 43.80 0.00

TRINITY_DN47671_c0_g1GAX75449.1hypothetical protein CEUSTIGMA_g2893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN47712_c0_g1GAX83373.1hypothetical protein CEUSTIGMA_g10798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00



TRINITY_DN47899_c0_g2KXZ42156.1hypothetical protein GPECTOR_194g324 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN47916_c0_g1KXZ46530.1hypothetical protein GPECTOR_43g967 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN47992_c0_g2XP_011461492.1PREDICTED: protein CHROMATIN REMODELING 25 [Fragaria vesca subsp. vesca]Fragaria_vesca 43.80 0.00

TRINITY_DN48051_c0_g7XP_019181159.1PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like [Ipomoea nil]Ipomoea_nil 43.80 0.00

TRINITY_DN48339_c2_g1KXZ45953.1hypothetical protein GPECTOR_49g537 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN48351_c0_g5XP_018629619.1PREDICTED: ubiquitin-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 43.80 0.00

TRINITY_DN48807_c0_g3OVA02052.1Alcohol dehydrogenase superfamily [Macleaya cordata]Macleaya_cordata 43.80 0.00

TRINITY_DN49174_c3_g2PNW87161.1hypothetical protein CHLRE_02g111400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN49191_c0_g2XP_002954587.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 43.80 0.00

TRINITY_DN49272_c0_g1GAX74832.1hypothetical protein CEUSTIGMA_g2278.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN49379_c0_g3GAX75130.1hypothetical protein CEUSTIGMA_g2574.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN49615_c0_g3GAX76701.1hypothetical protein CEUSTIGMA_g4147.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN49659_c0_g2GAX77265.1hypothetical protein CEUSTIGMA_g4711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN50173_c1_g10XP_002954629.1flagellar alpha dynein [Volvox carteri f. nagariensis]Volvox_carteri 43.80 0.00

TRINITY_DN50205_c0_g7KGN58771.1hypothetical protein Csa_3G731810 [Cucumis sativus]Cucumis_sativus 43.80 0.00

TRINITY_DN50490_c0_g1GAX82652.1hypothetical protein CEUSTIGMA_g10078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN50653_c1_g1BAJ98473.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.80 0.00

TRINITY_DN50841_c1_g3GAX82412.1hypothetical protein CEUSTIGMA_g9840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN50875_c0_g1GBF94605.1hypothetical protein Rsub_06720 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.80 0.00

TRINITY_DN51256_c1_g9XP_001694458.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.80 0.00

TRINITY_DN51397_c0_g1GAX77356.1hypothetical protein CEUSTIGMA_g4802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0

TRINITY_DN52156_c0_g1KXZ51448.1hypothetical protein GPECTOR_12g411 [Gonium pectorale]Gonium_pectorale 43.80 0.00

TRINITY_DN52199_c0_g1GAX78867.1hypothetical protein CEUSTIGMA_g6306.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.80 0.00

TRINITY_DN52431_c0_g1GBF87741.1hypothetical protein Rsub_00452 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.80 0.00

TRINITY_DN6773_c0_g1XP_015873267.1NADH--cytochrome b5 reductase 1-like [Ziziphus jujuba]Ziziphus_jujuba 43.80 0.00

TRINITY_DN21462_c0_g1XP_002956952.1wee1 kinase-like protein [Volvox carteri f. nagariensis]Volvox_carteri 43.70 0.00

TRINITY_DN26629_c0_g1ESR32427.1hypothetical protein CICLE_v100304491mg, partial [Citrus clementina]Citrus_clementina 43.70 0.00

TRINITY_DN28953_c0_g1GAX74557.1hypothetical protein CEUSTIGMA_g2006.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN31535_c0_g1GAQ90008.1Serine carboxypeptidase [Klebsormidium nitens]Klebsormidium_nitens 43.70 0.00

TRINITY_DN32102_c0_g1ABR17747.1unknown [Picea sitchensis]Picea_sitchensis 43.70 0.00

TRINITY_DN33327_c0_g3EFJ24550.1hypothetical protein SELMODRAFT_57110, partial [Selaginella moellendorffii]Selaginella_moellendorffii 43.70 0.00

TRINITY_DN33507_c0_g4GAQ82654.1RNA-binding ASCH domain protein [Klebsormidium nitens]Klebsormidium_nitens 43.70 0.00

TRINITY_DN33598_c0_g1EEF22673.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 43.70 0.00

TRINITY_DN35195_c0_g1KMZ58469.1Cysteine proteinase cathepsin F [Zostera marina]Zostera_marina 43.70 0.00

TRINITY_DN35520_c0_g1GAX77117.1hypothetical protein CEUSTIGMA_g4563.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN35606_c1_g5XP_002971143.1annexin D5 [Selaginella moellendorffii]Selaginella_moellendorffii 43.70 0.00

TRINITY_DN36040_c0_g2XP_023880869.1cytochrome b-c1 complex subunit 7-like [Quercus suber]Quercus_suber 43.70 0.00

TRINITY_DN36176_c0_g1KXZ54384.1hypothetical protein GPECTOR_5g462 [Gonium pectorale]Gonium_pectorale 43.70 0.00

TRINITY_DN36400_c1_g3XP_002948214.1hypothetical protein VOLCADRAFT_103835 [Volvox carteri f. nagariensis]Volvox_carteri 43.70 0.00

TRINITY_DN36653_c0_g3XP_006409950.1ubiquitin fusion degradation protein 1 homolog isoform X1 [Eutrema salsugineum]Eutrema_salsugineum 43.70 0.00

TRINITY_DN36691_c0_g9GBG78411.1hypothetical protein CBR_g26439 [Chara braunii]Chara_braunii 43.70 0.00

TRINITY_DN36775_c1_g10XP_017216440.1PREDICTED: microtubule-associated protein RP/EB family member 1C [Daucus carota subsp. sativus]Daucus_carota 43.70 0.00

TRINITY_DN36892_c0_g2XP_005651106.1hypothetical protein COCSUDRAFT_52381 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.70 0.00

TRINITY_DN36988_c0_g1XP_013903250.1hypothetical protein MNEG_3731 [Monoraphidium neglectum]Monoraphidium_neglectum 43.70 0.00

TRINITY_DN37365_c0_g4PNW77580.1hypothetical protein CHLRE_10g442850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN37654_c0_g1KXZ41785.1hypothetical protein GPECTOR_284g755 [Gonium pectorale]Gonium_pectorale 43.70 0.00

TRINITY_DN37926_c0_g1XP_023908984.1metacaspase-1-like [Quercus suber]Quercus_suber 43.70 0.00

TRINITY_DN38587_c1_g4GBF94829.1hypothetical protein Rsub_08001 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.70 0.00

TRINITY_DN3862_c0_g1GAV82440.1WD40 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 43.70 0.00

TRINITY_DN38663_c0_g7GAX85387.1hypothetical protein CEUSTIGMA_g12803.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN38828_c1_g1XP_010446391.1PREDICTED: peptidyl-prolyl cis-trans isomerase CYP18-3 [Camelina sativa]Camelina_sativa 43.70 0.00

TRINITY_DN39253_c0_g6GBF98890.1hypothetical protein Rsub_11528 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.70 0.00

TRINITY_DN39587_c1_g3XP_003059540.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.70 0.00

TRINITY_DN39731_c0_g1OUS44645.1aldolase II superfamily protein [Ostreococcus tauri]Ostreococcus_tauri 43.70 0.00

TRINITY_DN40525_c0_g4BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.70 0.00

TRINITY_DN40664_c0_g1GAX82691.1hypothetical protein CEUSTIGMA_g10117.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN41553_c0_g3XP_006300393.1probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 [Capsella rubella]Capsella_rubella 43.70 0.00

TRINITY_DN41703_c0_g1PNW72286.1hypothetical protein CHLRE_16g674500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN42010_c0_g1PNW81992.1hypothetical protein CHLRE_06g269250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN42032_c0_g2PNH08910.1E3 ubiquitin-protein ligase [Tetrabaena socialis]Tetrabaena_socialis 43.70 0.00

TRINITY_DN42368_c1_g7XP_012468040.1PREDICTED: protein LST8 homolog isoform X2 [Gossypium raimondii]Gossypium_raimondii 43.70 0.00

TRINITY_DN42565_c0_g1XP_001690844.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN42711_c2_g1PNH12726.1Glycosyltransferase-like protein LARGE [Tetrabaena socialis]Tetrabaena_socialis 43.70 0.00

TRINITY_DN43068_c0_g6GAX82973.1hypothetical protein CEUSTIGMA_g10400.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN43069_c0_g3GAX76008.1hypothetical protein CEUSTIGMA_g3451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN43258_c0_g3PNH12697.1Protein EXECUTER 1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 43.70 0.00



TRINITY_DN43400_c0_g6GAX76885.1hypothetical protein CEUSTIGMA_g4331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN43413_c0_g1PTQ48502.1hypothetical protein MARPO_0005s0143 [Marchantia polymorpha]Marchantia_polymorpha 43.70 0.00

TRINITY_DN43432_c0_g1XP_002958096.1mitochondrial ribosomal protein L4 [Volvox carteri f. nagariensis]Volvox_carteri 43.70 0.00

TRINITY_DN43751_c1_g1GBF91602.1hypothetical protein Rsub_04342 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.70 0.00

TRINITY_DN43910_c0_g8GAX76338.1hypothetical protein CEUSTIGMA_g3784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN44087_c0_g1PTQ50329.1hypothetical protein MARPO_0001s0325 [Marchantia polymorpha]Marchantia_polymorpha 43.70 0.00

TRINITY_DN44670_c0_g6XP_002947350.1hypothetical protein VOLCADRAFT_116405 [Volvox carteri f. nagariensis]Volvox_carteri 43.70 0.00

TRINITY_DN45096_c0_g4GAX76258.1hypothetical protein CEUSTIGMA_g3702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN45278_c1_g5XP_020109487.1probable alpha-glucosidase Os06g0675700 [Ananas comosus]Ananas_comosus 43.70 0.00

TRINITY_DN45434_c0_g1GAX85499.1hypothetical protein CEUSTIGMA_g12915.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN45462_c0_g3KXZ44329.1hypothetical protein GPECTOR_69g422 [Gonium pectorale]Gonium_pectorale 43.70 0.00

TRINITY_DN46181_c2_g2XP_023901489.1116 kDa U5 small nuclear ribonucleoprotein component-like [Quercus suber]Quercus_suber 43.70 0.00

TRINITY_DN46223_c0_g3GBG00536.1splicing factor U2AF 50 kDa subunit-like, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.70 0.00

TRINITY_DN46360_c0_g2EFJ12076.1hypothetical protein SELMODRAFT_425643 [Selaginella moellendorffii]Selaginella_moellendorffii 43.70 0

TRINITY_DN46375_c0_g1PNW83246.1hypothetical protein CHLRE_05g233750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN46515_c1_g4GAX78779.1hypothetical protein CEUSTIGMA_g6216.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN46818_c0_g2GAX84473.1hypothetical protein CEUSTIGMA_g11893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN48282_c1_g1XP_002947942.1hypothetical protein VOLCADRAFT_120551 [Volvox carteri f. nagariensis]Volvox_carteri 43.70 0.00

TRINITY_DN48334_c1_g6XP_010925132.1PREDICTED: structural maintenance of chromosomes protein 3 [Elaeis guineensis]Elaeis_guineensis 43.70 0.00

TRINITY_DN48527_c1_g6RRT61418.1hypothetical protein B296_00024117, partial [Ensete ventricosum]Ensete_ventricosum 43.70 0.00

TRINITY_DN49076_c0_g4EFH64429.1hypothetical protein ARALYDRAFT_475328 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.70 0.00

TRINITY_DN49260_c0_g6PON66862.1P-type ATPase, subfamily IV [Parasponia andersonii]Parasponia_andersonii 43.70 0.00

TRINITY_DN49989_c0_g1GAX84577.1hypothetical protein CEUSTIGMA_g11998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN50161_c0_g1BAJ96688.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.70 0.00

TRINITY_DN50345_c0_g1KXZ43318.1hypothetical protein GPECTOR_94g640 [Gonium pectorale]Gonium_pectorale 43.70 0.00

TRINITY_DN50683_c0_g7XP_005647184.1acyl-CoA oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.70 0.00

TRINITY_DN50890_c0_g1GAX81248.1hypothetical protein CEUSTIGMA_g8680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN51501_c0_g2XP_001694044.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.70 0.00

TRINITY_DN51678_c0_g1XP_020209637.1uncharacterized protein LOC109794601, partial [Cajanus cajan]Cajanus_cajan 43.70 0.00

TRINITY_DN51795_c0_g3GAX83671.1hypothetical protein CEUSTIGMA_g11096.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN52382_c0_g1GAX74531.1hypothetical protein CEUSTIGMA_g1980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN52642_c1_g1GAX73349.1hypothetical protein CEUSTIGMA_g802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.70 0.00

TRINITY_DN11805_c0_g2XP_023921232.1cytochrome c oxidase subunit 4, mitochondrial-like [Quercus suber]Quercus_suber 43.60 0.00

TRINITY_DN16940_c0_g1XP_019435389.1PREDICTED: small nuclear ribonucleoprotein-associated protein B'-like [Lupinus angustifolius]Lupinus_angustifolius 43.60 0.00

TRINITY_DN19013_c0_g1EEF24422.1Outer membrane protein A precursor, putative, partial [Ricinus communis]Ricinus_communis 43.60 0.00

TRINITY_DN29395_c0_g2BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.60 0.00

TRINITY_DN31277_c0_g2PSC76752.1general transcription factor 3C polypeptide 2 [Micractinium conductrix]Micractinium_conductrix 43.60 0.00

TRINITY_DN32827_c0_g1XP_011398718.1Protein YIPF6 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 43.60 0.00

TRINITY_DN32907_c0_g2GAQ77897.1photolyase/cryptochrome dash [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN34694_c0_g3GAX73865.1hypothetical protein CEUSTIGMA_g1315.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN35469_c0_g8XP_023877448.1probable phospholipid-transporting ATPase C887.12 [Quercus suber]Quercus_suber 43.60 0.00

TRINITY_DN35515_c0_g2XP_013903925.1hypothetical protein MNEG_3049 [Monoraphidium neglectum]Monoraphidium_neglectum 43.60 0.00

TRINITY_DN35526_c0_g1PRW59141.1nad-dependent epimerase dehydratase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 43.60 0.00

TRINITY_DN35591_c1_g2XP_003550476.2serine/threonine-protein kinase HT1 [Glycine max]Glycine_max 43.60 0.00

TRINITY_DN35601_c0_g1RID67927.1hypothetical protein BRARA_C00128 [Brassica rapa]Brassica_rapa 43.60 0.00

TRINITY_DN35875_c0_g1GAX85182.1hypothetical protein CEUSTIGMA_g12600.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN37145_c0_g4XP_013903043.1hypothetical protein MNEG_3937 [Monoraphidium neglectum]Monoraphidium_neglectum 43.60 0.00

TRINITY_DN37211_c0_g4XP_001699242.1nucleolar protein, small subunit of H/ACA snoRNPs [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN37232_c0_g2XP_023911550.1multifunctional tryptophan biosynthesis protein-like [Quercus suber]Quercus_suber 43.60 0.00

TRINITY_DN37392_c0_g2AAC04265.1(S)-adenosyl-L-methionine:delta 24-sterol methyltransferase [Zea mays]Zea_mays 43.60 0.00

TRINITY_DN37498_c0_g5XP_002946027.1hypothetical protein VOLCADRAFT_120152 [Volvox carteri f. nagariensis]Volvox_carteri 43.60 0.00

TRINITY_DN37506_c0_g2OVA03736.1RNA recognition motif domain [Macleaya cordata]Macleaya_cordata 43.60 0.00

TRINITY_DN37704_c0_g2XP_027076022.1uncharacterized protein LOC113699864 [Coffea arabica]Coffea_arabica 43.60 0.00

TRINITY_DN38078_c0_g4GBG00184.1ATP-dependent RNA helicase [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.60 0.00

TRINITY_DN38138_c0_g3GAX76420.1hypothetical protein CEUSTIGMA_g3865.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN38823_c0_g1GBG74219.1hypothetical protein CBR_g17932 [Chara braunii]Chara_braunii 43.60 0.00

TRINITY_DN39253_c0_g3GBF92774.1hypothetical protein Rsub_05393 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.60 0.00

TRINITY_DN39728_c1_g5PTQ32922.1hypothetical protein MARPO_0093s0006 [Marchantia polymorpha]Marchantia_polymorpha 43.60 0.00

TRINITY_DN39871_c0_g10XP_006644329.1PREDICTED: aldehyde dehydrogenase family 2 member C4-like [Oryza brachyantha]Oryza_brachyantha 43.60 0.00

TRINITY_DN39909_c1_g6XP_001702155.1subunit of VPS-C complex, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN40047_c1_g14XP_002507242.1predicted protein [Micromonas commoda]Micromonas_commoda 43.60 0.00

TRINITY_DN40327_c1_g5GAQ84132.1hypothetical protein KFL_001770170 [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN40429_c0_g4OAY62624.1Importin subunit alpha-1b [Ananas comosus]Ananas_comosus 43.60 0.00

TRINITY_DN40432_c0_g1GAQ87196.1hypothetical protein KFL_003380010 [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN40451_c0_g9GAQ81537.1hypothetical protein KFL_000830190 [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN40461_c3_g1KFK34228.1hypothetical protein AALP_AA5G117600 [Arabis alpina]Arabis_alpina 43.60 0.00



TRINITY_DN40926_c0_g2KXZ55151.1hypothetical protein GPECTOR_3g30 [Gonium pectorale]Gonium_pectorale 43.60 0.00

TRINITY_DN41215_c0_g6GAX72819.1hypothetical protein CEUSTIGMA_g274.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN41349_c1_g1PRW58327.1c transferase [Chlorella sorokiniana]Chlorella_sorokiniana 43.60 0.00

TRINITY_DN41545_c0_g2XP_024523426.1dynein heavy chain 1, axonemal [Selaginella moellendorffii]Selaginella_moellendorffii 43.60 0.00

TRINITY_DN41547_c1_g9GAQ86355.1GTPase-activating protein [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN4219_c0_g1PNH02564.1Protein argonaute-3 [Tetrabaena socialis]Tetrabaena_socialis 43.60 0.00

TRINITY_DN42531_c1_g4KMZ74967.1DNA polymerase epsilon subunit 3 [Zostera marina]Zostera_marina 43.60 0.00

TRINITY_DN42616_c0_g1GAQ87440.1Rhomboid-related intramembrane serine protease family protein [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN42690_c0_g3GAX77423.1hypothetical protein CEUSTIGMA_g4868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN43182_c0_g2GAX83922.1hypothetical protein CEUSTIGMA_g11346.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN43382_c0_g2XP_001703397.1tryptophan synthase beta subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN43432_c0_g8PRW57533.1Ras-related RABA1f [Chlorella sorokiniana]Chlorella_sorokiniana 43.60 0.00

TRINITY_DN43679_c0_g1PTQ34546.1hypothetical protein MARPO_0079s0050 [Marchantia polymorpha]Marchantia_polymorpha 43.60 0.00

TRINITY_DN43775_c0_g2KXZ46794.1hypothetical protein GPECTOR_40g528 [Gonium pectorale]Gonium_pectorale 43.60 0.00

TRINITY_DN44022_c0_g7XP_001703790.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN44177_c1_g1XP_001695565.1carotenoid cleavage dioxygenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN44634_c0_g3GBF89617.1hypothetical protein Rsub_02335 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.60 0.00

TRINITY_DN44911_c1_g1XP_002949119.1hypothetical protein VOLCADRAFT_89508 [Volvox carteri f. nagariensis]Volvox_carteri 43.60 0.00

TRINITY_DN44931_c0_g2XP_026446149.1protein PELOTA 1-like [Papaver somniferum]Papaver_somniferum 43.60 0.00

TRINITY_DN45211_c0_g2PSC73349.1tRNA wybutosine-synthesizing 4 [Micractinium conductrix]Micractinium_conductrix 43.60 0.00

TRINITY_DN45336_c0_g5GAX76447.1hypothetical protein CEUSTIGMA_g3892.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN45495_c0_g3GAQ79089.1hypothetical protein KFL_000240200 [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN45527_c1_g3XP_002956395.1hypothetical protein VOLCADRAFT_97433 [Volvox carteri f. nagariensis]Volvox_carteri 43.60 0.00

TRINITY_DN45571_c0_g1XP_010495892.1PREDICTED: cytochrome P450 97B3, chloroplastic [Camelina sativa]Camelina_sativa 43.60 0.00

TRINITY_DN45885_c0_g1OAE30965.1hypothetical protein AXG93_2018s1320 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.60 0.00

TRINITY_DN46222_c2_g1KXZ52785.1hypothetical protein GPECTOR_8g173 [Gonium pectorale]Gonium_pectorale 43.60 0.00

TRINITY_DN46490_c1_g10GAX81793.1hypothetical protein CEUSTIGMA_g9221.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN46944_c0_g4KXZ53028.1hypothetical protein GPECTOR_8g395 [Gonium pectorale]Gonium_pectorale 43.60 0.00

TRINITY_DN47036_c0_g2GAX84841.1hypothetical protein CEUSTIGMA_g12262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN47703_c1_g3GAX82791.1hypothetical protein CEUSTIGMA_g10217.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN48276_c0_g5PNW85269.1hypothetical protein CHLRE_03g178700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN48575_c0_g3EFJ20694.1hypothetical protein SELMODRAFT_268146 [Selaginella moellendorffii]Selaginella_moellendorffii 43.60 0.00

TRINITY_DN48740_c0_g6OAE19019.1hypothetical protein AXG93_2839s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.60 0.00

TRINITY_DN48771_c0_g3RXH89389.1hypothetical protein DVH24_031746 [Malus domestica]Malus_domestica 43.60 0.00

TRINITY_DN49316_c0_g3PNW84055.1hypothetical protein CHLRE_04g219450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.60 0.00

TRINITY_DN49693_c0_g1GAX84077.1hypothetical protein CEUSTIGMA_g11501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN49885_c0_g3GAQ83573.1RNA ligase/cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 43.60 0.00

TRINITY_DN49992_c0_g1GBF94279.1dual-specificity tyrosine-(Y)-phosphorylation regulated kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.60 0.00

TRINITY_DN50232_c1_g3XP_002503315.1predicted protein [Micromonas commoda]Micromonas_commoda 43.60 0.00

TRINITY_DN50252_c0_g5NP_194380.1chloroplast sulfur E [Arabidopsis thaliana]Arabidopsis_thaliana 43.60 0.00

TRINITY_DN50763_c0_g1GAX74900.1hypothetical protein CEUSTIGMA_g2346.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.60 0.00

TRINITY_DN51033_c0_g1PRW05851.1copine-3 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 43.60 0.00

TRINITY_DN51504_c1_g3BAK02367.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.60 0.00

TRINITY_DN52405_c2_g1XP_002955828.1hypothetical protein VOLCADRAFT_96773 [Volvox carteri f. nagariensis]Volvox_carteri 43.60 0.00

TRINITY_DN52536_c0_g1XP_010477226.1PREDICTED: tubulin beta-5 chain-like [Camelina sativa]Camelina_sativa 43.60 0.00

TRINITY_DN771_c0_g1XP_001417004.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 43.60 0.00

TRINITY_DN19763_c0_g1XP_002499490.1ras-related gtp-binding rab2-like protein [Micromonas commoda]Micromonas_commoda 43.50 0.00

TRINITY_DN26473_c0_g1XP_021646237.1potassium channel AKT1-like [Hevea brasiliensis]Hevea_brasiliensis 43.50 0.00

TRINITY_DN27131_c0_g1PIN12202.1hypothetical protein CDL12_15192 [Handroanthus impetiginosus]Handroanthus_impetiginosus 43.50 0.00

TRINITY_DN28737_c0_g3XP_019173100.1PREDICTED: protein BRICK 1 [Ipomoea nil]Ipomoea_nil 43.50 0.00

TRINITY_DN30068_c0_g2XP_020593371.1uncharacterized protein LOC110033658 [Phalaenopsis equestris]Phalaenopsis_equestris 43.50 0.00

TRINITY_DN30726_c0_g4GAQ88426.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 43.50 0.00

TRINITY_DN33716_c0_g1KCW50786.1hypothetical protein EUGRSUZ_J00456 [Eucalyptus grandis]Eucalyptus_grandis 43.50 0.00

TRINITY_DN34009_c0_g1GBG92298.1hypothetical protein CBR_g55067 [Chara braunii]Chara_braunii 43.50 0.00

TRINITY_DN34313_c0_g1XP_023926487.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 43.50 0.00

TRINITY_DN3432_c0_g1XP_004229333.1major facilitator superfamily domain-containing protein 12 isoform X2 [Solanum lycopersicum]Solanum_lycopersicum 43.50 0.00

TRINITY_DN34685_c1_g1RWW90479.1hypothetical protein BHE74_00052360 [Ensete ventricosum]Ensete_ventricosum 43.50 0.00

TRINITY_DN34713_c0_g7XP_024389106.1MAPK/MAK/MRK overlapping kinase-like isoform X4 [Physcomitrella patens]Physcomitrella_patens 43.50 0.00

TRINITY_DN35063_c0_g1XP_016184373.1serine/threonine-protein phosphatase BSL1 [Arachis ipaensis]Arachis_ipaensis 43.50 0.00

TRINITY_DN35259_c0_g3PRW60433.1ATP-dependent RNA helicase DDX1 [Chlorella sorokiniana]Chlorella_sorokiniana 43.50 0.00

TRINITY_DN35823_c0_g1XP_023872682.1actin cytoskeleton-regulatory complex protein end3-like [Quercus suber]Quercus_suber 43.50 0.00

TRINITY_DN35876_c0_g4GBF96249.1adenylate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.50 0.00

TRINITY_DN35879_c0_g1XP_010546591.1PREDICTED: probable protein phosphatase 2C 22 [Tarenaya hassleriana]Tarenaya_hassleriana 43.50 0.00

TRINITY_DN36088_c0_g2GAX75555.1hypothetical protein CEUSTIGMA_g2998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN36579_c0_g1XP_022839555.1ATPase, F1 complex, delta/epsilon subunit [Ostreococcus tauri]Ostreococcus_tauri 43.50 0.00

TRINITY_DN37611_c0_g3OEL35816.1Actin-1 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 43.50 0.00



TRINITY_DN38696_c0_g6XP_005643647.1ARM repeat-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.50 0.00

TRINITY_DN39234_c0_g7XP_001695911.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.50 0.00

TRINITY_DN39280_c1_g1GBF99583.1hypothetical protein Rsub_12208 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.50 0.00

TRINITY_DN39572_c1_g3XP_026437771.1RNA helicase aquarius-like [Papaver somniferum]Papaver_somniferum 43.50 0.00

TRINITY_DN40097_c0_g3GAQ88406.1RNA helicase nonsense mRNA reducing factor [Klebsormidium nitens]Klebsormidium_nitens 43.50 0.00

TRINITY_DN40510_c0_g2XP_006663314.1PREDICTED: serine/threonine-protein kinase HT1-like [Oryza brachyantha]Oryza_brachyantha 43.50 0.00

TRINITY_DN40529_c2_g4XP_013894586.1hypothetical protein MNEG_12395 [Monoraphidium neglectum]Monoraphidium_neglectum 43.50 0.00

TRINITY_DN40821_c0_g2ABK22565.1unknown [Picea sitchensis]Picea_sitchensis 43.50 0.00

TRINITY_DN41192_c0_g4XP_024390284.1auxin-induced protein PCNT115-like [Physcomitrella patens]Physcomitrella_patens 43.50 0.00

TRINITY_DN41269_c0_g3XP_005845615.1hypothetical protein CHLNCDRAFT_59736 [Chlorella variabilis]Chlorella_variabilis 43.50 0.00

TRINITY_DN41776_c0_g2XP_007204636.1DNA replication licensing factor MCM5 [Prunus persica]Prunus_persica 43.50 0.00

TRINITY_DN41979_c0_g4XP_001690911.1glycoside-hydrolase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.50 0.00

TRINITY_DN41985_c0_g1GAX80452.1hypothetical protein CEUSTIGMA_g7891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN42022_c0_g1KXZ56979.1hypothetical protein GPECTOR_1g884 [Gonium pectorale]Gonium_pectorale 43.50 0.00

TRINITY_DN42047_c0_g1PSR85402.1NAD-dependent protein like [Actinidia chinensis var. chinensis]Actinidia_chinensis 43.50 0.00

TRINITY_DN42755_c0_g2GAX77778.1hypothetical protein CEUSTIGMA_g5221.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN43062_c0_g2PTQ43879.1hypothetical protein MARPO_0023s0171 [Marchantia polymorpha]Marchantia_polymorpha 43.50 0.00

TRINITY_DN43791_c0_g2PIN14056.1hypothetical protein CDL12_13326 [Handroanthus impetiginosus]Handroanthus_impetiginosus 43.50 0.00

TRINITY_DN44067_c0_g1XP_002953355.1hypothetical protein VOLCADRAFT_75674 [Volvox carteri f. nagariensis]Volvox_carteri 43.50 0.00

TRINITY_DN44112_c1_g6GAX78849.1hypothetical protein CEUSTIGMA_g6287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN44915_c1_g4GAX85463.1hypothetical protein CEUSTIGMA_g12879.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN45102_c0_g2XP_021847422.1vacuolar protein sorting-associated protein 9A-like [Spinacia oleracea]Spinacia_oleracea 43.50 0.00

TRINITY_DN45106_c1_g3XP_024531591.1N-terminal acetyltransferase A complex auxiliary subunit NAA15 [Selaginella moellendorffii]Selaginella_moellendorffii 43.50 0.00

TRINITY_DN45776_c0_g2PNW75897.1hypothetical protein CHLRE_12g555950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.50 0.00

TRINITY_DN45927_c0_g6XP_002952728.1hypothetical protein VOLCADRAFT_118141 [Volvox carteri f. nagariensis]Volvox_carteri 43.50 0.00

TRINITY_DN46108_c1_g8XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 43.50 0.00

TRINITY_DN46549_c1_g2KDD71253.1hypothetical protein H632_c5448p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 43.50 0.00

TRINITY_DN46989_c0_g11XP_011092554.1polyadenylate-binding protein 2-like [Sesamum indicum]Sesamum_indicum 43.50 0.00

TRINITY_DN47271_c0_g1PNH08278.1putative beta-1,3-galactosyltransferase 14, partial [Tetrabaena socialis]Tetrabaena_socialis 43.50 0.00

TRINITY_DN47355_c1_g5XP_009795117.1PREDICTED: BTB/POZ domain-containing protein At4g30940-like [Nicotiana sylvestris]Nicotiana_sylvestris 43.50 0.00

TRINITY_DN47427_c1_g3XP_023926338.1erythrocyte band 7 integral membrane protein-like [Quercus suber]Quercus_suber 43.50 0.00

TRINITY_DN48533_c1_g5OAE20668.1hypothetical protein AXG93_154s1420 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.50 0.00

TRINITY_DN48690_c1_g1KXZ55461.1hypothetical protein GPECTOR_2g1010 [Gonium pectorale]Gonium_pectorale 43.50 0.00

TRINITY_DN48857_c0_g1GAX83532.1hypothetical protein CEUSTIGMA_g10957.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN48977_c1_g1GAX78062.1hypothetical protein CEUSTIGMA_g5504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN49847_c0_g6XP_005644842.1APG9-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.50 0.00

TRINITY_DN50027_c1_g1GAX81940.1hypothetical protein CEUSTIGMA_g9368.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN50263_c0_g4GAX84995.1hypothetical protein CEUSTIGMA_g12416.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN50308_c0_g2PPR84446.1hypothetical protein GOBAR_AA36262 [Gossypium barbadense]Gossypium_barbadense 43.50 0.00

TRINITY_DN50332_c0_g1GAX73618.1hypothetical protein CEUSTIGMA_g1069.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN51783_c0_g2GAX75719.1hypothetical protein CEUSTIGMA_g3162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN51848_c2_g2GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.50 0.00

TRINITY_DN5814_c0_g1XP_022939061.1regulator of nonsense transcripts UPF2-like [Cucurbita moschata]Cucurbita_moschata 43.50 0.00

TRINITY_DN6984_c0_g1RMZ52372.1hypothetical protein APUTEX25_000647 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 43.50 0.00

TRINITY_DN17054_c0_g1KVI00993.1D-tyrosyl-tRNA(Tyr) deacylase [Cynara cardunculus var. scolymus]Cynara_cardunculus 43.40 0.00

TRINITY_DN24899_c0_g1KXZ42025.1hypothetical protein GPECTOR_220g473 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN25771_c0_g1XP_002460193.2DNA mismatch repair protein MSH6 [Sorghum bicolor]Sorghum_bicolor 43.40 0.00

TRINITY_DN26675_c0_g1PRW57410.1Adenylyltransferase and sulfurtransferase MOCS3 [Chlorella sorokiniana]Chlorella_sorokiniana 43.40 0.00

TRINITY_DN27141_c0_g1XP_023760090.1cysteine-rich receptor-like protein kinase 2 [Lactuca sativa]Lactuca_sativa 43.40 0.00

TRINITY_DN27230_c0_g3KNA17937.1hypothetical protein SOVF_075360 [Spinacia oleracea]Spinacia_oleracea 43.40 0.00

TRINITY_DN29205_c0_g1OVA15926.1hypothetical protein BVC80_1821g93 [Macleaya cordata]Macleaya_cordata 43.40 0.00

TRINITY_DN30806_c0_g2EOX99153.14-hydroxybenzoate polyprenyltransferase [Theobroma cacao]Theobroma_cacao 43.40 0.00

TRINITY_DN31455_c0_g2B8B7X6.1RecName: Full=Probable D-2-hydroxyglutarate dehydrogenase, mitochondrial; Flags: PrecursorOryza_sativa 43.40 0.00

TRINITY_DN32475_c0_g1XP_010232634.1ubiquitin-like domain-containing CTD phosphatase [Brachypodium distachyon]Brachypodium_distachyon 43.40 0.00

TRINITY_DN32960_c0_g1XP_027921255.1chaperone protein dnaJ GFA2, mitochondrial-like [Vigna unguiculata]Vigna_unguiculata 43.40 0.00

TRINITY_DN32980_c0_g1XP_013895972.1Serine/threonine-protein phosphatase 2A regulatory subunit A beta isoform [Monoraphidium neglectum]Monoraphidium_neglectum 43.40 0.00

TRINITY_DN33408_c0_g1XP_026389109.1isopentenyl-diphosphate Delta-isomerase I-like [Papaver somniferum]Papaver_somniferum 43.40 0.00

TRINITY_DN33774_c0_g2KVH88882.1Bacterial bifunctional deaminase-reductase, C-terminal [Cynara cardunculus var. scolymus]Cynara_cardunculus 43.40 0.00

TRINITY_DN34295_c1_g13XP_023925533.1phospholipase D zeta 1-like [Quercus suber]Quercus_suber 43.40 0.00

TRINITY_DN34609_c0_g1XP_021971625.1cullin-3A-like [Helianthus annuus]Helianthus_annuus 43.40 0.00

TRINITY_DN34906_c0_g3GBF95268.1inosine triphosphate pyrophosphatase [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.40 0.00

TRINITY_DN35073_c0_g1XP_002982133.1translin-associated protein X [Selaginella moellendorffii]Selaginella_moellendorffii 43.40 0.00

TRINITY_DN35124_c0_g1ONK63418.1uncharacterized protein A4U43_C07F14930 [Asparagus officinalis]Asparagus_officinalis 43.40 0.00

TRINITY_DN35709_c0_g1XP_024366060.13-phosphoinositide-dependent protein kinase 1-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 43.40 0.00

TRINITY_DN35866_c0_g7XP_006367102.1PREDICTED: basic form of pathogenesis-related protein 1-like [Solanum tuberosum]Solanum_tuberosum 43.40 0.00

TRINITY_DN35923_c0_g1PNW70693.1hypothetical protein CHLRE_17g730650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.40 0.00



TRINITY_DN36219_c0_g1PNW82662.1hypothetical protein CHLRE_06g288450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.40 0.00

TRINITY_DN36237_c2_g9XP_020585354.1translation initiation factor eIF-2B subunit delta-like [Phalaenopsis equestris]Phalaenopsis_equestris 43.40 0.00

TRINITY_DN36315_c0_g13XP_027116670.1uncharacterized protein LOC113734353 [Coffea arabica]Coffea_arabica 43.40 0.00

TRINITY_DN36451_c0_g1GAQ87329.1stearoyl-CoA desaturase [Klebsormidium nitens]Klebsormidium_nitens 43.40 0.00

TRINITY_DN37112_c0_g3GAX75820.1hypothetical protein CEUSTIGMA_g3263.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN37299_c0_g6GBG82332.1hypothetical protein CBR_g34615 [Chara braunii]Chara_braunii 43.40 0.00

TRINITY_DN37421_c0_g2XP_001695368.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.40 0.00

TRINITY_DN38078_c0_g1GBG77697.1hypothetical protein CBR_g24143 [Chara braunii]Chara_braunii 43.40 0.00

TRINITY_DN38245_c0_g2XP_013905828.1hypothetical protein MNEG_1145 [Monoraphidium neglectum]Monoraphidium_neglectum 43.40 0.00

TRINITY_DN38799_c0_g4KXZ49643.1hypothetical protein GPECTOR_20g500 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN39261_c0_g1BAJ99217.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.40 0.00

TRINITY_DN39469_c0_g4XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 43.40 0.00

TRINITY_DN39692_c0_g1XP_002948717.1hypothetical protein VOLCADRAFT_89124 [Volvox carteri f. nagariensis]Volvox_carteri 43.40 0.00

TRINITY_DN39945_c0_g3XP_002958417.1hypothetical protein VOLCADRAFT_99690 [Volvox carteri f. nagariensis]Volvox_carteri 43.40 0.00

TRINITY_DN40510_c0_g4KMZ69303.1CBL-interacting protein kinase 14 [Zostera marina]Zostera_marina 43.40 0.00

TRINITY_DN40573_c0_g5XP_005847951.1hypothetical protein CHLNCDRAFT_145410 [Chlorella variabilis]Chlorella_variabilis 43.40 0.00

TRINITY_DN41230_c0_g3GBG60178.1hypothetical protein CBR_g3422 [Chara braunii]Chara_braunii 43.40 0.00

TRINITY_DN41262_c0_g9GAX84471.1hypothetical protein CEUSTIGMA_g11891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN41552_c0_g1RHN56561.1putative 6-phosphofructo-2-kinase, Fructose-2,6-bisphosphate 2-phosphatase [Medicago truncatula]Medicago_truncatula 43.40 0.00

TRINITY_DN41588_c0_g8XP_024360194.1ABC transporter G family member 10-like [Physcomitrella patens]Physcomitrella_patens 43.40 0.00

TRINITY_DN41656_c1_g6KXZ47642.1hypothetical protein GPECTOR_34g801 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN41743_c0_g2GAX83638.1hypothetical protein CEUSTIGMA_g11062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN41992_c0_g1XP_003057721.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.40 0.00

TRINITY_DN42108_c1_g4PNW81941.1hypothetical protein CHLRE_06g267250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.40 0.00

TRINITY_DN42135_c0_g2XP_004976432.1chaperone protein dnaJ A6 [Setaria italica]Setaria_italica 43.40 0.00

TRINITY_DN43212_c0_g1XP_007141437.1hypothetical protein PHAVU_008G195500g [Phaseolus vulgaris]Phaseolus_vulgaris 43.40 0.00

TRINITY_DN43437_c0_g5GBG74592.1hypothetical protein CBR_g19000 [Chara braunii]Chara_braunii 43.40 0.00

TRINITY_DN44170_c2_g1XP_023883103.1J domain-containing protein spf31-like [Quercus suber]Quercus_suber 43.40 0.00

TRINITY_DN44443_c1_g1XP_010238694.1transcription factor E2FA isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 43.40 0.00

TRINITY_DN44866_c0_g1XP_002951959.1hypothetical protein VOLCADRAFT_61790 [Volvox carteri f. nagariensis]Volvox_carteri 43.40 0.00

TRINITY_DN45590_c2_g3XP_020599948.1bifunctional riboflavin kinase/FMN phosphatase [Phalaenopsis equestris]Phalaenopsis_equestris 43.40 0.00

TRINITY_DN46032_c0_g7GAX76007.1hypothetical protein CEUSTIGMA_g3450.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN46407_c1_g3KFK30497.1hypothetical protein AALP_AA7G269400 [Arabis alpina]Arabis_alpina 43.40 0.00

TRINITY_DN46539_c0_g1XP_023890536.1serine/threonine-protein kinase 3-like [Quercus suber]Quercus_suber 43.40 0.00

TRINITY_DN46877_c0_g1GAX84713.1hypothetical protein CEUSTIGMA_g12135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN47066_c0_g1XP_023926338.1erythrocyte band 7 integral membrane protein-like [Quercus suber]Quercus_suber 43.40 0.00

TRINITY_DN47149_c0_g2XP_021602912.1glutathione S-transferase F9-like [Manihot esculenta]Manihot_esculenta 43.40 0.00

TRINITY_DN47165_c0_g4GAX84615.1hypothetical protein CEUSTIGMA_g12036.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN47200_c1_g3GAX84322.1hypothetical protein CEUSTIGMA_g11744.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN47353_c0_g3XP_002949744.1hypothetical protein VOLCADRAFT_74309 [Volvox carteri f. nagariensis]Volvox_carteri 43.40 0.00

TRINITY_DN47432_c0_g5GAX84989.1hypothetical protein CEUSTIGMA_g12410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN47539_c0_g1XP_002947773.1hypothetical protein VOLCADRAFT_116527 [Volvox carteri f. nagariensis]Volvox_carteri 43.40 0.00

TRINITY_DN47957_c1_g3GAX78374.1hypothetical protein CEUSTIGMA_g5816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN48087_c0_g5GAX76114.1hypothetical protein CEUSTIGMA_g3557.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN49658_c0_g1XP_023516862.1protein RTF2 homolog [Cucurbita pepo subsp. pepo]Cucurbita_pepo 43.40 0.00

TRINITY_DN50022_c0_g3GAX82333.1hypothetical protein CEUSTIGMA_g9762.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN50029_c0_g1KXZ54730.1hypothetical protein GPECTOR_4g799 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN50065_c0_g2XP_010523842.1PREDICTED: serine/threonine-protein kinase ATG1a [Tarenaya hassleriana]Tarenaya_hassleriana 43.40 0.00

TRINITY_DN50281_c0_g3OAE24627.1hypothetical protein AXG93_4080s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.40 0.00

TRINITY_DN5047_c0_g1XP_019447327.1PREDICTED: serine/threonine-protein kinase Aurora-3 isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 43.40 0.00

TRINITY_DN51025_c0_g1KXZ53282.1hypothetical protein GPECTOR_7g1176 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN51599_c0_g3GAX83285.1hypothetical protein CEUSTIGMA_g10711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.40 0.00

TRINITY_DN51647_c0_g3KXZ55127.1hypothetical protein GPECTOR_3g279 [Gonium pectorale]Gonium_pectorale 43.40 0.00

TRINITY_DN52682_c1_g1BAJ11784.1dehydration responsive protein, partial [Corchorus olitorius]Corchorus_olitorius 43.40 0.00

TRINITY_DN6557_c0_g1EMS49126.1Dihydroflavonol-4-reductase [Triticum urartu]Triticum_urartu 43.40 0.00

TRINITY_DN14322_c0_g1XP_015943672.1potassium channel AKT2/3 isoform X1 [Arachis duranensis]Arachis_duranensis 43.30 0.00

TRINITY_DN23135_c0_g1GAQ81758.1hypothetical protein KFL_000900130 [Klebsormidium nitens]Klebsormidium_nitens 43.30 0.00

TRINITY_DN23362_c0_g1GBG74265.1hypothetical protein CBR_g18676 [Chara braunii]Chara_braunii 43.30 0.00

TRINITY_DN2433_c0_g1XP_001690098.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN24440_c0_g2XP_023899381.1cytochrome b-c1 complex subunit 7-like [Quercus suber]Quercus_suber 43.30 0.00

TRINITY_DN27568_c0_g2XP_016167285.1serine/threonine-protein kinase STY46 isoform X1 [Arachis ipaensis]Arachis_ipaensis 43.30 0.00

TRINITY_DN27664_c0_g1GBF97343.1hypothetical protein Rsub_10034 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.30 0.00

TRINITY_DN27916_c0_g1KZM89369.1hypothetical protein DCAR_023268 [Daucus carota subsp. sativus]Daucus_carota 43.30 0.00

TRINITY_DN29309_c0_g1PNW87730.1hypothetical protein CHLRE_02g143567v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN31345_c0_g1XP_002503014.1predicted protein [Micromonas commoda]Micromonas_commoda 43.30 0.00

TRINITY_DN32563_c0_g1GAQ78227.1Serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 43.30 0.00



TRINITY_DN33060_c0_g3PSC72404.1M-phase inducer phosphatase 2 [Micractinium conductrix]Micractinium_conductrix 43.30 0.00

TRINITY_DN33811_c0_g1XP_019175199.1PREDICTED: maf-like protein DDB_G0281937 isoform X1 [Ipomoea nil]Ipomoea_nil 43.30 0.00

TRINITY_DN34083_c0_g3NP_001336763.1uncharacterized protein LOC100193437 [Zea mays]Zea_mays 43.30 0.00

TRINITY_DN34630_c0_g1PNR30243.1hypothetical protein PHYPA_026559 [Physcomitrella patens]Physcomitrella_patens 43.30 0.00

TRINITY_DN35383_c0_g4XP_023871843.1probable glucan endo-1,3-beta-glucosidase ARB_02077 [Quercus suber]Quercus_suber 43.30 0.00

TRINITY_DN35875_c0_g2XP_018475709.1PREDICTED: actin-related protein 2/3 complex subunit 1A [Raphanus sativus]Raphanus_sativus 43.30 0.00

TRINITY_DN36926_c0_g4XP_007150506.1hypothetical protein PHAVU_005G158100g [Phaseolus vulgaris]Phaseolus_vulgaris 43.30 0.00

TRINITY_DN37105_c0_g5GAQ81758.1hypothetical protein KFL_000900130 [Klebsormidium nitens]Klebsormidium_nitens 43.30 0.00

TRINITY_DN37218_c0_g1XP_023897547.1protein arv1-like [Quercus suber]Quercus_suber 43.30 0.00

TRINITY_DN37424_c0_g2XP_024367232.1uncharacterized protein LOC112278252 [Physcomitrella patens]Physcomitrella_patens 43.30 0.00

TRINITY_DN37520_c0_g5GAX74920.1hypothetical protein CEUSTIGMA_g2366.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN37984_c0_g7GBG59018.1hypothetical protein CBR_g24366 [Chara braunii]Chara_braunii 43.30 0.00

TRINITY_DN38037_c1_g1KXZ51963.1hypothetical protein GPECTOR_11g86 [Gonium pectorale]Gonium_pectorale 43.30 0.00

TRINITY_DN38545_c0_g3GAX83635.1hypothetical protein CEUSTIGMA_g11059.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN38844_c0_g1PHT26544.1hypothetical protein CQW23_33845 [Capsicum baccatum]Capsicum_baccatum 43.30 0.00

TRINITY_DN39879_c0_g2PNH02746.1Ferredoxin-thioredoxin reductase, variable chain [Tetrabaena socialis]Tetrabaena_socialis 43.30 0.00

TRINITY_DN40040_c0_g7GAX79006.1hypothetical protein CEUSTIGMA_g6446.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN40491_c0_g1XP_024358092.1coatomer subunit delta-1-like [Physcomitrella patens]Physcomitrella_patens 43.30 0.00

TRINITY_DN40586_c0_g1XP_009768327.1PREDICTED: amidophosphoribosyltransferase, chloroplastic-like [Nicotiana sylvestris]Nicotiana_sylvestris 43.30 0.00

TRINITY_DN40897_c0_g2GAX72603.1hypothetical protein CEUSTIGMA_g59.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN41002_c0_g10KCW87525.1hypothetical protein EUGRSUZ_B03974 [Eucalyptus grandis]Eucalyptus_grandis 43.30 0.00

TRINITY_DN41155_c0_g1NP_001315913.1copper methylamine oxidase-like [Malus domestica]Malus_domestica 43.30 0.00

TRINITY_DN41270_c0_g1GAX81934.1hypothetical protein CEUSTIGMA_g9362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN41532_c2_g3GAX75797.1hypothetical protein CEUSTIGMA_g3240.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN41548_c1_g2GBG85311.1hypothetical protein CBR_g39879 [Chara braunii]Chara_braunii 43.30 0.00

TRINITY_DN41738_c0_g3XP_025822445.1nitrate reductase [NADH] 1-like [Panicum hallii]Panicum_hallii 43.30 0.00

TRINITY_DN41766_c0_g5PNW79525.1hypothetical protein CHLRE_08g358532v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN42696_c1_g5KXZ55525.1hypothetical protein GPECTOR_2g1074 [Gonium pectorale]Gonium_pectorale 43.30 0.00

TRINITY_DN43062_c0_g6XP_021731614.1ABC transporter B family member 11-like [Chenopodium quinoa]Chenopodium_quinoa 43.30 0.00

TRINITY_DN43087_c0_g2XP_015957887.1lysosomal Pro-X carboxypeptidase [Arachis duranensis]Arachis_duranensis 43.30 0.00

TRINITY_DN43746_c0_g1RZC14116.1Eukaryotic peptide chain release factor GTP-binding subunit ERF3A isoform D [Glycine soja]Glycine_soja 43.30 0.00

TRINITY_DN44299_c0_g1XP_023531620.1dynamin-related protein 3A-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 43.30 0.00

TRINITY_DN44343_c1_g1XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 43.30 0.00

TRINITY_DN44472_c1_g8XP_013903185.1hypothetical protein MNEG_3792 [Monoraphidium neglectum]Monoraphidium_neglectum 43.30 0.00

TRINITY_DN44809_c0_g1PNW81455.1hypothetical protein CHLRE_07g356850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN45018_c1_g5GBF91112.1hypothetical protein Rsub_04781 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.30 0.00

TRINITY_DN45041_c1_g3GAX84933.1hypothetical protein CEUSTIGMA_g12354.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN45113_c1_g2XP_023766450.1serine/threonine-protein kinase STY46-like isoform X2 [Lactuca sativa]Lactuca_sativa 43.30 0.00

TRINITY_DN45674_c2_g6PUZ58988.1hypothetical protein GQ55_4G005600 [Panicum hallii var. hallii]Panicum_hallii 43.30 0.00

TRINITY_DN46054_c1_g2PTQ31677.1hypothetical protein MARPO_0108s0025 [Marchantia polymorpha]Marchantia_polymorpha 43.30 0.00

TRINITY_DN47198_c0_g2GAX85110.1hypothetical protein CEUSTIGMA_g12530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN47567_c0_g4PNW86426.1hypothetical protein CHLRE_02g086050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN47839_c0_g2GAX77863.1hypothetical protein CEUSTIGMA_g5305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN48248_c0_g6RAL47735.1hypothetical protein DM860_012360 [Cuscuta australis]Cuscuta_australis 43.30 0.00

TRINITY_DN49203_c1_g1KXZ50652.1hypothetical protein GPECTOR_15g336 [Gonium pectorale]Gonium_pectorale 43.30 0.00

TRINITY_DN49436_c0_g3GAX82511.1hypothetical protein CEUSTIGMA_g9938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN49601_c0_g3GAX81024.1hypothetical protein CEUSTIGMA_g8459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN50260_c0_g1GAX81575.1hypothetical protein CEUSTIGMA_g9003.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN50551_c0_g1GAX84612.1hypothetical protein CEUSTIGMA_g12033.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN50799_c0_g2XP_013901364.1hypothetical protein MNEG_5615 [Monoraphidium neglectum]Monoraphidium_neglectum 43.30 0.00

TRINITY_DN51017_c1_g2XP_002948784.1hypothetical protein VOLCADRAFT_89008 [Volvox carteri f. nagariensis]Volvox_carteri 43.30 0.00

TRINITY_DN51376_c2_g1GAX74211.1hypothetical protein CEUSTIGMA_g1660.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0.00

TRINITY_DN51394_c0_g4KXZ53900.1hypothetical protein GPECTOR_6g818 [Gonium pectorale]Gonium_pectorale 43.30 0.00

TRINITY_DN51882_c1_g5AAM45881.1multicopper ferroxidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.30 0.00

TRINITY_DN52379_c1_g1GAX74997.1hypothetical protein CEUSTIGMA_g2443.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.30 0

TRINITY_DN52425_c1_g5GBG65480.1hypothetical protein CBR_g51075 [Chara braunii]Chara_braunii 43.30 0.00

TRINITY_DN53243_c0_g1PNH06963.1Sperm flagellar protein 1 [Tetrabaena socialis]Tetrabaena_socialis 43.30 0.00

TRINITY_DN28286_c0_g2XP_001690399.1fibrocystin-L-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN32534_c0_g1XP_003064178.1methyltransferase [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.20 0.00

TRINITY_DN33261_c0_g2PPD97209.1hypothetical protein GOBAR_DD05771 [Gossypium barbadense]Gossypium_barbadense 43.20 0.00

TRINITY_DN34571_c0_g3OWM63622.1hypothetical protein CDL15_Pgr008165 [Punica granatum]Punica_granatum 43.20 0.00

TRINITY_DN34959_c0_g1XP_025825739.1recQ-mediated genome instability protein 1-like [Panicum hallii]Panicum_hallii 43.20 0.00

TRINITY_DN34986_c0_g1OMO66068.1hypothetical protein COLO4_30782 [Corchorus olitorius]Corchorus_olitorius 43.20 0.00

TRINITY_DN35062_c0_g3GBG72475.1hypothetical protein CBR_g12050 [Chara braunii]Chara_braunii 43.20 0.00

TRINITY_DN35245_c0_g2XP_010421170.1PREDICTED: probable manganese-transporting ATPase PDR2 isoform X3 [Camelina sativa]Camelina_sativa 43.20 0.00

TRINITY_DN35404_c0_g2XP_009404858.1PREDICTED: ultraviolet-B receptor UVR8 [Musa acuminata subsp. malaccensis]Musa_acuminata 43.20 0.00



TRINITY_DN35425_c0_g6KXZ50132.1hypothetical protein GPECTOR_17g1005 [Gonium pectorale]Gonium_pectorale 43.20 0.00

TRINITY_DN35469_c0_g2GAV83638.1E1-E2_ATPase domain-containing protein/HAD domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 43.20 0.00

TRINITY_DN35617_c0_g1OAE25067.1hypothetical protein AXG93_1163s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.20 0.00

TRINITY_DN35621_c0_g5AGZ19352.1hypothetical protein CH29B_p069 (chloroplast) [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 43.20 0.00

TRINITY_DN35737_c0_g1GAX83766.1hypothetical protein CEUSTIGMA_g11191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN35929_c0_g1XP_013899626.1hypothetical protein MNEG_7356 [Monoraphidium neglectum]Monoraphidium_neglectum 43.20 0.00

TRINITY_DN36359_c0_g5XP_003058436.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.20 0.00

TRINITY_DN36424_c0_g2EXC34899.1Metal transporter Nramp5 [Morus notabilis]Morus_notabilis 43.20 0.00

TRINITY_DN36613_c0_g2XP_019427946.1PREDICTED: uncharacterized membrane protein At4g09580-like [Lupinus angustifolius]Lupinus_angustifolius 43.20 0.00

TRINITY_DN36710_c0_g8GAQ79358.1Arginyl-tRNA synthetase class Ia [Klebsormidium nitens]Klebsormidium_nitens 43.20 0.00

TRINITY_DN37450_c1_g1PTQ46685.1hypothetical protein MARPO_0010s0084 [Marchantia polymorpha]Marchantia_polymorpha 43.20 0.00

TRINITY_DN38540_c0_g5XP_003055093.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.20 0.00

TRINITY_DN38543_c2_g1GAX75992.1hypothetical protein CEUSTIGMA_g3435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN38755_c0_g2XP_026404708.1ras-related protein RHN1-like isoform X1 [Papaver somniferum]Papaver_somniferum 43.20 0.00

TRINITY_DN38834_c0_g9KFK40295.1hypothetical protein AALP_AA3G356600 [Arabis alpina]Arabis_alpina 43.20 0.00

TRINITY_DN39123_c0_g1PTQ48106.1hypothetical protein MARPO_0006s0136 [Marchantia polymorpha]Marchantia_polymorpha 43.20 0.00

TRINITY_DN39316_c0_g2XP_006341114.1PREDICTED: glucosamine 6-phosphate N-acetyltransferase [Solanum tuberosum]Solanum_tuberosum 43.20 0.00

TRINITY_DN40231_c1_g9CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 43.20 0.00

TRINITY_DN40618_c1_g3PSC69969.1metal transporter Nramp2-like [Micractinium conductrix]Micractinium_conductrix 43.20 0.00

TRINITY_DN40975_c1_g1XP_013899923.1hypothetical protein MNEG_7059 [Monoraphidium neglectum]Monoraphidium_neglectum 43.20 0.00

TRINITY_DN41398_c0_g3GAX83075.1hypothetical protein CEUSTIGMA_g10501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN41595_c0_g4XP_006438397.1pre-mRNA-processing factor 17 isoform X1 [Citrus clementina]Citrus_clementina 43.20 0.00

TRINITY_DN41672_c0_g1XP_001690158.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN41807_c0_g3XP_002992497.1uncharacterized aarF domain-containing protein kinase 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 43.20 0.00

TRINITY_DN42013_c0_g1XP_023897711.1non-specific lipid-transfer protein-like [Quercus suber]Quercus_suber 43.20 0.00

TRINITY_DN42260_c0_g6XP_002952112.1hypothetical protein VOLCADRAFT_62022 [Volvox carteri f. nagariensis]Volvox_carteri 43.20 0.00

TRINITY_DN42748_c0_g7XP_010045018.1PREDICTED: aldehyde dehydrogenase family 3 member F1 [Eucalyptus grandis]Eucalyptus_grandis 43.20 0.00

TRINITY_DN42799_c1_g5GAX73992.1hypothetical protein CEUSTIGMA_g1442.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN43087_c0_g3XP_024372058.1Fanconi anemia group D2 protein-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 43.20 0.00

TRINITY_DN43195_c0_g1PNW83136.1hypothetical protein CHLRE_06g308150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN43370_c1_g4GBF90424.1prolyl endopeptidase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.20 0.00

TRINITY_DN44010_c0_g1GAX76348.1hypothetical protein CEUSTIGMA_g3794.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN44030_c0_g3GAX79348.1hypothetical protein CEUSTIGMA_g6790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN44499_c0_g4XP_023872965.1FYVE-type zinc finger-containing protein C9B6.03-like [Quercus suber]Quercus_suber 43.20 0.00

TRINITY_DN44717_c0_g6EEF27536.1hydroxyacyl dehydrogenase, putative [Ricinus communis]Ricinus_communis 43.20 0.00

TRINITY_DN44759_c0_g4PKA64490.1putative mitochondrial protein [Apostasia shenzhenica]Apostasia_shenzhenica 43.20 0.00

TRINITY_DN45042_c0_g1XP_005642952.1hypothetical protein COCSUDRAFT_68329 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.20 0.00

TRINITY_DN45328_c0_g3XP_001690876.1glycerol-3-phosphate dehydrogenase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN45435_c0_g12PTQ46825.1hypothetical protein MARPO_0010s0194 [Marchantia polymorpha]Marchantia_polymorpha 43.20 0.00

TRINITY_DN45669_c0_g3RMZ55338.1hypothetical protein APUTEX25_003476 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 43.20 0.00

TRINITY_DN46118_c2_g6GAX81596.1hypothetical protein CEUSTIGMA_g9024.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN46264_c0_g1GAX75649.1hypothetical protein CEUSTIGMA_g3093.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN46714_c0_g2PTQ29012.1hypothetical protein MARPO_0149s0009 [Marchantia polymorpha]Marchantia_polymorpha 43.20 0.00

TRINITY_DN46787_c0_g4KXZ45966.1hypothetical protein GPECTOR_49g550 [Gonium pectorale]Gonium_pectorale 43.20 0.00

TRINITY_DN47179_c0_g2AEY82452.1FAP133 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN47339_c0_g1XP_010942636.1PREDICTED: vacuolar protein-sorting-associated protein 11 homolog [Elaeis guineensis]Elaeis_guineensis 43.20 0.00

TRINITY_DN47428_c1_g3XP_023891157.1flocculation protein FLO11-like [Quercus suber]Quercus_suber 43.20 0.00

TRINITY_DN47440_c1_g3XP_023923754.1protein btn-1-like [Quercus suber]Quercus_suber 43.20 0.00

TRINITY_DN47807_c0_g2XP_003564120.2putative transcription elongation factor SPT5 homolog 1 [Brachypodium distachyon]Brachypodium_distachyon 43.20 0.00

TRINITY_DN48092_c0_g3GAX77891.1hypothetical protein CEUSTIGMA_g5333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN48126_c2_g5OAE32511.1hypothetical protein AXG93_3242s1330 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.20 0.00

TRINITY_DN48347_c0_g9XP_001420524.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 43.20 0.00

TRINITY_DN48805_c1_g3GAX74040.1hypothetical protein CEUSTIGMA_g1490.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN49145_c0_g3XP_002953653.1hypothetical protein VOLCADRAFT_94503 [Volvox carteri f. nagariensis]Volvox_carteri 43.20 0.00

TRINITY_DN49535_c0_g3GAQ78819.1hypothetical protein KFL_000190370 [Klebsormidium nitens]Klebsormidium_nitens 43.20 0.00

TRINITY_DN49643_c1_g1PNW73688.1hypothetical protein CHLRE_13g568600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN50831_c0_g2XP_001702541.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN51022_c0_g1XP_005652221.1Di-trans-poly-cis-decaprenylcistransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.20 0.00

TRINITY_DN51467_c1_g2GAX85084.1hypothetical protein CEUSTIGMA_g12504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.20 0.00

TRINITY_DN51746_c1_g1PNW88169.1hypothetical protein CHLRE_01g017400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN51875_c1_g4XP_001699673.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.20 0.00

TRINITY_DN52065_c1_g1GBF91959.1hypothetical protein Rsub_04683 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.20 0.00

TRINITY_DN1082_c0_g1XP_017239341.1PREDICTED: RING-H2 finger protein ATL51-like [Daucus carota subsp. sativus]Daucus_carota 43.10 0.00

TRINITY_DN19724_c0_g2PON41304.1Tubulin--tyrosine ligase-like protein [Parasponia andersonii]Parasponia_andersonii 43.10 0.00

TRINITY_DN20058_c0_g1XP_027108936.1DNA (cytosine-5)-methyltransferase 1B-like [Coffea arabica]Coffea_arabica 43.10 0.00

TRINITY_DN24025_c0_g1KXZ47463.1hypothetical protein GPECTOR_35g901 [Gonium pectorale]Gonium_pectorale 43.10 0.00



TRINITY_DN25307_c0_g1XP_013890722.1FKBP12-rapamycin complex-associated protein [Monoraphidium neglectum]Monoraphidium_neglectum 43.10 0.00

TRINITY_DN25385_c0_g1XP_007514183.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 43.10 0.00

TRINITY_DN29163_c0_g1XP_010908379.1PREDICTED: serine/threonine-protein kinase Aurora-3 [Elaeis guineensis]Elaeis_guineensis 43.10 0.00

TRINITY_DN30561_c0_g1GAQ83930.1hypothetical protein KFL_001690080 [Klebsormidium nitens]Klebsormidium_nitens 43.10 0.00

TRINITY_DN31168_c0_g1XP_019250434.1PREDICTED: bifunctional bis(5'-adenosyl)-triphosphatase/adenylylsulfatase FHIT [Nicotiana attenuata]Nicotiana_attenuata 43.10 0.00

TRINITY_DN31626_c0_g1XP_009351053.1PREDICTED: actin-related protein 2/3 complex subunit 3-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 43.10 0.00

TRINITY_DN34596_c0_g7PWA86146.1NAF domain-containing protein [Artemisia annua]Artemisia_annua 43.10 0.00

TRINITY_DN35077_c0_g1XP_019708825.1PREDICTED: serine/threonine protein kinase OSK1-like isoform X2 [Elaeis guineensis]Elaeis_guineensis 43.10 0.00

TRINITY_DN35098_c0_g5XP_005645139.1hypothetical protein COCSUDRAFT_37819 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.10 0.00

TRINITY_DN35457_c0_g5XP_013445101.1serine/threonine-protein kinase Aurora-3 [Medicago truncatula]Medicago_truncatula 43.10 0.00

TRINITY_DN36312_c0_g4GBF91629.1hypothetical protein Rsub_04369 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.10 0.00

TRINITY_DN36740_c0_g10EFH68065.1predicted protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.10 0.00

TRINITY_DN36850_c0_g6XP_022769240.1calcium-dependent protein kinase 29 isoform X1 [Durio zibethinus]Durio_zibethinus 43.10 0.00

TRINITY_DN36868_c0_g1GAQ81232.12-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 43.10 0.00

TRINITY_DN36881_c0_g1XP_026414002.1ras-related protein RABE1d-like [Papaver somniferum]Papaver_somniferum 43.10 0.00

TRINITY_DN36884_c0_g3XP_020264908.1MMS19 nucleotide excision repair protein homolog isoform X2 [Asparagus officinalis]Asparagus_officinalis 43.10 0.00

TRINITY_DN37469_c0_g3GAX74981.1hypothetical protein CEUSTIGMA_g2427.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN37700_c2_g5XP_017248012.1PREDICTED: leishmanolysin-like peptidase [Daucus carota subsp. sativus]Daucus_carota 43.10 0.00

TRINITY_DN37849_c0_g6EPS68912.1hypothetical protein M569_05856, partial [Genlisea aurea]Genlisea_aurea 43.10 0.00

TRINITY_DN37936_c0_g4XP_002952261.1hypothetical protein VOLCADRAFT_105396 [Volvox carteri f. nagariensis]Volvox_carteri 43.10 0.00

TRINITY_DN38336_c1_g7GAQ80201.1protein with glucose dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 43.10 0.00

TRINITY_DN3866_c0_g2EFJ33693.1hypothetical protein SELMODRAFT_230534 [Selaginella moellendorffii]Selaginella_moellendorffii 43.10 0.00

TRINITY_DN39213_c0_g9GAX81074.1hypothetical protein CEUSTIGMA_g8509.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN39342_c0_g2OAE31740.1hypothetical protein AXG93_4874s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.10 0.00

TRINITY_DN4053_c0_g1XP_023890524.1uncharacterized protein LOC112002605 [Quercus suber]Quercus_suber 43.10 0.00

TRINITY_DN40878_c0_g1XP_023755563.1traB domain-containing protein isoform X1 [Lactuca sativa]Lactuca_sativa 43.10 0.00

TRINITY_DN41251_c0_g2PSC71439.1serine threonine-phosphatase BSL1 [Micractinium conductrix]Micractinium_conductrix 43.10 0.00

TRINITY_DN41386_c1_g5ACH63227.1O-linked GlcNAc transferase-like protein [Rheum australe]Rheum_australe 43.10 0.00

TRINITY_DN41938_c1_g2XP_001701546.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.10 0.00

TRINITY_DN41965_c0_g1GAX74489.1hypothetical protein CEUSTIGMA_g1938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN42091_c0_g1XP_024533147.1zinc finger protein 830-like [Selaginella moellendorffii]Selaginella_moellendorffii 43.10 0.00

TRINITY_DN42425_c1_g1GAX85031.1hypothetical protein CEUSTIGMA_g12451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN42511_c1_g2GAX85524.1hypothetical protein CEUSTIGMA_g12940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN42582_c0_g1XP_024360014.1uncharacterized protein LOC112274577 isoform X1 [Physcomitrella patens]Physcomitrella_patens 43.10 0.00

TRINITY_DN42629_c2_g1XP_002954587.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 43.10 0.00

TRINITY_DN42725_c1_g2KXZ55103.1hypothetical protein GPECTOR_3g257 [Gonium pectorale]Gonium_pectorale 43.10 0.00

TRINITY_DN43034_c1_g1GAX72638.1hypothetical protein CEUSTIGMA_g94.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN43454_c0_g3XP_003059508.1monovalent Cation:Proton antiporter-1 family, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 43.10 0.00

TRINITY_DN43748_c0_g1XP_006852197.1thioredoxin F-type, chloroplastic [Amborella trichopoda]Amborella_trichopoda 43.10 0.00

TRINITY_DN43838_c0_g7KHG05577.1Protein farnesyltransferase subunit beta [Gossypium arboreum]Gossypium_arboreum 43.10 0.00

TRINITY_DN43870_c2_g4GAX77870.1hypothetical protein CEUSTIGMA_g5312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN44098_c0_g2XP_001415952.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 43.10 0.00

TRINITY_DN44696_c2_g4GAX80532.1hypothetical protein CEUSTIGMA_g7970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN45032_c0_g2KXZ44073.1hypothetical protein GPECTOR_74g687 [Gonium pectorale]Gonium_pectorale 43.10 0.00

TRINITY_DN45348_c0_g3XP_019459165.1PREDICTED: mitochondrial import inner membrane translocase subunit TIM14-1-like [Lupinus angustifolius]Lupinus_angustifolius 43.10 0.00

TRINITY_DN45516_c0_g3XP_023915239.1myosin type-2 heavy chain 1-like [Quercus suber]Quercus_suber 43.10 0.00

TRINITY_DN46253_c0_g5GBG59274.1hypothetical protein CBR_g32289 [Chara braunii]Chara_braunii 43.10 0.00

TRINITY_DN46289_c2_g7GAX76020.1hypothetical protein CEUSTIGMA_g3463.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN46911_c1_g4GAQ81411.1Metallopeptidase M24 family protein [Klebsormidium nitens]Klebsormidium_nitens 43.10 0.00

TRINITY_DN47786_c1_g9PNH09214.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 43.10 0.00

TRINITY_DN48080_c0_g1XP_002459368.1uncharacterized protein LOC8086429 [Sorghum bicolor]Sorghum_bicolor 43.10 0.00

TRINITY_DN48258_c0_g1XP_002959244.1hypothetical protein VOLCADRAFT_120119 [Volvox carteri f. nagariensis]Volvox_carteri 43.10 0.00

TRINITY_DN48300_c0_g2KXZ55465.1hypothetical protein GPECTOR_2g1014 [Gonium pectorale]Gonium_pectorale 43.10 0.00

TRINITY_DN48577_c0_g5PNH02559.1hypothetical protein TSOC_011452 [Tetrabaena socialis]Tetrabaena_socialis 43.10 0.00

TRINITY_DN48855_c0_g1GAQ82794.1thiol methyltransferase [Klebsormidium nitens]Klebsormidium_nitens 43.10 0.00

TRINITY_DN49022_c0_g6XP_023878906.1uncharacterized protein LOC111991361 [Quercus suber]Quercus_suber 43.10 0.00

TRINITY_DN49199_c0_g8GAX77482.1hypothetical protein CEUSTIGMA_g4926.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN49330_c0_g4GAX85047.1hypothetical protein CEUSTIGMA_g12467.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN49511_c0_g2PTQ30282.1hypothetical protein MARPO_0126s0004 [Marchantia polymorpha]Marchantia_polymorpha 43.10 0.00

TRINITY_DN49675_c1_g1XP_001696577.1peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.10 0.00

TRINITY_DN49847_c0_g1GBG59052.1hypothetical protein CBR_g24398 [Chara braunii]Chara_braunii 43.10 0.00

TRINITY_DN49976_c1_g1GAX79303.1hypothetical protein CEUSTIGMA_g6744.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN50250_c0_g4XP_020200590.1lipid phosphate phosphatase gamma, chloroplastic-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 43.10 0.00

TRINITY_DN51964_c0_g2XP_005644588.1hypothetical protein COCSUDRAFT_48583 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.10 0.00

TRINITY_DN52192_c1_g1XP_005649421.1hypothetical protein COCSUDRAFT_65574 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.10 0.00

TRINITY_DN52356_c1_g2GAX73349.1hypothetical protein CEUSTIGMA_g802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00



TRINITY_DN52412_c0_g4GAX81208.1hypothetical protein CEUSTIGMA_g8640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.10 0.00

TRINITY_DN52671_c0_g8XP_013629068.1PREDICTED: polyubiquitin-like [Brassica oleracea var. oleracea]Brassica_oleracea 43.10 0.00

TRINITY_DN53760_c0_g1XP_018446638.1PREDICTED: very-long-chain 3-oxoacyl-CoA reductase 1 [Raphanus sativus]Raphanus_sativus 43.10 0.00

TRINITY_DN8030_c0_g1XP_023910363.1uncharacterized sugar kinase YDR109C-like [Quercus suber]Quercus_suber 43.10 0.00

TRINITY_DN19989_c0_g1KMS93400.1hypothetical protein BVRB_031860, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 43.00 0.00

TRINITY_DN22568_c0_g1RWR86501.1Guanylate-binding protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 43.00 0.00

TRINITY_DN22720_c0_g1XP_019087304.1PREDICTED: CHD3-type chromatin-remodeling factor CHR7-like [Camelina sativa]Camelina_sativa 43.00 0.00

TRINITY_DN22815_c0_g1XP_023880858.1catalase-1-like, partial [Quercus suber]Quercus_suber 43.00 0.00

TRINITY_DN23798_c0_g1XP_010557561.1PREDICTED: chromatin structure-remodeling complex protein BSH isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 43.00 0.00

TRINITY_DN25977_c0_g1XP_010045549.1PREDICTED: transcription factor MYB98 [Eucalyptus grandis]Eucalyptus_grandis 43.00 0.00

TRINITY_DN29650_c0_g1ACY00391.1calmodulin [Knorringia sibirica]Knorringia_sibirica 43.00 0.00

TRINITY_DN29740_c0_g1XP_010511032.1PREDICTED: dnaJ homolog subfamily B member 1-like [Camelina sativa]Camelina_sativa 43.00 0.00

TRINITY_DN30457_c0_g2XP_002440056.2carnosine N-methyltransferase isoform X3 [Sorghum bicolor]Sorghum_bicolor 43.00 0.00

TRINITY_DN30785_c0_g1GAQ81917.1heat shock protein [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN30923_c0_g3BAJ93729.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.00 0.00

TRINITY_DN31082_c0_g7XP_020151841.1probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 43.00 0.00

TRINITY_DN31111_c0_g1XP_010542198.1PREDICTED: bifunctional adenosine 5'-phosphosulfate phosphorylase/adenylylsulfatase HINT4-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 43.00 0.00

TRINITY_DN34438_c0_g2XP_021977832.1U2 small nuclear ribonucleoprotein B'' [Helianthus annuus]Helianthus_annuus 43.00 0.00

TRINITY_DN34823_c0_g3XP_022721140.1cinnamoyl-CoA reductase 1-like isoform X1 [Durio zibethinus]Durio_zibethinus 43.00 0.00

TRINITY_DN34834_c0_g1XP_015088151.2lysosomal Pro-X carboxypeptidase-like [Solanum pennellii]Solanum_pennellii 43.00 0.00

TRINITY_DN34939_c0_g1OAE30073.1hypothetical protein AXG93_1474s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 43.00 0.00

TRINITY_DN35257_c0_g1XP_021625360.117.3 kDa class I heat shock protein-like [Manihot esculenta]Manihot_esculenta 43.00 0.00

TRINITY_DN35575_c0_g1GAX78668.1hypothetical protein CEUSTIGMA_g6106.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN35606_c1_g7XP_002971143.1annexin D5 [Selaginella moellendorffii]Selaginella_moellendorffii 43.00 0.00

TRINITY_DN35630_c3_g1XP_002946289.1hypothetical protein VOLCADRAFT_115857 [Volvox carteri f. nagariensis]Volvox_carteri 43.00 0.00

TRINITY_DN35884_c0_g6NP_001353020.14-methylsterol oxidase [Solanum lycopersicum]Solanum_lycopersicum 43.00 0.00

TRINITY_DN35935_c0_g1GBF88513.1ABC transporter G family protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.00 0.00

TRINITY_DN36172_c0_g1XP_002870779.1SNF1-related protein kinase catalytic subunit alpha KIN11 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 43.00 0.00

TRINITY_DN36229_c0_g2XP_024526945.1uncharacterized protein LOC112345107 [Selaginella moellendorffii]Selaginella_moellendorffii 43.00 0.00

TRINITY_DN36338_c0_g3XP_011397488.1Ribosome production factor 2-like protein [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 43.00 0.00

TRINITY_DN36533_c0_g1XP_020693611.1putative NAD kinase 3 [Dendrobium catenatum]Dendrobium_catenatum 43.00 0.00

TRINITY_DN36768_c0_g2XP_006644194.1PREDICTED: dual specificity protein phosphatase 1B-like isoform X2 [Oryza brachyantha]Oryza_brachyantha 43.00 0.00

TRINITY_DN36905_c2_g2XP_002954987.1hypothetical protein VOLCADRAFT_95820 [Volvox carteri f. nagariensis]Volvox_carteri 43.00 0.00

TRINITY_DN36947_c1_g11XP_024385879.1ras-related protein RABA5c-like [Physcomitrella patens]Physcomitrella_patens 43.00 0.00

TRINITY_DN37012_c1_g3PNW70451.1hypothetical protein CHLRE_17g720261v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.00 0.00

TRINITY_DN37148_c0_g9BAK00461.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 43.00 0.00

TRINITY_DN37198_c0_g5GAQ85746.1Galactose-binding domain-like [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN38225_c0_g9XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 43.00 0.00

TRINITY_DN38256_c0_g6XP_001419851.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 43.00 0.00

TRINITY_DN38482_c0_g2XP_024403292.1elongation factor 1-gamma 3-like [Physcomitrella patens]Physcomitrella_patens 43.00 0.00

TRINITY_DN38689_c0_g4XP_023908172.1kinesin-like protein NACK2 [Quercus suber]Quercus_suber 43.00 0.00

TRINITY_DN39185_c0_g2XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 43.00 0.00

TRINITY_DN39386_c0_g1GAQ87963.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN39711_c0_g1GAX73780.1hypothetical protein CEUSTIGMA_g1231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN39726_c0_g1GBF93759.1polyribonucleotide nucleotidyltransferase mitochondrial [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.00 0.00

TRINITY_DN40013_c0_g2XP_002502716.1cysteine endopeptidase [Micromonas commoda]Micromonas_commoda 43.00 0.00

TRINITY_DN40053_c1_g1ADE77788.1unknown [Picea sitchensis]Picea_sitchensis 43.00 0.00

TRINITY_DN40130_c0_g2GAX73543.1hypothetical protein CEUSTIGMA_g994.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN40369_c0_g1GAX74097.1hypothetical protein CEUSTIGMA_g1546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN40631_c0_g2GBG92316.1hypothetical protein CBR_g55161, partial [Chara braunii]Chara_braunii 43.00 0.00

TRINITY_DN40930_c0_g1PNH09146.1hypothetical protein TSOC_004266 [Tetrabaena socialis]Tetrabaena_socialis 43.00 0.00

TRINITY_DN41121_c1_g2XP_015892029.1mitochondrial zinc maintenance protein 1, mitochondrial [Ziziphus jujuba]Ziziphus_jujuba 43.00 0.00

TRINITY_DN41643_c0_g3XP_002949209.1hypothetical protein VOLCADRAFT_89686 [Volvox carteri f. nagariensis]Volvox_carteri 43.00 0.00

TRINITY_DN41756_c0_g1GBF88744.1iron-sulfur cluster co-chaperone mitochondrial [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.00 0.00

TRINITY_DN41778_c0_g10CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 43.00 0.00

TRINITY_DN41829_c0_g1GAQ82894.1ThiJ/PfpI domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN42871_c0_g1GAQ77855.1S1 RNA binding domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN43003_c0_g4PNH00836.1hypothetical protein TSOC_013318, partial [Tetrabaena socialis]Tetrabaena_socialis 43.00 0.00

TRINITY_DN43334_c2_g1GAX80339.1hypothetical protein CEUSTIGMA_g7777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN43845_c0_g1XP_027084767.1hsp70-Hsp90 organizing protein 3-like [Coffea arabica]Coffea_arabica 43.00 0.00

TRINITY_DN44701_c1_g2GAX77168.1hypothetical protein CEUSTIGMA_g4613.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN45012_c0_g5PNW80082.1hypothetical protein CHLRE_08g377050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.00 0.00

TRINITY_DN45173_c0_g7GAX80954.1hypothetical protein CEUSTIGMA_g8389.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN45451_c0_g2GAX75930.1hypothetical protein CEUSTIGMA_g3373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN45899_c1_g1KXZ54324.1hypothetical protein GPECTOR_5g408 [Gonium pectorale]Gonium_pectorale 43.00 0.00

TRINITY_DN46041_c0_g5XP_006855514.1probable 26S proteasome non-ATPase regulatory subunit 3 [Amborella trichopoda]Amborella_trichopoda 43.00 0.00



TRINITY_DN46088_c0_g4XP_010480280.1PREDICTED: uncharacterized protein LOC104759007 [Camelina sativa]Camelina_sativa 43.00 0.00

TRINITY_DN46372_c0_g1RZB70070.1Pre-mRNA splicing factor SR-like 1 [Glycine soja]Glycine_soja 43.00 0.00

TRINITY_DN46514_c0_g4GAX83731.1hypothetical protein CEUSTIGMA_g11156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN46857_c0_g3KXZ41675.1hypothetical protein GPECTOR_325g42 [Gonium pectorale]Gonium_pectorale 43.00 0.00

TRINITY_DN47420_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 43.00 0.00

TRINITY_DN47512_c0_g4GBF99171.1hypothetical protein Rsub_11616 [Raphidocelis subcapitata]Raphidocelis_subcapitata 43.00 0.00

TRINITY_DN47891_c0_g2XP_022899060.1poly [ADP-ribose] polymerase 2 isoform X1 [Olea europaea var. sylvestris]Olea_europaea 43.00 0.00

TRINITY_DN48054_c1_g2XP_002954510.1hypothetical protein VOLCADRAFT_95412 [Volvox carteri f. nagariensis]Volvox_carteri 43.00 0.00

TRINITY_DN48323_c0_g4GAX78287.1hypothetical protein CEUSTIGMA_g5729.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN48327_c0_g3GAQ77938.1NMD protein [Klebsormidium nitens]Klebsormidium_nitens 43.00 0.00

TRINITY_DN48783_c1_g2PNW80327.1hypothetical protein CHLRE_07g312900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.00 0.00

TRINITY_DN48913_c0_g2XP_001690061.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.00 0.00

TRINITY_DN49035_c0_g2OWM71614.1hypothetical protein CDL15_Pgr005801 [Punica granatum]Punica_granatum 43.00 0.00

TRINITY_DN49094_c2_g6KXZ43850.1hypothetical protein GPECTOR_79g129 [Gonium pectorale]Gonium_pectorale 43.00 0.00

TRINITY_DN49387_c1_g1KXZ49197.1hypothetical protein GPECTOR_22g787 [Gonium pectorale]Gonium_pectorale 43.00 0.00

TRINITY_DN49390_c0_g1GAX85230.1hypothetical protein CEUSTIGMA_g12650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN50484_c1_g1PSC74106.1ubiquitin-like-specific protease ESD4 isoform X2 isoform A [Micractinium conductrix]Micractinium_conductrix 43.00 0.00

TRINITY_DN50565_c0_g1GAX76051.1hypothetical protein CEUSTIGMA_g3494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN50775_c0_g3XP_001690514.1uric acid-xanthine permease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 43.00 0.00

TRINITY_DN51177_c0_g2GAX86251.1hypothetical protein CEUSTIGMA_g13663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN51458_c0_g10XP_006412113.1cysteine protease XCP1 [Eutrema salsugineum]Eutrema_salsugineum 43.00 0.00

TRINITY_DN51615_c0_g1KXZ41310.1hypothetical protein GPECTOR_563g588 [Gonium pectorale]Gonium_pectorale 43.00 0.00

TRINITY_DN51728_c1_g2RXH87698.1hypothetical protein DVH24_034598 [Malus domestica]Malus_domestica 43.00 0.00

TRINITY_DN51862_c1_g5XP_005644028.1JmjC-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 43.00 0.00

TRINITY_DN52242_c0_g2PNH12293.1putative LIM domain-containing serine/threonine-protein kinase, partial [Tetrabaena socialis]Tetrabaena_socialis 43.00 0.00

TRINITY_DN52594_c1_g3GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 43.00 0.00

TRINITY_DN53640_c0_g1PSC70392.1Leukotriene A-4 hydrolase isoform A [Micractinium conductrix]Micractinium_conductrix 43.00 0.00

TRINITY_DN11626_c0_g1PIN09740.1RNA polymerase I and III, subunit RPA40/RPC40 [Handroanthus impetiginosus]Handroanthus_impetiginosus 42.90 0.00

TRINITY_DN12787_c0_g1XP_003056127.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.90 0.00

TRINITY_DN14085_c0_g1GAX85110.1hypothetical protein CEUSTIGMA_g12530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN14107_c0_g2XP_002983572.1brefeldin A-inhibited guanine nucleotide-exchange protein 2 [Selaginella moellendorffii]Selaginella_moellendorffii 42.90 0.00

TRINITY_DN16835_c0_g2XP_010696543.1PREDICTED: U-box domain-containing protein 34 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.90 0.00

TRINITY_DN16945_c0_g1XP_015892880.1LAG1 longevity assurance homolog 2 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 42.90 0.00

TRINITY_DN19668_c0_g2KXZ46834.1DHC5 protein [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN21284_c0_g1XP_024373084.1adenylate kinase isoenzyme 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.90 0.00

TRINITY_DN21711_c0_g1GAQ89808.1Sensory transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN22168_c0_g1GAX73586.1hypothetical protein CEUSTIGMA_g1037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN23793_c0_g1PRW57533.1Ras-related RABA1f [Chlorella sorokiniana]Chlorella_sorokiniana 42.90 0.00

TRINITY_DN26448_c0_g1XP_003574422.1E3 ubiquitin-protein ligase MARCH9 [Brachypodium distachyon]Brachypodium_distachyon 42.90 0.00

TRINITY_DN30045_c0_g1GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 42.90 0.00

TRINITY_DN30270_c0_g3XP_022861963.1putative membrane-bound O-acyltransferase C24H6.01c isoform X2 [Olea europaea var. sylvestris]Olea_europaea 42.90 0.00

TRINITY_DN31364_c0_g1OAE18299.1hypothetical protein AXG93_436s1300 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.90 0.00

TRINITY_DN31457_c0_g1GAQ92515.1hypothetical protein KFL_010370010 [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN31579_c0_g1NP_001105089.1uncharacterized protein LOC541965 [Zea mays]Zea_mays 42.90 0.00

TRINITY_DN31611_c0_g1XP_006664714.2PREDICTED: putative uridine kinase C227.14 isoform X2 [Oryza brachyantha]Oryza_brachyantha 42.90 0.00

TRINITY_DN32577_c0_g2RHN70169.1putative protein kinase CAMK-AMPK family [Medicago truncatula]Medicago_truncatula 42.90 0.00

TRINITY_DN32971_c0_g1GAQ89977.1two-component system NarL family sensor histidine kinase BarA [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN33802_c0_g3XP_023870757.1serine/threonine-protein kinase gad8-like [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN35488_c1_g3XP_023929108.1hydroxymethylglutaryl-CoA synthase-like [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN35614_c0_g1XP_008653267.2COMPASS-like H3K4 histone methylase component WDR5B [Zea mays]Zea_mays 42.90 0.00

TRINITY_DN35733_c0_g1XP_009403390.1PREDICTED: uncharacterized protein LOC103986956 [Musa acuminata subsp. malaccensis]Musa_acuminata 42.90 0.00

TRINITY_DN35827_c0_g1KDD74838.1hypothetical protein H632_c1041p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 42.90 0.00

TRINITY_DN35856_c0_g1GAQ88357.1alpha-soluble NSF attachment protein [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN35866_c0_g2XP_022773364.1serine/threonine-protein kinase STY8-like isoform X1 [Durio zibethinus]Durio_zibethinus 42.90 0.00

TRINITY_DN3689_c0_g1XP_021978464.1stromal cell-derived factor 2-like protein [Helianthus annuus]Helianthus_annuus 42.90 0.00

TRINITY_DN37105_c0_g6XP_020221536.1probable serine/threonine protein kinase IREH1 [Cajanus cajan]Cajanus_cajan 42.90 0.00

TRINITY_DN37136_c0_g3PRW58678.1Tetratricopeptide repeat 28 [Chlorella sorokiniana]Chlorella_sorokiniana 42.90 0.00

TRINITY_DN37287_c1_g7OAE23185.1hypothetical protein AXG93_1630s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.90 0.00

TRINITY_DN37417_c1_g2XP_001690276.1peroxisomal targeting signal 1 receptor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN37730_c0_g6GAQ85789.1hypothetical protein KFL_002540230 [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN37732_c0_g1XP_017621149.1PREDICTED: protein BONZAI 3-like isoform X2 [Gossypium arboreum]Gossypium_arboreum 42.90 0.00

TRINITY_DN37920_c0_g3XP_003060768.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.90 0.00

TRINITY_DN38795_c2_g11GAQ84402.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN39191_c0_g2RYR40254.1hypothetical protein Ahy_A09g045975 [Arachis hypogaea]Arachis_hypogaea 42.90 0.00

TRINITY_DN39499_c0_g1GBF99856.1hypothetical protein Rsub_12496 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.90 0.00

TRINITY_DN39885_c0_g6PNW71712.1hypothetical protein CHLRE_16g665950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00



TRINITY_DN39888_c0_g1XP_002947891.1hypothetical protein VOLCADRAFT_57643 [Volvox carteri f. nagariensis]Volvox_carteri 42.90 0.00

TRINITY_DN39915_c0_g5KXZ45684.1hypothetical protein GPECTOR_51g669 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN40003_c0_g1EMS59459.1Periodic tryptophan protein 2 [Triticum urartu]Triticum_urartu 42.90 0.00

TRINITY_DN40086_c0_g1GAX77521.1hypothetical protein CEUSTIGMA_g4965.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN40418_c1_g5GAQ83694.1putative DEAD-box ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN40622_c0_g5RDX97312.1CBL-interacting protein kinase 2, partial [Mucuna pruriens]Mucuna_pruriens 42.90 0.00

TRINITY_DN41373_c0_g1XP_001701227.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN41454_c1_g3XP_006490497.1splicing factor SF3a60 homolog isoform X2 [Citrus sinensis]Citrus_sinensis 42.90 0.00

TRINITY_DN41553_c0_g2KDP34222.1hypothetical protein JCGZ_07793 [Jatropha curcas]Jatropha_curcas 42.90 0.00

TRINITY_DN41611_c0_g9XP_024519944.1GPI mannosyltransferase 2 [Selaginella moellendorffii]Selaginella_moellendorffii 42.90 0.00

TRINITY_DN41634_c0_g1GAX77270.1hypothetical protein CEUSTIGMA_g4716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN41816_c0_g1KXZ46894.1hypothetical protein GPECTOR_39g388 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN42178_c0_g2XP_011021091.1PREDICTED: auxin transport protein BIG isoform X1 [Populus euphratica]Populus_euphratica 42.90 0.00

TRINITY_DN42236_c0_g4KXZ50483.1hypothetical protein GPECTOR_16g658 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN42306_c0_g1GAX81085.1hypothetical protein CEUSTIGMA_g8519.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN42432_c0_g2XP_023914441.1ATP-dependent RNA helicase DBP5-like [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN42512_c0_g6POO01798.1Guanine nucleotide-binding protein, beta subunit [Trema orientale]Trema_orientale 42.90 0.00

TRINITY_DN42591_c0_g3XP_008781272.1SEC1 family transport protein SLY1-like [Phoenix dactylifera]Phoenix_dactylifera 42.90 0.00

TRINITY_DN42779_c0_g2XP_002952997.1hypothetical protein VOLCADRAFT_93820 [Volvox carteri f. nagariensis]Volvox_carteri 42.90 0.00

TRINITY_DN43005_c2_g6GAQ82386.1delta(3), delta(2)-enoyl CoA isomerase [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN43072_c0_g2PNR46396.1hypothetical protein PHYPA_013515 [Physcomitrella patens]Physcomitrella_patens 42.90 0.00

TRINITY_DN43091_c0_g2GAX85007.1hypothetical protein CEUSTIGMA_g12428.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN43136_c0_g6XP_011396728.1Aminomethyltransferase, mitochondrial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 42.90 0.00

TRINITY_DN43238_c2_g1XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 42.90 0.00

TRINITY_DN43300_c0_g1XP_021855905.1diphosphomevalonate decarboxylase MVD2, peroxisomal-like [Spinacia oleracea]Spinacia_oleracea 42.90 0.00

TRINITY_DN43359_c1_g5GAX83799.1hypothetical protein CEUSTIGMA_g11224.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN43632_c0_g5XP_001422630.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.90 0.00

TRINITY_DN43671_c0_g10KXZ47639.1hypothetical protein GPECTOR_34g798 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN44249_c1_g4XP_023901497.1ATP-dependent RNA helicase eIF4A [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN44369_c1_g1GAX79785.1hypothetical protein CEUSTIGMA_g7225.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN44442_c1_g3GAQ85170.1Dihydroorotase and related enzymes [Klebsormidium nitens]Klebsormidium_nitens 42.90 0.00

TRINITY_DN44929_c0_g4PRW57200.1metallophosphoesterase [Chlorella sorokiniana]Chlorella_sorokiniana 42.90 0.00

TRINITY_DN44964_c0_g1GAX84223.1hypothetical protein CEUSTIGMA_g11646.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN45730_c0_g4GAX76311.1hypothetical protein CEUSTIGMA_g3757.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN45777_c2_g2XP_005648703.1hypothetical protein COCSUDRAFT_41448 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.90 0.00

TRINITY_DN46021_c0_g1XP_012460255.1PREDICTED: tetratricopeptide repeat protein 1 [Gossypium raimondii]Gossypium_raimondii 42.90 0.00

TRINITY_DN46032_c0_g1XP_023881358.1bifunctional lycopene cyclase/phytoene synthase-like [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN46152_c0_g2KXZ51476.1hypothetical protein GPECTOR_12g439 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN46366_c0_g1GAX74879.1hypothetical protein CEUSTIGMA_g2325.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN46476_c2_g2PNH07783.1Repressor of RNA polymerase III transcription MAF1 [Tetrabaena socialis]Tetrabaena_socialis 42.90 0.00

TRINITY_DN46729_c0_g1PNW85554.1hypothetical protein CHLRE_03g192100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN47153_c0_g5XP_002450136.1CBL-interacting protein kinase 15 [Sorghum bicolor]Sorghum_bicolor 42.90 0.00

TRINITY_DN47419_c0_g2KXZ53241.1hypothetical protein GPECTOR_7g1135 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN47457_c1_g4XP_010520285.1PREDICTED: uncharacterized protein LOC104799448 [Tarenaya hassleriana]Tarenaya_hassleriana 42.90 0.00

TRINITY_DN47468_c1_g5PTQ49925.1hypothetical protein MARPO_0001s0012 [Marchantia polymorpha]Marchantia_polymorpha 42.90 0.00

TRINITY_DN47560_c0_g3GBF89514.1hypothetical protein Rsub_02086 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.90 0.00

TRINITY_DN47954_c1_g3GAX84399.1hypothetical protein CEUSTIGMA_g11821.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN47961_c0_g5GBF89518.1multidrug resistance-associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.90 0.00

TRINITY_DN48056_c1_g2XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 42.90 0.00

TRINITY_DN48294_c0_g5GBF94409.1hypothetical protein Rsub_07223 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.90 0.00

TRINITY_DN48307_c0_g7PNH02814.1Vam6/Vps39-like protein, partial [Tetrabaena socialis]Tetrabaena_socialis 42.90 0.00

TRINITY_DN48318_c1_g3KXZ52518.1hypothetical protein GPECTOR_9g562 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN48357_c0_g1XP_001697842.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN48433_c0_g7PON90270.1Transcriptional adaptor [Trema orientale]Trema_orientale 42.90 0.00

TRINITY_DN48507_c0_g8GAX82232.1hypothetical protein CEUSTIGMA_g9660.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN48748_c0_g3KXZ49462.1hypothetical protein GPECTOR_21g688 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN48871_c0_g6XP_023897604.1cystathionine beta-synthase-like [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN48924_c0_g1XP_019175196.1PREDICTED: low-temperature-induced cysteine proteinase-like [Ipomoea nil]Ipomoea_nil 42.90 0.00

TRINITY_DN48968_c0_g2PNH07479.1Leucine zipper transcription factor-like protein 1 [Tetrabaena socialis]Tetrabaena_socialis 42.90 0.00

TRINITY_DN49139_c0_g1GAX81466.1hypothetical protein CEUSTIGMA_g8895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN49582_c1_g1KXZ47817.1hypothetical protein GPECTOR_32g429 [Gonium pectorale]Gonium_pectorale 42.90 0.00

TRINITY_DN49932_c0_g1GAX74593.1hypothetical protein CEUSTIGMA_g2041.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN50007_c0_g3PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 42.90 0.00

TRINITY_DN50331_c0_g1GAX78221.1hypothetical protein CEUSTIGMA_g5663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN50437_c0_g4GAX76823.1hypothetical protein CEUSTIGMA_g4269.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN50477_c2_g4GAX77102.1hypothetical protein CEUSTIGMA_g4548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00



TRINITY_DN50612_c0_g2GAX77396.1hypothetical protein CEUSTIGMA_g4842.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.90 0.00

TRINITY_DN51428_c0_g2PRW45188.1importin-11 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 42.90 0.00

TRINITY_DN51635_c1_g1XP_024398156.1uncharacterized protein LOC112293208 [Physcomitrella patens]Physcomitrella_patens 42.90 0.00

TRINITY_DN52012_c0_g2PNW82359.1hypothetical protein CHLRE_06g278245v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN52244_c0_g1XP_001699219.1glutathione S-transferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.90 0.00

TRINITY_DN53353_c0_g1XP_001420987.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.90 0.00

TRINITY_DN53638_c0_g1XP_023893899.1coronin-like protein crn1 [Quercus suber]Quercus_suber 42.90 0.00

TRINITY_DN8738_c0_g1XP_009396781.1PREDICTED: probable histidine kinase 3 [Musa acuminata subsp. malaccensis]Musa_acuminata 42.90 0.00

TRINITY_DN22088_c0_g3ONM31808.1Suppressor of mec-8 and unc-52 protein homolog 1 [Zea mays]Zea_mays 42.80 0.00

TRINITY_DN31995_c0_g1ONM11675.1ADP-ribosylation factor GTPase-activating protein AGD10 [Zea mays]Zea_mays 42.80 0.00

TRINITY_DN35178_c0_g1XP_022027254.1NADPH:adrenodoxin oxidoreductase, mitochondrial isoform X2 [Helianthus annuus]Helianthus_annuus 42.80 0.00

TRINITY_DN35900_c2_g8XP_003064827.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.80 0.00

TRINITY_DN35973_c0_g1XP_023728257.1carboxypeptidase SOL1 [Lactuca sativa]Lactuca_sativa 42.80 0.00

TRINITY_DN36520_c0_g1XP_023878673.1calcium-binding mitochondrial carrier protein Aralar2-like [Quercus suber]Quercus_suber 42.80 0.00

TRINITY_DN37515_c0_g3XP_022873504.1cation/H(+) antiporter 18-like [Olea europaea var. sylvestris]Olea_europaea 42.80 0.00

TRINITY_DN38579_c1_g1GAX77425.1hypothetical protein CEUSTIGMA_g4870.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN38810_c0_g1KZV43580.1serine/threonine-protein kinase tricorner [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 42.80 0.00

TRINITY_DN39269_c2_g2XP_013906085.13-methylcrotonyl-CoA carboxylase alpha subunit [Monoraphidium neglectum]Monoraphidium_neglectum 42.80 0.00

TRINITY_DN40851_c0_g4GAX75983.1hypothetical protein CEUSTIGMA_g3426.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN41459_c2_g1PRW58929.1esterase [Chlorella sorokiniana]Chlorella_sorokiniana 42.80 0.00

TRINITY_DN42396_c1_g1GBG00300.1hypothetical protein Rsub_13052 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.80 0.00

TRINITY_DN42931_c0_g4PNW78896.1hypothetical protein CHLRE_09g393691v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.80 0.00

TRINITY_DN45218_c0_g11XP_007514772.1riboflavin biosynthesis protein RibD [Bathycoccus prasinos]Bathycoccus_prasinos 42.80 0.00

TRINITY_DN45780_c0_g1GAX74238.1hypothetical protein CEUSTIGMA_g1687.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN45887_c0_g5PIN25101.1GTP-binding ADP-ribosylation factor Arf1 [Handroanthus impetiginosus]Handroanthus_impetiginosus 42.80 0.00

TRINITY_DN45996_c0_g1XP_001698739.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.80 0.00

TRINITY_DN46454_c0_g2GAX79388.1hypothetical protein CEUSTIGMA_g6830.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN46679_c0_g1GAX82150.1hypothetical protein CEUSTIGMA_g9578.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN48247_c1_g3XP_002979707.1probable Ufm1-specific protease isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 42.80 0.00

TRINITY_DN48912_c0_g5OIV95251.1hypothetical protein TanjilG_21641 [Lupinus angustifolius]Lupinus_angustifolius 42.80 0.00

TRINITY_DN49001_c0_g1PNW85992.1hypothetical protein CHLRE_03g202897v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.80 0.00

TRINITY_DN49593_c0_g3OAE33549.1hypothetical protein AXG93_2139s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.80 0.00

TRINITY_DN50624_c0_g2ALE15285.1CDK-like protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.80 0.00

TRINITY_DN50804_c0_g2GAX82550.1hypothetical protein CEUSTIGMA_g9976.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN51037_c2_g3GAX83579.1hypothetical protein CEUSTIGMA_g11004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN51623_c0_g1GAX78099.1hypothetical protein CEUSTIGMA_g5541.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.80 0.00

TRINITY_DN52077_c0_g7ATY35197.1actin [[Ixeris] dentata var. albiflora]Ixeridium_dentatum 42.80 0.00

TRINITY_DN13151_c0_g1XP_005650255.1threonyl-tRNA synthetase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.70 0.00

TRINITY_DN14917_c0_g1GBG71533.1hypothetical protein CBR_g8951 [Chara braunii]Chara_braunii 42.70 0.00

TRINITY_DN17746_c0_g1XP_024400760.1histidine kinase 5-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 42.70 0.00

TRINITY_DN22299_c0_g2XP_012480381.1PREDICTED: coatomer subunit alpha-1-like [Gossypium raimondii]Gossypium_raimondii 42.70 0.00

TRINITY_DN23928_c0_g1XP_002992484.1dynein light chain 1, cytoplasmic [Selaginella moellendorffii]Selaginella_moellendorffii 42.70 0.00

TRINITY_DN24985_c0_g1GAQ88577.1enoyl-CoA hydratase [Klebsormidium nitens]Klebsormidium_nitens 42.70 0.00

TRINITY_DN25262_c0_g1AFN88203.1haloacid dehalogenase superfamily protein [Phaseolus vulgaris]Phaseolus_vulgaris 42.70 0.00

TRINITY_DN27289_c0_g3GBF97088.1hypothetical protein Rsub_10099 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.70 0.00

TRINITY_DN27727_c0_g1GBG84146.1hypothetical protein CBR_g38120 [Chara braunii]Chara_braunii 42.70 0.00

TRINITY_DN28479_c0_g1PNW80797.1hypothetical protein CHLRE_07g329900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.70 0.00

TRINITY_DN30621_c0_g2GAQ79220.1hypothetical protein KFL_000260360 [Klebsormidium nitens]Klebsormidium_nitens 42.70 0.00

TRINITY_DN31518_c0_g2GBG65001.1hypothetical protein CBR_g48749 [Chara braunii]Chara_braunii 42.70 0.00

TRINITY_DN33332_c0_g4PIA36649.1hypothetical protein AQUCO_03300097v1 [Aquilegia coerulea]Aquilegia_coerulea 42.70 0.00

TRINITY_DN33665_c0_g5GAQ78158.1hypothetical protein KFL_000090040 [Klebsormidium nitens]Klebsormidium_nitens 42.70 0.00

TRINITY_DN33943_c0_g2XP_024403102.1thimet oligopeptidase-like [Physcomitrella patens]Physcomitrella_patens 42.70 0.00

TRINITY_DN34495_c0_g2XP_022839183.1MT-A70-like [Ostreococcus tauri]Ostreococcus_tauri 42.70 0.00

TRINITY_DN34648_c0_g1XP_026457233.1EEF1A lysine methyltransferase 4-like [Papaver somniferum]Papaver_somniferum 42.70 0.00

TRINITY_DN34787_c0_g2XP_021638388.1serine/threonine-protein kinase CTR1-like isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 42.70 0.00

TRINITY_DN34997_c2_g2GAQ90547.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 42.70 0.00

TRINITY_DN35448_c0_g2RXI00633.1hypothetical protein DVH24_000867 [Malus domestica]Malus_domestica 42.70 0.00

TRINITY_DN35856_c0_g6XP_022136464.1calcium-dependent protein kinase 1-like [Momordica charantia]Momordica_charantia 42.70 0.00

TRINITY_DN35992_c0_g4AES89252.2alpha-mannosidase 2x-like protein [Medicago truncatula]Medicago_truncatula 42.70 0.00

TRINITY_DN36036_c0_g5XP_008451198.1PREDICTED: xylem cysteine proteinase 1-like [Cucumis melo]Cucumis_melo 42.70 0.00

TRINITY_DN36038_c0_g8XP_022839277.1Helicase, C-terminal [Ostreococcus tauri]Ostreococcus_tauri 42.70 0.00

TRINITY_DN36282_c0_g2OAE32501.1hypothetical protein AXG93_3242s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.70 0.00

TRINITY_DN36466_c0_g1RHN38487.1hypothetical protein MtrunA17_Chr0c01g0488941 [Medicago truncatula]Medicago_truncatula 42.70 0.00

TRINITY_DN36809_c0_g4GBG69603.1hypothetical protein CBR_g4433 [Chara braunii]Chara_braunii 42.70 0.00

TRINITY_DN36986_c0_g1APO15836.1actin 11 [Sesuvium portulacastrum]Sesuvium_portulacastrum 42.70 0.00

TRINITY_DN37522_c0_g6XP_002972614.1ras-related protein RABF1 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 42.70 0.00



TRINITY_DN37733_c0_g2XP_022729039.1COP9 signalosome complex subunit 5a isoform X2 [Durio zibethinus]Durio_zibethinus 42.70 0.00

TRINITY_DN38034_c0_g2GAX81706.1hypothetical protein CEUSTIGMA_g9134.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN38128_c4_g2PSC73395.1ribosomal-alanine N-acetyltransferase [Micractinium conductrix]Micractinium_conductrix 42.70 0.00

TRINITY_DN38208_c0_g1GAX81306.1hypothetical protein CEUSTIGMA_g8737.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN38349_c1_g2GAX73405.1hypothetical protein CEUSTIGMA_g857.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN38547_c0_g4XP_002947904.1NimA-related protein kinase 6 [Volvox carteri f. nagariensis]Volvox_carteri 42.70 0.00

TRINITY_DN38586_c0_g2KXZ46441.1hypothetical protein GPECTOR_43g877 [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN38771_c0_g5PWA67805.1serine esterase family protein [Artemisia annua]Artemisia_annua 42.70 0.00

TRINITY_DN38834_c0_g11XP_024397406.160S ribosomal protein L14-2-like [Physcomitrella patens]Physcomitrella_patens 42.70 0.00

TRINITY_DN39505_c0_g1GAQ81802.1glycoprotein endo-alpha-1,2-mannosidase [Klebsormidium nitens]Klebsormidium_nitens 42.70 0.00



TRINITY_DN39517_c0_g4OEL32079.1Glycerophosphodiester phosphodiesterase GDPD6, partial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 42.70 0.00

TRINITY_DN39539_c0_g3KXZ47865.1hypothetical protein GPECTOR_32g478 [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN39669_c2_g4XP_002947175.1hypothetical protein VOLCADRAFT_87268 [Volvox carteri f. nagariensis]Volvox_carteri 42.70 0.00

TRINITY_DN39996_c0_g2GBF92723.1hypothetical protein Rsub_05092 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.70 0.00

TRINITY_DN40218_c0_g4XP_016557441.1PREDICTED: mitochondrial pyruvate carrier 1-like [Capsicum annuum]Capsicum_annuum 42.70 0.00

TRINITY_DN40402_c0_g1GBF89232.1DNA repair protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.70 0.00

TRINITY_DN41583_c0_g3XP_005646780.1protein phosphatase 2C catalytic subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.70 0.00

TRINITY_DN41776_c0_g8XP_011088611.1squalene monooxygenase-like [Sesamum indicum]Sesamum_indicum 42.70 0.00

TRINITY_DN41935_c0_g1PNW70068.1hypothetical protein CHLRE_17g704350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.70 0.00

TRINITY_DN41960_c0_g1PNW89000.1hypothetical protein CHLRE_01g054100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.70 0.00

TRINITY_DN41995_c0_g1XP_023910383.1N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D-like [Quercus suber]Quercus_suber 42.70 0.00

TRINITY_DN42126_c0_g2XP_007153391.1hypothetical protein PHAVU_003G031200g [Phaseolus vulgaris]Phaseolus_vulgaris 42.70 0.00

TRINITY_DN42365_c0_g3AQK71573.1Transcription factor E2FB [Zea mays]Zea_mays 42.70 0.00

TRINITY_DN42749_c0_g4GAX84118.1hypothetical protein CEUSTIGMA_g11541.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN42990_c1_g4VDC60350.1unnamed protein product [Brassica rapa]Brassica_rapa 42.70 0.00

TRINITY_DN43062_c0_g3RWR87709.1ABC transporter B family member 11-like protein isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 42.70 0.00

TRINITY_DN43549_c1_g5RLM56339.1hypothetical protein C2845_PM10G09410 [Panicum miliaceum]Panicum_miliaceum 42.70 0.00

TRINITY_DN43917_c1_g5XP_001699235.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.70 0.00

TRINITY_DN44442_c1_g2BAF14329.1Os04g0304200, partial [Oryza sativa Japonica Group]Oryza_sativa 42.70 0.00

TRINITY_DN44454_c0_g1KXZ45198.1hypothetical protein GPECTOR_57g488 [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN44746_c0_g2GAX72932.1hypothetical protein CEUSTIGMA_g387.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN45079_c0_g6GAX73181.1hypothetical protein CEUSTIGMA_g634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN45669_c0_g1ERM99023.1hypothetical protein AMTR_s00101p00053450 [Amborella trichopoda]Amborella_trichopoda 42.70 0.00

TRINITY_DN45826_c1_g2XP_013905357.1hypothetical protein MNEG_1620 [Monoraphidium neglectum]Monoraphidium_neglectum 42.70 0.00

TRINITY_DN46098_c0_g3RAL53155.1hypothetical protein DM860_006827 [Cuscuta australis]Cuscuta_australis 42.70 0.00

TRINITY_DN46584_c1_g7XP_002948818.1hypothetical protein VOLCADRAFT_104023 [Volvox carteri f. nagariensis]Volvox_carteri 42.70 0.00

TRINITY_DN47252_c0_g2KXZ44782.1SNAP34 protein [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN47355_c1_g4XP_016683138.1PREDICTED: BTB/POZ domain-containing protein At2g24240-like [Gossypium hirsutum]Gossypium_hirsutum 42.70 0.00

TRINITY_DN47775_c0_g5XP_005652216.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.70 0.00

TRINITY_DN47864_c0_g4XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 42.70 0.00

TRINITY_DN48144_c0_g4XP_002508216.1predicted protein [Micromonas commoda]Micromonas_commoda 42.70 0.00

TRINITY_DN48205_c1_g2PSC69635.1Myosin-1 [Micractinium conductrix]Micractinium_conductrix 42.70 0.00

TRINITY_DN48272_c1_g1KXZ48376.1hypothetical protein GPECTOR_28g783 [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN48383_c0_g3XP_013900015.1Molybdopterin biosynthesis protein CNX2 [Monoraphidium neglectum]Monoraphidium_neglectum 42.70 0.00

TRINITY_DN48421_c1_g2BAE98683.1hypothetical protein, partial [Arabidopsis thaliana]Arabidopsis_thaliana 42.70 0.00

TRINITY_DN48610_c0_g1PNH06268.1ALA-interacting subunit 3 [Tetrabaena socialis]Tetrabaena_socialis 42.70 0.00

TRINITY_DN48641_c0_g6XP_006852956.1SNW/SKI-interacting protein [Amborella trichopoda]Amborella_trichopoda 42.70 0.00

TRINITY_DN48997_c0_g6GBF94605.1hypothetical protein Rsub_06720 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.70 0.00

TRINITY_DN49267_c1_g8XP_003059256.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.70 0.00

TRINITY_DN50363_c0_g5OMO74329.1hypothetical protein CCACVL1_16820 [Corchorus capsularis]Corchorus_capsularis 42.70 0.00

TRINITY_DN50943_c1_g2XP_001689487.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.70 0.00

TRINITY_DN51416_c1_g1GAX77225.1hypothetical protein CEUSTIGMA_g4671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.70 0.00

TRINITY_DN51818_c1_g1KXZ53363.1hypothetical protein GPECTOR_7g1259 [Gonium pectorale]Gonium_pectorale 42.70 0.00

TRINITY_DN52258_c2_g1KMS94413.1hypothetical protein BVRB_021660 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.70 0.00

TRINITY_DN52445_c1_g1PNH05717.1Regulator of nonsense transcripts 1 [Tetrabaena socialis]Tetrabaena_socialis 42.70 0.00

TRINITY_DN52687_c6_g2ADB85273.1putative retrotransposon protein [Phyllostachys edulis]Phyllostachys_edulis 42.70 0.00

TRINITY_DN54173_c0_g1RAL51222.1hypothetical protein DM860_010724 [Cuscuta australis]Cuscuta_australis 42.70 0.00

TRINITY_DN1737_c0_g1XP_002984291.1uricase-2 isozyme 2 [Selaginella moellendorffii]Selaginella_moellendorffii 42.60 0.00

TRINITY_DN18605_c0_g1PHT48811.1hypothetical protein CQW23_13019 [Capsicum baccatum]Capsicum_baccatum 42.60 0.00

TRINITY_DN19458_c0_g1XP_022136854.1probable E3 ubiquitin-protein ligase RHG1A [Momordica charantia]Momordica_charantia 42.60 0.00

TRINITY_DN20020_c0_g1XP_023908649.1NAD-dependent protein deacetylase hst2-1-like [Quercus suber]Quercus_suber 42.60 0.00

TRINITY_DN22861_c0_g1RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 42.60 0.00

TRINITY_DN2415_c0_g1EFJ09289.1hypothetical protein SELMODRAFT_130233 [Selaginella moellendorffii]Selaginella_moellendorffii 42.60 0.00

TRINITY_DN26988_c0_g2XP_023880357.1M-phase inducer phosphatase-like [Quercus suber]Quercus_suber 42.60 0.00

TRINITY_DN30792_c0_g6XP_024381674.1heterogeneous nuclear ribonucleoprotein F-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.60 0.00

TRINITY_DN31889_c0_g1XP_005643907.1iron hydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.60 0.00

TRINITY_DN33923_c0_g1XP_002962541.1tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A [Selaginella moellendorffii]Selaginella_moellendorffii 42.60 0.00

TRINITY_DN34005_c0_g1GAX79165.1hypothetical protein CEUSTIGMA_g6605.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.60 0.00

TRINITY_DN35332_c1_g10XP_021673653.1delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, peroxisomal [Hevea brasiliensis]Hevea_brasiliensis 42.60 0.00

TRINITY_DN35957_c0_g3XP_023910392.1LOW QUALITY PROTEIN: kynureninase 1-like [Quercus suber]Quercus_suber 42.60 0.00

TRINITY_DN36017_c0_g3XP_005848463.1hypothetical protein CHLNCDRAFT_35098 [Chlorella variabilis]Chlorella_variabilis 42.60 0.00

TRINITY_DN36403_c1_g6XP_026442578.1coatomer subunit gamma-2-like [Papaver somniferum]Papaver_somniferum 42.60 0.00

TRINITY_DN36786_c0_g6XP_001421548.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.60 0.00

TRINITY_DN36940_c0_g3PRW59438.140S ribosomal S19-1 [Chlorella sorokiniana]Chlorella_sorokiniana 42.60 0.00

TRINITY_DN36991_c0_g2PNW81867.1hypothetical protein CHLRE_06g263750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN37060_c0_g8XP_001415785.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.60 0.00



TRINITY_DN37746_c0_g3PRW61571.1DNA gyrase subunit A [Chlorella sorokiniana]Chlorella_sorokiniana 42.60 0.00

TRINITY_DN38384_c0_g2XP_017628881.1PREDICTED: probable LRR receptor-like serine/threonine-protein kinase At3g47570 [Gossypium arboreum]Gossypium_arboreum 42.60 0.00

TRINITY_DN38652_c0_g2XP_005642953.1hypothetical protein COCSUDRAFT_60373 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.60 0.00

TRINITY_DN39211_c0_g4PIM99447.1Thioredoxin, nucleoredoxin [Handroanthus impetiginosus]Handroanthus_impetiginosus 42.60 0.00

TRINITY_DN39244_c0_g2XP_021747305.1alpha N-terminal protein methyltransferase 1-like [Chenopodium quinoa]Chenopodium_quinoa 42.60 0.00

TRINITY_DN39710_c0_g1KXZ42876.1hypothetical protein GPECTOR_113g288 [Gonium pectorale]Gonium_pectorale 42.60 0.00

TRINITY_DN40599_c0_g1XP_011466270.1PREDICTED: serine/arginine-rich splicing factor SR30-like isoform X2 [Fragaria vesca subsp. vesca]Fragaria_vesca 42.60 0.00

TRINITY_DN41362_c0_g1XP_001699330.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN41560_c0_g3XP_005851244.1hypothetical protein CHLNCDRAFT_19159, partial [Chlorella variabilis]Chlorella_variabilis 42.60 0.00

TRINITY_DN41660_c0_g9XP_020674005.1beta-hexosaminidase 2 [Dendrobium catenatum]Dendrobium_catenatum 42.60 0.00

TRINITY_DN42467_c0_g2GAX72654.1hypothetical protein CEUSTIGMA_g110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.60 0.00

TRINITY_DN42669_c0_g7PTQ39208.1hypothetical protein MARPO_0046s0031 [Marchantia polymorpha]Marchantia_polymorpha 42.60 0.00

TRINITY_DN42864_c0_g1GAX72991.1hypothetical protein CEUSTIGMA_g443.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.60 0.00

TRINITY_DN43863_c0_g1KXZ43220.1hypothetical protein GPECTOR_97g758 [Gonium pectorale]Gonium_pectorale 42.60 0.00

TRINITY_DN44039_c0_g12XP_002951624.1hypothetical protein VOLCADRAFT_92146 [Volvox carteri f. nagariensis]Volvox_carteri 42.60 0.00

TRINITY_DN44171_c0_g3XP_016692900.1PREDICTED: uncharacterized protein LOC107909768 [Gossypium hirsutum]Gossypium_hirsutum 42.60 0.00

TRINITY_DN44371_c0_g2XP_002956664.1hypothetical protein VOLCADRAFT_97639 [Volvox carteri f. nagariensis]Volvox_carteri 42.60 0.00

TRINITY_DN44811_c0_g1XP_001701501.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN44995_c0_g3PNW78755.1hypothetical protein CHLRE_09g389023v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN45397_c0_g2XP_002954369.1hypothetical protein VOLCADRAFT_95232 [Volvox carteri f. nagariensis]Volvox_carteri 42.60 0.00

TRINITY_DN45541_c0_g1PRW32858.1putative fructokinase-4 [Chlorella sorokiniana]Chlorella_sorokiniana 42.60 0.00

TRINITY_DN45561_c0_g4OAE30718.1hypothetical protein AXG93_402s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.60 0.00

TRINITY_DN45780_c0_g5XP_024527487.1glutathione S-transferase T1 [Selaginella moellendorffii]Selaginella_moellendorffii 42.60 0.00

TRINITY_DN46250_c0_g4KXZ42055.1hypothetical protein GPECTOR_214g437 [Gonium pectorale]Gonium_pectorale 42.60 0.00

TRINITY_DN46281_c0_g3XP_005846761.1hypothetical protein CHLNCDRAFT_135248 [Chlorella variabilis]Chlorella_variabilis 42.60 0.00

TRINITY_DN46844_c2_g4XP_003075091.2Armadillo-type fold [Ostreococcus tauri]Ostreococcus_tauri 42.60 0.00

TRINITY_DN46885_c0_g1PNW72222.1hypothetical protein CHLRE_16g677050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN47290_c0_g1AFK46404.1unknown [Lotus japonicus]Lotus_japonicus 42.60 0.00

TRINITY_DN47328_c0_g2PNW85217.1hypothetical protein CHLRE_03g176550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN48236_c0_g1PNW83119.1hypothetical protein CHLRE_06g307400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN48648_c0_g4GAX75224.1hypothetical protein CEUSTIGMA_g2668.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.60 0.00

TRINITY_DN48704_c0_g2RIA04052.1hypothetical protein BRARA_K01824 [Brassica rapa]Brassica_rapa 42.60 0.00

TRINITY_DN49170_c0_g3PNW84407.1hypothetical protein CHLRE_03g144324v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.60 0.00

TRINITY_DN49358_c0_g2ADE77744.1unknown [Picea sitchensis]Picea_sitchensis 42.60 0.00

TRINITY_DN49443_c0_g1GBF88771.1hypothetical protein Rsub_01672 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.60 0.00

TRINITY_DN49545_c0_g2XP_023910681.1craniofacial development protein 1 [Quercus suber]Quercus_suber 42.60 0.00

TRINITY_DN49585_c1_g3PKA59756.1Zinc finger A20 and AN1 domain-containing stress-associated protein 9 [Apostasia shenzhenica]Apostasia_shenzhenica 42.60 0.00

TRINITY_DN49651_c0_g6XP_013903583.1hypothetical protein MNEG_3400 [Monoraphidium neglectum]Monoraphidium_neglectum 42.60 0.00

TRINITY_DN50320_c0_g2PSC69947.1Zinc finger CCCH domain-containing 62 [Micractinium conductrix]Micractinium_conductrix 42.60 0.00

TRINITY_DN50920_c0_g2KDD72167.1hypothetical protein H632_c3759p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 42.60 0.00

TRINITY_DN50927_c1_g1KXZ46788.1hypothetical protein GPECTOR_40g522 [Gonium pectorale]Gonium_pectorale 42.60 0.00

TRINITY_DN51136_c0_g1XP_024189729.1calcium-dependent protein kinase 20 [Rosa chinensis]Rosa_chinensis 42.60 0.00

TRINITY_DN51146_c1_g3XP_023902747.1NAD-specific glutamate dehydrogenase-like [Quercus suber]Quercus_suber 42.60 0.00

TRINITY_DN51258_c0_g3XP_009354583.1PREDICTED: uncharacterized protein LOC103945713 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 42.60 0.00

TRINITY_DN51700_c1_g1GAX74051.1hypothetical protein CEUSTIGMA_g1501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.60 0.00

TRINITY_DN52457_c3_g1OAY83555.1Pumilio [Ananas comosus]Ananas_comosus 42.60 0.00

TRINITY_DN23610_c0_g1XP_001422914.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.50 0.00

TRINITY_DN24201_c0_g1XP_027064175.1multiprotein-bridging factor 1b-like [Coffea arabica]Coffea_arabica 42.50 0.00

TRINITY_DN24799_c0_g1XP_024397998.1tRNA (guanine(37)-N1)-methyltransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.50 0.00

TRINITY_DN29286_c0_g1XP_019150635.1PREDICTED: 3-oxoacyl-[acyl-carrier-protein] reductase 4-like [Ipomoea nil]Ipomoea_nil 42.50 0.00

TRINITY_DN30665_c0_g1XP_021661515.1COX assembly mitochondrial protein 2 homolog [Hevea brasiliensis]Hevea_brasiliensis 42.50 0.00

TRINITY_DN31010_c0_g2RID76515.1hypothetical protein BRARA_B03484 [Brassica rapa]Brassica_rapa 42.50 0.00

TRINITY_DN31078_c0_g1XP_021746285.1ubiquitin carboxyl-terminal hydrolase 22-like [Chenopodium quinoa]Chenopodium_quinoa 42.50 0.00

TRINITY_DN31646_c0_g3PRW20657.1SWI SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 42.50 0.00

TRINITY_DN32035_c0_g1CAJ27520.1beclin 1 protein [Gossypium raimondii]Gossypium_raimondii 42.50 0.00

TRINITY_DN32102_c0_g2GAQ85783.1Cysteinyl-tRNA synthetase [Klebsormidium nitens]Klebsormidium_nitens 42.50 0.00

TRINITY_DN32202_c0_g1RLN18442.1histone H3.3 [Panicum miliaceum]Panicum_miliaceum 42.50 0.00

TRINITY_DN32340_c0_g1OMO68882.1hypothetical protein COLO4_29362 [Corchorus olitorius]Corchorus_olitorius 42.50 0.00

TRINITY_DN32388_c0_g1XP_010504311.1PREDICTED: ras-related protein RABF1 isoform X2 [Camelina sativa]Camelina_sativa 42.50 0.00

TRINITY_DN32505_c0_g1XP_002505774.1predicted protein [Micromonas commoda]Micromonas_commoda 42.50 0.00

TRINITY_DN34410_c0_g2EEF25548.1beta-mannosidase, putative, partial [Ricinus communis]Ricinus_communis 42.50 0.00

TRINITY_DN34725_c0_g1XP_027066651.1meiotic nuclear division protein 1 homolog [Coffea arabica]Coffea_arabica 42.50 0.00

TRINITY_DN35137_c0_g1GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN35291_c0_g8XP_009393736.1PREDICTED: uncharacterized protein LOC103979347 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 42.50 0.00

TRINITY_DN35357_c0_g8PWA82410.1leucine-rich repeat protein kinase family protein [Artemisia annua]Artemisia_annua 42.50 0.00

TRINITY_DN35484_c0_g1KXZ52205.1hypothetical protein GPECTOR_10g836 [Gonium pectorale]Gonium_pectorale 42.50 0.00



TRINITY_DN35657_c1_g1XP_023918703.1protein PBDC1 homolog [Quercus suber]Quercus_suber 42.50 0.00

TRINITY_DN35996_c0_g4XP_003080555.2Pyridoxal phosphate-dependent transferase, major region, subdomain 1 [Ostreococcus tauri]Ostreococcus_tauri 42.50 0.00

TRINITY_DN36021_c0_g1GAX75276.1hypothetical protein CEUSTIGMA_g2721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN36514_c0_g1PHT26544.1hypothetical protein CQW23_33845 [Capsicum baccatum]Capsicum_baccatum 42.50 0.00

TRINITY_DN36780_c0_g1GAX79852.1hypothetical protein CEUSTIGMA_g7292.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN37313_c0_g1XP_003083453.1AMP-dependent synthetase/ligase [Ostreococcus tauri]Ostreococcus_tauri 42.50 0.00

TRINITY_DN37556_c0_g12PNW86392.1hypothetical protein CHLRE_02g084650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN39031_c1_g8XP_012854272.1PREDICTED: probable copper-transporting ATPase HMA5 [Erythranthe guttata]Erythranthe_guttata 42.50 0.00

TRINITY_DN39057_c0_g5PNH09278.1Acidic leucine-rich nuclear phosphoprotein 32-related protein [Tetrabaena socialis]Tetrabaena_socialis 42.50 0.00

TRINITY_DN39189_c1_g4XP_024393824.1guanylate-binding protein 2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.50 0.00

TRINITY_DN39252_c0_g3PSC73989.1CAMK CAMK1 kinase [Micractinium conductrix]Micractinium_conductrix 42.50 0.00

TRINITY_DN39547_c0_g1ACJ38195.1chitinase [Malus hupehensis]Malus_hupehensis 42.50 0.00

TRINITY_DN40168_c0_g3GAQ87870.1Aromatic amino acid hydroxylase [Klebsormidium nitens]Klebsormidium_nitens 42.50 0.00

TRINITY_DN40207_c0_g3XP_001703334.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN40442_c0_g1XP_022763075.1U6 small nuclear RNA (adenine-(43)-N(6))-methyltransferase isoform X2 [Durio zibethinus]Durio_zibethinus 42.50 0.00

TRINITY_DN40572_c0_g1GAX76104.1hypothetical protein CEUSTIGMA_g3547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN40702_c1_g4GAX75285.1hypothetical protein CEUSTIGMA_g2730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN40863_c1_g8KXZ42392.1hypothetical protein GPECTOR_153g65 [Gonium pectorale]Gonium_pectorale 42.50 0.00

TRINITY_DN40907_c0_g2XP_003058670.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.50 0.00

TRINITY_DN41005_c0_g4KMS65169.1hypothetical protein BVRB_038710, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.50 0.00

TRINITY_DN41055_c0_g1NP_689379.1NADH dehydrogenase subunit 1 [Chaetosphaeridium globosum]Chaetosphaeridium_globosum 42.50 0.00

TRINITY_DN41523_c0_g2GAX78724.1hypothetical protein CEUSTIGMA_g6162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN41523_c0_g3GAX78724.1hypothetical protein CEUSTIGMA_g6162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN41564_c0_g6XP_008655203.1uncharacterized protein LOC100382130 isoform X1 [Zea mays]Zea_mays 42.50 0.00

TRINITY_DN41806_c2_g3PNH08531.1hypothetical protein TSOC_004906 [Tetrabaena socialis]Tetrabaena_socialis 42.50 0.00

TRINITY_DN41892_c1_g3XP_004234514.1ubiquitin domain-containing protein DSK2b [Solanum lycopersicum]Solanum_lycopersicum 42.50 0.00

TRINITY_DN42043_c0_g6PKA50618.1Putative glucose-6-phosphate 1-epimerase [Apostasia shenzhenica]Apostasia_shenzhenica 42.50 0.00

TRINITY_DN42062_c1_g3XP_012838496.1PREDICTED: DNA-directed RNA polymerase II subunit 4 [Erythranthe guttata]Erythranthe_guttata 42.50 0.00

TRINITY_DN42235_c0_g1XP_009608022.1PREDICTED: histone-lysine N-methyltransferase ATXR6 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 42.50 0.00

TRINITY_DN42475_c0_g7XP_022750674.1SNF1-related protein kinase catalytic subunit alpha KIN10-like isoform X1 [Durio zibethinus]Durio_zibethinus 42.50 0.00

TRINITY_DN42660_c0_g2XP_001699990.1mitogen activated protein kinase kinase kinase 11, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN42831_c0_g7XP_013602188.1PREDICTED: protein RRP45A [Brassica oleracea var. oleracea]Brassica_oleracea 42.50 0.00

TRINITY_DN43109_c0_g5XP_023880802.1putative phosphatidate cytidylyltransferase [Quercus suber]Quercus_suber 42.50 0.00

TRINITY_DN43414_c1_g2PNH03968.1Transcription factor DIVARICATA, partial [Tetrabaena socialis]Tetrabaena_socialis 42.50 0.00

TRINITY_DN43567_c0_g1GAX83212.1hypothetical protein CEUSTIGMA_g10638.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN43740_c0_g6XP_013895877.1threonine dehydratase [Monoraphidium neglectum]Monoraphidium_neglectum 42.50 0.00

TRINITY_DN4379_c0_g1CAM96536.116.5 kDa heat-shock protein [Aegilops longissima]Aegilops_longissima 42.50 0.00

TRINITY_DN44115_c0_g2GAX72862.1hypothetical protein CEUSTIGMA_g317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN44479_c0_g1GAX83775.1hypothetical protein CEUSTIGMA_g11200.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN44479_c0_g4XP_021681399.1serine/threonine-protein phosphatase BSL1-like [Hevea brasiliensis]Hevea_brasiliensis 42.50 0.00

TRINITY_DN44811_c0_g2XP_023902177.1probable NADH dehydrogenase [Quercus suber]Quercus_suber 42.50 0.00

TRINITY_DN44996_c0_g4XP_026447466.1ABC transporter B family member 5-like [Papaver somniferum]Papaver_somniferum 42.50 0.00

TRINITY_DN45122_c2_g2PRW59430.1Apocarotenoid-15,15 -oxygenase [Chlorella sorokiniana]Chlorella_sorokiniana 42.50 0.00

TRINITY_DN45179_c1_g1XP_007510278.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 42.50 0.00

TRINITY_DN45945_c0_g2KXZ43220.1hypothetical protein GPECTOR_97g758 [Gonium pectorale]Gonium_pectorale 42.50 0.00

TRINITY_DN46190_c1_g1XP_002949493.1hypothetical protein VOLCADRAFT_89782 [Volvox carteri f. nagariensis]Volvox_carteri 42.50 0.00

TRINITY_DN46261_c1_g2GAX74447.1hypothetical protein CEUSTIGMA_g1896.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00

TRINITY_DN47165_c0_g3KXZ48233.1hypothetical protein GPECTOR_29g14 [Gonium pectorale]Gonium_pectorale 42.50 0.00

TRINITY_DN47215_c0_g2OVA11474.1Synaptojanin [Macleaya cordata]Macleaya_cordata 42.50 0.00

TRINITY_DN47802_c1_g6XP_001415408.1P-ATPase family transporter: sodium/potassium ion [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.50 0.00

TRINITY_DN48028_c1_g5XP_002951241.1hypothetical protein VOLCADRAFT_109791 [Volvox carteri f. nagariensis]Volvox_carteri 42.50 0.00

TRINITY_DN48065_c0_g2PNW82067.1hypothetical protein CHLRE_06g272400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN48269_c2_g3PNW75013.1hypothetical protein CHLRE_12g500200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN48807_c0_g6XP_010432010.1PREDICTED: cinnamyl alcohol dehydrogenase 8 isoform X1 [Camelina sativa]Camelina_sativa 42.50 0.00

TRINITY_DN49020_c1_g5XP_016559021.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10-like isoform X1 [Capsicum annuum]Capsicum_annuum 42.50 0.00

TRINITY_DN49465_c0_g3XP_024399333.1delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, peroxisomal-like [Physcomitrella patens]Physcomitrella_patens 42.50 0.00

TRINITY_DN49895_c0_g1OAE32064.1hypothetical protein AXG93_2278s1440 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.50 0.00

TRINITY_DN50128_c1_g4KXZ48029.1TTL4 protein [Gonium pectorale]Gonium_pectorale 42.50 0.00

TRINITY_DN50232_c0_g1XP_018839467.1PREDICTED: 3,9-dihydroxypterocarpan 6A-monooxygenase-like [Juglans regia]Juglans_regia 42.50 0.00

TRINITY_DN50429_c0_g1PNW74184.1hypothetical protein CHLRE_13g588600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN50430_c0_g2PNW70564.1hypothetical protein CHLRE_17g725150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN50853_c0_g2XP_013906070.1peptidase S8/S53 subtilisin kexin sedolisin [Monoraphidium neglectum]Monoraphidium_neglectum 42.50 0.00

TRINITY_DN50950_c1_g1GBF95575.1hypothetical protein Rsub_08556 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.50 0.00

TRINITY_DN51360_c1_g1PNW70463.1hypothetical protein CHLRE_17g720800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN51896_c1_g1XP_001695855.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.50 0.00

TRINITY_DN52266_c1_g2GAX74754.1hypothetical protein CEUSTIGMA_g2201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.50 0.00



TRINITY_DN52344_c1_g1XP_013906502.1hypothetical protein MNEG_0470 [Monoraphidium neglectum]Monoraphidium_neglectum 42.50 0.00

TRINITY_DN52505_c1_g1KXZ54727.1hypothetical protein GPECTOR_4g796 [Gonium pectorale]Gonium_pectorale 42.50 0

TRINITY_DN8130_c0_g1GBF98435.1polyubiquitin [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.50 0.00

TRINITY_DN9500_c0_g1XP_019701852.1PREDICTED: E3 ubiquitin-protein ligase UPL2-like [Elaeis guineensis]Elaeis_guineensis 42.50 0.00

TRINITY_DN10156_c0_g1XP_013460120.1DExH-box ATP-dependent RNA helicase DExH11 [Medicago truncatula]Medicago_truncatula 42.40 0.00

TRINITY_DN14109_c0_g1XP_006398478.1phosphoglycolate phosphatase 2 [Eutrema salsugineum]Eutrema_salsugineum 42.40 0.00

TRINITY_DN21836_c0_g3RYR63757.1hypothetical protein Ahy_A04g021518 isoform A [Arachis hypogaea]Arachis_hypogaea 42.40 0.00

TRINITY_DN22725_c0_g1XP_024395809.1protein ABHD13-like [Physcomitrella patens]Physcomitrella_patens 42.40 0.00

TRINITY_DN23195_c0_g2PNR50775.1hypothetical protein PHYPA_009961 [Physcomitrella patens]Physcomitrella_patens 42.40 0.00

TRINITY_DN28343_c0_g1GAQ89880.1Transcription factor IIB [Klebsormidium nitens]Klebsormidium_nitens 42.40 0.00

TRINITY_DN30026_c0_g1KXZ53845.1hypothetical protein GPECTOR_6g763 [Gonium pectorale]Gonium_pectorale 42.40 0.00

TRINITY_DN30377_c0_g1XP_024394779.1nucleolin 1-like [Physcomitrella patens]Physcomitrella_patens 42.40 0.00

TRINITY_DN31549_c0_g2XP_019186617.1PREDICTED: calcium-dependent protein kinase 20-like [Ipomoea nil]Ipomoea_nil 42.40 0.00

TRINITY_DN32494_c0_g2CBI33705.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 42.40 0.00

TRINITY_DN32908_c0_g1KXZ55479.1hypothetical protein GPECTOR_2g1028 [Gonium pectorale]Gonium_pectorale 42.40 0.00

TRINITY_DN32914_c0_g2RWW33302.1hypothetical protein GW17_00001998 [Ensete ventricosum]Ensete_ventricosum 42.40 0.00

TRINITY_DN33676_c0_g1EYU38365.1hypothetical protein MIMGU_mgv1a014348mg [Erythranthe guttata]Erythranthe_guttata 42.40 0.00

TRINITY_DN33777_c0_g1AFK46383.1unknown [Lotus japonicus]Lotus_japonicus 42.40 0.00

TRINITY_DN33799_c0_g2XP_016196382.1high mobility group B protein 15-like [Arachis ipaensis]Arachis_ipaensis 42.40 0.00

TRINITY_DN34295_c1_g7AAT38042.1putative phospholipase D [Oryza sativa Japonica Group]Oryza_sativa 42.40 0.00

TRINITY_DN34295_c1_g8XP_023925533.1phospholipase D zeta 1-like [Quercus suber]Quercus_suber 42.40 0.00

TRINITY_DN34652_c0_g1GAQ88949.1Cytoplasmic dynein intermediate chain [Klebsormidium nitens]Klebsormidium_nitens 42.40 0.00

TRINITY_DN34685_c1_g2RWW90479.1hypothetical protein BHE74_00052360 [Ensete ventricosum]Ensete_ventricosum 42.40 0.00

TRINITY_DN34801_c1_g4XP_005644650.1translation elongation factor G [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.40 0.00

TRINITY_DN35454_c0_g6AET04735.2phosphatidylinositol 4-kinase beta-like protein [Medicago truncatula]Medicago_truncatula 42.40 0.00

TRINITY_DN35682_c0_g1GBG70030.1hypothetical protein CBR_g4857 [Chara braunii]Chara_braunii 42.40 0.00

TRINITY_DN36132_c0_g2PSC70788.1mitogen-activated kinase kinase 3 [Micractinium conductrix]Micractinium_conductrix 42.40 0.00

TRINITY_DN37148_c0_g11XP_020703609.1AP-2 complex subunit alpha-2-like [Dendrobium catenatum]Dendrobium_catenatum 42.40 0.00

TRINITY_DN37663_c0_g1XP_012839961.1PREDICTED: ras-related protein RABD2a-like [Erythranthe guttata]Erythranthe_guttata 42.40 0.00

TRINITY_DN37743_c0_g2PNW72757.1hypothetical protein CHLRE_15g641266v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00

TRINITY_DN38221_c0_g4XP_002951684.1hypothetical protein VOLCADRAFT_105200 [Volvox carteri f. nagariensis]Volvox_carteri 42.40 0.00

TRINITY_DN38351_c0_g9PSC76322.1interferon-induced guanylate-binding 1-like [Micractinium conductrix]Micractinium_conductrix 42.40 0.00

TRINITY_DN38362_c0_g1BAE53693.1CW80Cd404 protein [Chlamydomonas sp. W80]Chlamydomonas_sp._W80 42.40 0.00

TRINITY_DN39246_c0_g1XP_011400995.1Upstream activation factor subunit spp27 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 42.40 0.00

TRINITY_DN39298_c0_g1VDD16223.1unnamed protein product [Brassica rapa]Brassica_rapa 42.40 0.00

TRINITY_DN39854_c1_g1PNW70379.1hypothetical protein CHLRE_17g717300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00

TRINITY_DN40073_c0_g1GAX81053.1hypothetical protein CEUSTIGMA_g8488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN40362_c0_g3PNH08929.1hypothetical protein TSOC_004489 [Tetrabaena socialis]Tetrabaena_socialis 42.40 0.00

TRINITY_DN40682_c0_g1EFJ15668.1hypothetical protein SELMODRAFT_117836 [Selaginella moellendorffii]Selaginella_moellendorffii 42.40 0.00

TRINITY_DN41266_c0_g2XP_002977583.2zinc transporter 5 [Selaginella moellendorffii]Selaginella_moellendorffii 42.40 0.00

TRINITY_DN41610_c0_g3KJB76313.1hypothetical protein B456_012G082700 [Gossypium raimondii]Gossypium_raimondii 42.40 0.00

TRINITY_DN41685_c0_g6XP_022844456.1casein kinase I-like isoform X2 [Olea europaea var. sylvestris]Olea_europaea 42.40 0.00

TRINITY_DN41872_c0_g2XP_023890637.1multidrug resistance protein fer6-like [Quercus suber]Quercus_suber 42.40 0.00

TRINITY_DN41971_c1_g4KFK27772.1hypothetical protein AALP_AA8G426900 [Arabis alpina]Arabis_alpina 42.40 0.00

TRINITY_DN42358_c1_g2XP_004505373.1probable inactive purple acid phosphatase 2 [Cicer arietinum]Cicer_arietinum 42.40 0.00

TRINITY_DN42508_c1_g2GAX83720.1hypothetical protein CEUSTIGMA_g11145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN42535_c1_g2XP_020577817.1short-chain dehydrogenase TIC 32, chloroplastic [Phalaenopsis equestris]Phalaenopsis_equestris 42.40 0.00

TRINITY_DN42616_c0_g4GAX80565.1hypothetical protein CEUSTIGMA_g8002.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN42673_c2_g2GAX82771.1hypothetical protein CEUSTIGMA_g10197.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN42674_c0_g11XP_010036487.1PREDICTED: DNA polymerase delta small subunit [Eucalyptus grandis]Eucalyptus_grandis 42.40 0.00

TRINITY_DN42807_c0_g4GAX81861.1hypothetical protein CEUSTIGMA_g9289.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN42884_c0_g1GAX79760.1hypothetical protein CEUSTIGMA_g7201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN43513_c0_g5XP_023925462.1non-histone chromosomal protein 6-like [Quercus suber]Quercus_suber 42.40 0.00

TRINITY_DN44545_c0_g1XP_027359411.1probable prolyl 4-hydroxylase 6 isoform X2 [Abrus precatorius]Abrus_precatorius 42.40 0.00

TRINITY_DN45009_c0_g1PNH05407.1hypothetical protein TSOC_008341 [Tetrabaena socialis]Tetrabaena_socialis 42.40 0.00

TRINITY_DN45086_c0_g2GBG88559.1hypothetical protein CBR_g48028 [Chara braunii]Chara_braunii 42.40 0.00

TRINITY_DN45471_c1_g2GBF91238.1hypothetical protein Rsub_03558 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.40 0.00

TRINITY_DN45541_c0_g3XP_002957176.1hypothetical protein VOLCADRAFT_119608 [Volvox carteri f. nagariensis]Volvox_carteri 42.40 0.00

TRINITY_DN45758_c0_g1XP_023904559.1polyadenylation and cleavage factor homolog 4-like isoform X1 [Quercus suber]Quercus_suber 42.40 0.00

TRINITY_DN46017_c0_g1GAQ77745.1Translation elongation factor EF-1 alpha/Tu [Klebsormidium nitens]Klebsormidium_nitens 42.40 0.00

TRINITY_DN46193_c1_g1GAX76114.1hypothetical protein CEUSTIGMA_g3557.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN46435_c0_g2XP_002947330.1hypothetical protein VOLCADRAFT_116383 [Volvox carteri f. nagariensis]Volvox_carteri 42.40 0.00

TRINITY_DN46550_c1_g1PNW88329.1hypothetical protein CHLRE_01g024650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00

TRINITY_DN46938_c1_g1KXZ52532.1hypothetical protein GPECTOR_9g576 [Gonium pectorale]Gonium_pectorale 42.40 0.00

TRINITY_DN46969_c0_g2GAX80863.1hypothetical protein CEUSTIGMA_g8298.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN47275_c1_g9PNW78859.1hypothetical protein CHLRE_09g392542v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00



TRINITY_DN47716_c0_g1PRW58771.1ABC transporter A family member 2 [Chlorella sorokiniana]Chlorella_sorokiniana 42.40 0.00

TRINITY_DN47820_c0_g1PNW73030.1hypothetical protein CHLRE_14g616050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00

TRINITY_DN48107_c0_g1KXZ54266.1hypothetical protein GPECTOR_5g355 [Gonium pectorale]Gonium_pectorale 42.40 0.00

TRINITY_DN48201_c0_g1XP_023907973.1ATP-dependent 6-phosphofructokinase-like [Quercus suber]Quercus_suber 42.40 0.00

TRINITY_DN48749_c0_g1PNW88781.1hypothetical protein CHLRE_01g044250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.40 0.00

TRINITY_DN49074_c0_g1GAX78849.1hypothetical protein CEUSTIGMA_g6287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN49211_c1_g1XP_002955830.1hypothetical protein VOLCADRAFT_96778 [Volvox carteri f. nagariensis]Volvox_carteri 42.40 0.00

TRINITY_DN49318_c0_g10PNH03563.1hypothetical protein TSOC_010390 [Tetrabaena socialis]Tetrabaena_socialis 42.40 0.00

TRINITY_DN49450_c0_g3KFK44935.1hypothetical protein AALP_AA1G322000 [Arabis alpina]Arabis_alpina 42.40 0.00

TRINITY_DN49494_c0_g1KQK09576.1hypothetical protein BRADI_2g48830v3 [Brachypodium distachyon]Brachypodium_distachyon 42.40 0.00

TRINITY_DN50145_c0_g6VDC93233.1unnamed protein product [Brassica rapa]Brassica_rapa 42.40 0.00

TRINITY_DN50818_c0_g1GAX74864.1hypothetical protein CEUSTIGMA_g2310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN51007_c0_g1BAJ96283.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 42.40 0.00

TRINITY_DN51920_c0_g1GAX82061.1hypothetical protein CEUSTIGMA_g9489.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.40 0.00

TRINITY_DN52349_c0_g4XP_010686671.1PREDICTED: short-chain dehydrogenase/reductase family 42E member 1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.40 0.00

TRINITY_DN9120_c0_g1PRW39367.1senescence-associated nodulin [Chlorella sorokiniana]Chlorella_sorokiniana 42.40 0.00

TRINITY_DN1745_c0_g1PNH07210.1hypothetical protein TSOC_006313 [Tetrabaena socialis]Tetrabaena_socialis 42.30 0.00

TRINITY_DN20722_c0_g1XP_002505108.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 42.30 0.00

TRINITY_DN21690_c0_g2XP_005649811.1Phospholipase/carboxylesterase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.30 0.00

TRINITY_DN29219_c0_g2PWA88987.1protein MOR1 [Artemisia annua]Artemisia_annua 42.30 0.00

TRINITY_DN29820_c0_g1GBF94966.1hypothetical protein Rsub_07467 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.30 0.00

TRINITY_DN30805_c0_g1GAX78290.1hypothetical protein CEUSTIGMA_g5732.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN31112_c0_g1EFJ05452.1hypothetical protein SELMODRAFT_431559 [Selaginella moellendorffii]Selaginella_moellendorffii 42.30 0.00

TRINITY_DN31132_c0_g1XP_023901702.1phosphatidylserine decarboxylase proenzyme 3-like [Quercus suber]Quercus_suber 42.30 0.00

TRINITY_DN31819_c0_g1XP_002951206.1hypothetical protein VOLCADRAFT_117768 [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN32839_c0_g3XP_020106085.1uncharacterized protein LOC109722433 isoform X1 [Ananas comosus]Ananas_comosus 42.30 0.00

TRINITY_DN33390_c0_g6XP_021757782.1probable protein phosphatase 2C 80 [Chenopodium quinoa]Chenopodium_quinoa 42.30 0.00

TRINITY_DN34197_c1_g4BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 42.30 0.00

TRINITY_DN34292_c0_g1XP_014517347.1protein BONZAI 3 [Vigna radiata var. radiata]Vigna_radiata 42.30 0.00

TRINITY_DN34506_c0_g1OAE20281.1hypothetical protein AXG93_4010s1180 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.30 0.00

TRINITY_DN35799_c0_g2KFK26344.1hypothetical protein AALP_AA8G235700 [Arabis alpina]Arabis_alpina 42.30 0.00

TRINITY_DN36461_c1_g7XP_003058670.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.30 0.00

TRINITY_DN36675_c1_g1KXZ44376.1hypothetical protein GPECTOR_68g347 [Gonium pectorale]Gonium_pectorale 42.30 0.00

TRINITY_DN36903_c0_g4GAQ82822.1TATA-box binding protein-associated factor [Klebsormidium nitens]Klebsormidium_nitens 42.30 0.00

TRINITY_DN37019_c0_g4GAX79486.1hypothetical protein CEUSTIGMA_g6927.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN37419_c0_g3XP_005647419.1epocide hydrolase domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.30 0.00

TRINITY_DN37632_c0_g1XP_010680764.1PREDICTED: notch-regulated ankyrin repeat-containing protein A [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.30 0.00

TRINITY_DN37653_c0_g1GAQ90146.1hypothetical protein KFL_006050080 [Klebsormidium nitens]Klebsormidium_nitens 42.30 0.00

TRINITY_DN37679_c0_g3GAX72604.1hypothetical protein CEUSTIGMA_g60.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN38047_c0_g2GAX80410.1hypothetical protein CEUSTIGMA_g7849.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN38387_c0_g1XP_002437246.1uncharacterized protein At2g34160 [Sorghum bicolor]Sorghum_bicolor 42.30 0.00

TRINITY_DN38551_c0_g1GAQ84934.13'-5'-exoribonuclease family protein [Klebsormidium nitens]Klebsormidium_nitens 42.30 0.00

TRINITY_DN38940_c0_g1XP_001700389.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0.00

TRINITY_DN39961_c0_g2GAX80128.1hypothetical protein CEUSTIGMA_g7566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN40015_c0_g3XP_021625948.1sodium/hydrogen exchanger 6 [Manihot esculenta]Manihot_esculenta 42.30 0.00

TRINITY_DN40058_c0_g5XP_020087333.1LOW QUALITY PROTEIN: protein BONZAI 3-like [Ananas comosus]Ananas_comosus 42.30 0.00

TRINITY_DN41189_c0_g2XP_002953446.1hypothetical protein VOLCADRAFT_94261 [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN41600_c0_g3PWA58495.1chromatin remodeling factor CHD3 (PICKLE) [Artemisia annua]Artemisia_annua 42.30 0.00

TRINITY_DN41650_c1_g5PNG99771.1hypothetical protein TSOC_014444, partial [Tetrabaena socialis]Tetrabaena_socialis 42.30 0.00

TRINITY_DN42456_c0_g5XP_010525765.1PREDICTED: serine/threonine-protein kinase Aurora-3-like [Tarenaya hassleriana]Tarenaya_hassleriana 42.30 0.00

TRINITY_DN42821_c0_g1GAX78644.1hypothetical protein CEUSTIGMA_g6082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN43222_c0_g3KXZ53623.1hypothetical protein GPECTOR_6g540 [Gonium pectorale]Gonium_pectorale 42.30 0.00

TRINITY_DN43226_c0_g3XP_022999294.1E3 ubiquitin ligase BIG BROTHER-related [Cucurbita maxima]Cucurbita_maxima 42.30 0.00

TRINITY_DN43348_c0_g7PNW85431.1hypothetical protein CHLRE_03g186100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0.00

TRINITY_DN43908_c0_g11GBG84220.1hypothetical protein CBR_g38192 [Chara braunii]Chara_braunii 42.30 0.00

TRINITY_DN44257_c0_g2GAX77854.1hypothetical protein CEUSTIGMA_g5296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN44605_c0_g1GAX82039.1hypothetical protein CEUSTIGMA_g9467.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN44764_c0_g5NP_001234106.1U1 small nuclear ribonucleoprotein C-like [Solanum lycopersicum]Solanum_lycopersicum 42.30 0.00

TRINITY_DN45034_c0_g3PNH04321.1GTPase obg [Tetrabaena socialis]Tetrabaena_socialis 42.30 0.00

TRINITY_DN45043_c0_g2GAX76820.1hypothetical protein CEUSTIGMA_g4266.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN45169_c0_g2GAX76866.1hypothetical protein CEUSTIGMA_g4312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN45271_c0_g4GAX82583.1hypothetical protein CEUSTIGMA_g10009.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN45372_c0_g1PNW83304.1hypothetical protein CHLRE_05g230850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0.00

TRINITY_DN45396_c0_g3XP_003062426.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 42.30 0.00

TRINITY_DN45874_c0_g3XP_002952743.1hypothetical protein VOLCADRAFT_93432 [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN45895_c1_g5GAQ86722.1ABC transporter C family [Klebsormidium nitens]Klebsormidium_nitens 42.30 0.00



TRINITY_DN47263_c0_g3XP_021865701.1thiosulfate/3-mercaptopyruvate sulfurtransferase 2-like [Spinacia oleracea]Spinacia_oleracea 42.30 0.00

TRINITY_DN47447_c0_g4PWA44289.1Zinc finger, DHHC-type, palmitoyltransferase [Artemisia annua]Artemisia_annua 42.30 0.00

TRINITY_DN47475_c0_g1XP_002950012.1kinesin-like protein [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN47623_c0_g10KEH29964.1serine carboxypeptidase-like protein [Medicago truncatula]Medicago_truncatula 42.30 0.00

TRINITY_DN47952_c0_g1KXZ49339.1hypothetical protein GPECTOR_22g933 [Gonium pectorale]Gonium_pectorale 42.30 0.00

TRINITY_DN48238_c0_g4XP_024519968.1probable serine/threonine-protein kinase SIS8 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 42.30 0.00

TRINITY_DN48830_c0_g4GAQ92802.1hypothetical protein KFL_011450010, partial [Klebsormidium nitens]Klebsormidium_nitens 42.30 0.00

TRINITY_DN48911_c0_g1KXZ47489.1hypothetical protein GPECTOR_35g927 [Gonium pectorale]Gonium_pectorale 42.30 0.00

TRINITY_DN48923_c1_g3GAX86069.1hypothetical protein CEUSTIGMA_g13483.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN48968_c0_g1PNH08314.1Dolichol kinase [Tetrabaena socialis]Tetrabaena_socialis 42.30 0.00

TRINITY_DN49026_c1_g3KCW83437.1hypothetical protein EUGRSUZ_B00359 [Eucalyptus grandis]Eucalyptus_grandis 42.30 0.00

TRINITY_DN49426_c1_g8XP_023917935.160S ribosomal export protein NMD3-like [Quercus suber]Quercus_suber 42.30 0.00

TRINITY_DN49836_c0_g1GBF90465.1hypothetical protein Rsub_03461 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.30 0.00

TRINITY_DN50336_c1_g1GAX72575.1hypothetical protein CEUSTIGMA_g31.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN50423_c0_g5KVH90641.1Alpha tubulin [Cynara cardunculus var. scolymus]Cynara_cardunculus 42.30 0.00

TRINITY_DN50859_c0_g1XP_002955392.1hypothetical protein VOLCADRAFT_106791 [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN50896_c0_g7PNH01484.1putative vacuolar protein sorting-associated protein 13D [Tetrabaena socialis]Tetrabaena_socialis 42.30 0.00

TRINITY_DN50997_c0_g4PNW71392.1hypothetical protein CHLRE_16g652400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0.00

TRINITY_DN51036_c0_g1GBF88490.1hypothetical protein Rsub_01203 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.30 0.00

TRINITY_DN51147_c0_g1PRW58707.1multidrug transporter isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 42.30 0.00

TRINITY_DN51445_c0_g1XP_002949355.1hypothetical protein VOLCADRAFT_89733 [Volvox carteri f. nagariensis]Volvox_carteri 42.30 0.00

TRINITY_DN51839_c0_g1GAX76885.1hypothetical protein CEUSTIGMA_g4331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.30 0.00

TRINITY_DN52444_c2_g1PNW88988.1hypothetical protein CHLRE_01g053450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0

TRINITY_DN52615_c2_g2PNW85231.1hypothetical protein CHLRE_03g177100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.30 0.00

TRINITY_DN1634_c0_g1XP_005644811.1calcium-translocating P-type ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.20 0.00

TRINITY_DN19710_c0_g1XP_010231775.1E3 UFM1-protein ligase 1 homolog [Brachypodium distachyon]Brachypodium_distachyon 42.20 0.00

TRINITY_DN23344_c0_g2RMZ57695.1hypothetical protein APUTEX25_001895, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 42.20 0.00

TRINITY_DN27062_c0_g1KMS93688.1hypothetical protein BVRB_028960, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.20 0.00

TRINITY_DN27098_c0_g1XP_012700531.1serine/threonine-protein kinase ATR [Setaria italica]Setaria_italica 42.20 0.00

TRINITY_DN29329_c0_g1GAX75600.1hypothetical protein CEUSTIGMA_g3044.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN30642_c0_g1XP_024383365.1E3 UFM1-protein ligase 1 homolog isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.20 0.00

TRINITY_DN31984_c0_g1A8ISN6.2RecName: Full=ADP-ribosylation factor-like protein 3Chlamydomonas_reinhardtii 42.20 0.00

TRINITY_DN34025_c0_g1RXH88729.1hypothetical protein DVH24_000328 [Malus domestica]Malus_domestica 42.20 0.00

TRINITY_DN35098_c0_g7XP_011658935.1PREDICTED: alpha-N-acetylglucosaminidase-like [Cucumis sativus]Cucumis_sativus 42.20 0.00

TRINITY_DN36616_c0_g2XP_024370949.1transcription initiation factor TFIID subunit 14b-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 42.20 0.00

TRINITY_DN36732_c0_g6PNR53004.1hypothetical protein PHYPA_009379 [Physcomitrella patens]Physcomitrella_patens 42.20 0.00

TRINITY_DN36775_c1_g2XP_005850026.1hypothetical protein CHLNCDRAFT_57034 [Chlorella variabilis]Chlorella_variabilis 42.20 0.00

TRINITY_DN36860_c0_g1XP_006284503.1vacuolar protein sorting-associated protein 32 homolog 2 [Capsella rubella]Capsella_rubella 42.20 0.00

TRINITY_DN36927_c0_g1GAX81885.1hypothetical protein CEUSTIGMA_g9313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN37043_c0_g1GAX77727.1hypothetical protein CEUSTIGMA_g5170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN37305_c1_g3KXZ47521.1hypothetical protein GPECTOR_34g680 [Gonium pectorale]Gonium_pectorale 42.20 0.00

TRINITY_DN37388_c0_g1GBG42279.1hypothetical protein CBR_g75710, partial [Chara braunii]Chara_braunii 42.20 0.00

TRINITY_DN37763_c0_g1XP_024543848.1phosphatidylserine decarboxylase proenzyme 1, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 42.20 0.00

TRINITY_DN37920_c0_g2XP_022715993.1external alternative NAD(P)H-ubiquinone oxidoreductase B2, mitochondrial [Durio zibethinus]Durio_zibethinus 42.20 0.00

TRINITY_DN38088_c0_g5XP_007030715.1PREDICTED: uncharacterized protein LOC18600293 isoform X1 [Theobroma cacao]Theobroma_cacao 42.20 0.00

TRINITY_DN38209_c0_g6GAX83060.1hypothetical protein CEUSTIGMA_g10486.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN38255_c1_g2GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 42.20 0.00

TRINITY_DN38299_c0_g6XP_012451662.1PREDICTED: ras-related protein RABE1c-like [Gossypium raimondii]Gossypium_raimondii 42.20 0.00

TRINITY_DN38332_c0_g2GAX81583.1hypothetical protein CEUSTIGMA_g9011.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN38738_c0_g1GAQ80881.1adaptor complexes medium subunit family domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 42.20 0.00

TRINITY_DN38929_c2_g5OAY74366.1Geranylgeranyl transferase type-2 subunit beta [Ananas comosus]Ananas_comosus 42.20 0.00

TRINITY_DN38952_c0_g5PON35914.1GPCR kinase [Parasponia andersonii]Parasponia_andersonii 42.20 0.00

TRINITY_DN39053_c0_g2GAQ84585.1histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 42.20 0.00

TRINITY_DN39184_c0_g2OAE23102.1hypothetical protein AXG93_2930s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.20 0.00

TRINITY_DN39187_c0_g1XP_023906947.1probable lipase C16A3.12c [Quercus suber]Quercus_suber 42.20 0.00

TRINITY_DN40038_c0_g5GAQ89640.1transcription initiation factor TFIID subunit 3 [Klebsormidium nitens]Klebsormidium_nitens 42.20 0.00

TRINITY_DN40150_c0_g1XP_011656945.1PREDICTED: switch 2 isoform X2 [Cucumis sativus]Cucumis_sativus 42.20 0.00

TRINITY_DN40573_c0_g6PSC69508.1Oxidoreductase HTATIP2 [Micractinium conductrix]Micractinium_conductrix 42.20 0.00

TRINITY_DN40836_c0_g1GAX84950.1hypothetical protein CEUSTIGMA_g12371.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN41557_c0_g4GBF98117.1hypothetical protein Rsub_10864 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.20 0.00

TRINITY_DN41567_c1_g3PNW83380.1hypothetical protein CHLRE_05g245550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.20 0.00

TRINITY_DN41588_c0_g2RWR94173.1Peptidase C48 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 42.20 0.00

TRINITY_DN41588_c0_g7XP_006878615.1ABC transporter G family member 14 [Amborella trichopoda]Amborella_trichopoda 42.20 0.00

TRINITY_DN41646_c0_g1GBF93993.11-phosphatidylinositol-3-phosphate 5-kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.20 0.00

TRINITY_DN41651_c0_g5KXZ46908.1hypothetical protein GPECTOR_39g402 [Gonium pectorale]Gonium_pectorale 42.20 0.00

TRINITY_DN42565_c0_g6GBG83999.1hypothetical protein CBR_g37873 [Chara braunii]Chara_braunii 42.20 0.00



TRINITY_DN43005_c2_g2KHG12424.1hydrolase [Gossypium arboreum]Gossypium_arboreum 42.20 0.00

TRINITY_DN44224_c0_g3XP_024171190.1WD and tetratricopeptide repeats protein 1 isoform X3 [Rosa chinensis]Rosa_chinensis 42.20 0.00

TRINITY_DN44423_c0_g2PNH01468.1hypothetical protein TSOC_012642, partial [Tetrabaena socialis]Tetrabaena_socialis 42.20 0.00

TRINITY_DN44766_c1_g4XP_002953441.1hypothetical protein VOLCADRAFT_94253 [Volvox carteri f. nagariensis]Volvox_carteri 42.20 0.00

TRINITY_DN44881_c0_g3KXZ50785.1hypothetical protein GPECTOR_15g470 [Gonium pectorale]Gonium_pectorale 42.20 0.00

TRINITY_DN45050_c0_g2KXZ49981.1hypothetical protein GPECTOR_18g137 [Gonium pectorale]Gonium_pectorale 42.20 0.00

TRINITY_DN45160_c0_g1GBG88559.1hypothetical protein CBR_g48028 [Chara braunii]Chara_braunii 42.20 0.00

TRINITY_DN45568_c0_g2XP_002955700.1hypothetical protein VOLCADRAFT_119133 [Volvox carteri f. nagariensis]Volvox_carteri 42.20 0.00

TRINITY_DN46117_c1_g6KXZ56405.1hypothetical protein GPECTOR_1g360 [Gonium pectorale]Gonium_pectorale 42.20 0.00

TRINITY_DN46615_c0_g1XP_024387048.1DNA mismatch repair protein MLH1-like [Physcomitrella patens]Physcomitrella_patens 42.20 0.00

TRINITY_DN46681_c1_g10PLY69597.1hypothetical protein LSAT_5X172281 [Lactuca sativa]Lactuca_sativa 42.20 0.00

TRINITY_DN46927_c0_g6XP_024370075.1probable 3-hydroxyisobutyrate dehydrogenase, mitochondrial [Physcomitrella patens]Physcomitrella_patens 42.20 0.00

TRINITY_DN47169_c0_g7RXH69577.1hypothetical protein DVH24_037361 [Malus domestica]Malus_domestica 42.20 0.00

TRINITY_DN47187_c0_g5XP_027078632.1WD40 repeat-containing protein HOS15-like isoform X1 [Coffea arabica]Coffea_arabica 42.20 0.00

TRINITY_DN47479_c1_g10XP_022838628.1Aminoacyl-tRNA synthetase, class 1a,anticodon-binding [Ostreococcus tauri]Ostreococcus_tauri 42.20 0.00

TRINITY_DN47942_c0_g2OAE27228.1hypothetical protein AXG93_4332s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.20 0.00

TRINITY_DN48035_c1_g4XP_001700850.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.20 0.00

TRINITY_DN48046_c0_g2XP_002947984.1hypothetical protein VOLCADRAFT_103616 [Volvox carteri f. nagariensis]Volvox_carteri 42.20 0.00

TRINITY_DN48251_c0_g6PNH12687.1hypothetical protein TSOC_000386 [Tetrabaena socialis]Tetrabaena_socialis 42.20 0.00

TRINITY_DN48316_c1_g1GAX78656.1hypothetical protein CEUSTIGMA_g6094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN48699_c0_g5GBG79173.1hypothetical protein CBR_g28889 [Chara braunii]Chara_braunii 42.20 0.00

TRINITY_DN49448_c0_g8XP_009591447.1PREDICTED: probable serine/threonine protein kinase IRE [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 42.20 0.00

TRINITY_DN51016_c1_g1PNW84702.1hypothetical protein CHLRE_03g155300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.20 0.00

TRINITY_DN51433_c0_g1RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 42.20 0.00

TRINITY_DN52353_c0_g1GAX74936.1hypothetical protein CEUSTIGMA_g2382.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.20 0.00

TRINITY_DN52391_c0_g3PNW79116.1hypothetical protein CHLRE_09g401256v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.20 0.00

TRINITY_DN10774_c0_g1PWA79991.1sirtuin family, DHS-like NAD/FAD-binding domain protein [Artemisia annua]Artemisia_annua 42.10 0.00

TRINITY_DN21733_c0_g1XP_006295441.1putative actin-5 [Capsella rubella]Capsella_rubella 42.10 0.00

TRINITY_DN2964_c0_g1OUS42482.1glutamine synthetase type III N terminal-domain-containing protein [Ostreococcus tauri]Ostreococcus_tauri 42.10 0.00

TRINITY_DN29865_c0_g3XP_006662709.1PREDICTED: putative calmodulin-like protein 2 [Oryza brachyantha]Oryza_brachyantha 42.10 0.00

TRINITY_DN32039_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 42.10 0.00

TRINITY_DN34041_c0_g2XP_020176938.1BTB/POZ and MATH domain-containing protein 2-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 42.10 0.00

TRINITY_DN34173_c0_g1OVA00835.1Cytochrome b5-like heme/steroid binding domain [Macleaya cordata]Macleaya_cordata 42.10 0.00

TRINITY_DN34288_c0_g1RWW91007.1hypothetical protein BHE74_00000125 [Ensete ventricosum]Ensete_ventricosum 42.10 0.00

TRINITY_DN34339_c0_g1XP_019462097.1PREDICTED: chaperone protein dnaJ A6, chloroplastic-like [Lupinus angustifolius]Lupinus_angustifolius 42.10 0.00

TRINITY_DN35346_c0_g1ADE77854.1unknown [Picea sitchensis]Picea_sitchensis 42.10 0.00

TRINITY_DN35425_c0_g4XP_017256887.1PREDICTED: dual specificity protein phosphatase 1-like isoform X2 [Daucus carota subsp. sativus]Daucus_carota 42.10 0.00

TRINITY_DN35626_c1_g3RYQ81864.1hypothetical protein Ahy_B10g100464 [Arachis hypogaea]Arachis_hypogaea 42.10 0.00

TRINITY_DN35966_c0_g1XP_002950013.1hypothetical protein VOLCADRAFT_90423 [Volvox carteri f. nagariensis]Volvox_carteri 42.10 0.00

TRINITY_DN36022_c0_g3KMS65245.1hypothetical protein BVRB_037930, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 42.10 0.00

TRINITY_DN36079_c0_g1XP_024372710.1short-chain dehydrogenase TIC 32, chloroplastic-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 42.10 0.00

TRINITY_DN36221_c0_g1XP_004954373.1NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial [Setaria italica]Setaria_italica 42.10 0.00

TRINITY_DN36276_c0_g2XP_005849704.1hypothetical protein CHLNCDRAFT_7476, partial [Chlorella variabilis]Chlorella_variabilis 42.10 0.00

TRINITY_DN36414_c0_g1GBF98414.1hypothetical protein Rsub_10479 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.10 0.00

TRINITY_DN36525_c0_g4XP_010234867.1lanC-like protein GCR2 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 42.10 0.00

TRINITY_DN36748_c0_g1OAE31800.1hypothetical protein AXG93_1838s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.10 0.00

TRINITY_DN36763_c0_g11EOY34603.1Mitochondrial substrate carrier family protein [Theobroma cacao]Theobroma_cacao 42.10 0.00

TRINITY_DN36876_c0_g4XP_003081480.2Transcription elongation factor S-II, central domain [Ostreococcus tauri]Ostreococcus_tauri 42.10 0.00

TRINITY_DN36902_c1_g4AET02413.1hypothetical protein MTR_8g040260 [Medicago truncatula]Medicago_truncatula 42.10 0.00

TRINITY_DN37287_c1_g6XP_024979633.1long chain acyl-CoA synthetase 6, peroxisomal-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 42.10 0.00

TRINITY_DN37352_c0_g6RCU61424.1hypothetical protein SETIT_J000700v2 [Setaria italica]Setaria_italica 42.10 0.00

TRINITY_DN37502_c0_g1GAX73142.1hypothetical protein CEUSTIGMA_g595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN37636_c0_g1XP_005650843.1peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.10 0.00

TRINITY_DN37836_c0_g2XP_024984907.1heterogeneous nuclear ribonucleoprotein 1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 42.10 0.00

TRINITY_DN38144_c1_g5XP_014497738.1ABC transporter B family member 20 [Vigna radiata var. radiata]Vigna_radiata 42.10 0.00

TRINITY_DN38615_c1_g5GAX80861.1hypothetical protein CEUSTIGMA_g8296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN39876_c0_g3GAX76357.1hypothetical protein CEUSTIGMA_g3803.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN40138_c0_g2PTQ28846.1hypothetical protein MARPO_0153s0014 [Marchantia polymorpha]Marchantia_polymorpha 42.10 0.00

TRINITY_DN40368_c0_g4OAE28792.1hypothetical protein AXG93_3096s1060 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.10 0.00

TRINITY_DN40542_c0_g2XP_023905674.1lon protease homolog 2, peroxisomal [Quercus suber]Quercus_suber 42.10 0.00

TRINITY_DN40891_c0_g4GAX77368.1hypothetical protein CEUSTIGMA_g4814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN41660_c0_g8KXZ55562.1hypothetical protein GPECTOR_2g1111 [Gonium pectorale]Gonium_pectorale 42.10 0.00

TRINITY_DN41994_c0_g4XP_027356126.1probable serine/threonine protein kinase IRE [Abrus precatorius]Abrus_precatorius 42.10 0.00

TRINITY_DN42314_c0_g1XP_023910849.1protein phosphatase PP2A regulatory subunit B-like [Quercus suber]Quercus_suber 42.10 0.00

TRINITY_DN42488_c0_g1KXZ54593.1hypothetical protein GPECTOR_4g658 [Gonium pectorale]Gonium_pectorale 42.10 0.00

TRINITY_DN42660_c0_g6XP_001699990.1mitogen activated protein kinase kinase kinase 11, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.10 0.00



TRINITY_DN42905_c1_g5RLM69424.1hypothetical protein C2845_PM17G01100 [Panicum miliaceum]Panicum_miliaceum 42.10 0.00

TRINITY_DN43101_c0_g2GBF93029.1hypothetical protein Rsub_05640 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.10 0.00

TRINITY_DN43505_c0_g1XP_013905864.1hypothetical protein MNEG_1114 [Monoraphidium neglectum]Monoraphidium_neglectum 42.10 0.00

TRINITY_DN43755_c2_g7GBF92257.1thioredoxin [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.10 0.00

TRINITY_DN43945_c0_g3XP_021317143.1phospholipid-transporting ATPase 3 isoform X1 [Sorghum bicolor]Sorghum_bicolor 42.10 0.00

TRINITY_DN44427_c0_g1GBF99949.1hypothetical protein Rsub_12642 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.10 0.00

TRINITY_DN45026_c0_g1KXZ44063.1hypothetical protein GPECTOR_74g677 [Gonium pectorale]Gonium_pectorale 42.10 0.00

TRINITY_DN45930_c0_g2XP_013905746.1Sodium channel protein type 1 subunit alpha [Monoraphidium neglectum]Monoraphidium_neglectum 42.10 0.00

TRINITY_DN45951_c1_g9XP_019183963.1PREDICTED: ATP-dependent 6-phosphofructokinase 2 [Ipomoea nil]Ipomoea_nil 42.10 0.00

TRINITY_DN46271_c0_g1GAX73207.1hypothetical protein CEUSTIGMA_g660.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN46504_c0_g2GAX72786.1hypothetical protein CEUSTIGMA_g242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN46743_c0_g3GAX84054.1hypothetical protein CEUSTIGMA_g11478.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN46772_c0_g2GAX75212.1hypothetical protein CEUSTIGMA_g2656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN47157_c0_g2GAX82503.1hypothetical protein CEUSTIGMA_g9930.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN47848_c0_g1ADE76381.1unknown [Picea sitchensis]Picea_sitchensis 42.10 0.00

TRINITY_DN48718_c0_g1GAX81523.1hypothetical protein CEUSTIGMA_g8951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN48776_c0_g3GAX75618.1hypothetical protein CEUSTIGMA_g3062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN48897_c1_g6XP_005647214.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.10 0.00

TRINITY_DN49439_c0_g3BBC28459.1predicted histone H1-like nucleoprotein HC2 (HC2), homolog of Volvox carteri MTF0822/MTM1037 [Yamagishiella unicocca]Yamagishiella_unicocca 42.10 0.00

TRINITY_DN49685_c1_g3GBF88516.1hypothetical protein Rsub_01231 [Raphidocelis subcapitata]Raphidocelis_subcapitata 42.10 0.00

TRINITY_DN49817_c0_g2XP_001692575.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.10 0.00

TRINITY_DN50479_c1_g1GAX77748.1hypothetical protein CEUSTIGMA_g5191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN50500_c1_g5GAX77105.1hypothetical protein CEUSTIGMA_g4551.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN50587_c1_g4GAX83671.1hypothetical protein CEUSTIGMA_g11096.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.10 0.00

TRINITY_DN50774_c1_g1XP_001419050.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 42.10 0.00

TRINITY_DN51398_c2_g6XP_020599242.1serine/arginine-rich splicing factor RS2Z33-like [Phalaenopsis equestris]Phalaenopsis_equestris 42.10 0.00

TRINITY_DN51983_c0_g4PNW78927.1hypothetical protein CHLRE_09g394769v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.10 0.00

TRINITY_DN52033_c0_g2KXZ49410.1hypothetical protein GPECTOR_21g636 [Gonium pectorale]Gonium_pectorale 42.10 0.00

TRINITY_DN52440_c0_g2XP_023902607.1dipeptidyl peptidase 3-like [Quercus suber]Quercus_suber 42.10 0.00

TRINITY_DN10197_c0_g1XP_023907852.1GTP-binding protein rhoA-like [Quercus suber]Quercus_suber 42.00 0.00

TRINITY_DN12005_c0_g1XP_009628294.1PREDICTED: alpha N-terminal protein methyltransferase 1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 42.00 0.00

TRINITY_DN13997_c0_g1XP_002501694.1predicted protein [Micromonas commoda]Micromonas_commoda 42.00 0.00

TRINITY_DN15069_c0_g2RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 42.00 0.00

TRINITY_DN16456_c0_g1XP_002262983.1PREDICTED: rac-like GTP-binding protein ARAC1 [Vitis vinifera]Vitis_vinifera 42.00 0.00

TRINITY_DN1935_c0_g1XP_026448898.1cell division cycle protein 27 homolog B-like [Papaver somniferum]Papaver_somniferum 42.00 0.00

TRINITY_DN25903_c0_g1NP_001237125.1uncharacterized protein LOC100500634 [Glycine max]Glycine_max 42.00 0.00

TRINITY_DN30059_c0_g1XP_008796821.1flavin-containing monooxygenase FMO GS-OX5-like [Phoenix dactylifera]Phoenix_dactylifera 42.00 0.00

TRINITY_DN31099_c1_g2XP_013630193.1PREDICTED: ABC transporter A family member 8 isoform X1 [Brassica oleracea var. oleracea]Brassica_oleracea 42.00 0.00

TRINITY_DN33467_c0_g1XP_012452862.1PREDICTED: probable protein phosphatase 2C 60 isoform X1 [Gossypium raimondii]Gossypium_raimondii 42.00 0.00

TRINITY_DN34220_c0_g1XP_020080458.1uncharacterized protein LOC109704139 [Ananas comosus]Ananas_comosus 42.00 0.00

TRINITY_DN34810_c0_g2XP_009351061.1PREDICTED: negative elongation factor C/D-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 42.00 0.00

TRINITY_DN35207_c0_g2ONM09725.1Serine/threonine-protein kinase Aurora-3 [Zea mays]Zea_mays 42.00 0.00

TRINITY_DN35747_c0_g1EFJ38356.1hypothetical protein SELMODRAFT_402201 [Selaginella moellendorffii]Selaginella_moellendorffii 42.00 0.00

TRINITY_DN35861_c0_g1XP_011401021.1Alkylglycerol monooxygenase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 42.00 0.00

TRINITY_DN36823_c0_g1OAE29107.1hypothetical protein AXG93_3241s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.00 0.00

TRINITY_DN37148_c0_g7GBG84318.1hypothetical protein CBR_g38288 [Chara braunii]Chara_braunii 42.00 0.00

TRINITY_DN37256_c0_g2ABR21719.1calmodulin [Actinidia kolomikta]Actinidia_kolomikta 42.00 0.00

TRINITY_DN37660_c0_g4GBG89628.1hypothetical protein CBR_g49418 [Chara braunii]Chara_braunii 42.00 0.00

TRINITY_DN37888_c0_g6XP_023755019.1protein arginine N-methyltransferase 1.5 isoform X1 [Lactuca sativa]Lactuca_sativa 42.00 0.00

TRINITY_DN37901_c0_g4XP_002949964.1hypothetical protein VOLCADRAFT_117404 [Volvox carteri f. nagariensis]Volvox_carteri 42.00 0.00

TRINITY_DN37975_c0_g1XP_007513346.1aminophospholipid ATPase [Bathycoccus prasinos]Bathycoccus_prasinos 42.00 0.00

TRINITY_DN39034_c0_g1GAX76816.1hypothetical protein CEUSTIGMA_g4262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN39191_c0_g3XP_015647267.1ras-related protein RABA5a [Oryza sativa Japonica Group]Oryza_sativa 42.00 0.00

TRINITY_DN39632_c0_g8XP_010522257.1PREDICTED: probable poly(ADP-ribose) glycohydrolase 2 isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 42.00 0.00

TRINITY_DN40639_c0_g2KXZ48315.1hypothetical protein GPECTOR_29g9 [Gonium pectorale]Gonium_pectorale 42.00 0.00

TRINITY_DN40682_c2_g3GAQ80700.1lactosylceramide 4-alpha-galactosyltransferase [Klebsormidium nitens]Klebsormidium_nitens 42.00 0.00

TRINITY_DN40746_c0_g4GAX85788.1hypothetical protein CEUSTIGMA_g13203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN40821_c0_g3ERN18092.1hypothetical protein AMTR_s00046p00227790 [Amborella trichopoda]Amborella_trichopoda 42.00 0.00

TRINITY_DN40931_c0_g1KXZ56905.1hypothetical protein GPECTOR_1g816 [Gonium pectorale]Gonium_pectorale 42.00 0.00

TRINITY_DN40955_c1_g1XP_009757108.1PREDICTED: zinc finger MYND domain-containing protein 15 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 42.00 0.00

TRINITY_DN41099_c0_g1XP_024363998.1double-strand break repair protein MRE11-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 42.00 0.00

TRINITY_DN41412_c0_g2GAX76004.1hypothetical protein CEUSTIGMA_g3447.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN41570_c0_g3XP_002958644.1hypothetical protein VOLCADRAFT_99928 [Volvox carteri f. nagariensis]Volvox_carteri 42.00 0.00

TRINITY_DN41600_c0_g1PTQ45236.1hypothetical protein MARPO_0015s0047 [Marchantia polymorpha]Marchantia_polymorpha 42.00 0.00

TRINITY_DN41604_c0_g8XP_005651635.1ADP,ATP carrier protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.00 0.00

TRINITY_DN42099_c1_g9XP_007135554.1hypothetical protein PHAVU_010G139200g [Phaseolus vulgaris]Phaseolus_vulgaris 42.00 0.00



TRINITY_DN42248_c0_g1XP_002505245.1predicted protein [Micromonas commoda]Micromonas_commoda 42.00 0.00

TRINITY_DN42831_c0_g6XP_021769234.1conserved oligomeric Golgi complex subunit 7-like [Chenopodium quinoa]Chenopodium_quinoa 42.00 0.00

TRINITY_DN43159_c0_g6XP_023907290.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 42.00 0.00

TRINITY_DN44055_c0_g2GAX80086.1hypothetical protein CEUSTIGMA_g7524.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN44287_c0_g6XP_013624620.1PREDICTED: uncharacterized protein LOC106330745 [Brassica oleracea var. oleracea]Brassica_oleracea 42.00 0.00

TRINITY_DN44460_c0_g2XP_002947055.1hypothetical protein VOLCADRAFT_87299 [Volvox carteri f. nagariensis]Volvox_carteri 42.00 0.00

TRINITY_DN44937_c0_g1XP_002954960.1hypothetical protein VOLCADRAFT_95888 [Volvox carteri f. nagariensis]Volvox_carteri 42.00 0.00

TRINITY_DN45084_c1_g2XP_001694467.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN45113_c0_g1XP_022145345.1serine/threonine-protein kinase STY17-like isoform X1 [Momordica charantia]Momordica_charantia 42.00 0.00

TRINITY_DN45777_c2_g6GAX80580.1hypothetical protein CEUSTIGMA_g8017.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN46155_c1_g4OAE27153.1hypothetical protein AXG93_4666s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 42.00 0.00

TRINITY_DN47019_c0_g1KXZ43853.1hypothetical protein GPECTOR_79g132 [Gonium pectorale]Gonium_pectorale 42.00 0.00

TRINITY_DN47358_c0_g2EFH51677.1predicted protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 42.00 0.00

TRINITY_DN47707_c0_g3GAX73443.1hypothetical protein CEUSTIGMA_g895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN48036_c0_g1XP_013897276.1hypothetical protein MNEG_9705 [Monoraphidium neglectum]Monoraphidium_neglectum 42.00 0.00

TRINITY_DN48080_c0_g4GAX76531.1hypothetical protein CEUSTIGMA_g3977.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN48129_c2_g11GAX74993.1hypothetical protein CEUSTIGMA_g2439.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN48173_c0_g1PNG99531.1hypothetical protein TSOC_014688, partial [Tetrabaena socialis]Tetrabaena_socialis 42.00 0.00

TRINITY_DN48188_c0_g2XP_008797114.1probable E3 ubiquitin-protein ligase bre1 isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 42.00 0.00

TRINITY_DN48362_c1_g3PNW80442.1hypothetical protein CHLRE_07g317800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN49167_c1_g1GAX76956.1hypothetical protein CEUSTIGMA_g4403.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN49714_c0_g1PNW86830.1hypothetical protein CHLRE_02g097300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN49735_c0_g4XP_011402404.1Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 42.00 0.00

TRINITY_DN49940_c0_g2GAX79352.1hypothetical protein CEUSTIGMA_g6794.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN50200_c0_g1XP_024186841.1nodal modulator 1 [Rosa chinensis]Rosa_chinensis 42.00 0.00

TRINITY_DN50281_c0_g1PNW80614.1hypothetical protein CHLRE_07g324932v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN50422_c3_g6XP_005649439.1hypothetical protein COCSUDRAFT_62304 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 42.00 0.00

TRINITY_DN50597_c0_g1PNW79001.1hypothetical protein CHLRE_09g397253v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN50637_c0_g1GAX80807.1hypothetical protein CEUSTIGMA_g8243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN51284_c0_g3PNW88106.1hypothetical protein CHLRE_01g014400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN51323_c0_g1GAX77343.1hypothetical protein CEUSTIGMA_g4789.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN51459_c0_g4GAX80128.1hypothetical protein CEUSTIGMA_g7566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN51704_c1_g4PNW78348.1hypothetical protein CHLRE_09g400850v5, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 42.00 0.00

TRINITY_DN52007_c1_g1GAX76367.1hypothetical protein CEUSTIGMA_g3813.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN52497_c1_g2GAX84899.1hypothetical protein CEUSTIGMA_g12320.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 42.00 0.00

TRINITY_DN52687_c6_g5XP_023901059.1uncharacterized protein LOC112012918 [Quercus suber]Quercus_suber 42.00 0.00

TRINITY_DN53773_c0_g1XP_018832770.1PREDICTED: ataxin-10-like [Juglans regia]Juglans_regia 42.00 0.00

TRINITY_DN1938_c0_g1NP_001137493.1uncharacterized protein LOC100240695 [Zea mays]Zea_mays 41.90 0.00

TRINITY_DN23547_c0_g2XP_001418504.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 41.90 0.00

TRINITY_DN24154_c0_g1ERN12426.1hypothetical protein AMTR_s00025p00136600 [Amborella trichopoda]Amborella_trichopoda 41.90 0.00

TRINITY_DN27207_c0_g1XP_016565906.1PREDICTED: uncharacterized N-acetyltransferase YoaA-like [Capsicum annuum]Capsicum_annuum 41.90 0.00

TRINITY_DN28072_c0_g2XP_017253592.1PREDICTED: activating signal cointegrator 1 [Daucus carota subsp. sativus]Daucus_carota 41.90 0.00

TRINITY_DN30242_c0_g2GAX76722.1hypothetical protein CEUSTIGMA_g4169.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN30676_c0_g2PKA51244.1E3 ubiquitin-protein ligase CHIP [Apostasia shenzhenica]Apostasia_shenzhenica 41.90 0.00

TRINITY_DN30773_c0_g1XP_022012114.1ras-related protein RABA1f-like [Helianthus annuus]Helianthus_annuus 41.90 0.00

TRINITY_DN31268_c0_g1XP_027916203.1GDSL esterase/lipase At5g62930 [Vigna unguiculata]Vigna_unguiculata 41.90 0.00

TRINITY_DN31491_c0_g2XP_001703358.1selenium binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN3175_c0_g1XP_011469523.1PREDICTED: autophagy-related protein 8d-like [Fragaria vesca subsp. vesca]Fragaria_vesca 41.90 0.00

TRINITY_DN33285_c0_g3XP_019415607.1PREDICTED: probable 28S rRNA (cytosine-C(5))-methyltransferase [Lupinus angustifolius]Lupinus_angustifolius 41.90 0.00

TRINITY_DN33947_c0_g2XP_024039736.1CBL-interacting serine/threonine-protein kinase 8 isoform X2 [Citrus clementina]Citrus_clementina 41.90 0.00

TRINITY_DN34053_c0_g1AFK43759.1unknown [Lotus japonicus]Lotus_japonicus 41.90 0.00

TRINITY_DN34153_c0_g2RAL50604.1hypothetical protein DM860_014546 [Cuscuta australis]Cuscuta_australis 41.90 0.00

TRINITY_DN35204_c0_g1XP_003062761.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.90 0.00

TRINITY_DN35925_c0_g1GBG80229.1hypothetical protein CBR_g30595 [Chara braunii]Chara_braunii 41.90 0.00

TRINITY_DN35958_c0_g1XP_017217694.1PREDICTED: anamorsin homolog isoform X1 [Daucus carota subsp. sativus]Daucus_carota 41.90 0.00

TRINITY_DN36010_c0_g6XP_001418077.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 41.90 0.00

TRINITY_DN36096_c0_g1XP_024535697.1tRNA (guanine(37)-N1)-methyltransferase isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.90 0.00

TRINITY_DN36176_c0_g4XP_001694940.1copper responsive regulator 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN36896_c0_g12XP_005851046.1hypothetical protein CHLNCDRAFT_140939 [Chlorella variabilis]Chlorella_variabilis 41.90 0.00

TRINITY_DN37176_c0_g3GAQ91717.1hypothetical protein KFL_008380070 [Klebsormidium nitens]Klebsormidium_nitens 41.90 0.00

TRINITY_DN37991_c0_g1GAX81002.1hypothetical protein CEUSTIGMA_g8437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN38198_c1_g3XP_003063796.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.90 0.00

TRINITY_DN38296_c0_g3XP_012840343.1PREDICTED: RGS domain-containing serine/threonine-protein kinase A-like [Erythranthe guttata]Erythranthe_guttata 41.90 0.00

TRINITY_DN38357_c0_g1AGC13145.1theta class glutathione S-transferase [Pinus tabuliformis]Pinus_tabuliformis 41.90 0.00

TRINITY_DN38451_c0_g3VDD49015.1unnamed protein product [Brassica oleracea]Brassica_oleracea 41.90 0.00

TRINITY_DN38954_c0_g3KXZ57024.1hypothetical protein GPECTOR_1g925 [Gonium pectorale]Gonium_pectorale 41.90 0.00



TRINITY_DN39147_c0_g7XP_024385073.1beta-adaptin-like protein A [Physcomitrella patens]Physcomitrella_patens 41.90 0.00

TRINITY_DN39417_c0_g2GAQ77818.1branched-chain amino acid aminotransferase [Klebsormidium nitens]Klebsormidium_nitens 41.90 0.00

TRINITY_DN39559_c0_g1XP_025801398.1uncharacterized protein LOC112880881 [Panicum hallii]Panicum_hallii 41.90 0.00

TRINITY_DN39744_c0_g2GAX85571.1hypothetical protein CEUSTIGMA_g12986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN40183_c0_g6PNW85332.1hypothetical protein CHLRE_03g181450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN40240_c0_g1PNH08204.1hypothetical protein TSOC_005278 [Tetrabaena socialis]Tetrabaena_socialis 41.90 0.00

TRINITY_DN40572_c0_g3EYU28876.1hypothetical protein MIMGU_mgv1a002432mg [Erythranthe guttata]Erythranthe_guttata 41.90 0.00

TRINITY_DN40590_c0_g1GAQ82316.1protein-S-isoprenylcysteine O-methyltransferase [Klebsormidium nitens]Klebsormidium_nitens 41.90 0.00

TRINITY_DN40717_c0_g3GAX79599.1hypothetical protein CEUSTIGMA_g7040.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN41106_c0_g1XP_001690514.1uric acid-xanthine permease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN41487_c0_g1XP_002945761.1subunit of VPS-C complex [Volvox carteri f. nagariensis]Volvox_carteri 41.90 0.00

TRINITY_DN41543_c0_g1XP_022875382.1serine/threonine-protein kinase STY46-like isoform X4 [Olea europaea var. sylvestris]Olea_europaea 41.90 0.00

TRINITY_DN42062_c0_g1KZV06718.1single-stranded DNA-binding protein, ssb [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.90 0.00

TRINITY_DN42543_c0_g1XP_002503725.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 41.90 0.00

TRINITY_DN42592_c1_g1PSC69212.1FAD-linked oxidase [Micractinium conductrix]Micractinium_conductrix 41.90 0.00

TRINITY_DN42826_c0_g1XP_023915368.1arginine--tRNA ligase, cytoplasmic-like [Quercus suber]Quercus_suber 41.90 0.00

TRINITY_DN43165_c1_g2PNW84279.1hypothetical protein CHLRE_04g228000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN44077_c1_g2XP_010066827.1PREDICTED: STE20-like serine/threonine-protein kinase isoform X1 [Eucalyptus grandis]Eucalyptus_grandis 41.90 0.00

TRINITY_DN44620_c1_g1GAX75225.1hypothetical protein CEUSTIGMA_g2669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN45067_c1_g4XP_022862336.1uncharacterized protein LOC111382551 [Olea europaea var. sylvestris]Olea_europaea 41.90 0.00

TRINITY_DN45509_c2_g2GAX75618.1hypothetical protein CEUSTIGMA_g3062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN45635_c0_g2XP_013897623.1Esterase [Monoraphidium neglectum]Monoraphidium_neglectum 41.90 0.00

TRINITY_DN46464_c0_g8GAX73425.1hypothetical protein CEUSTIGMA_g877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN46565_c0_g1ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 41.90 0.00

TRINITY_DN46903_c0_g8XP_015650594.1pirin-like protein isoform X1 [Oryza sativa Japonica Group]Oryza_sativa 41.90 0.00

TRINITY_DN47636_c0_g2XP_006651002.1PREDICTED: exosome complex exonuclease RRP44 homolog A [Oryza brachyantha]Oryza_brachyantha 41.90 0.00

TRINITY_DN47720_c0_g2PTQ30755.1hypothetical protein MARPO_0120s0031 [Marchantia polymorpha]Marchantia_polymorpha 41.90 0.00

TRINITY_DN48811_c0_g2XP_005648184.1Metallo-dependent phosphatase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.90 0.00

TRINITY_DN49353_c0_g2GAX83888.1hypothetical protein CEUSTIGMA_g11313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN49783_c0_g1XP_002955693.1hypothetical protein VOLCADRAFT_121444 [Volvox carteri f. nagariensis]Volvox_carteri 41.90 0.00

TRINITY_DN50463_c1_g1GAX79240.1hypothetical protein CEUSTIGMA_g6680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN50523_c0_g1GAX80990.1hypothetical protein CEUSTIGMA_g8425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN51189_c0_g1GAX82063.1hypothetical protein CEUSTIGMA_g9491.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.90 0.00

TRINITY_DN51268_c1_g1PKA61941.1Ras-related protein RABF2b [Apostasia shenzhenica]Apostasia_shenzhenica 41.90 0.00

TRINITY_DN51311_c1_g5XP_027080338.1bifunctional protein FolD 2 [Coffea arabica]Coffea_arabica 41.90 0.00

TRINITY_DN51363_c1_g4GBG77031.1hypothetical protein CBR_g23357 [Chara braunii]Chara_braunii 41.90 0.00

TRINITY_DN51542_c1_g2XP_005646900.1hypothetical protein COCSUDRAFT_47845 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.90 0.00

TRINITY_DN51728_c1_g1XP_021638389.1serine/threonine-protein kinase CTR1-like isoform X3 [Hevea brasiliensis]Hevea_brasiliensis 41.90 0.00

TRINITY_DN52163_c0_g2EPS59216.1hypothetical protein M569_15593 [Genlisea aurea]Genlisea_aurea 41.90 0.00

TRINITY_DN52220_c1_g2XP_001702491.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.90 0.00

TRINITY_DN18537_c0_g1ABK25434.1unknown [Picea sitchensis]Picea_sitchensis 41.80 0.00

TRINITY_DN2291_c0_g2XP_011071512.1uncharacterized protein LOC105156939 [Sesamum indicum]Sesamum_indicum 41.80 0.00

TRINITY_DN24236_c0_g1XP_023902848.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 41.80 0.00

TRINITY_DN27615_c0_g1XP_010666850.1PREDICTED: protein RRP6-like 1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 41.80 0.00

TRINITY_DN28476_c0_g1GBF89791.1hypothetical protein Rsub_02961 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.80 0.00

TRINITY_DN28633_c0_g1XP_023762128.1glycerol kinase-like [Lactuca sativa]Lactuca_sativa 41.80 0.00

TRINITY_DN29251_c0_g1GAQ83868.1hypothetical protein KFL_001660050 [Klebsormidium nitens]Klebsormidium_nitens 41.80 0.00

TRINITY_DN29489_c0_g2OAE25086.1hypothetical protein AXG93_3217s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.80 0.00

TRINITY_DN32547_c0_g2XP_010665680.1PREDICTED: carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase 1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 41.80 0.00

TRINITY_DN3256_c0_g1PQQ10343.1uncharacterized protein Pyn_24409 [Prunus yedoensis var. nudiflora]Prunus_yedoensis 41.80 0.00

TRINITY_DN32784_c0_g1GAX81775.1hypothetical protein CEUSTIGMA_g9203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN32805_c0_g2KMZ61125.1putative Histone acetyltransferase gcn5 [Zostera marina]Zostera_marina 41.80 0.00

TRINITY_DN33248_c0_g1XP_021906746.1autophagy-related protein 18a [Carica papaya]Carica_papaya 41.80 0.00

TRINITY_DN33772_c0_g1PKA62399.1WD-40 repeat-containing protein MSI2 [Apostasia shenzhenica]Apostasia_shenzhenica 41.80 0.00

TRINITY_DN34067_c0_g1PTQ36916.1hypothetical protein MARPO_0060s0012 [Marchantia polymorpha]Marchantia_polymorpha 41.80 0.00

TRINITY_DN34570_c1_g1GBF97600.1acidstable alpha-amylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.80 0.00

TRINITY_DN35381_c1_g1PRW58185.1manganese-dependent ADP-ribose CDP-alcohol diphosphatase [Chlorella sorokiniana]Chlorella_sorokiniana 41.80 0.00

TRINITY_DN35490_c0_g1XP_015883279.1isoaspartyl peptidase/L-asparaginase isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 41.80 0.00

TRINITY_DN35674_c0_g1AZS64178.1tubulin [Hypericum perforatum]Hypericum_perforatum 41.80 0.00

TRINITY_DN35720_c0_g7GAQ88412.1Phosphatidylglycerolphosphate synthase [Klebsormidium nitens]Klebsormidium_nitens 41.80 0.00

TRINITY_DN35881_c0_g5XP_008456515.1PREDICTED: ras-related protein RABF1 [Cucumis melo]Cucumis_melo 41.80 0.00

TRINITY_DN35883_c0_g3XP_026391577.1probable E3 ubiquitin ligase SUD1 isoform X2 [Papaver somniferum]Papaver_somniferum 41.80 0.00

TRINITY_DN36034_c0_g4XP_010921779.1PREDICTED: cullin-1-like isoform X2 [Elaeis guineensis]Elaeis_guineensis 41.80 0.00

TRINITY_DN36173_c0_g1XP_023871278.1ras-related GTP-binding protein A-like [Quercus suber]Quercus_suber 41.80 0.00

TRINITY_DN36237_c2_g1GAX72726.1hypothetical protein CEUSTIGMA_g182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN36552_c0_g10RZB78237.1Regulator of nonsense transcripts 1-like isoform B [Glycine soja]Glycine_soja 41.80 0.00



TRINITY_DN36754_c1_g2KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 41.80 0.00

TRINITY_DN36801_c0_g5PLY77666.1hypothetical protein LSAT_9X18560 [Lactuca sativa]Lactuca_sativa 41.80 0.00

TRINITY_DN36819_c0_g2XP_021998280.1serine/threonine-protein kinase STY46-like isoform X2 [Helianthus annuus]Helianthus_annuus 41.80 0.00

TRINITY_DN37345_c0_g6GAQ90547.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 41.80 0.00

TRINITY_DN37556_c0_g11EFJ24882.1hypothetical protein SELMODRAFT_100347, partial [Selaginella moellendorffii]Selaginella_moellendorffii 41.80 0.00

TRINITY_DN37656_c0_g2XP_019435596.1PREDICTED: aspartate--tRNA ligase 2, cytoplasmic-like [Lupinus angustifolius]Lupinus_angustifolius 41.80 0.00

TRINITY_DN37993_c0_g4XP_019199822.1PREDICTED: sphingosine-1-phosphate lyase isoform X1 [Ipomoea nil]Ipomoea_nil 41.80 0.00

TRINITY_DN38196_c0_g3PRW33175.1acyl- thioesterase 1 [Chlorella sorokiniana]Chlorella_sorokiniana 41.80 0.00

TRINITY_DN38387_c0_g4RWW90360.1hypothetical protein BHE74_00006010 [Ensete ventricosum]Ensete_ventricosum 41.80 0.00

TRINITY_DN38795_c2_g7XP_003063247.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.80 0.00

TRINITY_DN38864_c0_g6XP_002958970.1homeodomain protein [Volvox carteri f. nagariensis]Volvox_carteri 41.80 0.00

TRINITY_DN39081_c0_g1PNW88058.1hypothetical protein CHLRE_01g012350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN39412_c0_g1XP_016686376.1PREDICTED: histidine kinase CKI1-like [Gossypium hirsutum]Gossypium_hirsutum 41.80 0.00

TRINITY_DN39800_c1_g3XP_001690803.1CCR4-NOT transcription complex, subunit 6-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN39816_c0_g4XP_013905013.1FkbM family methyltransferase [Monoraphidium neglectum]Monoraphidium_neglectum 41.80 0.00

TRINITY_DN39840_c0_g7XP_002993383.2tRNA 2'-phosphotransferase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.80 0.00

TRINITY_DN40690_c1_g2XP_002502840.1p-type ATPase superfamily [Micromonas commoda]Micromonas_commoda 41.80 0.00

TRINITY_DN41116_c0_g1XP_002956700.1hypothetical protein VOLCADRAFT_107349 [Volvox carteri f. nagariensis]Volvox_carteri 41.80 0.00

TRINITY_DN41470_c0_g1PSC70362.1BTB POZ domain-containing KCTD8 [Micractinium conductrix]Micractinium_conductrix 41.80 0.00

TRINITY_DN41527_c1_g1GBF94148.1hypothetical protein Rsub_07135 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.80 0.00

TRINITY_DN42439_c0_g4GAX80573.1hypothetical protein CEUSTIGMA_g8010.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN43259_c1_g1XP_022840262.1UBA-like [Ostreococcus tauri]Ostreococcus_tauri 41.80 0.00

TRINITY_DN43505_c0_g3XP_026379881.1short-chain dehydrogenase TIC 32, chloroplastic-like [Papaver somniferum]Papaver_somniferum 41.80 0.00

TRINITY_DN43709_c2_g2KZV15123.1oxidoreductase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.80 0.00

TRINITY_DN43859_c0_g4PNW75709.1hypothetical protein CHLRE_12g537750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN43912_c0_g1PKA55959.1hypothetical protein AXF42_Ash014631 [Apostasia shenzhenica]Apostasia_shenzhenica 41.80 0.00

TRINITY_DN44188_c0_g2XP_021976716.1cinnamoyl-CoA reductase 2-like [Helianthus annuus]Helianthus_annuus 41.80 0.00

TRINITY_DN44453_c0_g1GAX85755.1hypothetical protein CEUSTIGMA_g13170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN44523_c0_g1XP_024382161.1epidermal growth factor receptor substrate 15-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 41.80 0.00

TRINITY_DN44574_c0_g3PNW84006.1hypothetical protein CHLRE_04g212050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN44607_c1_g2PNW75252.1hypothetical protein CHLRE_12g519150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN44950_c0_g4GAQ89410.1Kinesin-like protein [Klebsormidium nitens]Klebsormidium_nitens 41.80 0.00

TRINITY_DN45134_c0_g1XP_002504451.1predicted protein [Micromonas commoda]Micromonas_commoda 41.80 0.00

TRINITY_DN45218_c0_g10XP_013611623.1PREDICTED: histone deacetylase 5-like isoform X1 [Brassica oleracea var. oleracea]Brassica_oleracea 41.80 0.00

TRINITY_DN45305_c0_g2XP_027940202.1small glutamine-rich tetratricopeptide repeat-containing protein alpha [Vigna unguiculata]Vigna_unguiculata 41.80 0.00

TRINITY_DN45465_c0_g3XP_024399796.1PHD finger protein ING1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 41.80 0.00

TRINITY_DN45562_c0_g1PNW70531.1hypothetical protein CHLRE_17g723850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN45624_c0_g2OAO89192.1hypothetical protein AXX17_ATUG03440, partial [Arabidopsis thaliana]Arabidopsis_thaliana 41.80 0.00

TRINITY_DN45666_c0_g5PNW79069.1hypothetical protein CHLRE_09g399626v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN46576_c0_g4PNW71749.1hypothetical protein CHLRE_16g672041v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN46967_c0_g5XP_010498208.1PREDICTED: ras-related protein RABA6b-like isoform X1 [Camelina sativa]Camelina_sativa 41.80 0.00

TRINITY_DN47480_c0_g1XP_002953446.1hypothetical protein VOLCADRAFT_94261 [Volvox carteri f. nagariensis]Volvox_carteri 41.80 0.00

TRINITY_DN47543_c1_g6GAQ81520.1Vesicle coat complex COPII [Klebsormidium nitens]Klebsormidium_nitens 41.80 0.00

TRINITY_DN47579_c0_g11XP_001691025.1SNF2 superfamily protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN47659_c0_g4PNW88685.1hypothetical protein CHLRE_01g040379v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN47882_c0_g5PNW83273.1hypothetical protein CHLRE_05g232752v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN48296_c0_g1BAJ96894.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.80 0.00

TRINITY_DN48324_c1_g1BAV58314.1hypothetical protein [Ulva partita]Ulva_partita 41.80 0.00

TRINITY_DN48404_c0_g3GAX79901.1hypothetical protein CEUSTIGMA_g7341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN48812_c1_g2XP_005648115.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.80 0.00

TRINITY_DN48996_c0_g1XP_001701805.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN49238_c0_g1XP_001693643.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.80 0.00

TRINITY_DN49532_c1_g4GAX75054.1hypothetical protein CEUSTIGMA_g2498.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN50587_c1_g5GAX79508.1hypothetical protein CEUSTIGMA_g6949.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN50997_c0_g1GBG64759.1hypothetical protein CBR_g46716 [Chara braunii]Chara_braunii 41.80 0.00

TRINITY_DN51815_c1_g2EFJ14679.1hypothetical protein SELMODRAFT_234474 [Selaginella moellendorffii]Selaginella_moellendorffii 41.80 0.00

TRINITY_DN52003_c1_g2GAX86434.1hypothetical protein CEUSTIGMA_g13844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.80 0.00

TRINITY_DN52960_c0_g1OMO86309.1hypothetical protein CCACVL1_09657 [Corchorus capsularis]Corchorus_capsularis 41.80 0.00

TRINITY_DN53952_c0_g1EEF22673.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 41.80 0.00

TRINITY_DN19148_c0_g1GBF91788.1hypothetical protein Rsub_04893 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN20215_c0_g1PIA33037.1hypothetical protein AQUCO_04200052v1 [Aquilegia coerulea]Aquilegia_coerulea 41.70 0.00

TRINITY_DN25788_c0_g1XP_001693723.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.70 0.00

TRINITY_DN28812_c0_g1PWA42607.1Regulator of chromosome condensation 1/beta-lactamase-inhibitor protein II [Artemisia annua]Artemisia_annua 41.70 0.00

TRINITY_DN29429_c0_g1XP_021771611.1serine/threonine-protein kinase STY46-like [Chenopodium quinoa]Chenopodium_quinoa 41.70 0.00

TRINITY_DN301_c0_g1GAX76821.1hypothetical protein CEUSTIGMA_g4267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN30700_c0_g3EEF24874.1acyl-CoA dehydrogenase, putative, partial [Ricinus communis]Ricinus_communis 41.70 0.00



TRINITY_DN32072_c0_g1GBF89551.1canalicular multispecific organic anion transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN32823_c0_g1GBF95911.1hypothetical protein Rsub_08502 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN33894_c0_g5XP_017622733.1PREDICTED: E3 ubiquitin-protein ligase PRT6-like [Gossypium arboreum]Gossypium_arboreum 41.70 0.00

TRINITY_DN34782_c0_g2XP_023883135.1protein kinase C-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN34872_c0_g3XP_002452128.1replication protein A 70 kDa DNA-binding subunit C [Sorghum bicolor]Sorghum_bicolor 41.70 0.00

TRINITY_DN35199_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN35220_c1_g1XP_023888508.1G2-specific protein kinase nimA-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN35276_c0_g1XP_023908859.1kinesin heavy chain-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN35918_c1_g3XP_024537575.1probable serine protease EDA2 [Selaginella moellendorffii]Selaginella_moellendorffii 41.70 0.00

TRINITY_DN36336_c0_g4BAJ97942.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.70 0.00

TRINITY_DN36624_c0_g1RLN00706.1hypothetical protein C2845_PM06G04770 [Panicum miliaceum]Panicum_miliaceum 41.70 0.00

TRINITY_DN36640_c0_g3GAX83919.1hypothetical protein CEUSTIGMA_g11343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN36726_c0_g5XP_001690222.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.70 0.00

TRINITY_DN36727_c0_g9XP_009359268.1PREDICTED: very-long-chain 3-oxoacyl-CoA reductase-like protein At1g24470 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 41.70 0.00

TRINITY_DN36735_c0_g1GAQ85191.1hypothetical protein KFL_002230120 [Klebsormidium nitens]Klebsormidium_nitens 41.70 0.00

TRINITY_DN36888_c0_g9KXZ47713.1hypothetical protein GPECTOR_33g595 [Gonium pectorale]Gonium_pectorale 41.70 0.00

TRINITY_DN36993_c0_g1GAX76604.1hypothetical protein CEUSTIGMA_g4050.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN37148_c0_g8GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 41.70 0.00

TRINITY_DN37382_c0_g8XP_002455387.1dynein light chain 1, cytoplasmic [Sorghum bicolor]Sorghum_bicolor 41.70 0.00

TRINITY_DN37987_c1_g5XP_002949047.1hypothetical protein VOLCADRAFT_89328 [Volvox carteri f. nagariensis]Volvox_carteri 41.70 0.00

TRINITY_DN38262_c0_g8PKI61591.1hypothetical protein CRG98_018020 [Punica granatum]Punica_granatum 41.70 0.00

TRINITY_DN38627_c1_g4XP_027106012.1cell division cycle protein 123 homolog [Coffea arabica]Coffea_arabica 41.70 0.00

TRINITY_DN38844_c0_g3PHT26171.1Protein TAR1 [Capsicum baccatum]Capsicum_baccatum 41.70 0.00

TRINITY_DN39128_c0_g5PRW56627.1denticleless-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 41.70 0.00

TRINITY_DN39300_c0_g2GBG70034.1hypothetical protein CBR_g4862 [Chara braunii]Chara_braunii 41.70 0.00

TRINITY_DN39381_c0_g1PIA41138.1hypothetical protein AQUCO_02300142v1 [Aquilegia coerulea]Aquilegia_coerulea 41.70 0.00

TRINITY_DN39532_c0_g1PRW61409.1nifU chloroplastic isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 41.70 0.00

TRINITY_DN39554_c0_g8GAX75051.1hypothetical protein CEUSTIGMA_g2495.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN39953_c0_g1XP_008243781.1PREDICTED: uncharacterized protein LOC103341969 [Prunus mume]Prunus_mume 41.70 0.00

TRINITY_DN39963_c0_g1GBF95064.1hypothetical protein Rsub_07565 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN40030_c0_g2PRW56187.1replication A 32 kDa subunit A-like [Chlorella sorokiniana]Chlorella_sorokiniana 41.70 0.00

TRINITY_DN40100_c0_g1XP_013901359.1Phosphatidylinositol glycan anchor biosynthesis class U protein [Monoraphidium neglectum]Monoraphidium_neglectum 41.70 0.00

TRINITY_DN41041_c1_g6XP_024389826.1transmembrane protein adipocyte-associated 1-like [Physcomitrella patens]Physcomitrella_patens 41.70 0.00

TRINITY_DN41118_c0_g2XP_021979912.1uncharacterized protein LOC110876036 [Helianthus annuus]Helianthus_annuus 41.70 0.00

TRINITY_DN41231_c1_g3GBF99403.1DNA repair protein RAD4 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN41250_c0_g4XP_001693473.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.70 0.00

TRINITY_DN41330_c1_g2XP_002948706.1hypothetical protein VOLCADRAFT_109683 [Volvox carteri f. nagariensis]Volvox_carteri 41.70 0.00

TRINITY_DN41355_c0_g1XP_004307245.1PREDICTED: cyclin-U4-1 [Fragaria vesca subsp. vesca]Fragaria_vesca 41.70 0.00

TRINITY_DN41803_c1_g4EFJ07491.1hypothetical protein SELMODRAFT_429723 [Selaginella moellendorffii]Selaginella_moellendorffii 41.70 0.00

TRINITY_DN42762_c1_g4ABK24816.1unknown [Picea sitchensis]Picea_sitchensis 41.70 0.00

TRINITY_DN42810_c0_g6XP_021659253.1transmembrane emp24 domain-containing protein p24delta3-like [Hevea brasiliensis]Hevea_brasiliensis 41.70 0.00

TRINITY_DN43928_c0_g3XP_023871179.1uncharacterized protein LOC111983759 [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN43995_c0_g2XP_023919028.1LOW QUALITY PROTEIN: cullin-1-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN44223_c0_g5GAV89160.1UCH domain-containing protein/zf-UBP domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 41.70 0.00

TRINITY_DN44543_c0_g1KXZ46245.1hypothetical protein GPECTOR_45g115 [Gonium pectorale]Gonium_pectorale 41.70 0.00

TRINITY_DN44610_c0_g1GAX86259.1hypothetical protein CEUSTIGMA_g13671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN44787_c0_g6PON95208.1GPCR kinase [Trema orientale]Trema_orientale 41.70 0.00

TRINITY_DN44884_c0_g1GAX79261.1hypothetical protein CEUSTIGMA_g6701.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN44907_c0_g1GAX81131.1hypothetical protein CEUSTIGMA_g8565.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN45089_c0_g9KMS93624.1hypothetical protein BVRB_029600, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 41.70 0.00

TRINITY_DN45194_c0_g1GBG00366.1hypothetical protein Rsub_13125 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN45465_c0_g1PNW83486.1hypothetical protein CHLRE_05g241650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.70 0.00

TRINITY_DN45783_c0_g1GAX81785.1hypothetical protein CEUSTIGMA_g9213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN46353_c0_g1GAX76500.1hypothetical protein CEUSTIGMA_g3945.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN46936_c0_g1EMS67478.1hypothetical protein TRIUR3_25439 [Triticum urartu]Triticum_urartu 41.70 0.00

TRINITY_DN47727_c1_g7KZN09756.1hypothetical protein DCAR_002412 [Daucus carota subsp. sativus]Daucus_carota 41.70 0.00

TRINITY_DN47863_c0_g6PNH04420.1Heme-binding protein 2 [Tetrabaena socialis]Tetrabaena_socialis 41.70 0.00

TRINITY_DN48319_c1_g4RWR77598.1ADP-ribosylation factor 1 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 41.70 0.00

TRINITY_DN48495_c0_g4GAX76290.1hypothetical protein CEUSTIGMA_g3735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN48499_c0_g3GBF87356.1K-stimulated pyrophosphate-energized sodium pump protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.70 0.00

TRINITY_DN49256_c0_g2GAX75664.1hypothetical protein CEUSTIGMA_g3108.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN49521_c0_g2GAX75785.1hypothetical protein CEUSTIGMA_g3228.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.70 0.00

TRINITY_DN50108_c0_g1XP_024396786.1vacuolar protein sorting-associated protein 41 homolog isoform X2 [Physcomitrella patens]Physcomitrella_patens 41.70 0.00

TRINITY_DN50157_c0_g2XP_022974743.1eukaryotic translation initiation factor 4G-like [Cucurbita maxima]Cucurbita_maxima 41.70 0.00

TRINITY_DN50310_c1_g13XP_023907136.1replication factor C subunit 4-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN50474_c0_g5XP_002504656.1predicted protein [Micromonas commoda]Micromonas_commoda 41.70 0.00



TRINITY_DN50524_c1_g2XP_023888548.1probable phospholipid-transporting ATPase C887.12 [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN50869_c0_g1XP_013900718.1LanC-like protein 2, partial [Monoraphidium neglectum]Monoraphidium_neglectum 41.70 0.00

TRINITY_DN51536_c1_g1PNH03936.1Condensin-2 complex subunit G2 [Tetrabaena socialis]Tetrabaena_socialis 41.70 0.00

TRINITY_DN52440_c0_g4XP_023902607.1dipeptidyl peptidase 3-like [Quercus suber]Quercus_suber 41.70 0.00

TRINITY_DN52669_c6_g1XP_022019086.1uncharacterized protein LOC110919115 [Helianthus annuus]Helianthus_annuus 41.70 0.00

TRINITY_DN53241_c0_g1XP_001420354.1Ribosomal protein L38, component of cytosolic 80S ribosome and 60S large subunit [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 41.70 0.00

TRINITY_DN53915_c0_g1XP_001695975.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.70 0.00

TRINITY_DN53995_c0_g1YP_009054631.1NADH dehydrogenase subunit 3 (mitochondrion) [Chlorotetraedron incus]Chlorotetraedron_incus 41.70 0.00

TRINITY_DN7061_c0_g1XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 41.70 0.00

TRINITY_DN7095_c0_g1BAD95896.1Ser/Thr protein kinase, partial [Lotus japonicus]Lotus_japonicus 41.70 0.00

TRINITY_DN12359_c0_g1XP_007514772.1riboflavin biosynthesis protein RibD [Bathycoccus prasinos]Bathycoccus_prasinos 41.60 0.00

TRINITY_DN20049_c0_g2GAQ91151.1Hypothetical protein KFL_007350010 [Klebsormidium nitens]Klebsormidium_nitens 41.60 0.00

TRINITY_DN21411_c0_g1GBG69340.1hypothetical protein CBR_g4036 [Chara braunii]Chara_braunii 41.60 0.00

TRINITY_DN23460_c0_g1RDX86944.1hypothetical protein CR513_31645, partial [Mucuna pruriens]Mucuna_pruriens 41.60 0.00

TRINITY_DN23600_c0_g1XP_023878766.1trehalose-phosphatase-like [Quercus suber]Quercus_suber 41.60 0.00

TRINITY_DN27582_c0_g1GBG85078.1hypothetical protein CBR_g39543 [Chara braunii]Chara_braunii 41.60 0.00

TRINITY_DN33038_c0_g1EFJ10441.1hypothetical protein SELMODRAFT_128365 [Selaginella moellendorffii]Selaginella_moellendorffii 41.60 0.00

TRINITY_DN33766_c0_g5XP_020688038.1signal peptide peptidase 1-like [Dendrobium catenatum]Dendrobium_catenatum 41.60 0.00

TRINITY_DN34351_c0_g1PRW60879.1Calcium calmodulin-dependent kinase type 1 [Chlorella sorokiniana]Chlorella_sorokiniana 41.60 0.00

TRINITY_DN34668_c0_g1XP_002499694.1predicted protein [Micromonas commoda]Micromonas_commoda 41.60 0.00

TRINITY_DN35516_c0_g1XP_020593545.1ABC transporter B family member 11-like [Phalaenopsis equestris]Phalaenopsis_equestris 41.60 0.00

TRINITY_DN35816_c0_g5XP_009407924.1PREDICTED: THO complex subunit 3 [Musa acuminata subsp. malaccensis]Musa_acuminata 41.60 0.00

TRINITY_DN36081_c1_g3XP_017637175.1PREDICTED: ABC transporter C family member 12 isoform X1 [Gossypium arboreum]Gossypium_arboreum 41.60 0.00

TRINITY_DN36167_c0_g1XP_006408425.1E3 ubiquitin-protein ligase Praja-2 [Eutrema salsugineum]Eutrema_salsugineum 41.60 0.00

TRINITY_DN36421_c0_g1PRW57031.1UPF0544 C5orf45-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 41.60 0.00

TRINITY_DN36666_c0_g3XP_014758895.1eukaryotic translation initiation factor 4G isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 41.60 0.00

TRINITY_DN36807_c1_g5GAX73034.1hypothetical protein CEUSTIGMA_g486.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN37082_c0_g6PNW87192.1hypothetical protein CHLRE_02g112600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN37188_c0_g1XP_015628769.1costars family protein [Oryza sativa Japonica Group]Oryza_sativa 41.60 0.00

TRINITY_DN37704_c0_g1KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 41.60 0.00

TRINITY_DN37977_c1_g1GAX85629.1hypothetical protein CEUSTIGMA_g13044.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN38354_c0_g2GAX73987.1hypothetical protein CEUSTIGMA_g1437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN38993_c0_g2XP_007509160.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 41.60 0.00

TRINITY_DN39502_c0_g6XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 41.60 0.00

TRINITY_DN39536_c1_g1KXZ48417.1hypothetical protein GPECTOR_28g824 [Gonium pectorale]Gonium_pectorale 41.60 0.00

TRINITY_DN39912_c1_g4XP_001690387.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN40030_c0_g10GBG77348.1hypothetical protein CBR_g23680 [Chara braunii]Chara_braunii 41.60 0.00

TRINITY_DN40918_c1_g4XP_010267172.1PREDICTED: cell division cycle protein 27 homolog B-like isoform X2 [Nelumbo nucifera]Nelumbo_nucifera 41.60 0.00

TRINITY_DN41300_c0_g1GAX75620.1hypothetical protein CEUSTIGMA_g3064.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN41389_c1_g2GAX80021.1hypothetical protein CEUSTIGMA_g7460.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN41454_c1_g1GAX74684.1hypothetical protein CEUSTIGMA_g2132.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN41669_c0_g5GAX79399.1hypothetical protein CEUSTIGMA_g6840.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN42572_c0_g4XP_002958607.1hypothetical protein VOLCADRAFT_84510 [Volvox carteri f. nagariensis]Volvox_carteri 41.60 0.00

TRINITY_DN42600_c0_g9XP_004249100.1probable protein S-acyltransferase 1 [Solanum lycopersicum]Solanum_lycopersicum 41.60 0.00

TRINITY_DN42943_c0_g8GAQ79816.1Sec23 protein transport family protein [Klebsormidium nitens]Klebsormidium_nitens 41.60 0.00

TRINITY_DN43185_c0_g3XP_023880392.1LOW QUALITY PROTEIN: DNA-directed RNA polymerase I subunit rpa1-like [Quercus suber]Quercus_suber 41.60 0.00

TRINITY_DN43256_c1_g4BAB90396.1ADP-ribosylation factor [Oryza sativa Japonica Group]Oryza_sativa 41.60 0.00

TRINITY_DN43294_c0_g1EEF27340.1acylamino-acid-releasing enzyme, putative, partial [Ricinus communis]Ricinus_communis 41.60 0.00

TRINITY_DN43445_c0_g3GAQ88150.1Catalase [Klebsormidium nitens]Klebsormidium_nitens 41.60 0.00

TRINITY_DN43507_c0_g1EFH46946.1PQ-loop repeat family protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 41.60 0.00

TRINITY_DN43524_c0_g2CBI37293.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 41.60 0.00

TRINITY_DN43549_c1_g3XP_020698566.1uncharacterized protein LOC110111157 [Dendrobium catenatum]Dendrobium_catenatum 41.60 0.00

TRINITY_DN43565_c0_g1XP_013894919.1putative Protein IMPACT [Monoraphidium neglectum]Monoraphidium_neglectum 41.60 0.00

TRINITY_DN43777_c0_g6PNW86348.1hypothetical protein CHLRE_02g083000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN44413_c1_g4CBN20772.1mitochondrial ADP/ATP translocator protein [Polytomella sp. Pringsheim 198.80]Polytomella_sp._Pringsheim_198.80 41.60 0.00

TRINITY_DN44436_c0_g2RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 41.60 0.00

TRINITY_DN44647_c0_g4BAJ93905.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.60 0.00

TRINITY_DN45030_c0_g1XP_002957452.1hypothetical protein VOLCADRAFT_84089 [Volvox carteri f. nagariensis]Volvox_carteri 41.60 0.00

TRINITY_DN45470_c0_g7XP_020100968.1ras-related protein Rab2BV [Ananas comosus]Ananas_comosus 41.60 0.00

TRINITY_DN45608_c1_g1XP_013906761.1hypothetical protein MNEG_0211 [Monoraphidium neglectum]Monoraphidium_neglectum 41.60 0.00

TRINITY_DN46185_c0_g4XP_006416519.1RING finger protein 5 [Eutrema salsugineum]Eutrema_salsugineum 41.60 0.00

TRINITY_DN46216_c0_g3XP_011027981.1PREDICTED: alkylated DNA repair protein alkB homolog 8 isoform X1 [Populus euphratica]Populus_euphratica 41.60 0.00

TRINITY_DN47293_c0_g3XP_004243678.1eukaryotic translation initiation factor 3 subunit K [Solanum lycopersicum]Solanum_lycopersicum 41.60 0.00

TRINITY_DN47361_c0_g1XP_005644036.1calcium-translocating P-type ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.60 0.00

TRINITY_DN47504_c1_g9XP_003056424.1flagellar outer dynein arm light chain 5 [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.60 0.00

TRINITY_DN47510_c0_g3PNH10991.1hypothetical protein TSOC_002206 [Tetrabaena socialis]Tetrabaena_socialis 41.60 0.00



TRINITY_DN47513_c0_g1XP_001695621.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN47982_c0_g1XP_021760760.1TBC1 domain family member 15-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 41.60 0.00

TRINITY_DN48219_c1_g2RVX02560.1Beta-glucosidase 40 [Vitis vinifera]Vitis_vinifera 41.60 0.00

TRINITY_DN49075_c0_g1GAX83244.1hypothetical protein CEUSTIGMA_g10670.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.60 0.00

TRINITY_DN49226_c0_g5XP_019181159.1PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like [Ipomoea nil]Ipomoea_nil 41.60 0.00

TRINITY_DN49247_c0_g1GAQ79598.1Insulinase family protein [Klebsormidium nitens]Klebsormidium_nitens 41.60 0.00

TRINITY_DN49301_c0_g1PNW88685.1hypothetical protein CHLRE_01g040379v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN49734_c1_g4XP_002958171.1hypothetical protein VOLCADRAFT_99359 [Volvox carteri f. nagariensis]Volvox_carteri 41.60 0.00

TRINITY_DN49757_c0_g1XP_027127710.1uncharacterized protein LOC113743807 isoform X2 [Coffea arabica]Coffea_arabica 41.60 0.00

TRINITY_DN50173_c1_g6KXZ52975.1DHC1 protein [Gonium pectorale]Gonium_pectorale 41.60 0

TRINITY_DN50564_c0_g9PRW59903.1histidyl-tRNA synthetase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 41.60 0.00

TRINITY_DN50658_c2_g1XP_002957782.1hypothetical protein VOLCADRAFT_68554 [Volvox carteri f. nagariensis]Volvox_carteri 41.60 0.00

TRINITY_DN50855_c1_g3XP_001689612.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.60 0.00

TRINITY_DN51025_c0_g4XP_006381921.2serine/arginine-rich SC35-like splicing factor SCL33 [Populus trichocarpa]Populus_trichocarpa 41.60 0.00

TRINITY_DN51059_c0_g3OWM85839.1hypothetical protein CDL15_Pgr012089 [Punica granatum]Punica_granatum 41.60 0.00

TRINITY_DN52519_c0_g1PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 41.60 0.00

TRINITY_DN21843_c0_g1XP_019176930.1PREDICTED: protein PLANT CADMIUM RESISTANCE 7-like [Ipomoea nil]Ipomoea_nil 41.50 0.00

TRINITY_DN2279_c0_g1EFJ23232.1hypothetical protein SELMODRAFT_150743 [Selaginella moellendorffii]Selaginella_moellendorffii 41.50 0.00

TRINITY_DN24455_c0_g2OMO76013.1hypothetical protein COLO4_25721 [Corchorus olitorius]Corchorus_olitorius 41.50 0.00

TRINITY_DN27448_c0_g1XP_013892703.1protein phosphatase 2 (formerly 2A),catalytic subunit [Monoraphidium neglectum]Monoraphidium_neglectum 41.50 0.00

TRINITY_DN28554_c0_g1GAQ89009.1hypothetical protein KFL_004790030 [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN31653_c0_g4OTF87817.1putative peptidase M24, structural domain-containing protein [Helianthus annuus]Helianthus_annuus 41.50 0.00

TRINITY_DN34074_c0_g1XP_005845260.1hypothetical protein CHLNCDRAFT_26048 [Chlorella variabilis]Chlorella_variabilis 41.50 0.00

TRINITY_DN34125_c0_g1GAQ79052.1ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN34158_c0_g4XP_001692912.1voltage-gated Ca2+ channel, alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN34963_c0_g5GAX78716.1hypothetical protein CEUSTIGMA_g6154.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN35916_c1_g8XP_020092514.1serine/threonine-protein kinase STY46-like isoform X1 [Ananas comosus]Ananas_comosus 41.50 0.00

TRINITY_DN36010_c0_g4OUS47825.1adenylyl cyclase [Ostreococcus tauri]Ostreococcus_tauri 41.50 0.00

TRINITY_DN36122_c0_g4GAQ79375.1glutathione transferase [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN36406_c0_g4XP_024539919.1uncharacterized protein LOC112349556 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.50 0.00

TRINITY_DN36438_c1_g6XP_005851428.1hypothetical protein CHLNCDRAFT_17231, partial [Chlorella variabilis]Chlorella_variabilis 41.50 0.00

TRINITY_DN36460_c1_g2XP_024398843.1PAN2-PAN3 deadenylation complex subunit pan3-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 41.50 0.00

TRINITY_DN37072_c3_g3GAX81464.1hypothetical protein CEUSTIGMA_g8893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN37101_c0_g1PTQ49570.1hypothetical protein MARPO_0002s0070 [Marchantia polymorpha]Marchantia_polymorpha 41.50 0.00

TRINITY_DN37290_c0_g1EFJ12476.1hypothetical protein SELMODRAFT_124219 [Selaginella moellendorffii]Selaginella_moellendorffii 41.50 0.00

TRINITY_DN37820_c1_g4GAX77599.1hypothetical protein CEUSTIGMA_g5043.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN38214_c0_g4XP_013745874.1uncharacterized protein LOC106448554 [Brassica napus]Brassica_napus 41.50 0.00

TRINITY_DN38411_c2_g2PNW82737.1hypothetical protein CHLRE_06g292000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN38434_c0_g2ERN16144.1hypothetical protein AMTR_s00030p00213170 [Amborella trichopoda]Amborella_trichopoda 41.50 0.00

TRINITY_DN38454_c0_g4XP_011072006.1vignain-like [Sesamum indicum]Sesamum_indicum 41.50 0.00

TRINITY_DN38685_c1_g1GAX77654.1hypothetical protein CEUSTIGMA_g5097.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN38913_c1_g3GBF93173.1histone-lysine N-methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.50 0.00

TRINITY_DN39766_c0_g3XP_004296112.1PREDICTED: FH protein interacting protein FIP2-like [Fragaria vesca subsp. vesca]Fragaria_vesca 41.50 0.00

TRINITY_DN39950_c0_g2PNH08798.1hypothetical protein TSOC_004627 [Tetrabaena socialis]Tetrabaena_socialis 41.50 0.00

TRINITY_DN39963_c0_g4XP_010502476.1PREDICTED: homocysteine S-methyltransferase 1 [Camelina sativa]Camelina_sativa 41.50 0.00

TRINITY_DN40102_c0_g2GAQ92289.1hypothetical protein KFL_009680010 [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN40108_c0_g7GAX73471.1hypothetical protein CEUSTIGMA_g923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN40574_c0_g5GAX73180.1hypothetical protein CEUSTIGMA_g633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN41024_c0_g2PNW87810.1hypothetical protein CHLRE_01g003000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN41232_c1_g1XP_010523369.1PREDICTED: serine/threonine-protein kinase 4-like [Tarenaya hassleriana]Tarenaya_hassleriana 41.50 0.00

TRINITY_DN41835_c0_g8GAQ85857.1cytosolic aminopeptidase family protein [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN41922_c0_g4XP_017255473.1PREDICTED: frataxin, mitochondrial-like [Daucus carota subsp. sativus]Daucus_carota 41.50 0.00

TRINITY_DN42144_c1_g7XP_001698691.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN42301_c1_g4XP_023891139.1eukaryotic translation initiation factor 5-like [Quercus suber]Quercus_suber 41.50 0.00

TRINITY_DN42890_c1_g1GAX74187.1hypothetical protein CEUSTIGMA_g1636.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN42929_c0_g6VDD32404.1unnamed protein product [Brassica oleracea]Brassica_oleracea 41.50 0.00

TRINITY_DN42950_c1_g1GAX75400.1hypothetical protein CEUSTIGMA_g2844.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN43324_c0_g5GAQ83694.1putative DEAD-box ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN43354_c0_g4OUS45878.1hypothetical protein BE221DRAFT_159989 [Ostreococcus tauri]Ostreococcus_tauri 41.50 0.00

TRINITY_DN43773_c0_g3GAX77330.1hypothetical protein CEUSTIGMA_g4776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN44064_c0_g3KXZ46643.1hypothetical protein GPECTOR_42g854 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN44189_c0_g1GAQ81728.1Protein kinase-like [Klebsormidium nitens]Klebsormidium_nitens 41.50 0.00

TRINITY_DN44276_c0_g2XP_001701923.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN44973_c0_g1KXZ49437.1hypothetical protein GPECTOR_21g663 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN45013_c1_g3XP_007155680.1hypothetical protein PHAVU_003G222100g [Phaseolus vulgaris]Phaseolus_vulgaris 41.50 0.00

TRINITY_DN46129_c1_g1XP_010540025.1PREDICTED: serine/threonine-protein kinase EDR1-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 41.50 0.00



TRINITY_DN46363_c0_g5XP_010038093.1PREDICTED: pre-mRNA-splicing factor 18 [Eucalyptus grandis]Eucalyptus_grandis 41.50 0.00

TRINITY_DN46835_c0_g1GAX73773.1hypothetical protein CEUSTIGMA_g1224.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN46863_c0_g3XP_024360287.1cAMP-dependent protein kinase regulatory subunit-like [Physcomitrella patens]Physcomitrella_patens 41.50 0.00

TRINITY_DN47953_c0_g2GAX75058.1hypothetical protein CEUSTIGMA_g2502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN48243_c1_g1KXZ51992.1hypothetical protein GPECTOR_10g1014 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN48346_c0_g1OAE31210.1hypothetical protein AXG93_4188s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.50 0.00

TRINITY_DN48603_c0_g1XP_005646335.1protein phosphatase 2C catalytic subunit, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.50 0.00

TRINITY_DN48673_c0_g5GAX77385.1hypothetical protein CEUSTIGMA_g4831.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN49258_c0_g5GBF94583.1hypothetical protein Rsub_06698 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.50 0.00

TRINITY_DN49322_c1_g1GAX82655.1hypothetical protein CEUSTIGMA_g10081.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN50290_c0_g1KXZ54040.1hypothetical protein GPECTOR_5g15 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN50295_c0_g2KXZ49666.1hypothetical protein GPECTOR_20g523 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN50330_c1_g3XP_002955009.1flagellar outer dynein arm heavy chain gamma [Volvox carteri f. nagariensis]Volvox_carteri 41.50 0.00

TRINITY_DN50862_c2_g2XP_001693304.13'-5' exoribonuclease [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.50 0.00

TRINITY_DN51687_c0_g2GBF91333.1hypothetical protein Rsub_03653 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.50 0.00

TRINITY_DN51716_c0_g2GAX84289.1hypothetical protein CEUSTIGMA_g11711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN52149_c1_g1GAX82053.1hypothetical protein CEUSTIGMA_g9481.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.50 0.00

TRINITY_DN52162_c1_g4XP_010028562.1PREDICTED: methyltransferase-like protein 13 [Eucalyptus grandis]Eucalyptus_grandis 41.50 0.00

TRINITY_DN52485_c1_g1KXZ51993.1hypothetical protein GPECTOR_10g1015 [Gonium pectorale]Gonium_pectorale 41.50 0.00

TRINITY_DN7642_c0_g1OMO92046.1Diphthamide synthesis, DPH1/DPH2 [Corchorus olitorius]Corchorus_olitorius 41.50 0.00

TRINITY_DN13990_c0_g1XP_002955723.1Selenoprotein W1 [Volvox carteri f. nagariensis]Volvox_carteri 41.40 0.00

TRINITY_DN25939_c0_g1BAJ98303.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.40 0.00

TRINITY_DN28848_c0_g1XP_013897026.1Guanylate-binding protein 6 [Monoraphidium neglectum]Monoraphidium_neglectum 41.40 0.00

TRINITY_DN31144_c0_g3XP_005643496.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.40 0.00

TRINITY_DN31264_c0_g2XP_022719544.1importin subunit alpha-4 [Durio zibethinus]Durio_zibethinus 41.40 0.00

TRINITY_DN31647_c0_g1RLM80357.1NADP-dependent D-sorbitol-6-phosphate dehydrogenase-like [Panicum miliaceum]Panicum_miliaceum 41.40 0.00

TRINITY_DN32337_c0_g2XP_024524379.1multidrug resistance-associated protein 4 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.40 0.00

TRINITY_DN33069_c0_g1XP_023871075.1mitochondrial import inner membrane translocase subunit tim14-like [Quercus suber]Quercus_suber 41.40 0.00

TRINITY_DN33296_c0_g2XP_019174829.1PREDICTED: phosphatidylinositol/phosphatidylcholine transfer protein SFH6-like isoform X1 [Ipomoea nil]Ipomoea_nil 41.40 0.00

TRINITY_DN33994_c0_g1XP_027107206.1F-box protein At3g54460-like [Coffea arabica]Coffea_arabica 41.40 0.00

TRINITY_DN34295_c1_g5XP_023925533.1phospholipase D zeta 1-like [Quercus suber]Quercus_suber 41.40 0.00

TRINITY_DN34785_c0_g8XP_020876547.12-hydroxyacyl-CoA lyase [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 41.40 0.00

TRINITY_DN35079_c0_g2XP_007132729.1hypothetical protein PHAVU_011G120000g [Phaseolus vulgaris]Phaseolus_vulgaris 41.40 0.00

TRINITY_DN35471_c0_g1OTG02532.1putative substrate carrier protein [Helianthus annuus]Helianthus_annuus 41.40 0.00

TRINITY_DN35537_c1_g6XP_020575146.1ubiquitin carboxyl-terminal hydrolase 9-like [Phalaenopsis equestris]Phalaenopsis_equestris 41.40 0.00

TRINITY_DN35662_c0_g1XP_024365019.1uncharacterized protein LOC112277190 [Physcomitrella patens]Physcomitrella_patens 41.40 0.00

TRINITY_DN36230_c1_g5XP_010270997.1PREDICTED: CBL-interacting serine/threonine-protein kinase 1-like isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 41.40 0.00

TRINITY_DN36332_c0_g3BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.40 0.00

TRINITY_DN36519_c0_g3XP_005650782.1hypothetical protein COCSUDRAFT_83613 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.40 0.00

TRINITY_DN36526_c0_g2EFJ07355.1hypothetical protein SELMODRAFT_161756 [Selaginella moellendorffii]Selaginella_moellendorffii 41.40 0.00

TRINITY_DN36791_c0_g2KXZ48406.1hypothetical protein GPECTOR_28g813 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN36868_c0_g2XP_017237695.1PREDICTED: wee1-like protein kinase [Daucus carota subsp. sativus]Daucus_carota 41.40 0.00

TRINITY_DN36930_c0_g8XP_020266949.1uncharacterized protein LOC109842488 [Asparagus officinalis]Asparagus_officinalis 41.40 0.00

TRINITY_DN37282_c0_g3XP_010523414.1PREDICTED: probable splicing factor 3A subunit 1 [Tarenaya hassleriana]Tarenaya_hassleriana 41.40 0.00

TRINITY_DN37425_c1_g3XP_004235707.1protein SYS1 homolog [Solanum lycopersicum]Solanum_lycopersicum 41.40 0.00

TRINITY_DN37493_c0_g8KXZ55614.1hypothetical protein GPECTOR_2g1164 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN37805_c1_g4BAK06483.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.40 0.00

TRINITY_DN3819_c0_g1GBG84821.1hypothetical protein CBR_g39197 [Chara braunii]Chara_braunii 41.40 0.00

TRINITY_DN38952_c0_g4PNR31549.1hypothetical protein PHYPA_025670 [Physcomitrella patens]Physcomitrella_patens 41.40 0.00

TRINITY_DN39065_c0_g1XP_022024206.1adenylate kinase 1, chloroplastic-like [Helianthus annuus]Helianthus_annuus 41.40 0.00

TRINITY_DN39138_c0_g3GAX81862.1hypothetical protein CEUSTIGMA_g9290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN39748_c0_g1PUZ46870.1hypothetical protein GQ55_7G117600 [Panicum hallii var. hallii]Panicum_hallii 41.40 0.00

TRINITY_DN40098_c1_g4OAE22049.1hypothetical protein AXG93_3719s1290 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.40 0.00

TRINITY_DN40205_c0_g5GBF90554.1hypothetical protein Rsub_03125 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.40 0.00

TRINITY_DN40784_c0_g1GBF91112.1hypothetical protein Rsub_04781 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.40 0.00

TRINITY_DN40818_c0_g1PNW76055.1hypothetical protein CHLRE_12g549400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.40 0.00

TRINITY_DN41138_c0_g3KXZ48222.1hypothetical protein GPECTOR_29g127 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN41226_c0_g1GAQ89245.1hypothetical protein KFL_005020060 [Klebsormidium nitens]Klebsormidium_nitens 41.40 0.00

TRINITY_DN41514_c0_g3XP_024395233.1uncharacterized protein LOC112291681 isoform X1 [Physcomitrella patens]Physcomitrella_patens 41.40 0.00

TRINITY_DN41547_c1_g1EFJ16549.1hypothetical protein SELMODRAFT_268576 [Selaginella moellendorffii]Selaginella_moellendorffii 41.40 0.00

TRINITY_DN41943_c0_g2PNW72749.1hypothetical protein CHLRE_15g641000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.40 0.00

TRINITY_DN42147_c0_g2XP_021998615.1protein JINGUBANG-like [Helianthus annuus]Helianthus_annuus 41.40 0.00

TRINITY_DN42237_c0_g1PRW39149.1dnaJ-like protein subfamily C GRV2 [Chlorella sorokiniana]Chlorella_sorokiniana 41.40 0.00

TRINITY_DN42431_c1_g3XP_002947838.1hypothetical protein VOLCADRAFT_88145 [Volvox carteri f. nagariensis]Volvox_carteri 41.40 0.00

TRINITY_DN42829_c0_g3KXZ49330.1hypothetical protein GPECTOR_22g924 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN42929_c0_g7XP_023890478.1inositol-1,4,5-trisphosphate 5-phosphatase 1-like [Quercus suber]Quercus_suber 41.40 0.00



TRINITY_DN43732_c0_g10GBG79756.1hypothetical protein CBR_g30020 [Chara braunii]Chara_braunii 41.40 0.00

TRINITY_DN43848_c0_g4ADB77814.1actin, partial [Ulva intestinalis]Ulva_intestinalis 41.40 0.00

TRINITY_DN44530_c0_g1XP_021757172.1RHOMBOID-like protein 12, mitochondrial [Chenopodium quinoa]Chenopodium_quinoa 41.40 0.00

TRINITY_DN44878_c1_g3GAX80693.1hypothetical protein CEUSTIGMA_g8128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN44913_c0_g4GAX77982.1hypothetical protein CEUSTIGMA_g5424.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN45402_c0_g5NP_001105577.1uncharacterized protein LOC542568 [Zea mays]Zea_mays 41.40 0.00

TRINITY_DN45920_c0_g3OWM83749.1hypothetical protein CDL15_Pgr004179 [Punica granatum]Punica_granatum 41.40 0.00

TRINITY_DN46058_c1_g1GAX84826.1hypothetical protein CEUSTIGMA_g12247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN46156_c0_g2GAX75783.1hypothetical protein CEUSTIGMA_g3226.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN47104_c1_g3XP_002957294.1hypothetical protein VOLCADRAFT_98396 [Volvox carteri f. nagariensis]Volvox_carteri 41.40 0.00



TRINITY_DN47146_c1_g3XP_001698174.1puf protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.40 0.00

TRINITY_DN47681_c0_g4KXZ53366.1hypothetical protein GPECTOR_7g1262 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN48235_c0_g5EFJ21271.1hypothetical protein SELMODRAFT_107537 [Selaginella moellendorffii]Selaginella_moellendorffii 41.40 0.00

TRINITY_DN49194_c0_g2XP_002953072.1component of cytosolic 80S ribosome and 40S small subunit [Volvox carteri f. nagariensis]Volvox_carteri 41.40 0.00

TRINITY_DN49227_c0_g10GAX74444.1hypothetical protein CEUSTIGMA_g1893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN49824_c0_g1KJB70446.1hypothetical protein B456_011G073700 [Gossypium raimondii]Gossypium_raimondii 41.40 0.00

TRINITY_DN50027_c1_g5GAQ84304.1prefoldin subunit 3 [Klebsormidium nitens]Klebsormidium_nitens 41.40 0.00

TRINITY_DN50150_c0_g1XP_005650241.1hydroxymethylglutaryl-CoA synthase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.40 0.00

TRINITY_DN51109_c1_g4PSC70463.1putative ADP-ribosylation factor GTPase-activating AGD15 isoform X1 [Micractinium conductrix]Micractinium_conductrix 41.40 0.00

TRINITY_DN51159_c0_g1KXZ45276.1hypothetical protein GPECTOR_56g372 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN51661_c0_g1GAX86553.1hypothetical protein CEUSTIGMA_g13960.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN52147_c0_g1GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN52929_c0_g1XP_021274139.1acyl-CoA-binding domain-containing protein 3-like [Herrania umbratica]Herrania_umbratica 41.40 0.00

TRINITY_DN53863_c0_g1KXZ44149.1hypothetical protein GPECTOR_72g596 [Gonium pectorale]Gonium_pectorale 41.40 0.00

TRINITY_DN6368_c0_g1GAX77102.1hypothetical protein CEUSTIGMA_g4548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.40 0.00

TRINITY_DN28085_c0_g2XP_003059620.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.30 0.00

TRINITY_DN30131_c0_g1XP_007508799.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 41.30 0.00

TRINITY_DN30385_c0_g1KDD76369.1spermine/spermidine synthase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 41.30 0.00

TRINITY_DN30654_c0_g2XP_020580688.1lipase [Phalaenopsis equestris]Phalaenopsis_equestris 41.30 0.00

TRINITY_DN31091_c0_g3GAV67379.1Ribosomal_L10 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 41.30 0.00

TRINITY_DN32080_c0_g1XP_005848800.1hypothetical protein CHLNCDRAFT_21968 [Chlorella variabilis]Chlorella_variabilis 41.30 0.00

TRINITY_DN3215_c0_g1EEC77874.1hypothetical protein OsI_17161 [Oryza sativa Indica Group]Oryza_sativa 41.30 0.00

TRINITY_DN3427_c0_g1KXZ44006.1hypothetical protein GPECTOR_75g730 [Gonium pectorale]Gonium_pectorale 41.30 0.00

TRINITY_DN35541_c0_g1PNW76533.1hypothetical protein CHLRE_11g467671v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.30 0.00

TRINITY_DN35599_c0_g1XP_007514350.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 41.30 0.00

TRINITY_DN35793_c0_g2GAX77638.1hypothetical protein CEUSTIGMA_g5081.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN36296_c0_g1XP_024522419.1enoyl-[acyl-carrier-protein] reductase, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 41.30 0.00

TRINITY_DN36489_c0_g1PNH07767.1hypothetical protein TSOC_005735 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN36727_c0_g7GAQ80394.1phosphatidate cytidyltransferase [Klebsormidium nitens]Klebsormidium_nitens 41.30 0.00

TRINITY_DN36747_c0_g1RAL54451.1hypothetical protein DM860_001579 [Cuscuta australis]Cuscuta_australis 41.30 0.00

TRINITY_DN36779_c0_g4ABW71683.1chymotrypsin inhibitor-2 [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.30 0.00

TRINITY_DN36801_c0_g6XP_023926338.1erythrocyte band 7 integral membrane protein-like [Quercus suber]Quercus_suber 41.30 0.00

TRINITY_DN36835_c1_g6XP_019153108.1PREDICTED: probable serine/threonine protein kinase IRE4 isoform X1 [Ipomoea nil]Ipomoea_nil 41.30 0.00

TRINITY_DN36842_c0_g2PNH04210.1hypothetical protein TSOC_009654 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN37216_c0_g5KZV15311.1beta-mannosidase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.30 0.00

TRINITY_DN37538_c0_g6PNW75845.1hypothetical protein CHLRE_12g558250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.30 0.00

TRINITY_DN37986_c0_g1KMZ59522.1Exosome complex exonuclease exoribonuclease [Zostera marina]Zostera_marina 41.30 0.00

TRINITY_DN39528_c0_g1XP_001694912.1soluble inorganic pyrophosphatase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.30 0.00

TRINITY_DN39969_c0_g3XP_024533775.1DNA topoisomerase 2 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.30 0.00

TRINITY_DN40127_c1_g3PNH07400.1hypothetical protein TSOC_006146 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN40246_c0_g1GAX84659.1hypothetical protein CEUSTIGMA_g12080.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN40412_c2_g5ESQ28921.1hypothetical protein EUTSA_v10024147mg, partial [Eutrema salsugineum]Eutrema_salsugineum 41.30 0.00

TRINITY_DN41103_c1_g1RMZ57701.1hypothetical protein APUTEX25_001901, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 41.30 0.00

TRINITY_DN41768_c0_g1GAX76711.1hypothetical protein CEUSTIGMA_g4157.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN41772_c0_g4XP_015944548.1GTP-binding nuclear protein Ran-3 [Arachis duranensis]Arachis_duranensis 41.30 0.00

TRINITY_DN42186_c1_g9PRW45322.1copine-8 [Chlorella sorokiniana]Chlorella_sorokiniana 41.30 0.00

TRINITY_DN42554_c1_g2PNH07697.1Methyl-CpG-binding domain protein 4 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN43002_c0_g1GAX76632.1hypothetical protein CEUSTIGMA_g4078.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN43022_c0_g2XP_022846691.1serine/arginine-rich splicing factor RS2Z32-like isoform X1 [Olea europaea var. sylvestris]Olea_europaea 41.30 0.00

TRINITY_DN43065_c1_g9XP_024364709.1peter Pan-like protein [Physcomitrella patens]Physcomitrella_patens 41.30 0.00

TRINITY_DN43226_c0_g4XP_022999294.1E3 ubiquitin ligase BIG BROTHER-related [Cucurbita maxima]Cucurbita_maxima 41.30 0.00

TRINITY_DN43304_c0_g4PRW59177.1hypothetical protein C2E21_2638 [Chlorella sorokiniana]Chlorella_sorokiniana 41.30 0.00

TRINITY_DN43660_c1_g5GAX82582.1hypothetical protein CEUSTIGMA_g10008.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN43848_c0_g11XP_002463566.1actin-3 [Sorghum bicolor]Sorghum_bicolor 41.30 0.00

TRINITY_DN44099_c0_g2PNH01161.1hypothetical protein TSOC_012962 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN44557_c0_g2XP_013895258.1Dual specificity protein kinase shkE [Monoraphidium neglectum]Monoraphidium_neglectum 41.30 0.00

TRINITY_DN44671_c0_g1XP_001701190.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.30 0.00

TRINITY_DN44866_c0_g2XP_001418703.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 41.30 0.00

TRINITY_DN45779_c0_g4XP_023887854.1fimbrin-5-like [Quercus suber]Quercus_suber 41.30 0.00

TRINITY_DN46748_c0_g3PIA54622.1hypothetical protein AQUCO_00900884v1 [Aquilegia coerulea]Aquilegia_coerulea 41.30 0.00

TRINITY_DN47066_c0_g2XP_002456339.1probable glutamate carboxypeptidase LAMP1 [Sorghum bicolor]Sorghum_bicolor 41.30 0.00

TRINITY_DN47215_c0_g1GAQ87734.1Ribosomal protein S5/Elongation factor G/III/V family protein [Klebsormidium nitens]Klebsormidium_nitens 41.30 0.00

TRINITY_DN47916_c0_g2GAX81533.1hypothetical protein CEUSTIGMA_g8961.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN47997_c0_g2GAX85201.1hypothetical protein CEUSTIGMA_g12621.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN48210_c0_g2XP_001419897.1TRAP1, Heat Shock Protein 90 [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 41.30 0.00

TRINITY_DN48324_c1_g7XP_001690048.1protein phosphatase 2C-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.30 0.00



TRINITY_DN48742_c1_g3GAQ78227.1Serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 41.30 0.00

TRINITY_DN48968_c0_g6BAJ96894.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.30 0.00

TRINITY_DN49757_c1_g1GAX73992.1hypothetical protein CEUSTIGMA_g1442.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN49947_c0_g1XP_003063782.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.30 0.00

TRINITY_DN50066_c0_g5GAX74807.1hypothetical protein CEUSTIGMA_g2254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN50760_c1_g4XP_025822864.1protein AE7 [Panicum hallii]Panicum_hallii 41.30 0.00

TRINITY_DN51643_c0_g9GAX79893.1hypothetical protein CEUSTIGMA_g7333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.30 0.00

TRINITY_DN52735_c0_g1PNH12872.1Serine/threonine-protein kinase Nek1 [Tetrabaena socialis]Tetrabaena_socialis 41.30 0.00

TRINITY_DN8595_c0_g1XP_023747469.1protein disulfide-isomerase-like [Lactuca sativa]Lactuca_sativa 41.30 0.00

TRINITY_DN17353_c0_g1XP_020578095.1phosphatidylinositol-glycan biosynthesis class F protein [Phalaenopsis equestris]Phalaenopsis_equestris 41.20 0.00

TRINITY_DN19623_c0_g1XP_012828114.1PREDICTED: zinc finger AN1 and C2H2 domain-containing stress-associated protein 11 [Erythranthe guttata]Erythranthe_guttata 41.20 0.00

TRINITY_DN26492_c1_g2GAQ83028.1hypothetical protein KFL_001330110 [Klebsormidium nitens]Klebsormidium_nitens 41.20 0.00

TRINITY_DN27885_c1_g2PSC69984.1ubiquitin-UPL1 [Micractinium conductrix]Micractinium_conductrix 41.20 0.00

TRINITY_DN29278_c0_g1RID42037.1hypothetical protein BRARA_J01955 [Brassica rapa]Brassica_rapa 41.20 0.00

TRINITY_DN29780_c0_g1XP_010246865.1PREDICTED: condensin complex subunit 1 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 41.20 0.00

TRINITY_DN31138_c0_g1XP_026404303.1ras-related protein RABB1b-like [Papaver somniferum]Papaver_somniferum 41.20 0.00

TRINITY_DN31439_c0_g2GBG00183.1hypothetical protein Rsub_12953 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.20 0.00

TRINITY_DN33006_c0_g1XP_004294379.1PREDICTED: ubiquitin thioesterase OTU1 [Fragaria vesca subsp. vesca]Fragaria_vesca 41.20 0.00

TRINITY_DN33044_c0_g1RWW84243.1hypothetical protein BHE74_00007142 [Ensete ventricosum]Ensete_ventricosum 41.20 0.00

TRINITY_DN33464_c0_g1XP_012077556.1alpha-ketoglutarate-dependent dioxygenase alkB homolog 6 isoform X1 [Jatropha curcas]Jatropha_curcas 41.20 0.00

TRINITY_DN33813_c0_g4GAQ78747.1Putative DUAL SPECIFICITY PROTEIN PHOSPHATASE [Klebsormidium nitens]Klebsormidium_nitens 41.20 0.00

TRINITY_DN33980_c0_g1XP_018849904.1PREDICTED: heterogeneous nuclear ribonucleoprotein 1 isoform X1 [Juglans regia]Juglans_regia 41.20 0.00

TRINITY_DN34161_c1_g2PRW20868.1cinnamyl alcohol dehydrogenase [Chlorella sorokiniana]Chlorella_sorokiniana 41.20 0.00

TRINITY_DN35700_c0_g3XP_003058451.1calcium-dependent cytoplasmic cysteine proteinase, papain-like protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 41.20 0.00

TRINITY_DN35781_c0_g3PNW84630.1hypothetical protein CHLRE_03g152100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN35856_c0_g3XP_024982450.1calcium-dependent protein kinase 20-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 41.20 0.00

TRINITY_DN35930_c0_g1KRH35821.1hypothetical protein GLYMA_10G267100 [Glycine max]Glycine_max 41.20 0.00

TRINITY_DN35936_c0_g3RLN15429.1calcium-dependent protein kinase 26 [Panicum miliaceum]Panicum_miliaceum 41.20 0.00

TRINITY_DN36120_c0_g1XP_017628570.1PREDICTED: uncharacterized protein LOC108471466 [Gossypium arboreum]Gossypium_arboreum 41.20 0.00

TRINITY_DN36153_c2_g5PNW79299.1hypothetical protein CHLRE_09g409901v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN36390_c0_g6XP_003074305.2G-protein beta WD-40 repeat [Ostreococcus tauri]Ostreococcus_tauri 41.20 0.00

TRINITY_DN37237_c0_g2PNW75763.1hypothetical protein CHLRE_12g561602v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN37253_c0_g3ESR57544.1hypothetical protein CICLE_v10022431mg [Citrus clementina]Citrus_clementina 41.20 0.00

TRINITY_DN37256_c0_g3ABR21719.1calmodulin [Actinidia kolomikta]Actinidia_kolomikta 41.20 0.00

TRINITY_DN37287_c1_g4GAX79409.1hypothetical protein CEUSTIGMA_g6850.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN37463_c1_g7XP_019191394.1PREDICTED: histidinol-phosphate aminotransferase, chloroplastic-like [Ipomoea nil]Ipomoea_nil 41.20 0.00

TRINITY_DN37487_c0_g1XP_010935207.1PREDICTED: enoyl-CoA hydratase 2, peroxisomal [Elaeis guineensis]Elaeis_guineensis 41.20 0.00

TRINITY_DN37881_c0_g3GAX83510.1hypothetical protein CEUSTIGMA_g10935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN3789_c0_g1XP_011469708.1PREDICTED: calmodulin-like [Fragaria vesca subsp. vesca]Fragaria_vesca 41.20 0.00

TRINITY_DN38240_c0_g2XP_016538678.1PREDICTED: heparan-alpha-glucosaminide N-acetyltransferase isoform X1 [Capsicum annuum]Capsicum_annuum 41.20 0.00

TRINITY_DN38269_c1_g1XP_022753582.1calcium-dependent protein kinase 29-like [Durio zibethinus]Durio_zibethinus 41.20 0.00

TRINITY_DN38501_c0_g4GAX74833.1hypothetical protein CEUSTIGMA_g2279.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN38955_c0_g2KZV42214.1pseudouridine synthase mitochondrial precursor [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.20 0.00

TRINITY_DN3927_c0_g1PNW87472.1hypothetical protein CHLRE_02g144350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN39767_c0_g2XP_020703861.1uncharacterized protein LOC110115076 isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 41.20 0.00

TRINITY_DN39794_c0_g2PNW75717.1hypothetical protein CHLRE_12g538150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN39826_c0_g3GAX82228.1hypothetical protein CEUSTIGMA_g9656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN40122_c0_g5XP_012450121.1PREDICTED: serine/threonine-protein kinase CTR1-like [Gossypium raimondii]Gossypium_raimondii 41.20 0.00

TRINITY_DN40177_c0_g3XP_021657445.1RNA-binding protein 28 [Hevea brasiliensis]Hevea_brasiliensis 41.20 0.00

TRINITY_DN40445_c0_g2XP_002870121.1uncharacterized protein LOC9304155 isoform X1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 41.20 0.00

TRINITY_DN40635_c0_g2P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 41.20 0.00

TRINITY_DN40733_c0_g5KXZ43877.1hypothetical protein GPECTOR_78g65 [Gonium pectorale]Gonium_pectorale 41.20 0.00

TRINITY_DN41410_c1_g7OMO98802.1hypothetical protein COLO4_13685 [Corchorus olitorius]Corchorus_olitorius 41.20 0.00

TRINITY_DN41530_c3_g1GAX85017.1hypothetical protein CEUSTIGMA_g12438.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN41835_c0_g1PNW74551.1hypothetical protein CHLRE_12g495000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN42007_c0_g2GAX77536.1hypothetical protein CEUSTIGMA_g4980.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN42054_c2_g5OIT02836.1kinesin kp1 [Nicotiana attenuata]Nicotiana_attenuata 41.20 0.00

TRINITY_DN42311_c0_g1XP_018447329.1PREDICTED: triacylglycerol lipase SDP1-like [Raphanus sativus]Raphanus_sativus 41.20 0.00

TRINITY_DN42328_c0_g1XP_024536974.1UDP-galactose transporter 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.20 0.00

TRINITY_DN42647_c0_g1GAQ86524.1hypothetical protein KFL_002940100 [Klebsormidium nitens]Klebsormidium_nitens 41.20 0.00

TRINITY_DN42891_c1_g11XP_011626651.1uncharacterized protein LOC18443215 isoform X1 [Amborella trichopoda]Amborella_trichopoda 41.20 0.00

TRINITY_DN43185_c0_g4OAE26586.1hypothetical protein AXG93_4542s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.20 0.00

TRINITY_DN43223_c0_g1XP_024983240.1protein kinase C alpha type-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 41.20 0.00

TRINITY_DN43395_c0_g3XP_002955945.1hypothetical protein VOLCADRAFT_119228 [Volvox carteri f. nagariensis]Volvox_carteri 41.20 0.00

TRINITY_DN43684_c1_g1PRW45049.1jmjC domain-containing 4 [Chlorella sorokiniana]Chlorella_sorokiniana 41.20 0.00

TRINITY_DN44078_c1_g5GAX84182.1hypothetical protein CEUSTIGMA_g11605.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00



TRINITY_DN44421_c2_g6GAX85407.1hypothetical protein CEUSTIGMA_g12823.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN44581_c0_g2NP_001148609.2ubiquitin-conjugating enzyme E2 E3 [Zea mays]Zea_mays 41.20 0.00

TRINITY_DN44700_c0_g9XP_024397648.1luc7-like protein 3 isoform X2 [Physcomitrella patens]Physcomitrella_patens 41.20 0.00

TRINITY_DN44977_c0_g1GBF94151.1cytochrome P450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.20 0.00

TRINITY_DN45173_c0_g5PON40647.1Protein arginine N-methyltransferase [Parasponia andersonii]Parasponia_andersonii 41.20 0.00

TRINITY_DN45416_c0_g2BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.20 0.00

TRINITY_DN45836_c0_g7XP_021723740.1ras-related protein Rab5-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 41.20 0.00

TRINITY_DN45957_c0_g4EFJ07774.1hypothetical protein SELMODRAFT_236211 [Selaginella moellendorffii]Selaginella_moellendorffii 41.20 0.00

TRINITY_DN46390_c0_g2XP_001692220.1amino acid carrier 1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.20 0.00

TRINITY_DN47067_c1_g3XP_024542551.1NFX1-type zinc finger-containing protein 1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.20 0.00

TRINITY_DN47100_c1_g1KYP78624.1hypothetical protein KK1_049802, partial [Cajanus cajan]Cajanus_cajan 41.20 0.00

TRINITY_DN47201_c1_g1GAX81886.1hypothetical protein CEUSTIGMA_g9314.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN47256_c0_g1GAX84005.1hypothetical protein CEUSTIGMA_g11430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN47275_c1_g2PRW45663.1MKI67 FHA domain-interacting nucleolar phospho [Chlorella sorokiniana]Chlorella_sorokiniana 41.20 0.00

TRINITY_DN47278_c0_g1XP_026438090.1cyclin-P3-1-like [Papaver somniferum]Papaver_somniferum 41.20 0.00

TRINITY_DN47431_c0_g4GBF87594.1hypothetical protein Rsub_00305 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.20 0.00

TRINITY_DN47737_c1_g1XP_018482530.1PREDICTED: protein CHROMATIN REMODELING 8-like [Raphanus sativus]Raphanus_sativus 41.20 0.00

TRINITY_DN48165_c0_g4XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 41.20 0.00

TRINITY_DN49315_c0_g2GAX80990.1hypothetical protein CEUSTIGMA_g8425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN50299_c1_g3GAX84989.1hypothetical protein CEUSTIGMA_g12410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN50364_c0_g2XP_002946976.1hypothetical protein VOLCADRAFT_120390 [Volvox carteri f. nagariensis]Volvox_carteri 41.20 0.00

TRINITY_DN50851_c0_g1XP_011397015.1Alkylated DNA repair protein alkB-like protein 8 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 41.20 0.00

TRINITY_DN51231_c0_g1GAX75346.1hypothetical protein CEUSTIGMA_g2790.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.20 0.00

TRINITY_DN51418_c1_g3XP_027929991.1serine/arginine-rich splicing factor RS2Z32-like isoform X3 [Vigna unguiculata]Vigna_unguiculata 41.20 0.00

TRINITY_DN5879_c0_g1GAQ84838.1Alpha-kinase family protein containing von Willebrand factor type A domain [Klebsormidium nitens]Klebsormidium_nitens 41.20 0.00

TRINITY_DN7002_c0_g1KZV39289.1actin-7-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.20 0.00

TRINITY_DN10352_c0_g1XP_013897571.1retinol dehydrogenase 14 (all-trans/9-cis/11-cis) [Monoraphidium neglectum]Monoraphidium_neglectum 41.10 0.00

TRINITY_DN22772_c0_g1OWM86410.1hypothetical protein CDL15_Pgr021496 [Punica granatum]Punica_granatum 41.10 0.00

TRINITY_DN23323_c0_g1XP_002507794.1predicted protein [Micromonas commoda]Micromonas_commoda 41.10 0.00

TRINITY_DN24151_c0_g1PKA58023.1DNA mismatch repair protein MSH3 [Apostasia shenzhenica]Apostasia_shenzhenica 41.10 0.00

TRINITY_DN27482_c0_g1XP_001690222.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN28549_c0_g1GAQ85804.1Zinc finger RING-type domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 41.10 0.00

TRINITY_DN28836_c0_g1XP_011082141.1carbon catabolite repressor protein 4 homolog 4-like isoform X1 [Sesamum indicum]Sesamum_indicum 41.10 0.00

TRINITY_DN30683_c0_g1XP_002500048.1glycosyltransferase family 48 protein, partial [Micromonas commoda]Micromonas_commoda 41.10 0.00

TRINITY_DN3116_c0_g1BAJ99841.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.10 0.00

TRINITY_DN32164_c0_g1XP_005647185.1ATP-dependent DNA helicase ii [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.10 0.00

TRINITY_DN33037_c0_g1XP_021726918.1uncharacterized protein LOC110694072 [Chenopodium quinoa]Chenopodium_quinoa 41.10 0.00

TRINITY_DN33174_c0_g1GAX76752.1hypothetical protein CEUSTIGMA_g4199.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN33378_c0_g1NP_566332.1ubiquitin-conjugating enzyme 12 [Arabidopsis thaliana]Arabidopsis_thaliana 41.10 0.00

TRINITY_DN33991_c0_g1XP_024399863.1ER membrane protein complex subunit 8/9 homolog [Physcomitrella patens]Physcomitrella_patens 41.10 0.00

TRINITY_DN34083_c0_g1XP_020704760.1tyrosine/DOPA decarboxylase 2-like [Dendrobium catenatum]Dendrobium_catenatum 41.10 0.00

TRINITY_DN34165_c0_g4RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 41.10 0.00

TRINITY_DN35330_c0_g1GAQ81666.1ABC transporter C family [Klebsormidium nitens]Klebsormidium_nitens 41.10 0.00

TRINITY_DN35484_c0_g5XP_016550985.1PREDICTED: uncharacterized protein C119.09c-like [Capsicum annuum]Capsicum_annuum 41.10 0.00

TRINITY_DN35590_c0_g1OAE27701.1hypothetical protein AXG93_4193s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.10 0.00

TRINITY_DN35819_c0_g1GAX80942.1hypothetical protein CEUSTIGMA_g8377.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN36045_c0_g1XP_005645836.1DNA glycosylase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.10 0.00

TRINITY_DN36204_c0_g1XP_018830595.1PREDICTED: methylsterol monooxygenase 2-2-like [Juglans regia]Juglans_regia 41.10 0.00

TRINITY_DN36429_c0_g1XP_008671888.1probable protein S-acyltransferase 6 [Zea mays]Zea_mays 41.10 0.00

TRINITY_DN36779_c0_g9XP_021755235.1tRNA wybutosine-synthesizing protein 4-like [Chenopodium quinoa]Chenopodium_quinoa 41.10 0.00

TRINITY_DN36970_c1_g4PNW81890.1hypothetical protein CHLRE_06g264850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN37014_c0_g4GAX74639.1hypothetical protein CEUSTIGMA_g2087.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN37314_c0_g1GAX73586.1hypothetical protein CEUSTIGMA_g1037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN37501_c0_g4KXZ53990.1hypothetical protein GPECTOR_5g102 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN37726_c0_g1XP_010691219.1PREDICTED: phosphatidate cytidylyltransferase 1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 41.10 0.00

TRINITY_DN37865_c0_g1XP_024190808.1uncharacterized protein LOC112194807 isoform X2 [Rosa chinensis]Rosa_chinensis 41.10 0.00

TRINITY_DN37948_c0_g3PNG99231.160S ribosomal protein L22-2 [Tetrabaena socialis]Tetrabaena_socialis 41.10 0.00

TRINITY_DN38540_c0_g4PNW88434.1hypothetical protein CHLRE_01g029350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN38578_c0_g1KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN38996_c0_g3XP_013893676.1hypothetical protein MNEG_13306 [Monoraphidium neglectum]Monoraphidium_neglectum 41.10 0.00

TRINITY_DN39732_c0_g8RID60362.1hypothetical protein BRARA_F03524 [Brassica rapa]Brassica_rapa 41.10 0.00

TRINITY_DN39823_c0_g1XP_002964087.1peptidyl-prolyl cis-trans isomerase CYP65 [Selaginella moellendorffii]Selaginella_moellendorffii 41.10 0.00

TRINITY_DN39856_c0_g3GAX79538.1hypothetical protein CEUSTIGMA_g6979.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN39893_c0_g2PRW59620.1tyrosyl-DNA phosphodiesterase 1 [Chlorella sorokiniana]Chlorella_sorokiniana 41.10 0.00

TRINITY_DN40128_c0_g2PNW70335.1hypothetical protein CHLRE_17g715700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN40523_c1_g2GAX86359.1hypothetical protein CEUSTIGMA_g13771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00



TRINITY_DN40546_c2_g4GAX80591.1hypothetical protein CEUSTIGMA_g8028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN40857_c1_g9XP_020083492.1temperature-induced lipocalin-1 [Ananas comosus]Ananas_comosus 41.10 0.00

TRINITY_DN41051_c0_g3XP_013898532.1Uncharacterized protein MNEG_8447 [Monoraphidium neglectum]Monoraphidium_neglectum 41.10 0.00

TRINITY_DN41202_c1_g4XP_002949435.1hypothetical protein VOLCADRAFT_89889 [Volvox carteri f. nagariensis]Volvox_carteri 41.10 0.00

TRINITY_DN42262_c1_g3XP_006659084.1PREDICTED: pre-mRNA-splicing factor SLU7 [Oryza brachyantha]Oryza_brachyantha 41.10 0.00

TRINITY_DN42408_c0_g3GAX82114.1hypothetical protein CEUSTIGMA_g9542.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN42752_c0_g4GAQ78366.1transcription regulator NOT2/NOT3/NOT5 family protein [Klebsormidium nitens]Klebsormidium_nitens 41.10 0.00

TRINITY_DN42982_c0_g7XP_024392747.1something about silencing protein 10-like [Physcomitrella patens]Physcomitrella_patens 41.10 0.00

TRINITY_DN42989_c0_g1XP_001693133.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN43452_c0_g2XP_002951682.1Mg2+ transporter protein [Volvox carteri f. nagariensis]Volvox_carteri 41.10 0.00

TRINITY_DN43515_c1_g2AXR85314.1EF1.278 [Sanionia uncinata]Sanionia_uncinata 41.10 0.00

TRINITY_DN43981_c0_g1OMO88014.1hypothetical protein CCACVL1_08593 [Corchorus capsularis]Corchorus_capsularis 41.10 0.00

TRINITY_DN44107_c2_g3XP_002958229.1hypothetical protein VOLCADRAFT_99462 [Volvox carteri f. nagariensis]Volvox_carteri 41.10 0.00

TRINITY_DN44155_c1_g8XP_010930751.1PREDICTED: short-chain dehydrogenase TIC 32, chloroplastic-like [Elaeis guineensis]Elaeis_guineensis 41.10 0.00

TRINITY_DN44651_c0_g2PWA65835.1Armadillo-like helical [Artemisia annua]Artemisia_annua 41.10 0.00

TRINITY_DN45082_c0_g3XP_007151777.1hypothetical protein PHAVU_004G074000g [Phaseolus vulgaris]Phaseolus_vulgaris 41.10 0.00

TRINITY_DN45799_c1_g2GAX82101.1hypothetical protein CEUSTIGMA_g9529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN45957_c0_g1GAQ89952.1hypothetical protein KFL_005810050 [Klebsormidium nitens]Klebsormidium_nitens 41.10 0.00

TRINITY_DN46147_c0_g2RQL78624.1hypothetical protein DY000_00004563, partial [Brassica cretica]Brassica_cretica 41.10 0.00

TRINITY_DN46494_c1_g4BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.10 0.00

TRINITY_DN46524_c0_g2BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.10 0.00

TRINITY_DN46672_c0_g3KXZ45681.1hypothetical protein GPECTOR_52g9 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN47513_c0_g2GAX74460.1hypothetical protein CEUSTIGMA_g1909.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN47625_c0_g1GAX85743.1hypothetical protein CEUSTIGMA_g13158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN47826_c1_g1GAX76378.1hypothetical protein CEUSTIGMA_g3824.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN48257_c1_g1GAX77666.1hypothetical protein CEUSTIGMA_g5109.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN48475_c1_g3KXZ43004.1hypothetical protein GPECTOR_107g148 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN48700_c2_g1PNW79510.1hypothetical protein CHLRE_08g358400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.10 0.00

TRINITY_DN49260_c0_g5XP_023888548.1probable phospholipid-transporting ATPase C887.12 [Quercus suber]Quercus_suber 41.10 0.00

TRINITY_DN49445_c1_g1GAX84989.1hypothetical protein CEUSTIGMA_g12410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN49481_c0_g4OAE21286.1hypothetical protein AXG93_868s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 41.10 0.00

TRINITY_DN49833_c0_g2XP_009341635.1PREDICTED: tubulin-folding cofactor A-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 41.10 0.00

TRINITY_DN49915_c0_g1BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 41.10 0.00

TRINITY_DN50024_c0_g1XP_002952040.1hypothetical protein VOLCADRAFT_81727 [Volvox carteri f. nagariensis]Volvox_carteri 41.10 0.00

TRINITY_DN50119_c0_g1GAX74084.1hypothetical protein CEUSTIGMA_g1534.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN50222_c1_g2GAX84454.1hypothetical protein CEUSTIGMA_g11874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN50473_c0_g6XP_010941512.1PREDICTED: E3 ubiquitin-protein ligase UPL6 isoform X2 [Elaeis guineensis]Elaeis_guineensis 41.10 0.00

TRINITY_DN50583_c0_g3ABK41476.1catalase [Haematococcus lacustris]Haematococcus_lacustris 41.10 0.00

TRINITY_DN50651_c1_g3KXZ50118.1hypothetical protein GPECTOR_18g92 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN50978_c0_g1GAQ83170.1UDP-Glycosyltransferase superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 41.10 0.00

TRINITY_DN51029_c1_g1KXZ51993.1hypothetical protein GPECTOR_10g1015 [Gonium pectorale]Gonium_pectorale 41.10 0.00

TRINITY_DN51098_c1_g7XP_016181593.1G2/mitotic-specific cyclin S13-7 [Arachis ipaensis]Arachis_ipaensis 41.10 0.00

TRINITY_DN51622_c1_g4XP_010929955.1PREDICTED: scaffold attachment factor B1 [Elaeis guineensis]Elaeis_guineensis 41.10 0.00

TRINITY_DN52125_c2_g1GAX84343.1hypothetical protein CEUSTIGMA_g11765.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.10 0.00

TRINITY_DN52233_c0_g2PNH05285.1ATP-dependent zinc metalloprotease FTSH 1, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 41.10 0.00

TRINITY_DN9588_c0_g1XP_010438743.1PREDICTED: sufE-like protein 1, chloroplastic/mitochondrial isoform X4 [Camelina sativa]Camelina_sativa 41.10 0.00

TRINITY_DN13257_c0_g1XP_010937158.1PREDICTED: extracellular ribonuclease LE [Elaeis guineensis]Elaeis_guineensis 41.00 0.00

TRINITY_DN1753_c0_g1XP_004289170.1PREDICTED: autophagy-related protein 8C-like [Fragaria vesca subsp. vesca]Fragaria_vesca 41.00 0.00

TRINITY_DN23551_c0_g2XP_022940120.1calcium-dependent protein kinase 26-like [Cucurbita moschata]Cucurbita_moschata 41.00 0.00

TRINITY_DN23656_c0_g1KNA03448.1hypothetical protein SOVF_209100 [Spinacia oleracea]Spinacia_oleracea 41.00 0.00

TRINITY_DN26905_c0_g2XP_003079495.2Adenylyl cyclase class-3/4/guanylyl cyclase [Ostreococcus tauri]Ostreococcus_tauri 41.00 0.00

TRINITY_DN28190_c0_g1EFJ12309.1hypothetical protein SELMODRAFT_425390 [Selaginella moellendorffii]Selaginella_moellendorffii 41.00 0.00

TRINITY_DN29600_c1_g1XP_002509042.1predicted protein [Micromonas commoda]Micromonas_commoda 41.00 0.00

TRINITY_DN30386_c0_g2PIA55632.1hypothetical protein AQUCO_00700148v1 [Aquilegia coerulea]Aquilegia_coerulea 41.00 0.00

TRINITY_DN33340_c0_g1GAX75314.1hypothetical protein CEUSTIGMA_g2759.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN33394_c0_g1XP_002460282.2protein transport protein SEC13 homolog B [Sorghum bicolor]Sorghum_bicolor 41.00 0.00

TRINITY_DN33598_c0_g2GAQ79650.1Signal transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 41.00 0.00

TRINITY_DN33738_c0_g1XP_022840386.1TatD family [Ostreococcus tauri]Ostreococcus_tauri 41.00 0.00

TRINITY_DN33933_c0_g1XP_010525690.1PREDICTED: glycoprotein 3-alpha-L-fucosyltransferase A-like [Tarenaya hassleriana]Tarenaya_hassleriana 41.00 0.00

TRINITY_DN33967_c0_g2RWW04608.1hypothetical protein GW17_00032157 [Ensete ventricosum]Ensete_ventricosum 41.00 0.00

TRINITY_DN34767_c0_g3XP_024368568.1xanthine dehydrogenase/oxidase-like [Physcomitrella patens]Physcomitrella_patens 41.00 0.00

TRINITY_DN35183_c0_g1GAQ78616.1Amidase family protein [Klebsormidium nitens]Klebsormidium_nitens 41.00 0.00

TRINITY_DN35395_c0_g1XP_010436083.1PREDICTED: dual specificity protein phosphatase 1B isoform X2 [Camelina sativa]Camelina_sativa 41.00 0.00

TRINITY_DN35630_c3_g2KXZ48179.1hypothetical protein GPECTOR_30g275 [Gonium pectorale]Gonium_pectorale 41.00 0.00

TRINITY_DN36036_c0_g1XP_022927732.1low-temperature-induced cysteine proteinase-like [Cucurbita moschata]Cucurbita_moschata 41.00 0.00

TRINITY_DN36090_c0_g1XP_027190376.1triacylglycerol lipase 2-like [Cicer arietinum]Cicer_arietinum 41.00 0.00



TRINITY_DN36820_c0_g7XP_013891830.1zinc-metallopeptidase-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 41.00 0.00

TRINITY_DN36956_c1_g4KDP21262.1hypothetical protein JCGZ_21733 [Jatropha curcas]Jatropha_curcas 41.00 0.00

TRINITY_DN37286_c1_g2XP_001690416.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.00 0.00

TRINITY_DN37382_c0_g2GAX80565.1hypothetical protein CEUSTIGMA_g8002.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN37495_c0_g3GAX80348.1hypothetical protein CEUSTIGMA_g7787.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN37652_c0_g2PSC69251.1methyltransferase 4 [Micractinium conductrix]Micractinium_conductrix 41.00 0.00

TRINITY_DN37831_c0_g11EFJ30367.1hypothetical protein SELMODRAFT_169730 [Selaginella moellendorffii]Selaginella_moellendorffii 41.00 0.00

TRINITY_DN37880_c0_g1RLM92426.1phospholipase D zeta 1-like [Panicum miliaceum]Panicum_miliaceum 41.00 0.00

TRINITY_DN38021_c0_g1XP_007136270.1hypothetical protein PHAVU_009G032400g [Phaseolus vulgaris]Phaseolus_vulgaris 41.00 0.00

TRINITY_DN38063_c0_g10GAX75940.1hypothetical protein CEUSTIGMA_g3383.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN38083_c0_g5EFJ13093.1hypothetical protein SELMODRAFT_4055, partial [Selaginella moellendorffii]Selaginella_moellendorffii 41.00 0.00

TRINITY_DN38111_c2_g2KZV17083.1putative prefoldin subunit 2 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 41.00 0.00

TRINITY_DN38255_c1_g3GAV91327.1Pkinase domain-containing protein/Pkinase_C domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 41.00 0.00

TRINITY_DN38848_c0_g5GAX80359.1hypothetical protein CEUSTIGMA_g7798.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN39226_c1_g5XP_024195687.1dual specificity protein phosphatase 1-like [Rosa chinensis]Rosa_chinensis 41.00 0.00

TRINITY_DN39264_c0_g1XP_026657038.1uncharacterized protein LOC103697416 [Phoenix dactylifera]Phoenix_dactylifera 41.00 0.00

TRINITY_DN39328_c0_g6PNW78446.1hypothetical protein CHLRE_09g397050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.00 0.00

TRINITY_DN39494_c1_g2GAX86243.1hypothetical protein CEUSTIGMA_g13656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN39610_c1_g9P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 41.00 0.00

TRINITY_DN39840_c0_g8XP_010240127.1uncharacterized protein LOC100837137 isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 41.00 0.00

TRINITY_DN40035_c1_g1KXZ41591.1hypothetical protein GPECTOR_376g168 [Gonium pectorale]Gonium_pectorale 41.00 0.00

TRINITY_DN40234_c1_g4GAQ93207.1protein with ribonuclease H-like, integrase and retrovirus zinc finger-like domains [Klebsormidium nitens]Klebsormidium_nitens 41.00 0.00

TRINITY_DN40317_c0_g1XP_020104749.1acyl-CoA-binding domain-containing protein 4-like [Ananas comosus]Ananas_comosus 41.00 0.00

TRINITY_DN40869_c0_g2KZM86035.1hypothetical protein DCAR_026543 [Daucus carota subsp. sativus]Daucus_carota 41.00 0.00

TRINITY_DN41159_c0_g6XP_002956355.1strictosidine synthase [Volvox carteri f. nagariensis]Volvox_carteri 41.00 0.00

TRINITY_DN41307_c0_g5GAX72982.1hypothetical protein CEUSTIGMA_g434.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN41546_c0_g4PSS11853.1ELMO domain-containing protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 41.00 0.00

TRINITY_DN4175_c0_g1XP_010665070.1PREDICTED: S-adenosylmethionine carrier 1, chloroplastic/mitochondrial isoform X2 [Vitis vinifera]Vitis_vinifera 41.00 0.00

TRINITY_DN42142_c0_g3PNW69910.1hypothetical protein CHLRE_17g697900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.00 0.00

TRINITY_DN42561_c0_g1XP_007515643.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 41.00 0.00

TRINITY_DN43266_c2_g1GBF94558.1hypothetical protein Rsub_06673 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.00 0.00

TRINITY_DN44168_c0_g4KXZ43998.1hypothetical protein GPECTOR_75g721 [Gonium pectorale]Gonium_pectorale 41.00 0.00

TRINITY_DN44263_c0_g5GBG00627.1hypothetical protein Rsub_13381 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.00 0.00

TRINITY_DN44398_c0_g7XP_002946546.1hypothetical protein VOLCADRAFT_79084 [Volvox carteri f. nagariensis]Volvox_carteri 41.00 0.00

TRINITY_DN44413_c1_g1KMZ71014.1Calcium-dependent protein kinase-like protein [Zostera marina]Zostera_marina 41.00 0.00

TRINITY_DN44427_c0_g5XP_021767887.1zinc finger HIT domain-containing protein 2-like [Chenopodium quinoa]Chenopodium_quinoa 41.00 0.00

TRINITY_DN44807_c1_g3GAX83985.1hypothetical protein CEUSTIGMA_g11410.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN44977_c0_g2XP_005649099.1cytochrome P450 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.00 0.00

TRINITY_DN45582_c0_g1PNW80448.1hypothetical protein CHLRE_07g317908v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.00 0.00

TRINITY_DN45878_c0_g2PRW60421.1RAP domain [Chlorella sorokiniana]Chlorella_sorokiniana 41.00 0.00

TRINITY_DN46119_c0_g6XP_002946215.1hypothetical protein VOLCADRAFT_115791 [Volvox carteri f. nagariensis]Volvox_carteri 41.00 0.00

TRINITY_DN46178_c0_g1XP_002949932.1omega-6-FAD, chloroplast isoform [Volvox carteri f. nagariensis]Volvox_carteri 41.00 0.00

TRINITY_DN46341_c1_g5XP_005644028.1JmjC-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 41.00 0.00

TRINITY_DN46548_c0_g1GAX77889.1hypothetical protein CEUSTIGMA_g5331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN46858_c0_g2GAX77008.1hypothetical protein CEUSTIGMA_g4455.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN46989_c0_g3PNW88477.1hypothetical protein CHLRE_01g031300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 41.00 0.00

TRINITY_DN47153_c0_g1GBF94196.1calcium calmodulin-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.00 0.00

TRINITY_DN47505_c2_g7PRW55974.1Ca-transporting ATPase [Chlorella sorokiniana]Chlorella_sorokiniana 41.00 0.00

TRINITY_DN47541_c1_g1GAX76574.1hypothetical protein CEUSTIGMA_g4020.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN49475_c0_g1KXZ49031.1hypothetical protein GPECTOR_23g119 [Gonium pectorale]Gonium_pectorale 41.00 0.00

TRINITY_DN49602_c0_g1XP_002947888.1hypothetical protein VOLCADRAFT_103668 [Volvox carteri f. nagariensis]Volvox_carteri 41.00 0.00

TRINITY_DN49927_c0_g1XP_002990240.1ubiquitin-protein ligase E3A isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 41.00 0.00

TRINITY_DN50504_c1_g1GAX75601.1hypothetical protein CEUSTIGMA_g3045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN50565_c0_g2GAX77772.1hypothetical protein CEUSTIGMA_g5215.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN51722_c1_g1GBF99801.1hypothetical protein Rsub_12554 [Raphidocelis subcapitata]Raphidocelis_subcapitata 41.00 0.00

TRINITY_DN52147_c0_g2GAX75027.1hypothetical protein CEUSTIGMA_g2473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN52246_c1_g2GAX84689.1hypothetical protein CEUSTIGMA_g12110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 41.00 0.00

TRINITY_DN53138_c0_g1XP_011093541.1chaperone protein dnaJ GFA2, mitochondrial isoform X1 [Sesamum indicum]Sesamum_indicum 41.00 0.00

TRINITY_DN23678_c0_g1XP_010676561.1PREDICTED: monothiol glutaredoxin-S15, mitochondrial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 40.90 0.00

TRINITY_DN30947_c0_g1XP_021289144.1peroxiredoxin-2E, chloroplastic [Herrania umbratica]Herrania_umbratica 40.90 0.00

TRINITY_DN31821_c0_g1PTQ38538.1hypothetical protein MARPO_0050s0014 [Marchantia polymorpha]Marchantia_polymorpha 40.90 0.00

TRINITY_DN3354_c0_g1XP_027084808.1UMP-CMP kinase 3-like isoform X3 [Coffea arabica]Coffea_arabica 40.90 0.00

TRINITY_DN33837_c0_g3XP_021726521.1chaperone protein dnaJ A7A, chloroplastic-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 40.90 0.00

TRINITY_DN33875_c0_g1GAX82389.1hypothetical protein CEUSTIGMA_g9817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN34407_c0_g1XP_008440772.1PREDICTED: folate transporter 1, chloroplastic isoform X2 [Cucumis melo]Cucumis_melo 40.90 0.00

TRINITY_DN34893_c0_g14XP_023870743.1uncharacterized aminotransferase C6B12.04c-like [Quercus suber]Quercus_suber 40.90 0.00



TRINITY_DN35372_c0_g1XP_021908986.111-beta-hydroxysteroid dehydrogenase 1B-like [Carica papaya]Carica_papaya 40.90 0.00

TRINITY_DN35575_c0_g2XP_024455907.1serine/threonine-protein kinase Nek6 [Populus trichocarpa]Populus_trichocarpa 40.90 0.00

TRINITY_DN35803_c0_g3GAQ82787.1phosphopantetheine adenylyltransferase / dephospho-CoA kinase [Klebsormidium nitens]Klebsormidium_nitens 40.90 0.00

TRINITY_DN36292_c0_g9XP_011037642.1PREDICTED: tRNA wybutosine-synthesizing protein 2/3/4 [Populus euphratica]Populus_euphratica 40.90 0.00

TRINITY_DN36434_c0_g2PRW33532.1E3 ubiquitin- ligase UPL1-like [Chlorella sorokiniana]Chlorella_sorokiniana 40.90 0.00

TRINITY_DN36663_c0_g1XP_010543031.1PREDICTED: 1-phosphatidylinositol-3-phosphate 5-kinase FAB1B [Tarenaya hassleriana]Tarenaya_hassleriana 40.90 0.00

TRINITY_DN37092_c0_g4KRG98334.1hypothetical protein GLYMA_18G066400 [Glycine max]Glycine_max 40.90 0.00

TRINITY_DN37847_c0_g7XP_020225353.1calcium-dependent protein kinase 26-like [Cajanus cajan]Cajanus_cajan 40.90 0.00

TRINITY_DN38209_c0_g5EFJ37347.1hypothetical protein SELMODRAFT_77537 [Selaginella moellendorffii]Selaginella_moellendorffii 40.90 0.00

TRINITY_DN38239_c0_g3XP_026455484.1ras-related protein RABD1-like [Papaver somniferum]Papaver_somniferum 40.90 0.00

TRINITY_DN3842_c0_g1XP_024168460.1probable F-actin-capping protein subunit beta isoform X1 [Rosa chinensis]Rosa_chinensis 40.90 0.00

TRINITY_DN38516_c1_g10XP_010686845.1PREDICTED: calcium-dependent protein kinase 2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 40.90 0.00

TRINITY_DN38885_c0_g2XP_022743113.1nucleolin 2-like isoform X2 [Durio zibethinus]Durio_zibethinus 40.90 0.00

TRINITY_DN38937_c0_g4GAX85123.1hypothetical protein CEUSTIGMA_g12543.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN39086_c1_g1XP_024386514.1sterol 3-beta-glucosyltransferase UGT80A2-like [Physcomitrella patens]Physcomitrella_patens 40.90 0.00

TRINITY_DN39109_c0_g2XP_023897604.1cystathionine beta-synthase-like [Quercus suber]Quercus_suber 40.90 0.00

TRINITY_DN39339_c1_g2XP_024391998.1carboxypeptidase Q-like [Physcomitrella patens]Physcomitrella_patens 40.90 0.00

TRINITY_DN39544_c0_g3RWR76596.1serine/threonine-protein phosphatase BSL1-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 40.90 0.00

TRINITY_DN40565_c0_g1PRW32652.1Transcription factor TFIIIB component B [Chlorella sorokiniana]Chlorella_sorokiniana 40.90 0.00

TRINITY_DN40653_c0_g2AEU04700.1fatty acid delta-6-desaturase [Lobosphaera incisa]Lobosphaera_incisa 40.90 0.00

TRINITY_DN40952_c1_g5XP_002947295.1hypothetical protein VOLCADRAFT_87528 [Volvox carteri f. nagariensis]Volvox_carteri 40.90 0.00

TRINITY_DN40983_c0_g2GAX82595.1hypothetical protein CEUSTIGMA_g10021.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN41419_c0_g1AIY62758.1carotenoid cleavage dioxygenase [Lycium chinense]Lycium_chinense 40.90 0.00

TRINITY_DN41592_c0_g1GBF90261.1hypothetical protein Rsub_03394 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.90 0.00

TRINITY_DN41833_c0_g2PSC72762.1ATP binding cassette subfamily B4 isoform 2 [Micractinium conductrix]Micractinium_conductrix 40.90 0.00

TRINITY_DN42394_c1_g1GAX81512.1hypothetical protein CEUSTIGMA_g8940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN42569_c0_g3XP_004246306.118.2 kDa class I heat shock protein [Solanum lycopersicum]Solanum_lycopersicum 40.90 0.00

TRINITY_DN43253_c0_g1OAE24415.1hypothetical protein AXG93_4530s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.90 0.00

TRINITY_DN43763_c1_g3GAQ90626.1hypothetical protein KFL_006640060 [Klebsormidium nitens]Klebsormidium_nitens 40.90 0.00

TRINITY_DN43944_c2_g4PKA62294.1ABC transporter B family member 21 [Apostasia shenzhenica]Apostasia_shenzhenica 40.90 0.00

TRINITY_DN44044_c1_g1RDX86666.1Serine/threonine-protein kinase CTR1, partial [Mucuna pruriens]Mucuna_pruriens 40.90 0.00

TRINITY_DN44066_c0_g3GAQ89183.1hypothetical protein KFL_004950010 [Klebsormidium nitens]Klebsormidium_nitens 40.90 0.00

TRINITY_DN44316_c1_g10XP_015075010.1serine carboxypeptidase-like 50 [Solanum pennellii]Solanum_pennellii 40.90 0.00

TRINITY_DN44777_c0_g2KDD73076.1hypothetical protein H632_c2563p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 40.90 0.00

TRINITY_DN44839_c0_g1XP_021837681.1annexin D5-like [Spinacia oleracea]Spinacia_oleracea 40.90 0.00

TRINITY_DN44878_c1_g6GAX80692.1hypothetical protein CEUSTIGMA_g8127.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN44993_c0_g6XP_010233976.1zinc transporter ZTP29 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 40.90 0.00

TRINITY_DN45167_c0_g5PNH01468.1hypothetical protein TSOC_012642, partial [Tetrabaena socialis]Tetrabaena_socialis 40.90 0.00

TRINITY_DN45209_c0_g2PNW78107.1hypothetical protein CHLRE_10g464450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.90 0.00

TRINITY_DN45328_c0_g5KZM94798.1hypothetical protein DCAR_018040 [Daucus carota subsp. sativus]Daucus_carota 40.90 0.00

TRINITY_DN45630_c0_g4XP_024371662.1GTPase LSG1-2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 40.90 0.00

TRINITY_DN45835_c0_g3XP_008353982.1PREDICTED: FH protein interacting protein FIP2-like [Malus domestica]Malus_domestica 40.90 0.00

TRINITY_DN45936_c1_g1PNW74976.1hypothetical protein CHLRE_12g501900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.90 0.00

TRINITY_DN46020_c2_g1XP_013898357.1hypothetical protein MNEG_8623 [Monoraphidium neglectum]Monoraphidium_neglectum 40.90 0.00

TRINITY_DN46061_c1_g1GAX83668.1hypothetical protein CEUSTIGMA_g11093.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN46486_c0_g2PNH11148.1Chaperone protein ClpC, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 40.90 0.00

TRINITY_DN46559_c0_g1XP_022895657.1ras-related protein RABA2a [Olea europaea var. sylvestris]Olea_europaea 40.90 0.00

TRINITY_DN48041_c0_g1XP_020423512.14-alpha-glucanotransferase DPE2 [Prunus persica]Prunus_persica 40.90 0.00

TRINITY_DN48235_c0_g7PIA55031.1hypothetical protein AQUCO_00800043v1 [Aquilegia coerulea]Aquilegia_coerulea 40.90 0.00

TRINITY_DN48478_c0_g2XP_013897242.1hypothetical protein MNEG_9742 [Monoraphidium neglectum]Monoraphidium_neglectum 40.90 0.00

TRINITY_DN48747_c0_g3GAX79060.1hypothetical protein CEUSTIGMA_g6500.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN49012_c1_g2KXZ54462.1hypothetical protein GPECTOR_4g1013 [Gonium pectorale]Gonium_pectorale 40.90 0.00

TRINITY_DN49326_c0_g7GAX80707.1hypothetical protein CEUSTIGMA_g8142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN49486_c1_g5GAX85894.1hypothetical protein CEUSTIGMA_g13310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN49583_c0_g1KXZ42046.1hypothetical protein GPECTOR_217g453 [Gonium pectorale]Gonium_pectorale 40.90 0.00

TRINITY_DN49906_c1_g8KXZ54062.1hypothetical protein GPECTOR_5g17 [Gonium pectorale]Gonium_pectorale 40.90 0.00

TRINITY_DN50098_c0_g1XP_013900518.1hypothetical protein MNEG_6464 [Monoraphidium neglectum]Monoraphidium_neglectum 40.90 0.00

TRINITY_DN50640_c0_g6ABK25011.1unknown [Picea sitchensis]Picea_sitchensis 40.90 0.00

TRINITY_DN51441_c1_g6XP_001690892.1protein of receptor mediated endocytosis family, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.90 0.00

TRINITY_DN51590_c1_g2XP_024925447.1ADP-ribosylation factor 1-like [Ziziphus jujuba]Ziziphus_jujuba 40.90 0.00

TRINITY_DN51720_c0_g1GAX85390.1hypothetical protein CEUSTIGMA_g12806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.90 0.00

TRINITY_DN52090_c0_g4XP_002949631.1hypothetical protein VOLCADRAFT_90061 [Volvox carteri f. nagariensis]Volvox_carteri 40.90 0.00

TRINITY_DN52590_c1_g3XP_027773364.1omega-amidase, chloroplastic-like isoform X3 [Solanum pennellii]Solanum_pennellii 40.90 0.00

TRINITY_DN14423_c0_g1GAQ90378.1phosphate transporter [Klebsormidium nitens]Klebsormidium_nitens 40.80 0.00

TRINITY_DN26840_c0_g1GBF94175.1hypothetical protein Rsub_07162 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.80 0.00

TRINITY_DN30212_c0_g1GAV80318.1SRR1 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 40.80 0.00



TRINITY_DN30261_c0_g6XP_010668619.1PREDICTED: serine/threonine-protein kinase CBK1-like, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 40.80 0.00

TRINITY_DN34290_c0_g1KZV23764.1hypothetical protein F511_31956 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 40.80 0.00

TRINITY_DN34804_c0_g3XP_021763163.1WD repeat-containing protein 89 homolog isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 40.80 0.00

TRINITY_DN35426_c0_g1GAX82997.1hypothetical protein CEUSTIGMA_g10424.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN35533_c0_g1XP_009595233.1PREDICTED: H/ACA ribonucleoprotein complex non-core subunit NAF1-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 40.80 0.00

TRINITY_DN35644_c0_g1XP_011469917.1PREDICTED: NF-X1-type zinc finger protein NFXL2 isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 40.80 0.00

TRINITY_DN36645_c0_g1XP_002503272.1predicted protein [Micromonas commoda]Micromonas_commoda 40.80 0.00

TRINITY_DN36833_c2_g9KXZ47877.1hypothetical protein GPECTOR_32g490 [Gonium pectorale]Gonium_pectorale 40.80 0.00

TRINITY_DN36869_c0_g1BAJ85163.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.80 0.00

TRINITY_DN37002_c1_g8XP_012471751.1PREDICTED: calpain-type cysteine protease DEK1 [Gossypium raimondii]Gossypium_raimondii 40.80 0.00

TRINITY_DN37057_c0_g8XP_023754318.1protein RER1A-like [Lactuca sativa]Lactuca_sativa 40.80 0.00

TRINITY_DN37342_c0_g2XP_002952446.1Ca2+/H+ antiporter, cation antiporter, membrane protein [Volvox carteri f. nagariensis]Volvox_carteri 40.80 0.00

TRINITY_DN37502_c0_g7GAX73142.1hypothetical protein CEUSTIGMA_g595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN37685_c2_g1XP_005845681.1hypothetical protein CHLNCDRAFT_36436 [Chlorella variabilis]Chlorella_variabilis 40.80 0.00

TRINITY_DN37867_c0_g3XP_002946331.1hypothetical protein VOLCADRAFT_102927 [Volvox carteri f. nagariensis]Volvox_carteri 40.80 0.00

TRINITY_DN38049_c1_g4XP_002955627.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 40.80 0.00

TRINITY_DN38142_c0_g4XP_021983622.1uncharacterized protein LOC110879466 [Helianthus annuus]Helianthus_annuus 40.80 0.00

TRINITY_DN38204_c0_g1GBG75392.1hypothetical protein CBR_g20021 [Chara braunii]Chara_braunii 40.80 0.00

TRINITY_DN38920_c0_g1XP_023908784.1uncharacterized protein LOC112020457 [Quercus suber]Quercus_suber 40.80 0.00

TRINITY_DN39578_c0_g4XP_002508902.1predicted protein [Micromonas commoda]Micromonas_commoda 40.80 0.00

TRINITY_DN39840_c0_g1XP_027192460.1uncharacterized exonuclease domain-containing protein At3g15140 isoform X2 [Cicer arietinum]Cicer_arietinum 40.80 0.00

TRINITY_DN40034_c0_g8NP_001149261.1uncharacterized protein LOC100282883 [Zea mays]Zea_mays 40.80 0.00

TRINITY_DN40046_c0_g6PRW56543.1Endoglucanase A [Chlorella sorokiniana]Chlorella_sorokiniana 40.80 0.00

TRINITY_DN40690_c1_g10XP_002957878.1hypothetical protein VOLCADRAFT_107850 [Volvox carteri f. nagariensis]Volvox_carteri 40.80 0.00

TRINITY_DN40773_c0_g9GAQ87230.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 40.80 0.00

TRINITY_DN41328_c1_g7XP_024383922.1transmembrane emp24 domain-containing protein p24delta3-like [Physcomitrella patens]Physcomitrella_patens 40.80 0.00

TRINITY_DN41411_c0_g1GAX76385.1hypothetical protein CEUSTIGMA_g3831.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN41453_c0_g2XP_024629956.1probable voltage-gated potassium channel subunit beta [Medicago truncatula]Medicago_truncatula 40.80 0.00

TRINITY_DN41512_c0_g5GAQ82347.1hypothetical protein KFL_001080230 [Klebsormidium nitens]Klebsormidium_nitens 40.80 0.00

TRINITY_DN41730_c1_g1XP_013891143.1hypothetical protein MNEG_15840 [Monoraphidium neglectum]Monoraphidium_neglectum 40.80 0.00

TRINITY_DN41797_c1_g1XP_005848756.1hypothetical protein CHLNCDRAFT_144490 [Chlorella variabilis]Chlorella_variabilis 40.80 0.00

TRINITY_DN41893_c1_g3XP_023893825.1serine O-succinyltransferase-like [Quercus suber]Quercus_suber 40.80 0.00

TRINITY_DN42432_c0_g1XP_003078775.2Glycoside hydrolase, superfamily [Ostreococcus tauri]Ostreococcus_tauri 40.80 0.00

TRINITY_DN42655_c0_g5GBG70700.1hypothetical protein CBR_g7999 [Chara braunii]Chara_braunii 40.80 0.00

TRINITY_DN43003_c0_g3XP_010533986.1PREDICTED: probable protein phosphatase 2C 11 [Tarenaya hassleriana]Tarenaya_hassleriana 40.80 0.00

TRINITY_DN43808_c0_g5GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN44288_c0_g5ABK27015.1unknown [Picea sitchensis]Picea_sitchensis 40.80 0.00

TRINITY_DN44449_c0_g7EMS55876.1RNA-binding protein 40 [Triticum urartu]Triticum_urartu 40.80 0.00

TRINITY_DN44913_c0_g3GBF94846.1hypothetical protein Rsub_08018 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.80 0.00

TRINITY_DN45079_c0_g1GBF99143.1potassium channel [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.80 0.00

TRINITY_DN45187_c1_g5OAE26857.1hypothetical protein AXG93_4360s1080 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.80 0.00

TRINITY_DN45723_c0_g3XP_024385896.1protein-lysine methyltransferase METTL21D-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 40.80 0.00

TRINITY_DN45782_c0_g2GAX82857.1hypothetical protein CEUSTIGMA_g10283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN45995_c2_g2GAX72822.1hypothetical protein CEUSTIGMA_g277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN46172_c0_g2XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 40.80 0.00

TRINITY_DN46378_c0_g4KXZ47521.1hypothetical protein GPECTOR_34g680 [Gonium pectorale]Gonium_pectorale 40.80 0.00

TRINITY_DN46499_c0_g1XP_010046470.1PREDICTED: NEDD8-activating enzyme E1 regulatory subunit AXR1 isoform X1 [Eucalyptus grandis]Eucalyptus_grandis 40.80 0.00

TRINITY_DN46964_c0_g1KXZ54157.1hypothetical protein GPECTOR_5g255 [Gonium pectorale]Gonium_pectorale 40.80 0.00

TRINITY_DN46999_c0_g1GAX82301.1hypothetical protein CEUSTIGMA_g9730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN47016_c0_g2OAE31731.1hypothetical protein AXG93_3384s2070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.80 0.00

TRINITY_DN47102_c0_g3KXZ54508.1hypothetical protein GPECTOR_4g573 [Gonium pectorale]Gonium_pectorale 40.80 0.00

TRINITY_DN47234_c0_g1KXZ53031.1hypothetical protein GPECTOR_8g398 [Gonium pectorale]Gonium_pectorale 40.80 0.00

TRINITY_DN47495_c0_g2PIN05748.1Xanthine dehydrogenase [Handroanthus impetiginosus]Handroanthus_impetiginosus 40.80 0.00

TRINITY_DN47623_c0_g1XP_006850154.1coatomer subunit beta-1 [Amborella trichopoda]Amborella_trichopoda 40.80 0.00

TRINITY_DN48107_c0_g5GAX85760.1hypothetical protein CEUSTIGMA_g13175.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN49076_c0_g2XP_017615387.1PREDICTED: replication factor C subunit 1 [Gossypium arboreum]Gossypium_arboreum 40.80 0.00

TRINITY_DN49250_c0_g6PNW73952.1hypothetical protein CHLRE_13g579500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.80 0.00

TRINITY_DN49261_c0_g2XP_011008534.1PREDICTED: membrane-associated progesterone-binding protein 4 isoform X1 [Populus euphratica]Populus_euphratica 40.80 0.00

TRINITY_DN49581_c1_g2GAX73897.1hypothetical protein CEUSTIGMA_g1347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN49810_c0_g1GAX80758.1hypothetical protein CEUSTIGMA_g8193.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.80 0.00

TRINITY_DN50194_c1_g1PNW83139.1hypothetical protein CHLRE_06g308300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.80 0.00

TRINITY_DN50476_c0_g1PNH12073.1hypothetical protein TSOC_000998, partial [Tetrabaena socialis]Tetrabaena_socialis 40.80 0.00

TRINITY_DN50943_c1_g6RZB60131.1Fimbrin-2 isoform C [Glycine soja]Glycine_soja 40.80 0.00

TRINITY_DN52181_c0_g1XP_002958008.1hypothetical protein VOLCADRAFT_107907 [Volvox carteri f. nagariensis]Volvox_carteri 40.80 0.00

TRINITY_DN52268_c0_g1XP_001693482.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.80 0.00

TRINITY_DN52678_c0_g1PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 40.80 0.00



TRINITY_DN8173_c0_g1PLY66686.1hypothetical protein LSAT_1X46661 [Lactuca sativa]Lactuca_sativa 40.80 0.00

TRINITY_DN9325_c0_g1GBF94162.1hypothetical protein Rsub_07149 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.80 0.00

TRINITY_DN16887_c0_g1EFJ05604.1hypothetical protein SELMODRAFT_187412 [Selaginella moellendorffii]Selaginella_moellendorffii 40.70 0.00

TRINITY_DN16915_c0_g1PRW57533.1Ras-related RABA1f [Chlorella sorokiniana]Chlorella_sorokiniana 40.70 0.00

TRINITY_DN19946_c0_g2RXH85701.1hypothetical protein DVH24_009522 [Malus domestica]Malus_domestica 40.70 0.00

TRINITY_DN19972_c0_g2XP_018673840.1PREDICTED: receptor-like serine/threonine-protein kinase SD1-8 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 40.70 0.00

TRINITY_DN20120_c0_g1XP_019242822.1PREDICTED: uncharacterized RING finger protein P32A8.03c-like [Nicotiana attenuata]Nicotiana_attenuata 40.70 0.00

TRINITY_DN20484_c0_g1XP_011396340.1Pre-mRNA-splicing factor 38B [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.70 0.00

TRINITY_DN23476_c0_g1AIU49879.1FMN-linked oxidoreductases superfamily protein, partial [Lilium brownii]Lilium_brownii 40.70 0.00

TRINITY_DN24203_c0_g2PNR47922.1hypothetical protein PHYPA_012395 [Physcomitrella patens]Physcomitrella_patens 40.70 0.00

TRINITY_DN25473_c0_g1XP_005852197.1hypothetical protein CHLNCDRAFT_133411 [Chlorella variabilis]Chlorella_variabilis 40.70 0.00

TRINITY_DN27944_c0_g1XP_004976907.1helicase-like transcription factor CHR28 isoform X2 [Setaria italica]Setaria_italica 40.70 0.00

TRINITY_DN30201_c0_g1RMZ54296.1hypothetical protein APUTEX25_001454, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.70 0.00

TRINITY_DN31934_c0_g1XP_010057117.1PREDICTED: SAP30-binding protein isoform X1 [Eucalyptus grandis]Eucalyptus_grandis 40.70 0.00

TRINITY_DN32555_c0_g1ALJ53302.1polyubiquitin [Luffa aegyptiaca]Luffa_aegyptiaca 40.70 0.00

TRINITY_DN32803_c0_g1XP_001694627.1transmembrane protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN33364_c0_g1XP_015637261.1crossover junction endonuclease EME1 [Oryza sativa Japonica Group]Oryza_sativa 40.70 0.00

TRINITY_DN33691_c0_g2Q9FVI1.1RecName: Full=Actin-depolymerizing factor 2; Short=ADF-2Petunia_x_hybrida 40.70 0.00

TRINITY_DN33826_c0_g1XP_006374883.1mannose-P-dolichol utilization defect 1 protein homolog 2 [Populus trichocarpa]Populus_trichocarpa 40.70 0.00

TRINITY_DN33834_c0_g1VDD40743.1unnamed protein product [Brassica oleracea]Brassica_oleracea 40.70 0.00

TRINITY_DN34011_c0_g1XP_020192184.1serine/threonine protein kinase OSK4-like isoform X2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 40.70 0.00

TRINITY_DN34018_c0_g1XP_021720815.1E3 ubiquitin-protein ligase SDIR1-like [Chenopodium quinoa]Chenopodium_quinoa 40.70 0.00

TRINITY_DN34139_c0_g1OEL31145.1hypothetical protein BAE44_0007836 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 40.70 0.00

TRINITY_DN34496_c0_g1PNR30276.1hypothetical protein PHYPA_026592 [Physcomitrella patens]Physcomitrella_patens 40.70 0.00

TRINITY_DN34739_c0_g4EFJ27872.1hypothetical protein SELMODRAFT_94950 [Selaginella moellendorffii]Selaginella_moellendorffii 40.70 0.00

TRINITY_DN34790_c0_g3KXZ50431.1hypothetical protein GPECTOR_16g605 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN35070_c0_g2XP_005645336.1hypothetical protein COCSUDRAFT_57349 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.70 0.00

TRINITY_DN35424_c0_g1GAQ78179.1malate synthase [Klebsormidium nitens]Klebsormidium_nitens 40.70 0.00

TRINITY_DN35896_c0_g3AHV83603.1ROP5 [Lotus japonicus]Lotus_japonicus 40.70 0.00

TRINITY_DN36145_c1_g7XP_013898610.1TBC1 domain family member 2A [Monoraphidium neglectum]Monoraphidium_neglectum 40.70 0.00

TRINITY_DN36357_c0_g3EPS63151.1hypothetical protein M569_11638, partial [Genlisea aurea]Genlisea_aurea 40.70 0.00

TRINITY_DN36647_c0_g2PNX75576.1flavonol synthase/flavanone 3-hydroxylase, partial [Trifolium pratense]Trifolium_pratense 40.70 0.00

TRINITY_DN36822_c0_g4PSC75517.1nuclear mitotic apparatus 1 [Micractinium conductrix]Micractinium_conductrix 40.70 0.00

TRINITY_DN37093_c0_g1XP_018486146.1PREDICTED: embryonic stem cell-specific 5-hydroxymethylcytosine-binding protein [Raphanus sativus]Raphanus_sativus 40.70 0.00

TRINITY_DN37264_c0_g4EPS74225.1hypothetical protein M569_00531 [Genlisea aurea]Genlisea_aurea 40.70 0.00

TRINITY_DN37358_c0_g1GAX82126.1hypothetical protein CEUSTIGMA_g9554.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN37633_c0_g9GBG61488.1hypothetical protein CBR_g21831 [Chara braunii]Chara_braunii 40.70 0.00

TRINITY_DN37838_c0_g5GAX84246.1hypothetical protein CEUSTIGMA_g11669.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN37846_c0_g3KXZ42644.1hypothetical protein GPECTOR_128g547 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN37903_c0_g2PSC72034.1plancitoxin-1 isoform X2 [Micractinium conductrix]Micractinium_conductrix 40.70 0.00

TRINITY_DN38113_c0_g8PNW80448.1hypothetical protein CHLRE_07g317908v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN38643_c0_g3XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 40.70 0.00

TRINITY_DN39119_c3_g1XP_006286564.1uncharacterized protein P8A3.02c [Capsella rubella]Capsella_rubella 40.70 0.00

TRINITY_DN39858_c0_g3XP_006450620.1beta-adaptin-like protein A [Citrus clementina]Citrus_clementina 40.70 0.00

TRINITY_DN40003_c0_g5RLN43519.1uncharacterized protein C2845_PM01G27880 [Panicum miliaceum]Panicum_miliaceum 40.70 0.00

TRINITY_DN41263_c0_g7XP_022020747.1L-2-hydroxyglutarate dehydrogenase, mitochondrial [Helianthus annuus]Helianthus_annuus 40.70 0.00

TRINITY_DN41317_c0_g1GAX84732.1hypothetical protein CEUSTIGMA_g12154.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN41778_c0_g5XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 40.70 0.00

TRINITY_DN42145_c0_g1GAQ79023.1Ataxin-3 [Klebsormidium nitens]Klebsormidium_nitens 40.70 0.00

TRINITY_DN42270_c0_g1GAQ86043.1Cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 40.70 0.00

TRINITY_DN42380_c0_g5XP_003058378.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.70 0.00

TRINITY_DN43341_c0_g6XP_019156388.1PREDICTED: AP-4 complex subunit epsilon-like isoform X1 [Ipomoea nil]Ipomoea_nil 40.70 0.00

TRINITY_DN43435_c0_g1GAX81758.1hypothetical protein CEUSTIGMA_g9186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN43798_c0_g1XP_023903135.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 40.70 0.00

TRINITY_DN43848_c0_g3RLM60490.1cyclin-dependent kinase C-3 [Panicum miliaceum]Panicum_miliaceum 40.70 0.00

TRINITY_DN43888_c0_g2XP_005842755.1hypothetical protein CHLNCDRAFT_144631, partial [Chlorella variabilis]Chlorella_variabilis 40.70 0.00

TRINITY_DN44337_c0_g2XP_003079692.2G-protein beta WD-40 repeat [Ostreococcus tauri]Ostreococcus_tauri 40.70 0.00

TRINITY_DN44605_c0_g8XP_023871825.1calcineurin subunit B [Quercus suber]Quercus_suber 40.70 0.00

TRINITY_DN45054_c0_g13GAQ84772.1Sensory transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 40.70 0.00

TRINITY_DN45260_c0_g1XP_024545123.1dual specificity protein kinase shkD-like [Selaginella moellendorffii]Selaginella_moellendorffii 40.70 0.00

TRINITY_DN45378_c0_g1KXZ49492.1hypothetical protein GPECTOR_21g718 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN45572_c0_g1BAK01911.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.70 0.00

TRINITY_DN46197_c0_g2PNW71987.1hypothetical protein CHLRE_16g687117v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN46201_c1_g12PRW20689.1Ubiquitin-activating enzyme E1 2 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 40.70 0.00

TRINITY_DN46322_c0_g3XP_015944521.1uncharacterized protein LOC107469654 [Arachis duranensis]Arachis_duranensis 40.70 0.00

TRINITY_DN46543_c0_g2PRW60266.1Serine threonine- phosphatase 2A catalytic subunit beta isoform [Chlorella sorokiniana]Chlorella_sorokiniana 40.70 0.00



TRINITY_DN46574_c0_g1XP_013901432.1Photosystem II protein [Monoraphidium neglectum]Monoraphidium_neglectum 40.70 0.00

TRINITY_DN46690_c1_g2PNW87196.1hypothetical protein CHLRE_02g112800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN46830_c0_g6KXZ55505.1hypothetical protein GPECTOR_2g1054 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN4704_c0_g1KXZ43375.1hypothetical protein GPECTOR_92g598 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN47207_c0_g2GAX77017.1hypothetical protein CEUSTIGMA_g4464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN47578_c1_g2RMZ52514.1hypothetical protein APUTEX25_003657 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.70 0.00

TRINITY_DN48047_c1_g1GAX83993.1hypothetical protein CEUSTIGMA_g11418.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN48226_c0_g1GAX86450.1hypothetical protein CEUSTIGMA_g13860.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN48293_c0_g3PSC70288.1Found in Mitochondrial Proteome [Micractinium conductrix]Micractinium_conductrix 40.70 0.00

TRINITY_DN48338_c0_g1GAX72847.1hypothetical protein CEUSTIGMA_g302.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN48551_c0_g1GAX73564.1hypothetical protein CEUSTIGMA_g1015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN48683_c1_g1PNH02814.1Vam6/Vps39-like protein, partial [Tetrabaena socialis]Tetrabaena_socialis 40.70 0.00

TRINITY_DN48779_c1_g1XP_008443138.1PREDICTED: insulin-degrading enzyme-like 1, peroxisomal isoform X1 [Cucumis melo]Cucumis_melo 40.70 0.00

TRINITY_DN48925_c0_g4XP_006656484.1PREDICTED: NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9 [Oryza brachyantha]Oryza_brachyantha 40.70 0.00

TRINITY_DN49455_c0_g2GBF88896.1fatty acid desaturase [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.70 0.00

TRINITY_DN49524_c0_g5XP_001696909.1FAB-like protein, FYVE-domain PI-3,4-kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN49559_c0_g3OVA14502.1Bromodomain [Macleaya cordata]Macleaya_cordata 40.70 0.00

TRINITY_DN49579_c0_g1GAX75969.1hypothetical protein CEUSTIGMA_g3412.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN49978_c1_g2KXZ44672.1hypothetical protein GPECTOR_64g92 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN50653_c1_g6OAE21057.1hypothetical protein AXG93_421s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.70 0.00

TRINITY_DN50798_c0_g5XP_011041113.1PREDICTED: uncharacterized protein LOC105137170 [Populus euphratica]Populus_euphratica 40.70 0.00

TRINITY_DN51075_c1_g2EPS72080.1hypothetical protein M569_02676, partial [Genlisea aurea]Genlisea_aurea 40.70 0.00

TRINITY_DN51137_c0_g1KXZ48446.1hypothetical protein GPECTOR_28g856 [Gonium pectorale]Gonium_pectorale 40.70 0.00

TRINITY_DN51308_c0_g3BAK01092.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.70 0.00

TRINITY_DN51390_c3_g2XP_001694259.1gametolysin-like matrix metalloproteinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.70 0.00

TRINITY_DN51547_c0_g3XP_010457176.1PREDICTED: protein LHY-like [Camelina sativa]Camelina_sativa 40.70 0.00

TRINITY_DN51841_c0_g5GAX78979.1hypothetical protein CEUSTIGMA_g6419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN52195_c1_g2GAX76415.1hypothetical protein CEUSTIGMA_g3860.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN52359_c2_g2GAX78598.1hypothetical protein CEUSTIGMA_g6037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.70 0.00

TRINITY_DN12082_c0_g1XP_005844975.1hypothetical protein CHLNCDRAFT_58743 [Chlorella variabilis]Chlorella_variabilis 40.60 0.00

TRINITY_DN13061_c0_g1XP_027338264.1DNA polymerase delta subunit 4-like [Abrus precatorius]Abrus_precatorius 40.60 0.00

TRINITY_DN27526_c0_g1GBF87899.1hypothetical protein Rsub_00611 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.60 0.00

TRINITY_DN28514_c0_g2XP_008813674.1serine/threonine-protein kinase VPS15 isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 40.60 0.00

TRINITY_DN29301_c0_g1XP_010930239.1PREDICTED: protein FATTY ACID EXPORT 5 [Elaeis guineensis]Elaeis_guineensis 40.60 0.00

TRINITY_DN32014_c0_g3XP_023898382.1kinesin heavy chain-like [Quercus suber]Quercus_suber 40.60 0.00

TRINITY_DN32545_c0_g2GBF94603.1hypothetical protein Rsub_06718 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.60 0.00

TRINITY_DN32781_c0_g1PRW20771.1hypothetical protein C2E21_8875 [Chlorella sorokiniana]Chlorella_sorokiniana 40.60 0.00

TRINITY_DN33044_c0_g2RWW84243.1hypothetical protein BHE74_00007142 [Ensete ventricosum]Ensete_ventricosum 40.60 0.00

TRINITY_DN33202_c0_g1RWR97231.1MaoC-like domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 40.60 0.00

TRINITY_DN34654_c0_g1XP_016729466.1PREDICTED: chromatin modification-related protein eaf6-like [Gossypium hirsutum]Gossypium_hirsutum 40.60 0.00

TRINITY_DN35083_c0_g1RLM91337.1dual specificity protein phosphatase 1B-like isoform X2 [Panicum miliaceum]Panicum_miliaceum 40.60 0.00

TRINITY_DN35245_c0_g3XP_017240328.1PREDICTED: probable manganese-transporting ATPase PDR2 [Daucus carota subsp. sativus]Daucus_carota 40.60 0.00

TRINITY_DN35648_c1_g4XP_023918941.1carrier protein YMC1, mitochondrial-like [Quercus suber]Quercus_suber 40.60 0.00

TRINITY_DN35725_c0_g1OMO69599.1hypothetical protein CCACVL1_19392 [Corchorus capsularis]Corchorus_capsularis 40.60 0.00

TRINITY_DN36069_c0_g6XP_016200644.1probable polyol transporter 3 [Arachis ipaensis]Arachis_ipaensis 40.60 0.00

TRINITY_DN36314_c0_g2XP_021303594.1gamma-glutamyl hydrolase 2 [Sorghum bicolor]Sorghum_bicolor 40.60 0.00

TRINITY_DN36774_c0_g9OAE19943.1hypothetical protein AXG93_1520s1160 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.60 0.00

TRINITY_DN36878_c0_g1RZC59648.1hypothetical protein C5167_006959 [Papaver somniferum]Papaver_somniferum 40.60 0.00

TRINITY_DN37022_c1_g2XP_026457297.1ABC transporter B family member 11-like isoform X1 [Papaver somniferum]Papaver_somniferum 40.60 0.00

TRINITY_DN37105_c0_g2XP_023911495.1serine/threonine-protein kinase ppk18-like [Quercus suber]Quercus_suber 40.60 0.00

TRINITY_DN37113_c1_g3XP_024988760.1DNA replication ATP-dependent helicase/nuclease DNA2 [Cynara cardunculus var. scolymus]Cynara_cardunculus 40.60 0.00

TRINITY_DN37602_c1_g3AAB39554.1nitrate reductase, partial [Agrostemma githago]Agrostemma_githago 40.60 0.00

TRINITY_DN37614_c0_g3GAX82545.1hypothetical protein CEUSTIGMA_g9971.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.60 0.00

TRINITY_DN38455_c0_g14RMZ57751.1hypothetical protein APUTEX25_004614, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.60 0.00

TRINITY_DN38602_c0_g1KZM87470.1hypothetical protein DCAR_024604 [Daucus carota subsp. sativus]Daucus_carota 40.60 0.00

TRINITY_DN38744_c1_g3EFJ27143.1hypothetical protein SELMODRAFT_412078 [Selaginella moellendorffii]Selaginella_moellendorffii 40.60 0.00

TRINITY_DN39008_c0_g2EEF23393.1conserved hypothetical protein, partial [Ricinus communis]Ricinus_communis 40.60 0.00

TRINITY_DN39099_c0_g2XP_010908705.1PREDICTED: sister chromatid cohesion 1 protein 4-like isoform X1 [Elaeis guineensis]Elaeis_guineensis 40.60 0.00

TRINITY_DN39160_c0_g4XP_013892694.1hypothetical protein MNEG_14287 [Monoraphidium neglectum]Monoraphidium_neglectum 40.60 0.00

TRINITY_DN3921_c0_g1XP_015875370.1peptidyl-prolyl cis-trans isomerase CYP19-3 [Ziziphus jujuba]Ziziphus_jujuba 40.60 0.00

TRINITY_DN39453_c0_g1EFJ31608.1hypothetical protein SELMODRAFT_5764, partial [Selaginella moellendorffii]Selaginella_moellendorffii 40.60 0.00

TRINITY_DN39499_c0_g3GAX82742.1hypothetical protein CEUSTIGMA_g10168.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.60 0.00

TRINITY_DN39552_c0_g1KXZ56975.1hypothetical protein GPECTOR_1g880 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN39889_c1_g2PSC69905.1SNF2 family chromodomain-helicase isoform A [Micractinium conductrix]Micractinium_conductrix 40.60 0.00

TRINITY_DN40293_c1_g1GAX76682.1hypothetical protein CEUSTIGMA_g4128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.60 0.00

TRINITY_DN40347_c0_g3GAQ84320.1UDP-galactose transporter related protein [Klebsormidium nitens]Klebsormidium_nitens 40.60 0.00



TRINITY_DN40522_c0_g2GAQ84391.1hypothetical protein KFL_001870120 [Klebsormidium nitens]Klebsormidium_nitens 40.60 0.00

TRINITY_DN40678_c0_g4KXZ42764.1hypothetical protein GPECTOR_119g395 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN40696_c0_g7PNW81036.1hypothetical protein CHLRE_07g340000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.60 0.00

TRINITY_DN41242_c0_g9RXI04098.1hypothetical protein DVH24_038372 [Malus domestica]Malus_domestica 40.60 0.00

TRINITY_DN41464_c0_g4XP_013620722.1PREDICTED: calcium-dependent protein kinase 12-like [Brassica oleracea var. oleracea]Brassica_oleracea 40.60 0.00

TRINITY_DN42288_c1_g3PNW82298.1hypothetical protein CHLRE_06g278187v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.60 0.00

TRINITY_DN43056_c1_g5XP_025877519.1E3 ubiquitin-protein ligase RING1-like [Oryza sativa Japonica Group]Oryza_sativa 40.60 0.00

TRINITY_DN43127_c0_g1KXZ54830.1hypothetical protein GPECTOR_4g901 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN43492_c0_g10EFJ24728.1hypothetical protein SELMODRAFT_232333 [Selaginella moellendorffii]Selaginella_moellendorffii 40.60 0.00

TRINITY_DN44323_c0_g3KZV15418.1phenylalanine ammonia-lyase-like, partial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 40.60 0.00

TRINITY_DN44690_c0_g1ONM34962.1CDC5 protein [Zea mays]Zea_mays 40.60 0.00

TRINITY_DN44910_c0_g1XP_024537367.1dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 40.60 0.00

TRINITY_DN44996_c1_g1KYP46581.1Lysine-specific histone demethylase 1 isogeny 1 [Cajanus cajan]Cajanus_cajan 40.60 0.00

TRINITY_DN45003_c0_g2GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.60 0.00

TRINITY_DN45154_c0_g2PNH12282.1WW domain-containing oxidoreductase [Tetrabaena socialis]Tetrabaena_socialis 40.60 0.00

TRINITY_DN45370_c1_g5PNW88059.1hypothetical protein CHLRE_01g012400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.60 0.00

TRINITY_DN45675_c0_g3AHA93098.1PLC protein [Dunaliella salina]Dunaliella_salina 40.60 0.00

TRINITY_DN46190_c1_g3OMO98251.1hypothetical protein CCACVL1_04275 [Corchorus capsularis]Corchorus_capsularis 40.60 0.00

TRINITY_DN47567_c0_g7XP_020172711.1RNA exonuclease 4 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 40.60 0.00

TRINITY_DN47810_c1_g2XP_002955504.1hypothetical protein VOLCADRAFT_96436 [Volvox carteri f. nagariensis]Volvox_carteri 40.60 0.00

TRINITY_DN47910_c0_g1GAX83217.1hypothetical protein CEUSTIGMA_g10643.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.60 0.00

TRINITY_DN48291_c2_g12GBG71906.1hypothetical protein CBR_g10842 [Chara braunii]Chara_braunii 40.60 0.00

TRINITY_DN48586_c0_g1XP_002945919.1hypothetical protein VOLCADRAFT_86385 [Volvox carteri f. nagariensis]Volvox_carteri 40.60 0.00

TRINITY_DN48618_c1_g1XP_001702845.1R-SNARE protein, tomsyn-like family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.60 0.00

TRINITY_DN48919_c0_g1GAX73215.1hypothetical protein CEUSTIGMA_g668.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.60 0.00

TRINITY_DN49694_c1_g4GBG88060.1hypothetical protein CBR_g46429 [Chara braunii]Chara_braunii 40.60 0.00

TRINITY_DN50239_c1_g2PNW85451.1hypothetical protein CHLRE_03g187000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.60 0.00

TRINITY_DN50255_c1_g1PNH06377.1Protein rcdK [Tetrabaena socialis]Tetrabaena_socialis 40.60 0.00

TRINITY_DN50442_c0_g1KXZ50182.1hypothetical protein GPECTOR_17g819 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN50585_c0_g2KXZ46819.1hypothetical protein GPECTOR_40g553 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN50739_c0_g7XP_005845455.1hypothetical protein CHLNCDRAFT_58625 [Chlorella variabilis]Chlorella_variabilis 40.60 0.00

TRINITY_DN50768_c1_g1KXZ45354.1hypothetical protein GPECTOR_55g260 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN51123_c0_g3XP_002949791.1hypothetical protein VOLCADRAFT_104447 [Volvox carteri f. nagariensis]Volvox_carteri 40.60 0.00

TRINITY_DN51539_c0_g1GBF98417.1peptidyl-prolyl cis-trans isomerase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.60 0.00

TRINITY_DN51935_c0_g7PRW58587.1Beta-mannosidase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 40.60 0.00

TRINITY_DN52332_c0_g3KYP69564.1Snurportin-1 [Cajanus cajan]Cajanus_cajan 40.60 0.00

TRINITY_DN52354_c2_g1KXZ47565.1hypothetical protein GPECTOR_34g724 [Gonium pectorale]Gonium_pectorale 40.60 0.00

TRINITY_DN5432_c0_g1AEC13714.1acetoacetyl-CoA thiolase [Catharanthus roseus]Catharanthus_roseus 40.60 0.00

TRINITY_DN10924_c0_g1XP_019195780.1PREDICTED: glutathione S-transferase T1-like [Ipomoea nil]Ipomoea_nil 40.50 0.00

TRINITY_DN22739_c0_g1PTQ27263.1hypothetical protein MARPO_0210s0005 [Marchantia polymorpha]Marchantia_polymorpha 40.50 0.00

TRINITY_DN26092_c0_g1GBG74470.1hypothetical protein CBR_g18881 [Chara braunii]Chara_braunii 40.50 0.00

TRINITY_DN28807_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.50 0.00

TRINITY_DN29097_c0_g1XP_003064153.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.50 0.00

TRINITY_DN32535_c0_g1XP_010262220.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 6 [Nelumbo nucifera]Nelumbo_nucifera 40.50 0.00

TRINITY_DN32578_c0_g2GAQ91577.1protein with D-alanine--D-alanine ligase C-terminal domain [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN32600_c0_g1GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN33915_c0_g4PNH04336.1MOXD1 1 [Tetrabaena socialis]Tetrabaena_socialis 40.50 0.00

TRINITY_DN33918_c0_g4XP_011026107.1PREDICTED: uncharacterized protein LOC105126787 [Populus euphratica]Populus_euphratica 40.50 0.00

TRINITY_DN34116_c0_g1GAQ84649.1protein with Ubiquitin-conjugating enzyme domain [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN35235_c0_g1OUS44632.1NADH:flavin oxidoreductase/NADH oxidase [Ostreococcus tauri]Ostreococcus_tauri 40.50 0.00

TRINITY_DN35755_c0_g2GAQ90547.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN37002_c1_g4CAN80633.1hypothetical protein VITISV_006158 [Vitis vinifera]Vitis_vinifera 40.50 0.00

TRINITY_DN37744_c0_g2GAQ77938.1NMD protein [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN37756_c2_g1EEF24160.1two-component sensor protein histidine protein kinase, putative [Ricinus communis]Ricinus_communis 40.50 0.00

TRINITY_DN38148_c0_g1XP_002956958.1hypothetical protein VOLCADRAFT_67693 [Volvox carteri f. nagariensis]Volvox_carteri 40.50 0.00

TRINITY_DN38744_c1_g2KXZ55251.1hypothetical protein GPECTOR_3g390 [Gonium pectorale]Gonium_pectorale 40.50 0.00

TRINITY_DN39383_c0_g6PRQ16335.1putative nucleotide-binding alpha-beta plait domain-containing protein [Rosa chinensis]Rosa_chinensis 40.50 0.00

TRINITY_DN39458_c0_g2GBG64331.1hypothetical protein CBR_g41532 [Chara braunii]Chara_braunii 40.50 0.00

TRINITY_DN39503_c0_g6XP_001691012.1ARF-like small GTPase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.50 0.00

TRINITY_DN39715_c0_g1ACN87615.1kinase-like protein, partial [Corylus avellana]Corylus_avellana 40.50 0.00

TRINITY_DN40392_c0_g2GAQ77818.1branched-chain amino acid aminotransferase [Klebsormidium nitens]Klebsormidium_nitens 40.50 0.00

TRINITY_DN40429_c1_g1GAX74462.1hypothetical protein CEUSTIGMA_g1911.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN40703_c1_g1RCV28913.1hypothetical protein SETIT_5G440600v2 [Setaria italica]Setaria_italica 40.50 0.00

TRINITY_DN40858_c0_g2GAX79454.1hypothetical protein CEUSTIGMA_g6895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN41655_c0_g1GAX76043.1hypothetical protein CEUSTIGMA_g3486.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN41666_c0_g2XP_018482043.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN11-like [Raphanus sativus]Raphanus_sativus 40.50 0.00



TRINITY_DN42260_c0_g5CBI31471.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 40.50 0.00

TRINITY_DN42688_c0_g2PRW60753.1Zn2+-binding dehydrogenase [Chlorella sorokiniana]Chlorella_sorokiniana 40.50 0.00

TRINITY_DN42728_c0_g4OUS45186.1tRNA pseudouridylate synthase [Ostreococcus tauri]Ostreococcus_tauri 40.50 0.00

TRINITY_DN43510_c0_g1PNH00238.1hypothetical protein TSOC_013956 [Tetrabaena socialis]Tetrabaena_socialis 40.50 0.00

TRINITY_DN43696_c1_g2RMZ56497.1hypothetical protein APUTEX25_001344, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.50 0.00

TRINITY_DN43796_c1_g8XP_023902956.1ATP-binding cassette sub-family D member 1-like [Quercus suber]Quercus_suber 40.50 0.00

TRINITY_DN43880_c0_g1ONK72864.1uncharacterized protein A4U43_C04F24200 [Asparagus officinalis]Asparagus_officinalis 40.50 0.00

TRINITY_DN43939_c0_g2PTQ39063.1hypothetical protein MARPO_0047s0046 [Marchantia polymorpha]Marchantia_polymorpha 40.50 0.00

TRINITY_DN45001_c0_g3GAX76974.1hypothetical protein CEUSTIGMA_g4421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN45753_c1_g2GAX78406.1hypothetical protein CEUSTIGMA_g5848.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN45814_c0_g2EYU37134.1hypothetical protein MIMGU_mgv1a012300mg [Erythranthe guttata]Erythranthe_guttata 40.50 0.00

TRINITY_DN46166_c0_g2XP_002504076.1thioredoxin [Micromonas commoda]Micromonas_commoda 40.50 0.00

TRINITY_DN46214_c0_g1GAX82526.1hypothetical protein CEUSTIGMA_g9953.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN46308_c0_g1XP_002956534.1hypothetical protein VOLCADRAFT_97524 [Volvox carteri f. nagariensis]Volvox_carteri 40.50 0.00

TRINITY_DN47195_c0_g5XP_012082722.1bifunctional protein FolD 2 [Jatropha curcas]Jatropha_curcas 40.50 0.00

TRINITY_DN47448_c1_g9PRW61594.1F1F0 ATP synthase gamma subunit [Chlorella sorokiniana]Chlorella_sorokiniana 40.50 0.00

TRINITY_DN47571_c0_g2GAX73969.1hypothetical protein CEUSTIGMA_g1419.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN47576_c1_g4PNW78971.1hypothetical protein CHLRE_09g396252v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.50 0.00

TRINITY_DN47796_c0_g2KRH28871.1hypothetical protein GLYMA_11G082200 [Glycine max]Glycine_max 40.50 0.00

TRINITY_DN48134_c0_g5XP_023890386.1uncharacterized protein LOC112002468 [Quercus suber]Quercus_suber 40.50 0.00

TRINITY_DN48313_c2_g5XP_024189683.1zinc finger AN1 and C2H2 domain-containing stress-associated protein 11-like [Rosa chinensis]Rosa_chinensis 40.50 0.00

TRINITY_DN48625_c0_g2GBF97537.1hypothetical protein Rsub_10460 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.50 0.00

TRINITY_DN48817_c0_g2XP_005650559.1hypothetical protein COCSUDRAFT_40196 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.50 0.00

TRINITY_DN49014_c0_g6GAV63713.1dCMP_cyt_deam_1 domain-containing protein/RibD_C domain-containing protein/DUF1768 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 40.50 0.00

TRINITY_DN49039_c1_g1GAX79810.1hypothetical protein CEUSTIGMA_g7250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN49519_c0_g3XP_005652200.1mitochondrial carrier [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.50 0.00

TRINITY_DN50735_c0_g2GBF90134.1hypothetical protein Rsub_03267 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.50 0.00

TRINITY_DN51471_c0_g1GAX78598.1hypothetical protein CEUSTIGMA_g6037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN52386_c2_g5GAX73684.1hypothetical protein CEUSTIGMA_g1135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.50 0.00

TRINITY_DN7945_c0_g1XP_018675416.1PREDICTED: elongation factor 1-gamma 1-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 40.50 0.00

TRINITY_DN11337_c0_g1GBF94351.1hypothetical protein Rsub_06973 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.40 0.00

TRINITY_DN18840_c0_g1KZM93243.1hypothetical protein DCAR_016488 [Daucus carota subsp. sativus]Daucus_carota 40.40 0.00

TRINITY_DN24615_c0_g1XP_026387711.1CBL-interacting serine/threonine-protein kinase 24-like isoform X1 [Papaver somniferum]Papaver_somniferum 40.40 0.00

TRINITY_DN25916_c0_g1XP_020079732.1UDP-N-acetylglucosamine transferase subunit ALG13 homolog [Ananas comosus]Ananas_comosus 40.40 0.00

TRINITY_DN28698_c0_g1XP_024194739.1uncharacterized protein LOC112197989 [Rosa chinensis]Rosa_chinensis 40.40 0.00

TRINITY_DN29158_c0_g2XP_024374561.1uncharacterized protein LOC112281847 isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN30226_c0_g1XP_025808289.1EEF1A lysine methyltransferase 4-like [Panicum hallii]Panicum_hallii 40.40 0.00

TRINITY_DN30417_c0_g1XP_003056424.1flagellar outer dynein arm light chain 5 [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.40 0.00

TRINITY_DN31113_c0_g1XP_024377270.1ABC transporter G family member 11-like [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN31850_c0_g1XP_012080694.1fimbrin-5 [Jatropha curcas]Jatropha_curcas 40.40 0.00

TRINITY_DN31897_c0_g3XP_005647780.1UVB-resistance 8 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.40 0.00

TRINITY_DN33390_c0_g2XP_019266358.1PREDICTED: probable protein phosphatase 2C 55 [Nicotiana attenuata]Nicotiana_attenuata 40.40 0.00

TRINITY_DN34448_c0_g2XP_002977300.1uncharacterized protein LOC9639384 [Selaginella moellendorffii]Selaginella_moellendorffii 40.40 0.00

TRINITY_DN34548_c2_g2XP_003056021.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.40 0.00

TRINITY_DN35330_c0_g7XP_002951706.1hypothetical protein VOLCADRAFT_105211 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN35517_c0_g1PRW56030.1Repressor of RNA polymerase III transcription MAF1 [Chlorella sorokiniana]Chlorella_sorokiniana 40.40 0.00

TRINITY_DN35750_c0_g3KFK24898.1hypothetical protein AALP_AA8G039300 [Arabis alpina]Arabis_alpina 40.40 0.00

TRINITY_DN35872_c0_g2RWR75970.1Beta-Casp domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 40.40 0.00

TRINITY_DN35957_c0_g5GAQ86331.1lysine-ketoglutarate reductase [Klebsormidium nitens]Klebsormidium_nitens 40.40 0.00

TRINITY_DN36117_c0_g2GAX86504.1hypothetical protein CEUSTIGMA_g13912.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN36163_c0_g10XP_024382723.1transcription factor IIIB 90 kDa subunit-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN36166_c0_g3PNW72281.1hypothetical protein CHLRE_16g674700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN36525_c0_g1PNW71999.1hypothetical protein CHLRE_16g686650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN36692_c0_g1XP_002979025.1IAA-alanine resistance protein 1 [Selaginella moellendorffii]Selaginella_moellendorffii 40.40 0.00

TRINITY_DN36846_c0_g6XP_010923138.1PREDICTED: cysteine-rich receptor-like protein kinase 2 [Elaeis guineensis]Elaeis_guineensis 40.40 0.00

TRINITY_DN36867_c0_g1XP_023871313.1GTP-binding protein gtr2-like [Quercus suber]Quercus_suber 40.40 0.00

TRINITY_DN37171_c0_g2EFJ34004.1hypothetical protein SELMODRAFT_82998 [Selaginella moellendorffii]Selaginella_moellendorffii 40.40 0.00

TRINITY_DN37379_c0_g2XP_020247709.1GPCR-type G protein COLD1 isoform X1 [Asparagus officinalis]Asparagus_officinalis 40.40 0.00

TRINITY_DN37476_c0_g1GAX86112.1hypothetical protein CEUSTIGMA_g13524.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN37799_c1_g6PNW76854.1hypothetical protein CHLRE_11g479000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN38060_c0_g5BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.40 0.00

TRINITY_DN38570_c0_g9PON31454.1Methyltransferase type [Parasponia andersonii]Parasponia_andersonii 40.40 0.00

TRINITY_DN38737_c1_g2XP_024533497.1ran guanine nucleotide release factor [Selaginella moellendorffii]Selaginella_moellendorffii 40.40 0.00

TRINITY_DN38886_c0_g5XP_022889302.1uncharacterized protein LOC111404774 [Olea europaea var. sylvestris]Olea_europaea 40.40 0.00

TRINITY_DN39049_c0_g2KXZ53281.1hypothetical protein GPECTOR_7g1175 [Gonium pectorale]Gonium_pectorale 40.40 0.00

TRINITY_DN39088_c0_g2RZR77526.1hypothetical protein BHM03_00002638 [Ensete ventricosum]Ensete_ventricosum 40.40 0.00



TRINITY_DN39809_c1_g5BAJ98849.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.40 0.00

TRINITY_DN39945_c0_g4XP_002952326.1hypothetical protein VOLCADRAFT_105461 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN40077_c0_g3GAQ78575.1elongation factor Ts [Klebsormidium nitens]Klebsormidium_nitens 40.40 0.00

TRINITY_DN40211_c0_g4PRW44364.1Poly(A) RNA polymerase 2 [Chlorella sorokiniana]Chlorella_sorokiniana 40.40 0.00

TRINITY_DN40234_c1_g2KXZ48446.1hypothetical protein GPECTOR_28g856 [Gonium pectorale]Gonium_pectorale 40.40 0.00

TRINITY_DN40384_c0_g4GAX73780.1hypothetical protein CEUSTIGMA_g1231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN40628_c0_g7KXZ46457.1hypothetical protein GPECTOR_43g893 [Gonium pectorale]Gonium_pectorale 40.40 0.00

TRINITY_DN40634_c0_g2GAX85661.1hypothetical protein CEUSTIGMA_g13076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN41399_c0_g1RMZ55703.1hypothetical protein APUTEX25_005744, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.40 0.00

TRINITY_DN41466_c1_g6XP_013892991.1hypothetical protein MNEG_13990 [Monoraphidium neglectum]Monoraphidium_neglectum 40.40 0.00

TRINITY_DN41777_c0_g3XP_001418524.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 40.40 0.00

TRINITY_DN41966_c0_g2PNH11652.1Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B [Tetrabaena socialis]Tetrabaena_socialis 40.40 0.00

TRINITY_DN42216_c0_g3XP_023895996.1pre-mRNA-splicing factor cwc2-like [Quercus suber]Quercus_suber 40.40 0.00

TRINITY_DN42430_c1_g2PNW81652.1hypothetical protein CHLRE_06g254600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN42812_c0_g7GAX75326.1hypothetical protein CEUSTIGMA_g2771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN42909_c0_g6PNH09370.1Cytochrome P450 3A2 [Tetrabaena socialis]Tetrabaena_socialis 40.40 0.00

TRINITY_DN43214_c0_g3GAX73452.1hypothetical protein CEUSTIGMA_g904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN43783_c0_g5OAE34164.1hypothetical protein AXG93_1593s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.40 0.00

TRINITY_DN43800_c0_g5XP_001692250.1RWP-RK transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN44047_c0_g2GAX79876.1hypothetical protein CEUSTIGMA_g7316.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN44199_c0_g1GAX76338.1hypothetical protein CEUSTIGMA_g3784.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN44374_c0_g2XP_026401487.1ELMO domain-containing protein C-like isoform X1 [Papaver somniferum]Papaver_somniferum 40.40 0.00

TRINITY_DN44670_c0_g1PNW71476.1hypothetical protein CHLRE_16g655900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN44759_c0_g10XP_016165032.1uncharacterized protein LOC107607616 [Arachis ipaensis]Arachis_ipaensis 40.40 0.00

TRINITY_DN44979_c0_g1PNW77978.1hypothetical protein CHLRE_10g459350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN45039_c1_g3XP_022841400.1NLI interacting factor [Ostreococcus tauri]Ostreococcus_tauri 40.40 0.00

TRINITY_DN45204_c0_g7XP_011464131.1PREDICTED: uncharacterized protein LOC101301206 isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 40.40 0.00

TRINITY_DN45794_c1_g1GAX73644.1hypothetical protein CEUSTIGMA_g1095.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN46364_c0_g7XP_008439691.1PREDICTED: ABC transporter B family member 9 [Cucumis melo]Cucumis_melo 40.40 0.00

TRINITY_DN46498_c0_g2GAX82985.1hypothetical protein CEUSTIGMA_g10412.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN46923_c0_g3XP_023891139.1eukaryotic translation initiation factor 5-like [Quercus suber]Quercus_suber 40.40 0.00

TRINITY_DN46935_c0_g2XP_002951323.1hypothetical protein VOLCADRAFT_105070 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN47509_c1_g2GAX78936.1hypothetical protein CEUSTIGMA_g6376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN47590_c0_g2XP_027334044.1putative ABC1 protein At2g40090 isoform X2 [Abrus precatorius]Abrus_precatorius 40.40 0.00

TRINITY_DN47616_c0_g3XP_002951413.1hypothetical protein VOLCADRAFT_120964 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN47674_c0_g1GAX79464.1hypothetical protein CEUSTIGMA_g6905.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN48139_c0_g4XP_005851596.1hypothetical protein CHLNCDRAFT_56782 [Chlorella variabilis]Chlorella_variabilis 40.40 0.00

TRINITY_DN48216_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 40.40 0.00

TRINITY_DN48284_c0_g1XP_025809064.1pre-rRNA-processing protein TSR1 homolog [Panicum hallii]Panicum_hallii 40.40 0.00

TRINITY_DN48364_c1_g9XP_002503557.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 40.40 0.00

TRINITY_DN48469_c0_g1GBF94513.1hypothetical protein Rsub_07047 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.40 0.00

TRINITY_DN48958_c0_g3XP_024362076.1uncharacterized protein LOC112275710 [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN48988_c0_g3XP_024357561.1ATP-dependent zinc metalloprotease FTSH 9, chloroplastic/mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN49461_c0_g7XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN49738_c1_g1XP_024400471.1serine/arginine-rich splicing factor RS2Z33-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.40 0.00

TRINITY_DN49898_c0_g1PNH07342.1Bifunctional polynucleotide phosphatase/kinase [Tetrabaena socialis]Tetrabaena_socialis 40.40 0.00

TRINITY_DN50212_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 40.40 0.00

TRINITY_DN50250_c0_g2GBG70276.1hypothetical protein CBR_g6403 [Chara braunii]Chara_braunii 40.40 0.00

TRINITY_DN50283_c1_g1GAX78757.1hypothetical protein CEUSTIGMA_g6194.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN50607_c1_g2GAX76122.1hypothetical protein CEUSTIGMA_g3565.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.40 0.00

TRINITY_DN50701_c0_g1PRW59790.1ubiquitin fusion degradation 1-like protein isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 40.40 0.00

TRINITY_DN50915_c0_g2PRW45525.1dnaJ-like protein subfamily C member 17 [Chlorella sorokiniana]Chlorella_sorokiniana 40.40 0.00

TRINITY_DN51446_c0_g4PSC75644.1exocyst complex component SEC15A [Micractinium conductrix]Micractinium_conductrix 40.40 0.00

TRINITY_DN51812_c1_g2PNW84437.1hypothetical protein CHLRE_03g144887v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.40 0.00

TRINITY_DN51958_c0_g5GBG69057.1hypothetical protein CBR_g3755 [Chara braunii]Chara_braunii 40.40 0.00

TRINITY_DN52115_c1_g1GBF91112.1hypothetical protein Rsub_04781 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.40 0.00

TRINITY_DN52419_c1_g3XP_002957879.1hypothetical protein VOLCADRAFT_107851 [Volvox carteri f. nagariensis]Volvox_carteri 40.40 0.00

TRINITY_DN52653_c2_g1XP_013895387.1hypothetical protein MNEG_11595 [Monoraphidium neglectum]Monoraphidium_neglectum 40.40 0.00

TRINITY_DN5576_c0_g1XP_016752864.1PREDICTED: ras-related protein Rab11C-like [Gossypium hirsutum]Gossypium_hirsutum 40.40 0.00

TRINITY_DN7164_c0_g1XP_020155664.1uncharacterized protein LOC109741000 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 40.40 0.00

TRINITY_DN9312_c0_g1GAU45038.1hypothetical protein TSUD_107330 [Trifolium subterraneum]Trifolium_subterraneum 40.40 0.00

TRINITY_DN13428_c0_g1XP_023889217.1N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D-like [Quercus suber]Quercus_suber 40.30 0.00

TRINITY_DN22805_c0_g2ESR47424.1hypothetical protein CICLE_v10003517mg, partial [Citrus clementina]Citrus_clementina 40.30 0.00

TRINITY_DN27294_c0_g1PSC72757.1glutamyl-tRNA(Gln) amidotransferase subunit chloroplastic mitochondrial [Micractinium conductrix]Micractinium_conductrix 40.30 0.00

TRINITY_DN28235_c0_g1RLN41605.1hypothetical protein C2845_PM01G41900 [Panicum miliaceum]Panicum_miliaceum 40.30 0.00

TRINITY_DN30405_c0_g1XP_027932657.1integrin-linked protein kinase 1 [Vigna unguiculata]Vigna_unguiculata 40.30 0.00



TRINITY_DN31490_c0_g1XP_016163554.1LOW QUALITY PROTEIN: inducible nitrate reductase [NADH] 2 [Arachis ipaensis]Arachis_ipaensis 40.30 0.00

TRINITY_DN33092_c0_g1GAQ79416.1Na+/H+ antiporter [Klebsormidium nitens]Klebsormidium_nitens 40.30 0.00

TRINITY_DN35693_c0_g1XP_007139212.1hypothetical protein PHAVU_008G010800g [Phaseolus vulgaris]Phaseolus_vulgaris 40.30 0.00

TRINITY_DN35748_c0_g2EFJ22080.1dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase [Selaginella moellendorffii]Selaginella_moellendorffii 40.30 0.00

TRINITY_DN36496_c0_g1XP_002946134.1hypothetical protein VOLCADRAFT_127387 [Volvox carteri f. nagariensis]Volvox_carteri 40.30 0.00

TRINITY_DN36664_c0_g8GAX75809.1hypothetical protein CEUSTIGMA_g3252.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN37055_c0_g1OWM81995.1hypothetical protein CDL15_Pgr001568 [Punica granatum]Punica_granatum 40.30 0.00

TRINITY_DN37253_c0_g4XP_020215533.1TPR repeat-containing thioredoxin TDX [Cajanus cajan]Cajanus_cajan 40.30 0.00

TRINITY_DN37667_c1_g2GAX77399.1hypothetical protein CEUSTIGMA_g4845.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN37732_c0_g3PIN07056.1Molecular chaperone (DnaJ superfamily) [Handroanthus impetiginosus]Handroanthus_impetiginosus 40.30 0.00

TRINITY_DN37732_c0_g6PIN07056.1Molecular chaperone (DnaJ superfamily) [Handroanthus impetiginosus]Handroanthus_impetiginosus 40.30 0.00

TRINITY_DN38325_c1_g7GAQ83723.1vesicle-associated membrane protein [Klebsormidium nitens]Klebsormidium_nitens 40.30 0.00

TRINITY_DN3837_c0_g1RYR72991.1hypothetical protein Ahy_A02g007247 isoform A [Arachis hypogaea]Arachis_hypogaea 40.30 0.00

TRINITY_DN38405_c0_g1XP_002504076.1thioredoxin [Micromonas commoda]Micromonas_commoda 40.30 0.00

TRINITY_DN38517_c0_g1PNW77505.1hypothetical protein CHLRE_10g439550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.30 0.00

TRINITY_DN38563_c0_g2PTQ43412.1hypothetical protein MARPO_0025s0096 [Marchantia polymorpha]Marchantia_polymorpha 40.30 0.00

TRINITY_DN38564_c0_g1XP_001693482.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.30 0.00

TRINITY_DN38573_c0_g1AMN14855.1serine carboxypeptidase 20-like protein [Nepenthes mirabilis]Nepenthes_mirabilis 40.30 0.00

TRINITY_DN39007_c0_g5XP_021992474.1actin-related protein 4 [Helianthus annuus]Helianthus_annuus 40.30 0.00

TRINITY_DN39535_c0_g2XP_027107579.1protein BONZAI 3-like isoform X1 [Coffea arabica]Coffea_arabica 40.30 0.00

TRINITY_DN40011_c0_g2GAX73487.1hypothetical protein CEUSTIGMA_g939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN41093_c1_g10BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.30 0.00

TRINITY_DN4111_c0_g1XP_006383445.140S ribosomal protein S7 [Populus trichocarpa]Populus_trichocarpa 40.30 0.00

TRINITY_DN41274_c1_g6PRW58008.1serine carboxypeptidase-like 34 [Chlorella sorokiniana]Chlorella_sorokiniana 40.30 0.00

TRINITY_DN41619_c0_g1GAX81997.1hypothetical protein CEUSTIGMA_g9425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN41629_c0_g11XP_003055494.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.30 0.00

TRINITY_DN41701_c1_g6GAX74990.1hypothetical protein CEUSTIGMA_g2436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN43505_c0_g7XP_020107171.1short-chain dehydrogenase TIC 32, chloroplastic-like isoform X3 [Ananas comosus]Ananas_comosus 40.30 0.00

TRINITY_DN44109_c0_g6XP_015584272.1uncharacterized protein LOC8259638 [Ricinus communis]Ricinus_communis 40.30 0.00

TRINITY_DN44263_c0_g8XP_023923365.1vacuolar protein sorting-associated protein 4-like [Quercus suber]Quercus_suber 40.30 0.00

TRINITY_DN44826_c0_g1GBF93008.1hypothetical protein Rsub_05619 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.30 0.00

TRINITY_DN45030_c0_g2XP_016547565.1PREDICTED: uncharacterized protein LOC107847680 [Capsicum annuum]Capsicum_annuum 40.30 0.00

TRINITY_DN45217_c0_g2ERN16945.1hypothetical protein AMTR_s00057p00190390 [Amborella trichopoda]Amborella_trichopoda 40.30 0.00

TRINITY_DN45304_c1_g5XP_013897202.1ADP-ribosylation factor-like protein 8A [Monoraphidium neglectum]Monoraphidium_neglectum 40.30 0.00

TRINITY_DN45320_c0_g3GAX78728.1hypothetical protein CEUSTIGMA_g6165.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN46074_c1_g3GBF90596.1hypothetical protein Rsub_03168 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.30 0.00

TRINITY_DN46201_c1_g2XP_005647121.1ubiquitin-activating enzyme E1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.30 0.00

TRINITY_DN46424_c0_g1GAX82845.1hypothetical protein CEUSTIGMA_g10271.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN46431_c0_g1KXZ45740.1hypothetical protein GPECTOR_51g726 [Gonium pectorale]Gonium_pectorale 40.30 0.00

TRINITY_DN46638_c0_g1PRW61602.1endoplasmic reticulum oxidoreductin 1 [Chlorella sorokiniana]Chlorella_sorokiniana 40.30 0.00

TRINITY_DN47163_c0_g2PTQ28900.1hypothetical protein MARPO_0152s0016 [Marchantia polymorpha]Marchantia_polymorpha 40.30 0.00

TRINITY_DN48259_c0_g1BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.30 0.00

TRINITY_DN48336_c0_g3KHG15460.11-phosphatidylinositol-3-phosphate 5-kinase FAB1 [Gossypium arboreum]Gossypium_arboreum 40.30 0.00

TRINITY_DN48511_c0_g1GAX79862.1hypothetical protein CEUSTIGMA_g7302.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN49245_c0_g1KXZ45044.1hypothetical protein GPECTOR_59g652 [Gonium pectorale]Gonium_pectorale 40.30 0.00

TRINITY_DN49618_c0_g5XP_007142583.1hypothetical protein PHAVU_008G293100g [Phaseolus vulgaris]Phaseolus_vulgaris 40.30 0.00

TRINITY_DN49970_c1_g4PNW85651.1hypothetical protein CHLRE_03g196500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.30 0.00

TRINITY_DN49973_c0_g2PSC67546.1ribosomal large subunit pseudouridine synthase D [Micractinium conductrix]Micractinium_conductrix 40.30 0.00

TRINITY_DN50156_c0_g4XP_024932692.1probable acyl-activating enzyme 6 isoform X2 [Ziziphus jujuba]Ziziphus_jujuba 40.30 0.00

TRINITY_DN50483_c3_g8XP_015618848.1ankyrin repeat and SOCS box protein 2 isoform X2 [Oryza sativa Japonica Group]Oryza_sativa 40.30 0.00

TRINITY_DN51234_c1_g1GAX78751.1hypothetical protein CEUSTIGMA_g6188.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN51944_c1_g1PNW80138.1hypothetical protein CHLRE_08g379500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.30 0.00

TRINITY_DN52097_c1_g1PWA58030.1hypothetical protein CTI12_AA406450 [Artemisia annua]Artemisia_annua 40.30 0.00

TRINITY_DN53094_c0_g1GAX86587.1hypothetical protein CEUSTIGMA_g13995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.30 0.00

TRINITY_DN53628_c0_g1XP_001419056.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 40.30 0.00

TRINITY_DN53868_c0_g1GAQ80988.1Anaphase-promoting complex subunit 10 [Klebsormidium nitens]Klebsormidium_nitens 40.30 0.00

TRINITY_DN11749_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 40.20 0.00

TRINITY_DN12766_c0_g1NP_001237511.2putative TRAPP complex subunit Trs31 [Glycine max]Glycine_max 40.20 0.00

TRINITY_DN16196_c0_g1XP_017623264.1PREDICTED: dnaJ homolog subfamily B member 13 [Gossypium arboreum]Gossypium_arboreum 40.20 0.00

TRINITY_DN21755_c0_g1XP_005646338.1RabGAP/TBC [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.20 0.00

TRINITY_DN27160_c0_g1BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.20 0.00

TRINITY_DN28105_c0_g1GAX76740.1hypothetical protein CEUSTIGMA_g4187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN28491_c0_g2GAQ81440.1Hypothetical protein KFL_000800180 [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN29840_c0_g4XP_027171021.1serine/threonine-protein phosphatase 5 isoform X2 [Coffea eugenioides]Coffea_eugenioides 40.20 0.00

TRINITY_DN30843_c0_g1PSC69435.1Acyl-binding [Micractinium conductrix]Micractinium_conductrix 40.20 0.00

TRINITY_DN30951_c0_g1KZV29104.1sufE-like protein, chloroplastic-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 40.20 0.00



TRINITY_DN32092_c0_g2XP_008681222.1uncharacterized protein LOC100193950 isoform X1 [Zea mays]Zea_mays 40.20 0.00

TRINITY_DN32161_c0_g3XP_001419015.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 40.20 0.00

TRINITY_DN34746_c1_g8XP_024357550.1histidine kinase 4-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.20 0.00

TRINITY_DN35216_c0_g1XP_004134877.1PREDICTED: UPF0183 protein At3g51130 [Cucumis sativus]Cucumis_sativus 40.20 0.00

TRINITY_DN35246_c0_g1XP_002525634.1E3 ubiquitin-protein ligase AIRP2 [Ricinus communis]Ricinus_communis 40.20 0.00

TRINITY_DN36331_c0_g1GAQ78852.1peptide deformylase [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN37067_c0_g6XP_005644652.1hypothetical protein COCSUDRAFT_57833 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.20 0.00

TRINITY_DN37823_c0_g2XP_005651485.1saccharopine dehydrogenase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.20 0.00

TRINITY_DN38669_c0_g6XP_001422152.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 40.20 0.00

TRINITY_DN38775_c0_g2XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 40.20 0.00

TRINITY_DN38895_c0_g2XP_006663524.1PREDICTED: kinesin-related protein 11, partial [Oryza brachyantha]Oryza_brachyantha 40.20 0.00

TRINITY_DN39176_c3_g1XP_002946903.1hypothetical protein VOLCADRAFT_86969 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN39439_c1_g6GAX85355.1hypothetical protein CEUSTIGMA_g12772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN39583_c1_g7PRW20657.1SWI SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 40.20 0.00

TRINITY_DN39786_c1_g2GAQ78841.1alpha-1,6-mannosyltransferase [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN40281_c1_g1GBF96706.1sulfur stress regulator [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.20 0.00

TRINITY_DN40443_c1_g3GAX79225.1hypothetical protein CEUSTIGMA_g6665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN40563_c0_g3XP_002951636.1hypothetical protein VOLCADRAFT_117862 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN40609_c0_g2GAX81994.1hypothetical protein CEUSTIGMA_g9422.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN40700_c0_g6XP_023905322.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 40.20 0.00

TRINITY_DN40731_c0_g4GAX82100.1hypothetical protein CEUSTIGMA_g9528.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN40737_c1_g3XP_013894659.1hypothetical protein MNEG_12322 [Monoraphidium neglectum]Monoraphidium_neglectum 40.20 0.00

TRINITY_DN40937_c0_g1KDD75690.1hypothetical protein H632_c547p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 40.20 0.00

TRINITY_DN41051_c0_g2XP_013898532.1Uncharacterized protein MNEG_8447 [Monoraphidium neglectum]Monoraphidium_neglectum 40.20 0.00

TRINITY_DN41303_c0_g4OAE35898.1hypothetical protein AXG93_4259s1020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.20 0.00

TRINITY_DN41376_c0_g2XP_015884147.1large proline-rich protein bag6-B isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 40.20 0.00

TRINITY_DN41552_c0_g7XP_013903206.1WD repeat-containing protein 74 [Monoraphidium neglectum]Monoraphidium_neglectum 40.20 0.00

TRINITY_DN41751_c0_g5OAE28970.1hypothetical protein AXG93_2960s1490 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.20 0.00

TRINITY_DN42259_c0_g1XP_014508827.1ubiquitin domain-containing protein DSK2a isoform X1 [Vigna radiata var. radiata]Vigna_radiata 40.20 0.00

TRINITY_DN42933_c0_g2XP_002958760.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN43141_c0_g3GAX74653.1hypothetical protein CEUSTIGMA_g2101.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN43209_c0_g1GAX80583.1hypothetical protein CEUSTIGMA_g8020.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN43235_c0_g1XP_002948970.1hypothetical protein VOLCADRAFT_89379 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN43984_c0_g5PIN09106.1putative exonuclease [Handroanthus impetiginosus]Handroanthus_impetiginosus 40.20 0.00

TRINITY_DN44027_c0_g1BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.20 0.00

TRINITY_DN44161_c0_g9GAQ85119.1hypothetical protein KFL_002200055 [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN44370_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 40.20 0.00

TRINITY_DN44910_c0_g2XP_010680117.1PREDICTED: SWI/SNF complex component SNF12 homolog [Beta vulgaris subsp. vulgaris]Beta_vulgaris 40.20 0.00

TRINITY_DN44946_c1_g1XP_002947658.1hypothetical protein VOLCADRAFT_88023 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN45161_c1_g4GAX76171.1hypothetical protein CEUSTIGMA_g3615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN45245_c0_g1GBF92543.1hypothetical protein Rsub_05157 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.20 0.00

TRINITY_DN45733_c0_g4GBG80322.1hypothetical protein CBR_g30690 [Chara braunii]Chara_braunii 40.20 0.00

TRINITY_DN45807_c0_g3BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.20 0.00

TRINITY_DN46275_c0_g6PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 40.20 0.00

TRINITY_DN46790_c0_g1XP_001698255.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.20 0.00

TRINITY_DN47224_c1_g1XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 40.20 0.00

TRINITY_DN48324_c1_g5XP_021741544.1ras-related protein Rab5-like isoform X3 [Chenopodium quinoa]Chenopodium_quinoa 40.20 0.00

TRINITY_DN48575_c0_g5EFJ32729.1hypothetical protein SELMODRAFT_168397 [Selaginella moellendorffii]Selaginella_moellendorffii 40.20 0.00

TRINITY_DN48885_c0_g5PSC69402.1symplekin isoform X2 [Micractinium conductrix]Micractinium_conductrix 40.20 0.00

TRINITY_DN48933_c0_g2XP_002952962.1hypothetical protein VOLCADRAFT_93745 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN49101_c0_g7XP_004505050.1heat stress transcription factor B-2a [Cicer arietinum]Cicer_arietinum 40.20 0.00

TRINITY_DN49348_c0_g4GBF89232.1DNA repair protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.20 0.00

TRINITY_DN49828_c0_g2GAX78212.1hypothetical protein CEUSTIGMA_g5654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN49877_c1_g6KXZ54440.1hypothetical protein GPECTOR_5g92 [Gonium pectorale]Gonium_pectorale 40.20 0.00

TRINITY_DN50173_c1_g2GAQ87230.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN50321_c0_g1OAE24435.1hypothetical protein AXG93_522s1060 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.20 0.00

TRINITY_DN50465_c0_g1PRW57055.1guanylyl and adenylyl cyclase family member [Chlorella sorokiniana]Chlorella_sorokiniana 40.20 0.00

TRINITY_DN50798_c0_g3XP_027939249.1uncharacterized protein LOC114193585 [Vigna unguiculata]Vigna_unguiculata 40.20 0.00

TRINITY_DN50864_c0_g1PNW79732.1hypothetical protein CHLRE_08g364862v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.20 0.00

TRINITY_DN51107_c1_g1XP_002948719.1hypothetical protein VOLCADRAFT_89132 [Volvox carteri f. nagariensis]Volvox_carteri 40.20 0.00

TRINITY_DN51568_c0_g2GAQ93157.1hypothetical protein KFL_013290010, partial [Klebsormidium nitens]Klebsormidium_nitens 40.20 0.00

TRINITY_DN52286_c0_g2KXZ48034.1hypothetical protein GPECTOR_31g398 [Gonium pectorale]Gonium_pectorale 40.20 0.00

TRINITY_DN52346_c2_g1GAQ89310.1Dyneins heavy chain [Klebsormidium nitens]Klebsormidium_nitens 40.20 0

TRINITY_DN52417_c1_g2GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.20 0.00

TRINITY_DN8459_c0_g1XP_002507275.1predicted protein [Micromonas commoda]Micromonas_commoda 40.20 0.00

TRINITY_DN23842_c0_g1GAQ90409.1multicopper oxidase [Klebsormidium nitens]Klebsormidium_nitens 40.10 0.00



TRINITY_DN2791_c0_g1RRT72845.1hypothetical protein B296_00034079 [Ensete ventricosum]Ensete_ventricosum 40.10 0.00

TRINITY_DN33793_c0_g1XP_003059493.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.10 0.00

TRINITY_DN34431_c0_g1KXZ51149.1hypothetical protein GPECTOR_13g636 [Gonium pectorale]Gonium_pectorale 40.10 0.00

TRINITY_DN35457_c0_g1OWM78516.1hypothetical protein CDL15_Pgr016240 [Punica granatum]Punica_granatum 40.10 0.00

TRINITY_DN35467_c0_g12GAX79832.1hypothetical protein CEUSTIGMA_g7272.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN35561_c0_g6ADE76687.1unknown [Picea sitchensis]Picea_sitchensis 40.10 0.00

TRINITY_DN35866_c0_g3XP_008796972.1pathogenesis-related protein PRB1-3-like [Phoenix dactylifera]Phoenix_dactylifera 40.10 0.00

TRINITY_DN35896_c0_g2XP_020155055.1phosphoglycerate mutase-like protein 4 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 40.10 0.00

TRINITY_DN35960_c1_g2XP_001691259.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.10 0.00

TRINITY_DN36420_c1_g7XP_002957168.1hypothetical protein VOLCADRAFT_98220 [Volvox carteri f. nagariensis]Volvox_carteri 40.10 0.00

TRINITY_DN36903_c0_g8BAJ99217.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 40.10 0.00

TRINITY_DN37618_c0_g3XP_005846270.1hypothetical protein CHLNCDRAFT_135592 [Chlorella variabilis]Chlorella_variabilis 40.10 0.00

TRINITY_DN38939_c0_g2XP_023891168.1GTP-binding nuclear protein GSP1/Ran [Quercus suber]Quercus_suber 40.10 0.00

TRINITY_DN39132_c0_g4GAX74714.1hypothetical protein CEUSTIGMA_g2162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN39593_c0_g1XP_024378233.1glutathione synthetase, chloroplastic-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.10 0.00

TRINITY_DN40233_c1_g1GBF92296.1hypothetical protein Rsub_05379 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.10 0.00

TRINITY_DN40478_c0_g1PTQ42579.1hypothetical protein MARPO_0029s0100 [Marchantia polymorpha]Marchantia_polymorpha 40.10 0.00

TRINITY_DN41367_c0_g5GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN41494_c0_g2XP_002950764.1hypothetical protein VOLCADRAFT_81244 [Volvox carteri f. nagariensis]Volvox_carteri 40.10 0.00

TRINITY_DN41726_c1_g1KXZ51682.1hypothetical protein GPECTOR_11g133 [Gonium pectorale]Gonium_pectorale 40.10 0.00

TRINITY_DN43962_c0_g3GAX77550.1hypothetical protein CEUSTIGMA_g4994.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN44297_c1_g3XP_008448503.2PREDICTED: LOW QUALITY PROTEIN: serine/threonine-protein kinase STY8-like [Cucumis melo]Cucumis_melo 40.10 0.00

TRINITY_DN44818_c0_g2GAX80336.1hypothetical protein CEUSTIGMA_g7774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN45279_c1_g1GAX80218.1hypothetical protein CEUSTIGMA_g7656.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN46345_c0_g1GAX81593.1hypothetical protein CEUSTIGMA_g9021.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.10 0.00

TRINITY_DN46905_c1_g2XP_024393915.1eukaryotic translation initiation factor-like [Physcomitrella patens]Physcomitrella_patens 40.10 0.00

TRINITY_DN47704_c0_g1KXZ47337.1hypothetical protein GPECTOR_36g61 [Gonium pectorale]Gonium_pectorale 40.10 0.00

TRINITY_DN47850_c0_g3XP_024362991.1ribonuclease P protein subunit p30-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.10 0.00

TRINITY_DN48378_c1_g3PNW87397.1hypothetical protein CHLRE_02g147302v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.10 0.00

TRINITY_DN48633_c1_g3PRW44471.1Peptide-N4-N-acetyl-beta-D-glucosaminylaspar agine amidase F precursor [Chlorella sorokiniana]Chlorella_sorokiniana 40.10 0.00

TRINITY_DN49852_c1_g1XP_013900827.1hypothetical protein MNEG_6153 [Monoraphidium neglectum]Monoraphidium_neglectum 40.10 0.00

TRINITY_DN51213_c0_g1GBF99292.1ABC transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.10 0.00

TRINITY_DN51260_c0_g1XP_001701107.1high intensity light-inducible lhc-like gene [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.10 0.00

TRINITY_DN51796_c1_g1PNW85082.1hypothetical protein CHLRE_03g170900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.10 0.00

TRINITY_DN52658_c0_g1XP_005647513.1Nucleotidyltransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.10 0.00

TRINITY_DN10490_c0_g1XP_001693485.1phosphatidylinositol 3-kinase-related protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN14170_c0_g1PKA59756.1Zinc finger A20 and AN1 domain-containing stress-associated protein 9 [Apostasia shenzhenica]Apostasia_shenzhenica 40.00 0.00

TRINITY_DN16632_c0_g2XP_023762720.1ras-related protein RABA2a-like [Lactuca sativa]Lactuca_sativa 40.00 0.00

TRINITY_DN1710_c0_g1EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 40.00 0.00

TRINITY_DN22831_c0_g1EFH70792.1ubiquitin-protein ligase 1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 40.00 0.00

TRINITY_DN23070_c0_g1PSR91479.1Mitogen-activated protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 40.00 0.00

TRINITY_DN27507_c0_g2XP_010906908.1PREDICTED: histone-lysine N-methyltransferase SUVR5 isoform X1 [Elaeis guineensis]Elaeis_guineensis 40.00 0.00

TRINITY_DN27574_c0_g1PON91640.1Cytochrome P450, E-class, group I [Trema orientale]Trema_orientale 40.00 0.00

TRINITY_DN28381_c0_g1XP_020178599.1BTB/POZ and MATH domain-containing protein 2-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 40.00 0.00

TRINITY_DN30131_c0_g2XP_002506903.1target of rapamycin kinase [Micromonas commoda]Micromonas_commoda 40.00 0.00

TRINITY_DN30709_c0_g1XP_001692964.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN31134_c0_g1PWA88159.1RING/U-box superfamily protein [Artemisia annua]Artemisia_annua 40.00 0.00

TRINITY_DN32091_c0_g1EPS74144.1hypothetical protein M569_00608 [Genlisea aurea]Genlisea_aurea 40.00 0.00

TRINITY_DN32750_c0_g4XP_008243544.2PREDICTED: heat shock 70 kDa protein 18-like [Prunus mume]Prunus_mume 40.00 0.00

TRINITY_DN33133_c0_g1GAX77208.1hypothetical protein CEUSTIGMA_g4654.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN34049_c0_g2KZV16597.1hypothetical protein F511_30891 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 40.00 0.00

TRINITY_DN34326_c0_g1XP_024356503.1uncharacterized protein LOC112272703 [Physcomitrella patens]Physcomitrella_patens 40.00 0.00

TRINITY_DN34429_c0_g2GBG67291.1hypothetical protein CBR_g88579 [Chara braunii]Chara_braunii 40.00 0.00

TRINITY_DN34872_c0_g6XP_005647333.1hypothetical protein COCSUDRAFT_47695 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.00 0.00

TRINITY_DN35098_c0_g6XP_012065604.1alpha-N-acetylglucosaminidase isoform X1 [Jatropha curcas]Jatropha_curcas 40.00 0.00

TRINITY_DN35269_c0_g1XP_007213195.1calcium-dependent protein kinase 34 [Prunus persica]Prunus_persica 40.00 0.00

TRINITY_DN35330_c0_g4GAX75954.1hypothetical protein CEUSTIGMA_g3397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN35428_c0_g2RAL43982.1hypothetical protein DM860_014119 [Cuscuta australis]Cuscuta_australis 40.00 0.00

TRINITY_DN35462_c0_g1GAX79227.1hypothetical protein CEUSTIGMA_g6667.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN35509_c0_g2XP_008660144.1beta-adaptin-like protein C [Zea mays]Zea_mays 40.00 0.00

TRINITY_DN35635_c0_g1GAQ78735.1alpha-amylase [Klebsormidium nitens]Klebsormidium_nitens 40.00 0.00

TRINITY_DN35811_c2_g2RVX01223.1Pol polyprotein [Vitis vinifera]Vitis_vinifera 40.00 0.00

TRINITY_DN35865_c0_g2GBG59841.1hypothetical protein CBR_g66644 [Chara braunii]Chara_braunii 40.00 0.00

TRINITY_DN36100_c0_g7XP_003060675.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 40.00 0.00

TRINITY_DN36181_c0_g8XP_009792787.1PREDICTED: alpha-glucosidase-like [Nicotiana sylvestris]Nicotiana_sylvestris 40.00 0.00

TRINITY_DN36627_c0_g8PNH12263.1hypothetical protein TSOC_000864 [Tetrabaena socialis]Tetrabaena_socialis 40.00 0.00



TRINITY_DN36914_c0_g1XP_002949655.1intraflagellar transport particle protein IFT140 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN36925_c0_g1XP_008219565.1PREDICTED: BTB/POZ domain-containing protein At4g08455-like isoform X1 [Prunus mume]Prunus_mume 40.00 0.00

TRINITY_DN37088_c0_g5XP_008808577.1bZIP transcription factor 39-like [Phoenix dactylifera]Phoenix_dactylifera 40.00 0.00

TRINITY_DN37107_c0_g2XP_002948846.1hypothetical protein VOLCADRAFT_104051 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN37193_c0_g5XP_014511295.1ras-related protein RABA6b [Vigna radiata var. radiata]Vigna_radiata 40.00 0.00

TRINITY_DN37234_c0_g5XP_001420946.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 40.00 0.00

TRINITY_DN37499_c0_g3XP_024373687.1regulator of nonsense transcripts UPF3-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 40.00 0.00

TRINITY_DN37527_c0_g1GBG79985.1hypothetical protein CBR_g30246 [Chara braunii]Chara_braunii 40.00 0.00

TRINITY_DN37549_c0_g4GAQ77653.1ATMRK serine/threonine protein kinase-like domain [Klebsormidium nitens]Klebsormidium_nitens 40.00 0.00

TRINITY_DN37624_c0_g2XP_015875200.1probable Xaa-Pro aminopeptidase P [Ziziphus jujuba]Ziziphus_jujuba 40.00 0.00



TRINITY_DN37717_c0_g4GAX75994.1hypothetical protein CEUSTIGMA_g3437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN37904_c0_g2AAY31019.1low photochemical bleaching 1 protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN38143_c0_g4XP_012436482.1PREDICTED: peptide methionine sulfoxide reductase B5-like [Gossypium raimondii]Gossypium_raimondii 40.00 0.00

TRINITY_DN38176_c1_g1XP_005643496.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.00 0.00

TRINITY_DN38352_c1_g6XP_024383811.1probable acid phosphatase [Physcomitrella patens]Physcomitrella_patens 40.00 0.00

TRINITY_DN38406_c0_g3OWM73350.1hypothetical protein CDL15_Pgr001464 [Punica granatum]Punica_granatum 40.00 0.00

TRINITY_DN38469_c0_g7GAX74187.1hypothetical protein CEUSTIGMA_g1636.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN38706_c0_g2XP_024989752.1CTD small phosphatase-like protein 2 isoform X2 [Cynara cardunculus var. scolymus]Cynara_cardunculus 40.00 0.00

TRINITY_DN38732_c0_g1GAX83638.1hypothetical protein CEUSTIGMA_g11062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN38934_c0_g2GBF95162.1hypothetical protein Rsub_07875 [Raphidocelis subcapitata]Raphidocelis_subcapitata 40.00 0.00

TRINITY_DN39327_c1_g2KXZ55276.1hypothetical protein GPECTOR_3g413 [Gonium pectorale]Gonium_pectorale 40.00 0.00

TRINITY_DN39694_c0_g1XP_010538950.1PREDICTED: tRNA wybutosine-synthesizing protein 2/3/4 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 40.00 0.00

TRINITY_DN39962_c0_g8XP_022874358.1histidine kinase 5-like [Olea europaea var. sylvestris]Olea_europaea 40.00 0.00

TRINITY_DN40000_c0_g4XP_011397213.1L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 40.00 0.00

TRINITY_DN40042_c1_g1XP_002956124.1hypothetical protein VOLCADRAFT_109995 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN40253_c0_g9XP_021725808.1probable NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12 [Chenopodium quinoa]Chenopodium_quinoa 40.00 0.00

TRINITY_DN40399_c1_g3RWW01281.1hypothetical protein GW17_00035688 [Ensete ventricosum]Ensete_ventricosum 40.00 0.00

TRINITY_DN41020_c0_g1EPS65926.1hypothetical protein M569_08851, partial [Genlisea aurea]Genlisea_aurea 40.00 0.00

TRINITY_DN41358_c1_g4XP_002508260.1ankyrin repeat protein [Micromonas commoda]Micromonas_commoda 40.00 0.00

TRINITY_DN41529_c0_g1XP_020595535.1tubulin-folding cofactor B [Phalaenopsis equestris]Phalaenopsis_equestris 40.00 0.00

TRINITY_DN41891_c1_g1GBG63540.1hypothetical protein CBR_g38608 [Chara braunii]Chara_braunii 40.00 0.00

TRINITY_DN42125_c0_g4GAQ83607.1hypothetical protein KFL_001540250 [Klebsormidium nitens]Klebsormidium_nitens 40.00 0.00

TRINITY_DN42127_c0_g2VDD34005.1unnamed protein product [Brassica oleracea]Brassica_oleracea 40.00 0.00

TRINITY_DN42354_c1_g2OAE33678.1hypothetical protein AXG93_4689s1650 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.00 0.00

TRINITY_DN42554_c1_g1PNW82725.1hypothetical protein CHLRE_06g291550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN42867_c0_g2KXZ49014.1hypothetical protein GPECTOR_23g103 [Gonium pectorale]Gonium_pectorale 40.00 0.00

TRINITY_DN43146_c0_g2GBG75290.1hypothetical protein CBR_g19923 [Chara braunii]Chara_braunii 40.00 0.00

TRINITY_DN44045_c0_g5PNH05703.1hypothetical protein TSOC_008005 [Tetrabaena socialis]Tetrabaena_socialis 40.00 0.00

TRINITY_DN44416_c0_g1GAX78477.1hypothetical protein CEUSTIGMA_g5916.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN44949_c0_g6XP_005645332.1glycoside hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.00 0.00

TRINITY_DN45007_c0_g3PRW56940.1meiotic recombination DMC1-like protein [Chlorella sorokiniana]Chlorella_sorokiniana 40.00 0.00

TRINITY_DN45596_c1_g2GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN45959_c0_g1XP_002951825.1hypothetical protein VOLCADRAFT_105238 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN46218_c0_g2GAX85199.1hypothetical protein CEUSTIGMA_g12618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN46582_c0_g2PNW70230.1hypothetical protein CHLRE_17g711200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN46687_c0_g1XP_002949382.1hypothetical protein VOLCADRAFT_117192 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN46747_c0_g1XP_019419411.1PREDICTED: polyadenylate-binding protein RBP45-like [Lupinus angustifolius]Lupinus_angustifolius 40.00 0.00

TRINITY_DN46898_c1_g1XP_002946893.1mitochondrial ribosomal protein L17 [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN47409_c1_g3GAX81125.1hypothetical protein CEUSTIGMA_g8559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN47524_c0_g1XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 40.00 0.00

TRINITY_DN47549_c0_g7EYU34376.1hypothetical protein MIMGU_mgv1a026757mg [Erythranthe guttata]Erythranthe_guttata 40.00 0.00

TRINITY_DN47662_c2_g9XP_020276583.1transcription elongation factor SPT4 homolog 2-like [Asparagus officinalis]Asparagus_officinalis 40.00 0.00

TRINITY_DN47987_c0_g6PHT37442.1Transcription initiation factor TFIID subunit 12 [Capsicum baccatum]Capsicum_baccatum 40.00 0.00

TRINITY_DN48353_c0_g1XP_023917715.1dual specificity protein kinase YAK1-like [Quercus suber]Quercus_suber 40.00 0.00

TRINITY_DN49000_c0_g3XP_004958444.1cytochrome P450 709B2 [Setaria italica]Setaria_italica 40.00 0.00

TRINITY_DN49054_c0_g1XP_019186727.1PREDICTED: villin-3-like [Ipomoea nil]Ipomoea_nil 40.00 0.00

TRINITY_DN49192_c0_g2PNW89088.1hypothetical protein CHLRE_01g068012v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 40.00 0.00

TRINITY_DN491_c0_g1GAQ79497.1Serine-threonine protein kinase FUSED [Klebsormidium nitens]Klebsormidium_nitens 40.00 0.00

TRINITY_DN49456_c0_g6XP_021679841.1uncharacterized protein LOC110664450 [Hevea brasiliensis]Hevea_brasiliensis 40.00 0.00

TRINITY_DN49520_c0_g1XP_005644425.1MT-A70-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 40.00 0.00

TRINITY_DN49973_c0_g7XP_005843536.1hypothetical protein CHLNCDRAFT_140147 [Chlorella variabilis]Chlorella_variabilis 40.00 0.00

TRINITY_DN50740_c0_g2XP_017621285.1PREDICTED: calcium-dependent protein kinase 29 isoform X2 [Gossypium arboreum]Gossypium_arboreum 40.00 0.00

TRINITY_DN51033_c0_g2XP_002948320.1nitrogen assimilation regulatory protein [Volvox carteri f. nagariensis]Volvox_carteri 40.00 0.00

TRINITY_DN51962_c0_g2GAX76561.1hypothetical protein CEUSTIGMA_g4007.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 40.00 0.00

TRINITY_DN52682_c1_g2ABH09321.1leucine rich protein [Arachis hypogaea]Arachis_hypogaea 40.00 0.00

TRINITY_DN54029_c0_g1PKA53662.1Peroxisome biogenesis factor 10 [Apostasia shenzhenica]Apostasia_shenzhenica 40.00 0.00

TRINITY_DN6263_c0_g1XP_005846858.1hypothetical protein CHLNCDRAFT_24009 [Chlorella variabilis]Chlorella_variabilis 40.00 0.00

TRINITY_DN8956_c0_g1OAE31621.1hypothetical protein AXG93_2294s1390 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 40.00 0.00

TRINITY_DN23977_c0_g1KMT16705.1hypothetical protein BVRB_3g049890 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 39.90 0.00

TRINITY_DN32774_c0_g1RZB89330.1Elongator complex protein 2 [Glycine soja]Glycine_soja 39.90 0.00

TRINITY_DN34194_c0_g2KXZ50265.1hypothetical protein GPECTOR_17g904 [Gonium pectorale]Gonium_pectorale 39.90 0.00

TRINITY_DN34370_c0_g2XP_020263720.1cyclin-C1-1-like isoform X1 [Asparagus officinalis]Asparagus_officinalis 39.90 0.00

TRINITY_DN34816_c1_g10PKA59298.1hypothetical protein AXF42_Ash001392 [Apostasia shenzhenica]Apostasia_shenzhenica 39.90 0.00

TRINITY_DN34911_c0_g1PTQ44635.1hypothetical protein MARPO_0019s0063 [Marchantia polymorpha]Marchantia_polymorpha 39.90 0.00

TRINITY_DN34914_c0_g8PNR50021.1hypothetical protein PHYPA_011918 [Physcomitrella patens]Physcomitrella_patens 39.90 0.00

TRINITY_DN35016_c0_g1XP_006430301.1serine/threonine-protein kinase CTR1 [Citrus clementina]Citrus_clementina 39.90 0.00



TRINITY_DN35094_c0_g4XP_002981802.2hybrid signal transduction histidine kinase B [Selaginella moellendorffii]Selaginella_moellendorffii 39.90 0.00

TRINITY_DN35477_c0_g4XP_004293679.1PREDICTED: alpha-glucosidase-like [Fragaria vesca subsp. vesca]Fragaria_vesca 39.90 0.00

TRINITY_DN35731_c0_g1XP_020088682.1serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform-like isoform X2 [Ananas comosus]Ananas_comosus 39.90 0.00

TRINITY_DN35855_c0_g1EFJ22202.1hypothetical protein SELMODRAFT_105461 [Selaginella moellendorffii]Selaginella_moellendorffii 39.90 0.00

TRINITY_DN36177_c0_g2GBG66126.1hypothetical protein CBR_g55470 [Chara braunii]Chara_braunii 39.90 0.00

TRINITY_DN36698_c0_g5PPE02888.1hypothetical protein GOBAR_DD00095 [Gossypium barbadense]Gossypium_barbadense 39.90 0.00

TRINITY_DN37162_c0_g1XP_023889219.1saccharopine dehydrogenase [NADP(+), L-glutamate-forming]-like [Quercus suber]Quercus_suber 39.90 0.00

TRINITY_DN37683_c1_g10ERN00847.1hypothetical protein AMTR_s00103p00089080 [Amborella trichopoda]Amborella_trichopoda 39.90 0.00

TRINITY_DN38560_c0_g3XP_002504171.1predicted protein [Micromonas commoda]Micromonas_commoda 39.90 0.00

TRINITY_DN38836_c1_g1GAX78364.1hypothetical protein CEUSTIGMA_g5806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN39991_c0_g1ACU17794.1unknown [Glycine max]Glycine_max 39.90 0.00

TRINITY_DN40468_c0_g1GAX80253.1hypothetical protein CEUSTIGMA_g7691.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN40624_c0_g1GAQ84119.1spla ryanodine receptor domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 39.90 0.00

TRINITY_DN42112_c0_g1XP_002990240.1ubiquitin-protein ligase E3A isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.90 0.00

TRINITY_DN42623_c1_g2PRW57384.1F-box only 31-B-like [Chlorella sorokiniana]Chlorella_sorokiniana 39.90 0.00

TRINITY_DN42813_c0_g2GAX82760.1hypothetical protein CEUSTIGMA_g10186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN43215_c0_g3PNW84136.1hypothetical protein CHLRE_04g222500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.90 0.00

TRINITY_DN45185_c1_g6PNH09397.1Purple acid phosphatase 17 [Tetrabaena socialis]Tetrabaena_socialis 39.90 0.00

TRINITY_DN45554_c0_g3EFJ30903.1hypothetical protein SELMODRAFT_408664 [Selaginella moellendorffii]Selaginella_moellendorffii 39.90 0.00

TRINITY_DN45684_c0_g4XP_023874140.1porphobilinogen deaminase-like [Quercus suber]Quercus_suber 39.90 0.00

TRINITY_DN45920_c0_g4XP_002952250.1hypothetical protein VOLCADRAFT_105384 [Volvox carteri f. nagariensis]Volvox_carteri 39.90 0.00

TRINITY_DN45940_c1_g3KXZ45036.1hypothetical protein GPECTOR_59g644 [Gonium pectorale]Gonium_pectorale 39.90 0.00

TRINITY_DN46530_c0_g9RMZ54468.1hypothetical protein APUTEX25_002044 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 39.90 0.00

TRINITY_DN46751_c0_g4XP_024532910.1protein FAM91A1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.90 0.00

TRINITY_DN47583_c1_g7GAX75696.1hypothetical protein CEUSTIGMA_g3139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN48105_c1_g5GAX86124.1hypothetical protein CEUSTIGMA_g13537.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN48265_c1_g1XP_013897634.1hypothetical protein MNEG_9348 [Monoraphidium neglectum]Monoraphidium_neglectum 39.90 0.00

TRINITY_DN48643_c0_g5XP_013894434.1hypothetical protein MNEG_12547 [Monoraphidium neglectum]Monoraphidium_neglectum 39.90 0.00

TRINITY_DN50047_c0_g2XP_023871278.1ras-related GTP-binding protein A-like [Quercus suber]Quercus_suber 39.90 0.00

TRINITY_DN50783_c0_g1PNW72528.1hypothetical protein CHLRE_16g688526v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.90 0.00

TRINITY_DN51026_c0_g2KXZ50888.1hypothetical protein GPECTOR_14g137 [Gonium pectorale]Gonium_pectorale 39.90 0.00

TRINITY_DN51130_c2_g1KXZ49546.1hypothetical protein GPECTOR_20g400 [Gonium pectorale]Gonium_pectorale 39.90 0.00

TRINITY_DN51225_c0_g1GAX81512.1hypothetical protein CEUSTIGMA_g8940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN51383_c0_g9XP_020267954.1LOW QUALITY PROTEIN: serine/arginine repetitive matrix protein 1-like [Asparagus officinalis]Asparagus_officinalis 39.90 0.00

TRINITY_DN51389_c0_g2XP_022553571.1uncharacterized protein LOC106378343 [Brassica napus]Brassica_napus 39.90 0.00

TRINITY_DN51835_c1_g1XP_005649503.1hypothetical protein COCSUDRAFT_83651 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.90 0.00

TRINITY_DN52234_c0_g3GAX72907.1hypothetical protein CEUSTIGMA_g362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.90 0.00

TRINITY_DN14075_c0_g1XP_015873689.1PH, RCC1 and FYVE domains-containing protein 1-like [Ziziphus jujuba]Ziziphus_jujuba 39.80 0.00

TRINITY_DN21047_c0_g1PTQ35485.1hypothetical protein MARPO_0071s0096 [Marchantia polymorpha]Marchantia_polymorpha 39.80 0.00

TRINITY_DN23279_c0_g2XP_023902737.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 39.80 0.00

TRINITY_DN27235_c0_g1XP_026656860.1EVI5-like protein isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 39.80 0.00

TRINITY_DN28327_c0_g1XP_021766322.1transmembrane protein 256 homolog [Chenopodium quinoa]Chenopodium_quinoa 39.80 0.00

TRINITY_DN30365_c0_g1XP_008790983.1dnaJ protein ERDJ7 [Phoenix dactylifera]Phoenix_dactylifera 39.80 0.00

TRINITY_DN31243_c0_g2XP_005849973.1hypothetical protein CHLNCDRAFT_141868 [Chlorella variabilis]Chlorella_variabilis 39.80 0.00

TRINITY_DN31535_c0_g2GAQ90008.1Serine carboxypeptidase [Klebsormidium nitens]Klebsormidium_nitens 39.80 0.00

TRINITY_DN31654_c0_g1KXZ49222.1hypothetical protein GPECTOR_22g813 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN32041_c0_g1XP_013741982.1probable protein S-acyltransferase 14 [Brassica napus]Brassica_napus 39.80 0.00

TRINITY_DN32147_c0_g1XP_005643596.1hypothetical protein COCSUDRAFT_48993 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.80 0.00

TRINITY_DN32161_c0_g2XP_003080510.1ROK [Ostreococcus tauri]Ostreococcus_tauri 39.80 0.00

TRINITY_DN32289_c0_g2PON54885.1Zinc finger, CCCH-type [Trema orientale]Trema_orientale 39.80 0.00

TRINITY_DN32670_c0_g1KZV13895.1histidine tRNA synthetase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 39.80 0.00

TRINITY_DN34062_c0_g1PRQ34077.1putative transcription factor interactor and regulator CCHC(Zn) family [Rosa chinensis]Rosa_chinensis 39.80 0.00

TRINITY_DN34170_c0_g6OMO88183.1Ribosomal protein L22/L17 [Corchorus olitorius]Corchorus_olitorius 39.80 0.00

TRINITY_DN35094_c0_g1EEF22003.1two-component sensor histidine kinase bacteria, putative, partial [Ricinus communis]Ricinus_communis 39.80 0.00

TRINITY_DN35793_c0_g1GAX77637.1hypothetical protein CEUSTIGMA_g5080.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN35869_c0_g1XP_023896250.1protein kinase domain-containing protein ppk38-like [Quercus suber]Quercus_suber 39.80 0.00

TRINITY_DN35879_c0_g2BAK01671.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.80 0.00

TRINITY_DN35918_c1_g7KXZ56945.1hypothetical protein GPECTOR_1g852 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN36034_c0_g1KDD75382.1hypothetical protein H632_c710p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 39.80 0.00

TRINITY_DN36163_c0_g12XP_024401231.1AP-2 complex subunit alpha-2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.80 0.00

TRINITY_DN36205_c0_g6KXZ55758.1hypothetical protein GPECTOR_2g1308 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN36488_c0_g1XP_006857725.1C2 and GRAM domain-containing protein At1g03370 isoform X2 [Amborella trichopoda]Amborella_trichopoda 39.80 0.00

TRINITY_DN36504_c0_g3XP_002948426.1hypothetical protein VOLCADRAFT_58281 [Volvox carteri f. nagariensis]Volvox_carteri 39.80 0.00

TRINITY_DN36595_c1_g3XP_005847013.1hypothetical protein CHLNCDRAFT_24254, partial [Chlorella variabilis]Chlorella_variabilis 39.80 0.00

TRINITY_DN36720_c0_g12XP_016555159.1PREDICTED: serine/threonine-protein kinase ATG1t isoform X2 [Capsicum annuum]Capsicum_annuum 39.80 0.00

TRINITY_DN36788_c3_g1GAX74666.1hypothetical protein CEUSTIGMA_g2114.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00



TRINITY_DN37223_c0_g1XP_008785160.1pre-mRNA-processing factor 19-like [Phoenix dactylifera]Phoenix_dactylifera 39.80 0.00

TRINITY_DN37250_c1_g3XP_001701908.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN37359_c0_g5AIA22172.110HGO [Gentiana rigescens]Gentiana_rigescens 39.80 0.00

TRINITY_DN37638_c0_g3XP_002506171.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 39.80 0.00

TRINITY_DN38262_c0_g2XP_023902735.1allantoicase-like [Quercus suber]Quercus_suber 39.80 0.00

TRINITY_DN38388_c1_g3GBF99634.1hypothetical protein Rsub_12313 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.80 0.00

TRINITY_DN38397_c0_g2GAX80339.1hypothetical protein CEUSTIGMA_g7777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN38397_c0_g4XP_002503721.1predicted protein [Micromonas commoda]Micromonas_commoda 39.80 0.00

TRINITY_DN38841_c0_g2XP_010264747.1PREDICTED: uncharacterized protein LOC104602664 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 39.80 0.00

TRINITY_DN38955_c0_g1XP_009387294.1PREDICTED: uncharacterized protein At1g03900-like [Musa acuminata subsp. malaccensis]Musa_acuminata 39.80 0.00

TRINITY_DN39212_c1_g5XP_024360173.1probable protein phosphatase 2C 59 isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.80 0.00

TRINITY_DN398_c0_g1XP_019436274.1PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 1-like [Lupinus angustifolius]Lupinus_angustifolius 39.80 0.00

TRINITY_DN40199_c0_g8XP_024369079.1protein YIF1B-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.80 0.00

TRINITY_DN40300_c0_g5KZV29126.1heparan-alpha-glucosaminide N-acetyltransferase-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 39.80 0.00

TRINITY_DN40433_c0_g6XP_001693485.1phosphatidylinositol 3-kinase-related protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN40604_c0_g2BAK00754.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.80 0.00

TRINITY_DN40940_c0_g4GAX82545.1hypothetical protein CEUSTIGMA_g9971.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN41282_c0_g3KDD75191.1hypothetical protein H632_c818p2, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 39.80 0.00

TRINITY_DN42817_c0_g7GAX74444.1hypothetical protein CEUSTIGMA_g1893.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN42832_c0_g1BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.80 0.00

TRINITY_DN42839_c0_g1KXZ53411.1hypothetical protein GPECTOR_7g1308 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN43199_c0_g4GAX78267.1hypothetical protein CEUSTIGMA_g5709.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN43622_c0_g1KXZ55409.1hypothetical protein GPECTOR_3g60 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN43694_c0_g5BAG12979.1RHYTHM OF CHLOROPLAST 66 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN43892_c0_g1XP_001691183.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN44011_c0_g3GAX76147.1hypothetical protein CEUSTIGMA_g3591.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN44123_c0_g2XP_020272066.1ras-related protein RIC1-like [Asparagus officinalis]Asparagus_officinalis 39.80 0.00

TRINITY_DN44164_c0_g3KXZ49100.1hypothetical protein GPECTOR_23g31 [Gonium pectorale]Gonium_pectorale 39.80 0.00

TRINITY_DN44431_c0_g1GAX85626.1hypothetical protein CEUSTIGMA_g13041.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN44458_c1_g3XP_010539310.1PREDICTED: adenylyltransferase and sulfurtransferase MOCS3-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 39.80 0.00

TRINITY_DN44524_c0_g8XP_019233716.1PREDICTED: 14-3-3 protein 7 isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 39.80 0.00

TRINITY_DN44632_c0_g1GAX74659.1hypothetical protein CEUSTIGMA_g2107.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN44649_c0_g2XP_002947835.1hypothetical protein VOLCADRAFT_103618 [Volvox carteri f. nagariensis]Volvox_carteri 39.80 0.00

TRINITY_DN45164_c0_g4GAQ83620.1HEAT repeat protein [Klebsormidium nitens]Klebsormidium_nitens 39.80 0.00

TRINITY_DN45446_c0_g1BAK00754.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.80 0.00

TRINITY_DN45460_c0_g1GAQ83716.1NADPH oxidase [Klebsormidium nitens]Klebsormidium_nitens 39.80 0.00

TRINITY_DN45509_c2_g1GAQ78614.1Mitochondrial carrier protein [Klebsormidium nitens]Klebsormidium_nitens 39.80 0.00

TRINITY_DN45559_c0_g1KYP71984.1CBL-interacting serine/threonine-protein kinase 9 [Cajanus cajan]Cajanus_cajan 39.80 0.00

TRINITY_DN45841_c0_g2PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 39.80 0.00

TRINITY_DN46626_c0_g2XP_021730341.1tyrosine-protein kinase receptor UFO-like [Chenopodium quinoa]Chenopodium_quinoa 39.80 0.00

TRINITY_DN47053_c0_g3EEC67154.1hypothetical protein OsI_34002 [Oryza sativa Indica Group]Oryza_sativa 39.80 0.00

TRINITY_DN47358_c0_g4GAX74598.1hypothetical protein CEUSTIGMA_g2046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN47413_c0_g2PNW72017.1hypothetical protein CHLRE_16g685900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN47640_c0_g14ACG38552.1hypothetical protein [Zea mays]Zea_mays 39.80 0.00

TRINITY_DN47831_c0_g1PNW77233.1hypothetical protein CHLRE_10g427900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN47920_c1_g1GAX75575.1hypothetical protein CEUSTIGMA_g3018.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN48005_c1_g4PWA57329.1Micro-fibrillar-associated protein 1, C-terminal [Artemisia annua]Artemisia_annua 39.80 0.00

TRINITY_DN48063_c1_g2PNW88127.1hypothetical protein CHLRE_01g015400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN48084_c0_g3XP_020241232.1probable alpha-glucosidase Os06g0675700 [Asparagus officinalis]Asparagus_officinalis 39.80 0.00

TRINITY_DN48182_c1_g6OAE34540.1hypothetical protein AXG93_1247s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 39.80 0.00

TRINITY_DN48492_c0_g3XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 39.80 0.00

TRINITY_DN48507_c0_g2GBF95313.1hypothetical protein Rsub_08344 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.80 0.00

TRINITY_DN48522_c0_g1XP_001689769.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN48738_c0_g4GAX73140.1hypothetical protein CEUSTIGMA_g593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN48740_c0_g8XP_021670693.1putative RING-H2 finger protein ATL61 [Hevea brasiliensis]Hevea_brasiliensis 39.80 0.00

TRINITY_DN49415_c0_g4KHG23927.1Elongation factor 1-alpha [Gossypium arboreum]Gossypium_arboreum 39.80 0.00

TRINITY_DN49814_c1_g3XP_022839439.1Small GTPase superfamily, Rho type [Ostreococcus tauri]Ostreococcus_tauri 39.80 0.00

TRINITY_DN50301_c0_g2RYQ89432.1hypothetical protein Ahy_B09g096084 isoform A [Arachis hypogaea]Arachis_hypogaea 39.80 0.00

TRINITY_DN50390_c0_g5GAX77423.1hypothetical protein CEUSTIGMA_g4868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00

TRINITY_DN50609_c0_g1XP_013903738.1hypothetical protein MNEG_3238 [Monoraphidium neglectum]Monoraphidium_neglectum 39.80 0.00

TRINITY_DN50651_c1_g1XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 39.80 0.00

TRINITY_DN50862_c2_g7XP_024196291.1kinesin-like protein KIN-12C [Rosa chinensis]Rosa_chinensis 39.80 0.00

TRINITY_DN50881_c0_g1OWM72645.1hypothetical protein CDL15_Pgr013113 [Punica granatum]Punica_granatum 39.80 0.00

TRINITY_DN51266_c0_g1CAA49283.1gag,protease,endonuclease, reverse transcriptase,RNaseH [Volvox carteri f. nagariensis]Volvox_carteri 39.80 0.00

TRINITY_DN51276_c0_g2GBF95577.1hypothetical protein Rsub_08558 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.80 0.00

TRINITY_DN51444_c0_g9GAX82138.1hypothetical protein CEUSTIGMA_g9566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.80 0.00



TRINITY_DN51497_c1_g4XP_005845695.1hypothetical protein CHLNCDRAFT_136812 [Chlorella variabilis]Chlorella_variabilis 39.80 0.00

TRINITY_DN51797_c0_g4GBF88985.1brefeldin A-inhibited guanine nucleotide-exchange protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.80 0.00

TRINITY_DN52308_c0_g1PNW79775.1hypothetical protein CHLRE_08g366150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN52544_c5_g2PNW76363.1hypothetical protein CHLRE_11g467523v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.80 0.00

TRINITY_DN52793_c0_g1XP_019419065.1PREDICTED: ER membrane protein complex subunit 6-like [Lupinus angustifolius]Lupinus_angustifolius 39.80 0.00

TRINITY_DN53906_c0_g1CDY12069.1BnaC03g59850D [Brassica napus]Brassica_napus 39.80 0.00

TRINITY_DN9802_c0_g1XP_016670938.1PREDICTED: annexin D5-like isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 39.80 0.00

TRINITY_DN1638_c0_g1PRW58875.1UVR3 3-like 6-4 DNA photolyase [Chlorella sorokiniana]Chlorella_sorokiniana 39.70 0.00

TRINITY_DN24597_c0_g1XP_002503272.1predicted protein [Micromonas commoda]Micromonas_commoda 39.70 0.00

TRINITY_DN25587_c1_g1XP_008437138.1PREDICTED: flavonoid 3'-monooxygenase-like [Cucumis melo]Cucumis_melo 39.70 0.00

TRINITY_DN26447_c0_g1XP_002501118.1predicted protein [Micromonas commoda]Micromonas_commoda 39.70 0.00

TRINITY_DN26782_c0_g3XP_008808146.2anaphase-promoting complex subunit 11 [Phoenix dactylifera]Phoenix_dactylifera 39.70 0.00

TRINITY_DN28165_c0_g1OAY73583.1Methyltransferase-like protein 13 [Ananas comosus]Ananas_comosus 39.70 0.00

TRINITY_DN29726_c0_g1XP_023888774.1protein-tyrosine-phosphatase PTP1 isoform X1 [Quercus suber]Quercus_suber 39.70 0.00

TRINITY_DN30646_c0_g2PRW59534.1MFS general substrate transporter isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 39.70 0.00

TRINITY_DN32143_c0_g1XP_014752517.1phospholipid-transporting ATPase 1 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 39.70 0.00

TRINITY_DN32590_c0_g2XP_007201224.1ribosomal RNA small subunit methyltransferase [Prunus persica]Prunus_persica 39.70 0.00

TRINITY_DN33453_c0_g1XP_024529022.1probable trehalase isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 39.70 0.00

TRINITY_DN34149_c0_g1GAX80993.1hypothetical protein CEUSTIGMA_g8428.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.70 0.00

TRINITY_DN34727_c0_g1XP_024188476.1translin isoform X1 [Rosa chinensis]Rosa_chinensis 39.70 0.00

TRINITY_DN34899_c0_g5XP_006851491.1probable purple acid phosphatase 20 isoform X1 [Amborella trichopoda]Amborella_trichopoda 39.70 0.00

TRINITY_DN34952_c0_g2OTF84840.1putative ethylene receptor [Helianthus annuus]Helianthus_annuus 39.70 0.00

TRINITY_DN34972_c0_g1RWW84243.1hypothetical protein BHE74_00007142 [Ensete ventricosum]Ensete_ventricosum 39.70 0.00

TRINITY_DN35223_c0_g3EFJ11461.1hypothetical protein SELMODRAFT_126153 [Selaginella moellendorffii]Selaginella_moellendorffii 39.70 0.00

TRINITY_DN35262_c1_g1XP_023897674.1probable succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial [Quercus suber]Quercus_suber 39.70 0.00

TRINITY_DN35307_c1_g11XP_002983644.2E3 ubiquitin ligase BIG BROTHER-related [Selaginella moellendorffii]Selaginella_moellendorffii 39.70 0.00

TRINITY_DN35426_c0_g4GAQ81618.1ABC transporter G family member 40 [Klebsormidium nitens]Klebsormidium_nitens 39.70 0.00

TRINITY_DN35771_c0_g7GAQ86693.1hypothetical protein KFL_003050050 [Klebsormidium nitens]Klebsormidium_nitens 39.70 0.00

TRINITY_DN36905_c2_g1GAX80832.1hypothetical protein CEUSTIGMA_g8267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.70 0.00

TRINITY_DN37627_c1_g3RDY01350.1putative leucine-rich repeat receptor-like protein kinase, partial [Mucuna pruriens]Mucuna_pruriens 39.70 0.00

TRINITY_DN37705_c0_g2XP_015060820.1translation initiation factor eIF-2B subunit alpha-like [Solanum pennellii]Solanum_pennellii 39.70 0.00

TRINITY_DN37808_c0_g3XP_026408579.1serine/threonine-protein kinase AFC3-like isoform X1 [Papaver somniferum]Papaver_somniferum 39.70 0.00

TRINITY_DN37975_c0_g3XP_004968716.1kinesin-like protein KIN-13A [Setaria italica]Setaria_italica 39.70 0.00

TRINITY_DN38534_c1_g4XP_015077173.1ras-related protein RABE1c-like [Solanum pennellii]Solanum_pennellii 39.70 0.00

TRINITY_DN38826_c0_g4PTQ36094.1hypothetical protein MARPO_0066s0052 [Marchantia polymorpha]Marchantia_polymorpha 39.70 0.00

TRINITY_DN39503_c0_g1PNH05371.1Hydrogen cyanide synthase subunit HcnC [Tetrabaena socialis]Tetrabaena_socialis 39.70 0.00

TRINITY_DN39814_c0_g1PNW76665.1hypothetical protein CHLRE_11g467785v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.70 0.00

TRINITY_DN40106_c0_g1PNW77938.1hypothetical protein CHLRE_10g457700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.70 0.00

TRINITY_DN40126_c0_g3XP_024374585.1DNA damage-inducible protein 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.70 0.00

TRINITY_DN40605_c0_g6PRW44423.1Peptidyl-prolyl cis-trans isomerase D [Chlorella sorokiniana]Chlorella_sorokiniana 39.70 0.00

TRINITY_DN40775_c1_g6XP_004491452.1pirin-like protein [Cicer arietinum]Cicer_arietinum 39.70 0.00

TRINITY_DN41100_c0_g4GAU48409.1hypothetical protein TSUD_348630 [Trifolium subterraneum]Trifolium_subterraneum 39.70 0.00

TRINITY_DN41269_c0_g8EOY25135.1RNA-binding family protein, putative [Theobroma cacao]Theobroma_cacao 39.70 0.00

TRINITY_DN41760_c1_g1GAX79643.1hypothetical protein CEUSTIGMA_g7084.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.70 0.00

TRINITY_DN41898_c0_g1GAQ84085.1ABC Acyl Transporter [Klebsormidium nitens]Klebsormidium_nitens 39.70 0.00

TRINITY_DN42266_c1_g3PSC69593.1Sucrose-phosphate synthase [Micractinium conductrix]Micractinium_conductrix 39.70 0.00

TRINITY_DN42510_c0_g6XP_023896237.1branchpoint-bridging protein-like [Quercus suber]Quercus_suber 39.70 0.00

TRINITY_DN42600_c0_g6KXZ51309.1hypothetical protein GPECTOR_13g796 [Gonium pectorale]Gonium_pectorale 39.70 0.00

TRINITY_DN42639_c0_g3GAQ89760.1mitochondrial import inner membrane translocase subunit [Klebsormidium nitens]Klebsormidium_nitens 39.70 0.00

TRINITY_DN43653_c0_g3GBG71031.1hypothetical protein CBR_g8330 [Chara braunii]Chara_braunii 39.70 0.00

TRINITY_DN43702_c1_g2PNW80496.1hypothetical protein CHLRE_07g319750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.70 0.00

TRINITY_DN43799_c1_g7KXZ44905.1hypothetical protein GPECTOR_61g858 [Gonium pectorale]Gonium_pectorale 39.70 0.00

TRINITY_DN43824_c0_g3GAX85230.1hypothetical protein CEUSTIGMA_g12650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.70 0.00

TRINITY_DN45205_c0_g5XP_010471928.1PREDICTED: auxilin-related protein 2-like isoform X1 [Camelina sativa]Camelina_sativa 39.70 0.00

TRINITY_DN46558_c0_g5GAX79184.1hypothetical protein CEUSTIGMA_g6624.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.70 0.00

TRINITY_DN46789_c0_g2PLY99793.1hypothetical protein LSAT_0X7620 [Lactuca sativa]Lactuca_sativa 39.70 0.00

TRINITY_DN46850_c1_g3XP_026446298.1intermediate cleaving peptidase 55, mitochondrial-like isoform X1 [Papaver somniferum]Papaver_somniferum 39.70 0.00

TRINITY_DN46996_c0_g1XP_021642803.1afadin- and alpha-actinin-binding protein-like [Hevea brasiliensis]Hevea_brasiliensis 39.70 0.00

TRINITY_DN47068_c1_g3CAA04763.195 kD basal apparatus-protein [Spermatozopsis similis]Spermatozopsis_similis 39.70 0.00

TRINITY_DN47841_c0_g4XP_013904599.1Dynein heavy chain 1, axonemal [Monoraphidium neglectum]Monoraphidium_neglectum 39.70 0.00

TRINITY_DN47961_c0_g2XP_015880461.1ABC transporter C family member 12-like isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 39.70 0.00

TRINITY_DN48243_c1_g3KXZ51993.1hypothetical protein GPECTOR_10g1015 [Gonium pectorale]Gonium_pectorale 39.70 0.00

TRINITY_DN49386_c0_g2KXZ49213.1hypothetical protein GPECTOR_22g804 [Gonium pectorale]Gonium_pectorale 39.70 0.00

TRINITY_DN50289_c0_g5XP_005648171.1hypothetical protein COCSUDRAFT_66018 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.70 0.00

TRINITY_DN50683_c0_g8GBG84779.1hypothetical protein CBR_g39156 [Chara braunii]Chara_braunii 39.70 0.00

TRINITY_DN51777_c1_g3PSC73715.1carotenoid oxygenase [Micractinium conductrix]Micractinium_conductrix 39.70 0.00



TRINITY_DN52081_c0_g1XP_001694329.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.70 0.00

TRINITY_DN52534_c0_g3KXZ46942.1hypothetical protein GPECTOR_39g436 [Gonium pectorale]Gonium_pectorale 39.70 0.00

TRINITY_DN52600_c2_g2ONM51104.1Protein C2-DOMAIN ABA-RELATED 4 [Zea mays]Zea_mays 39.70 0.00

TRINITY_DN891_c0_g1XP_021624620.1multiple myeloma tumor-associated protein 2 homolog [Manihot esculenta]Manihot_esculenta 39.70 0.00

TRINITY_DN11828_c0_g1XP_002971888.1chromatin remodeling protein EBS isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.60 0.00

TRINITY_DN12251_c0_g1RID50338.1hypothetical protein BRARA_H01075 [Brassica rapa]Brassica_rapa 39.60 0.00

TRINITY_DN14398_c0_g1EPS69773.1hypothetical protein M569_04991 [Genlisea aurea]Genlisea_aurea 39.60 0.00

TRINITY_DN2198_c0_g1ACG45851.1wee1-like protein [Zea mays]Zea_mays 39.60 0.00

TRINITY_DN23509_c0_g1XP_022009412.1DNA polymerase epsilon subunit 3 [Helianthus annuus]Helianthus_annuus 39.60 0.00

TRINITY_DN27176_c0_g1GAX74230.1hypothetical protein CEUSTIGMA_g1679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN28519_c0_g1YP_009425335.1NADH-plastoquinone oxidoreductase subunit 4 (chloroplast) [Asplenium prolongatum]Asplenium_prolongatum 39.60 0.00

TRINITY_DN28535_c0_g1KMZ60404.1Abhydrolase domain-containing protein [Zostera marina]Zostera_marina 39.60 0.00

TRINITY_DN2935_c0_g1XP_009124737.1PREDICTED: DNA damage-inducible protein 1-like isoform X2 [Brassica rapa]Brassica_rapa 39.60 0.00

TRINITY_DN30179_c0_g1XP_016510346.1PREDICTED: probable E3 ubiquitin-protein ligase ARI8 [Nicotiana tabacum]Nicotiana_tabacum 39.60 0.00

TRINITY_DN30628_c0_g1XP_005648115.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.60 0.00

TRINITY_DN31553_c0_g1XP_005644923.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.60 0.00

TRINITY_DN33211_c0_g1XP_022971705.1respiratory burst oxidase homolog protein A-like [Cucurbita maxima]Cucurbita_maxima 39.60 0.00

TRINITY_DN33514_c0_g1XP_005650311.1hypothetical protein COCSUDRAFT_46372 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.60 0.00

TRINITY_DN33673_c0_g1ABK21497.1unknown [Picea sitchensis]Picea_sitchensis 39.60 0.00

TRINITY_DN34262_c0_g1XP_006443436.1eukaryotic translation initiation factor NCBP [Citrus clementina]Citrus_clementina 39.60 0.00

TRINITY_DN35056_c0_g1XP_005647120.1hypothetical protein COCSUDRAFT_16124 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.60 0.00

TRINITY_DN35096_c1_g9YP_665716.1NADH dehydrogenase subunit 5 [Mesostigma viride]Mesostigma_viride 39.60 0.00

TRINITY_DN35275_c0_g1XP_019189455.1PREDICTED: mitochondrial phosphate carrier protein 3, mitochondrial-like [Ipomoea nil]Ipomoea_nil 39.60 0.00

TRINITY_DN35623_c0_g1XP_002499842.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 39.60 0.00

TRINITY_DN35720_c0_g5XP_009342423.1PREDICTED: protein DETOXIFICATION 19-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 39.60 0.00

TRINITY_DN36320_c0_g1XP_006844805.1mannose-1-phosphate guanyltransferase alpha isoform X2 [Amborella trichopoda]Amborella_trichopoda 39.60 0.00

TRINITY_DN36522_c0_g8KZV30105.1hypothetical protein F511_19648 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 39.60 0.00

TRINITY_DN36826_c2_g5KXZ54227.1hypothetical protein GPECTOR_5g319 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN37288_c0_g1XP_005849563.1hypothetical protein CHLNCDRAFT_51004 [Chlorella variabilis]Chlorella_variabilis 39.60 0.00

TRINITY_DN37348_c0_g2GAX80784.1hypothetical protein CEUSTIGMA_g8220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN37737_c0_g14GAQ82320.1Acyl-CoA oxidase [Klebsormidium nitens]Klebsormidium_nitens 39.60 0.00

TRINITY_DN37893_c0_g2PNH08307.1Leucine-rich repeat-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN38174_c0_g2GAQ82092.1hypothetical protein KFL_001000140 [Klebsormidium nitens]Klebsormidium_nitens 39.60 0.00

TRINITY_DN38186_c0_g2PNW88207.1hypothetical protein CHLRE_01g019150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN38311_c0_g6BAJ97011.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.60 0.00

TRINITY_DN38575_c0_g1XP_002952229.1hypothetical protein VOLCADRAFT_105440 [Volvox carteri f. nagariensis]Volvox_carteri 39.60 0.00

TRINITY_DN38882_c0_g3PSC75350.1putative ADP-ribosylation factor GTPase-activating AGD5 [Micractinium conductrix]Micractinium_conductrix 39.60 0.00

TRINITY_DN39404_c1_g1PNH01934.1hypothetical protein TSOC_012133 [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN39420_c0_g2EEE61987.1hypothetical protein OsJ_16768 [Oryza sativa Japonica Group]Oryza_sativa 39.60 0.00

TRINITY_DN39535_c0_g6XP_002990319.1protein BONZAI 1 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 39.60 0.00

TRINITY_DN39806_c1_g3KXZ50525.1hypothetical protein GPECTOR_16g700 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN39852_c0_g8XP_006292464.1transcription factor MYB118 isoform X1 [Capsella rubella]Capsella_rubella 39.60 0.00

TRINITY_DN40145_c1_g2XP_010421852.1PREDICTED: receptor homology region, transmembrane domain- and RING domain-containing protein 4 [Camelina sativa]Camelina_sativa 39.60 0.00

TRINITY_DN4019_c0_g1XP_020240844.1serine/threonine-protein kinase GRIK1-like isoform X3 [Asparagus officinalis]Asparagus_officinalis 39.60 0.00

TRINITY_DN40437_c0_g2GAX84985.1hypothetical protein CEUSTIGMA_g12406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN40737_c0_g1XP_013894659.1hypothetical protein MNEG_12322 [Monoraphidium neglectum]Monoraphidium_neglectum 39.60 0.00

TRINITY_DN41052_c0_g2KXZ54515.1hypothetical protein GPECTOR_4g580 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN41464_c0_g7XP_022769240.1calcium-dependent protein kinase 29 isoform X1 [Durio zibethinus]Durio_zibethinus 39.60 0.00

TRINITY_DN41552_c0_g2XP_005646944.1CDP-Ethanolamine:DAG ethanolamine phosphotransferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.60 0.00

TRINITY_DN41739_c0_g1RXH97687.1hypothetical protein DVH24_010012 [Malus domestica]Malus_domestica 39.60 0.00

TRINITY_DN41815_c0_g9XP_023731312.1integrin-linked protein kinase 1-like [Lactuca sativa]Lactuca_sativa 39.60 0.00

TRINITY_DN42052_c0_g1GBF92303.1hypothetical protein Rsub_05505 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.60 0.00

TRINITY_DN42089_c0_g1GBF87719.1hypothetical protein Rsub_00430 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.60 0.00

TRINITY_DN42117_c0_g1KXZ41835.1hypothetical protein GPECTOR_267g691 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN42238_c2_g1XP_001702436.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN43177_c0_g10XP_012486819.1PREDICTED: dual specificity protein phosphatase 1 isoform X1 [Gossypium raimondii]Gossypium_raimondii 39.60 0.00

TRINITY_DN43326_c0_g7XP_010547644.1PREDICTED: coiled-coil-helix-coiled-coil-helix domain-containing protein 10, mitochondrial [Tarenaya hassleriana]Tarenaya_hassleriana 39.60 0.00

TRINITY_DN43675_c0_g1XP_002992497.1uncharacterized aarF domain-containing protein kinase 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.60 0.00

TRINITY_DN44513_c0_g3PON94011.1Sirtuin family [Trema orientale]Trema_orientale 39.60 0.00

TRINITY_DN44708_c1_g1GAX78203.1hypothetical protein CEUSTIGMA_g5645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN44845_c0_g4XP_001695828.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN44851_c0_g1XP_024401068.1DEAD-box ATP-dependent RNA helicase 17-like [Physcomitrella patens]Physcomitrella_patens 39.60 0.00

TRINITY_DN44910_c0_g6KMZ58420.1SWI/SNF-related matrix-associated actin-dependent regulator ofchromatin subfamily D member 1 [Zostera marina]Zostera_marina 39.60 0.00

TRINITY_DN44929_c0_g1PNW75474.1hypothetical protein CHLRE_12g528050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN44950_c0_g5XP_002508520.1predicted protein [Micromonas commoda]Micromonas_commoda 39.60 0.00

TRINITY_DN45180_c0_g2PNW78588.1hypothetical protein CHLRE_09g390957v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00



TRINITY_DN45526_c4_g1PNW81857.1hypothetical protein CHLRE_06g263357v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN45651_c0_g2XP_014517347.1protein BONZAI 3 [Vigna radiata var. radiata]Vigna_radiata 39.60 0.00

TRINITY_DN45668_c0_g8GAQ85119.1hypothetical protein KFL_002200055 [Klebsormidium nitens]Klebsormidium_nitens 39.60 0.00

TRINITY_DN45694_c0_g4XP_002959056.1amino acid carrier 1 [Volvox carteri f. nagariensis]Volvox_carteri 39.60 0.00

TRINITY_DN46119_c0_g8PNH11720.1hypothetical protein TSOC_001418 [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN46278_c0_g3GAX74293.1hypothetical protein CEUSTIGMA_g1742.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN46369_c0_g2GAX73659.1hypothetical protein CEUSTIGMA_g1110.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN46428_c1_g2PSC76624.1UPF0553 -like [Micractinium conductrix]Micractinium_conductrix 39.60 0.00

TRINITY_DN46651_c0_g3EFJ28697.1hypothetical protein SELMODRAFT_93773, partial [Selaginella moellendorffii]Selaginella_moellendorffii 39.60 0.00

TRINITY_DN46754_c0_g1XP_001698240.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.60 0.00

TRINITY_DN47181_c0_g2PIA63024.1hypothetical protein AQUCO_00200800v1, partial [Aquilegia coerulea]Aquilegia_coerulea 39.60 0.00

TRINITY_DN47254_c0_g3XP_010690543.1PREDICTED: epidermal growth factor receptor substrate 15-like 1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 39.60 0.00

TRINITY_DN47697_c1_g3XP_006304079.1peptidyl-tRNA hydrolase, chloroplastic isoform X2 [Capsella rubella]Capsella_rubella 39.60 0.00

TRINITY_DN47803_c0_g1GAQ78747.1Putative DUAL SPECIFICITY PROTEIN PHOSPHATASE [Klebsormidium nitens]Klebsormidium_nitens 39.60 0.00

TRINITY_DN48521_c0_g2GAQ79657.1hypothetical protein KFL_000350130 [Klebsormidium nitens]Klebsormidium_nitens 39.60 0.00

TRINITY_DN49027_c0_g1GAX76363.1hypothetical protein CEUSTIGMA_g3809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN49243_c0_g1EFH65391.1hypothetical protein ARALYDRAFT_339887 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 39.60 0.00

TRINITY_DN49626_c0_g1XP_012066298.1importin subunit beta-1 [Jatropha curcas]Jatropha_curcas 39.60 0.00

TRINITY_DN49654_c0_g4KXZ49573.1hypothetical protein GPECTOR_20g428 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN49702_c0_g3EFJ09552.1hypothetical protein SELMODRAFT_46485, partial [Selaginella moellendorffii]Selaginella_moellendorffii 39.60 0.00

TRINITY_DN50005_c0_g2KXZ44705.1hypothetical protein GPECTOR_63g32 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN50209_c0_g1GAX77582.1hypothetical protein CEUSTIGMA_g5026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN50211_c0_g2KXZ55213.1hypothetical protein GPECTOR_3g356 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN50275_c0_g7XP_023916135.1carbamoyl-phosphate synthase arginine-specific small chain-like [Quercus suber]Quercus_suber 39.60 0.00

TRINITY_DN50640_c0_g2KXZ41584.1hypothetical protein GPECTOR_379g176 [Gonium pectorale]Gonium_pectorale 39.60 0.00

TRINITY_DN50753_c0_g1OMO87542.1hypothetical protein CCACVL1_08959 [Corchorus capsularis]Corchorus_capsularis 39.60 0.00

TRINITY_DN50756_c0_g6GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.60 0.00

TRINITY_DN50787_c0_g1PNH02871.1hypothetical protein TSOC_011118, partial [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN50788_c1_g2XP_017621285.1PREDICTED: calcium-dependent protein kinase 29 isoform X2 [Gossypium arboreum]Gossypium_arboreum 39.60 0.00

TRINITY_DN50879_c0_g2GAX85343.1hypothetical protein CEUSTIGMA_g12760.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN51004_c2_g3XP_008439599.1PREDICTED: DEAD-box ATP-dependent RNA helicase 1 [Cucumis melo]Cucumis_melo 39.60 0.00

TRINITY_DN51311_c0_g2PNH09927.1putative vacuolar protein sorting-associated protein 13A [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN51809_c0_g2PNH09403.1hypothetical protein TSOC_003971 [Tetrabaena socialis]Tetrabaena_socialis 39.60 0.00

TRINITY_DN51829_c0_g3XP_010499430.1PREDICTED: ALA-interacting subunit 1 [Camelina sativa]Camelina_sativa 39.60 0.00

TRINITY_DN51874_c0_g5BAK02778.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.60 0.00

TRINITY_DN52618_c1_g2GAX84397.1hypothetical protein CEUSTIGMA_g11819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.60 0.00

TRINITY_DN6756_c0_g1XP_015965986.1vesicle transport protein SFT2B [Arachis duranensis]Arachis_duranensis 39.60 0.00

TRINITY_DN7396_c0_g1XP_024370435.1uncharacterized protein At3g06530-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 39.60 0.00

TRINITY_DN16063_c0_g1RVW32157.1Protein disulfide isomerase-like 1-3 [Vitis vinifera]Vitis_vinifera 39.50 0.00

TRINITY_DN2029_c0_g1XP_010067755.1PREDICTED: intron-binding protein aquarius [Eucalyptus grandis]Eucalyptus_grandis 39.50 0.00

TRINITY_DN21374_c0_g1XP_019162047.1PREDICTED: ras-related protein RABA1f-like [Ipomoea nil]Ipomoea_nil 39.50 0.00

TRINITY_DN27850_c0_g1GAV81180.1LacAB_rpiB domain-containing protein/Cupin_2 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 39.50 0.00

TRINITY_DN30372_c0_g1GBF95774.1hypothetical protein Rsub_08210 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.50 0.00

TRINITY_DN30526_c1_g1GAQ90409.1multicopper oxidase [Klebsormidium nitens]Klebsormidium_nitens 39.50 0.00

TRINITY_DN33848_c0_g1XP_024927745.1calcium-dependent protein kinase 26-like [Ziziphus jujuba]Ziziphus_jujuba 39.50 0.00

TRINITY_DN34245_c0_g1RID46574.1hypothetical protein BRARA_I03225 [Brassica rapa]Brassica_rapa 39.50 0.00

TRINITY_DN35155_c0_g2XP_021889974.1protein DGCR14 [Carica papaya]Carica_papaya 39.50 0.00

TRINITY_DN35436_c0_g2PNX98881.1putative PKHD-type hydroxylase, partial [Trifolium pratense]Trifolium_pratense 39.50 0.00

TRINITY_DN35606_c1_g9XP_027363653.1ATP-dependent DNA helicase 2 subunit KU70 isoform X3 [Abrus precatorius]Abrus_precatorius 39.50 0.00

TRINITY_DN35953_c0_g1OAE34754.1hypothetical protein AXG93_2528s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 39.50 0.00

TRINITY_DN36034_c0_g3XP_002947131.1hypothetical protein VOLCADRAFT_108919 [Volvox carteri f. nagariensis]Volvox_carteri 39.50 0.00

TRINITY_DN36267_c0_g3XP_022041238.1ARM REPEAT PROTEIN INTERACTING WITH ABF2-like [Helianthus annuus]Helianthus_annuus 39.50 0.00

TRINITY_DN36379_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 39.50 0.00

TRINITY_DN36579_c0_g14XP_021976887.1HEAT repeat-containing protein 6 [Helianthus annuus]Helianthus_annuus 39.50 0.00

TRINITY_DN37211_c0_g3NP_173490.1DNA-binding bromodomain-containing protein [Arabidopsis thaliana]Arabidopsis_thaliana 39.50 0.00

TRINITY_DN37342_c0_g1PNW73387.1hypothetical protein CHLRE_14g630450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00

TRINITY_DN37559_c0_g3XP_024382055.1mitochondrial glycine transporter-like [Physcomitrella patens]Physcomitrella_patens 39.50 0.00

TRINITY_DN37832_c0_g3GAQ91655.1RUN and FYVE domain-containing protein 1 [Klebsormidium nitens]Klebsormidium_nitens 39.50 0.00

TRINITY_DN38216_c0_g3XP_002500527.1predicted protein [Micromonas commoda]Micromonas_commoda 39.50 0.00

TRINITY_DN38241_c0_g2XP_022881241.1cactin isoform X1 [Olea europaea var. sylvestris]Olea_europaea 39.50 0.00

TRINITY_DN38414_c0_g2PNH11420.1hypothetical protein TSOC_001815 [Tetrabaena socialis]Tetrabaena_socialis 39.50 0.00

TRINITY_DN38564_c0_g6GAX75940.1hypothetical protein CEUSTIGMA_g3383.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN38887_c0_g1GAX81855.1hypothetical protein CEUSTIGMA_g9283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN39298_c0_g2EPS71756.1alpha-glucosidase, partial [Genlisea aurea]Genlisea_aurea 39.50 0.00

TRINITY_DN39531_c0_g3PRW58628.1chloroplastic isoform X3 [Chlorella sorokiniana]Chlorella_sorokiniana 39.50 0.00

TRINITY_DN40264_c0_g2PNW84479.1hypothetical protein CHLRE_03g145707v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00



TRINITY_DN40682_c2_g2XP_022020527.1pre-mRNA-splicing factor CWC25 homolog [Helianthus annuus]Helianthus_annuus 39.50 0.00

TRINITY_DN41801_c0_g1GAX82125.1hypothetical protein CEUSTIGMA_g9553.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN42138_c0_g2KXZ43806.1hypothetical protein GPECTOR_80g166 [Gonium pectorale]Gonium_pectorale 39.50 0.00

TRINITY_DN42493_c0_g2GAX76167.1hypothetical protein CEUSTIGMA_g3611.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN42521_c0_g1RLN12365.1LRR receptor-like serine/threonine-protein kinase GSO1 [Panicum miliaceum]Panicum_miliaceum 39.50 0.00

TRINITY_DN42582_c1_g5XP_022745027.1calcium-transporting ATPase 4, plasma membrane-type-like isoform X1 [Durio zibethinus]Durio_zibethinus 39.50 0.00

TRINITY_DN42632_c0_g3KXZ46787.1hypothetical protein GPECTOR_40g521 [Gonium pectorale]Gonium_pectorale 39.50 0.00

TRINITY_DN42641_c0_g2GBF96741.1hypothetical protein Rsub_09483 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.50 0.00

TRINITY_DN43289_c0_g1GAQ80146.1GTPase activating protein [Klebsormidium nitens]Klebsormidium_nitens 39.50 0.00

TRINITY_DN43480_c0_g3XP_023877919.122.0 kDa class IV heat shock protein-like [Quercus suber]Quercus_suber 39.50 0.00

TRINITY_DN44336_c0_g4GAV59961.1SNF2_N domain-containing protein/Helicase_C domain-containing protein/Chromo domain-containing protein/PHD domain-containing protein/DUF1086 domain-containing protein/DUF1087 domain-containing protein/CHDCT2 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 39.50 0.00

TRINITY_DN45218_c0_g1KXZ41810.1hypothetical protein GPECTOR_276g724 [Gonium pectorale]Gonium_pectorale 39.50 0.00

TRINITY_DN45365_c0_g1KXZ46595.1hypothetical protein GPECTOR_42g806 [Gonium pectorale]Gonium_pectorale 39.50 0.00

TRINITY_DN45544_c1_g5KCW73330.1hypothetical protein EUGRSUZ_E01788 [Eucalyptus grandis]Eucalyptus_grandis 39.50 0.00

TRINITY_DN46129_c1_g4P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 39.50 0.00

TRINITY_DN46524_c0_g3RCV38839.1hypothetical protein SETIT_8G174400v2 [Setaria italica]Setaria_italica 39.50 0.00

TRINITY_DN46798_c0_g7PNW77306.1hypothetical protein CHLRE_10g430700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00

TRINITY_DN46953_c0_g1GAX75769.1hypothetical protein CEUSTIGMA_g3212.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN47161_c0_g1GAX83008.1hypothetical protein CEUSTIGMA_g10435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN48070_c1_g2XP_001699037.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00

TRINITY_DN48086_c0_g1XP_002946308.1hypothetical protein VOLCADRAFT_120250 [Volvox carteri f. nagariensis]Volvox_carteri 39.50 0.00

TRINITY_DN48286_c1_g3XP_016543408.1PREDICTED: LOW QUALITY PROTEIN: probable 1-acylglycerol-3-phosphate O-acyltransferase [Capsicum annuum]Capsicum_annuum 39.50 0.00

TRINITY_DN48563_c0_g5XP_002506012.1predicted protein [Micromonas commoda]Micromonas_commoda 39.50 0.00

TRINITY_DN48900_c0_g4XP_002990863.1microtubule-associated protein RP/EB family member 1B isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.50 0.00

TRINITY_DN49335_c1_g2GAX84985.1hypothetical protein CEUSTIGMA_g12406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN49486_c1_g1PNH10213.1Glucosidase 2 subunit beta [Tetrabaena socialis]Tetrabaena_socialis 39.50 0.00

TRINITY_DN49519_c0_g6XP_004511523.1mitochondrial adenine nucleotide transporter ADNT1-like [Cicer arietinum]Cicer_arietinum 39.50 0.00

TRINITY_DN49554_c0_g2XP_010519625.1PREDICTED: probable protein phosphatase 2C 69 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 39.50 0.00

TRINITY_DN49633_c0_g1GAX84410.1hypothetical protein CEUSTIGMA_g11832.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN49925_c0_g1PNW78848.1hypothetical protein CHLRE_09g392134v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00

TRINITY_DN50172_c0_g2XP_023728266.1tRNA pseudouridine(38/39) synthase isoform X4 [Lactuca sativa]Lactuca_sativa 39.50 0.00

TRINITY_DN50756_c0_g2GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.50 0.00

TRINITY_DN51453_c0_g1GAX74645.1hypothetical protein CEUSTIGMA_g2093.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.50 0.00

TRINITY_DN51708_c0_g1XP_001701544.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.50 0.00

TRINITY_DN51925_c0_g1XP_027337613.1eukaryotic translation initiation factor 4G-like isoform X1 [Abrus precatorius]Abrus_precatorius 39.50 0.00

TRINITY_DN52296_c2_g1KXZ53281.1hypothetical protein GPECTOR_7g1175 [Gonium pectorale]Gonium_pectorale 39.50 0.00

TRINITY_DN16233_c0_g1NP_001353850.1uncharacterized LOC100501222 isoform 1 [Zea mays]Zea_mays 39.40 0.00

TRINITY_DN20769_c0_g1RWR76080.1ADP-ribosylation factor-like protein 2 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 39.40 0.00

TRINITY_DN26437_c0_g1XP_007226254.1ABC transporter B family member 11 [Prunus persica]Prunus_persica 39.40 0.00

TRINITY_DN27966_c0_g1XP_003074161.2Plectin/S10, N-terminal [Ostreococcus tauri]Ostreococcus_tauri 39.40 0.00

TRINITY_DN28997_c0_g1PSC76390.1Jumonji domain-containing [Micractinium conductrix]Micractinium_conductrix 39.40 0.00

TRINITY_DN29674_c0_g1XP_024402445.1serine/threonine-protein kinase STY46-like [Physcomitrella patens]Physcomitrella_patens 39.40 0.00

TRINITY_DN30142_c0_g1XP_021720799.1transcription initiation factor IIA large subunit-like [Chenopodium quinoa]Chenopodium_quinoa 39.40 0.00

TRINITY_DN32057_c0_g1XP_004502294.1CTD small phosphatase-like protein 2 [Cicer arietinum]Cicer_arietinum 39.40 0.00

TRINITY_DN32096_c0_g1XP_027108195.1NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2-like [Coffea arabica]Coffea_arabica 39.40 0.00

TRINITY_DN32175_c0_g1XP_002507660.1predicted protein [Micromonas commoda]Micromonas_commoda 39.40 0.00

TRINITY_DN32801_c0_g7GAQ89681.1hypothetical protein KFL_005500040 [Klebsormidium nitens]Klebsormidium_nitens 39.40 0.00

TRINITY_DN33650_c0_g1OVA19394.1zinc finger protein [Macleaya cordata]Macleaya_cordata 39.40 0.00

TRINITY_DN34891_c0_g1XP_020580129.1DCN1-like protein 2 isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 39.40 0.00

TRINITY_DN35615_c0_g1XP_012481847.1PREDICTED: vacuole membrane protein KMS1-like [Gossypium raimondii]Gossypium_raimondii 39.40 0.00

TRINITY_DN35648_c1_g6XP_024367524.1dual specificity protein phosphatase CDC14C-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 39.40 0.00

TRINITY_DN35730_c1_g3XP_017223881.1PREDICTED: putative HVA22-like protein g [Daucus carota subsp. sativus]Daucus_carota 39.40 0.00

TRINITY_DN36212_c0_g2GAQ85347.1Ca2+-binding actin-bundling protein [Klebsormidium nitens]Klebsormidium_nitens 39.40 0.00

TRINITY_DN36282_c0_g1AFN42835.1intraflagellar transport protein 88-like protein [Marsilea vestita]Marsilea_vestita 39.40 0.00

TRINITY_DN36347_c0_g1GAX85636.1hypothetical protein CEUSTIGMA_g13051.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN36541_c1_g2PNW78521.1hypothetical protein CHLRE_09g393800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00

TRINITY_DN36679_c0_g1CDY16812.1BnaA09g05700D [Brassica napus]Brassica_napus 39.40 0.00

TRINITY_DN37052_c0_g6XP_013900339.1hypothetical protein MNEG_6640 [Monoraphidium neglectum]Monoraphidium_neglectum 39.40 0.00

TRINITY_DN38345_c0_g5GAX75766.1hypothetical protein CEUSTIGMA_g3209.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN38574_c0_g2PSC75208.1thiamine biosynthetic bifunctional enzyme chloroplastic isoform A [Micractinium conductrix]Micractinium_conductrix 39.40 0.00

TRINITY_DN38590_c1_g8ABK23329.1unknown [Picea sitchensis]Picea_sitchensis 39.40 0.00

TRINITY_DN38611_c0_g2KXZ49512.1hypothetical protein GPECTOR_21g738 [Gonium pectorale]Gonium_pectorale 39.40 0.00

TRINITY_DN39323_c0_g4XP_006472169.1importin subunit alpha-1b [Citrus sinensis]Citrus_sinensis 39.40 0.00

TRINITY_DN39356_c1_g9XP_001689793.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00

TRINITY_DN39614_c0_g1KDP30593.1hypothetical protein JCGZ_16246 [Jatropha curcas]Jatropha_curcas 39.40 0.00

TRINITY_DN39647_c0_g1PNW81296.1hypothetical protein CHLRE_07g350050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00



TRINITY_DN39878_c1_g5XP_006300740.1heat shock 70 kDa protein 15 [Capsella rubella]Capsella_rubella 39.40 0.00

TRINITY_DN40058_c0_g1XP_002990319.1protein BONZAI 1 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 39.40 0.00

TRINITY_DN40923_c1_g2GBG70266.1hypothetical protein CBR_g6395 [Chara braunii]Chara_braunii 39.40 0.00

TRINITY_DN41023_c1_g2GAX75422.1hypothetical protein CEUSTIGMA_g2866.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN41108_c0_g1KXZ45909.1DHC7 protein [Gonium pectorale]Gonium_pectorale 39.40 0.00

TRINITY_DN41322_c0_g6PIA35643.1hypothetical protein AQUCO_03500179v1 [Aquilegia coerulea]Aquilegia_coerulea 39.40 0.00

TRINITY_DN41363_c0_g2EEF22986.1glucosylceramidase, putative, partial [Ricinus communis]Ricinus_communis 39.40 0.00

TRINITY_DN41694_c0_g8XP_005647121.1ubiquitin-activating enzyme E1 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.40 0.00

TRINITY_DN41766_c0_g2GAX83194.1hypothetical protein CEUSTIGMA_g10620.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN41995_c0_g3XP_005647301.1laminin A, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.40 0.00

TRINITY_DN42748_c0_g5GAQ82469.1aldehyde dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 39.40 0.00

TRINITY_DN42918_c0_g1KMZ57175.1Acyl-CoA oxidase [Zostera marina]Zostera_marina 39.40 0.00

TRINITY_DN43328_c0_g3PNW86230.1hypothetical protein CHLRE_02g078150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00

TRINITY_DN43455_c0_g2PSC77070.1putative aspartyl aminopeptidase [Micractinium conductrix]Micractinium_conductrix 39.40 0.00

TRINITY_DN43624_c0_g4GAX80221.1hypothetical protein CEUSTIGMA_g7659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN44095_c0_g1XP_022643260.1protein phosphatase methylesterase 1 isoform X2 [Vigna radiata var. radiata]Vigna_radiata 39.40 0.00

TRINITY_DN44179_c1_g5XP_010038639.1PREDICTED: acyl carrier protein 2, mitochondrial [Eucalyptus grandis]Eucalyptus_grandis 39.40 0.00

TRINITY_DN44909_c1_g1ATB19735.1putative poly(ADP-ribose) polymerase [Calocedrus decurrens]Calocedrus_decurrens 39.40 0.00

TRINITY_DN44931_c0_g1XP_002506171.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 39.40 0.00

TRINITY_DN45333_c0_g1XP_023925421.1guanine nucleotide-binding protein alpha-3 subunit-like [Quercus suber]Quercus_suber 39.40 0.00

TRINITY_DN45586_c0_g1GBF91727.1hypothetical protein Rsub_04031 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.40 0.00

TRINITY_DN45758_c0_g3XP_006296107.1uncharacterized protein LOC17889305 [Capsella rubella]Capsella_rubella 39.40 0.00

TRINITY_DN45925_c1_g2GAX73021.1hypothetical protein CEUSTIGMA_g473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN46096_c0_g6XP_004307561.1PREDICTED: beta-hexosaminidase 1 [Fragaria vesca subsp. vesca]Fragaria_vesca 39.40 0.00

TRINITY_DN46104_c0_g1GAX73948.1hypothetical protein CEUSTIGMA_g1398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN46159_c0_g1XP_002956018.1hypothetical protein VOLCADRAFT_107018 [Volvox carteri f. nagariensis]Volvox_carteri 39.40 0.00

TRINITY_DN46548_c0_g4PNW69880.1hypothetical protein CHLRE_17g696550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00

TRINITY_DN46905_c1_g5PNW80589.1hypothetical protein CHLRE_07g324000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.40 0.00

TRINITY_DN47182_c1_g5XP_016752392.1PREDICTED: E3 ubiquitin-protein ligase ZNRF3-like [Gossypium hirsutum]Gossypium_hirsutum 39.40 0.00

TRINITY_DN47352_c1_g4PNH11617.1hypothetical protein TSOC_001547 [Tetrabaena socialis]Tetrabaena_socialis 39.40 0.00

TRINITY_DN47503_c0_g4PTQ30944.1hypothetical protein MARPO_0117s0012 [Marchantia polymorpha]Marchantia_polymorpha 39.40 0.00

TRINITY_DN47621_c0_g6KXZ48446.1hypothetical protein GPECTOR_28g856 [Gonium pectorale]Gonium_pectorale 39.40 0.00

TRINITY_DN47919_c0_g4XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 39.40 0.00

TRINITY_DN48807_c0_g4PSS26790.1Mannitol dehydrogenase [Actinidia chinensis var. chinensis]Actinidia_chinensis 39.40 0.00

TRINITY_DN48912_c0_g4CBI37947.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 39.40 0.00

TRINITY_DN48997_c0_g9GBF87651.1ABC transporter G family [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.40 0.00

TRINITY_DN49250_c0_g8EPS70861.1hypothetical protein M569_03897, partial [Genlisea aurea]Genlisea_aurea 39.40 0.00

TRINITY_DN49260_c0_g7XP_002950896.1hypothetical protein VOLCADRAFT_104891 [Volvox carteri f. nagariensis]Volvox_carteri 39.40 0.00

TRINITY_DN49297_c0_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 39.40 0.00

TRINITY_DN49593_c0_g1PKA62803.1Protein RTE1-like [Apostasia shenzhenica]Apostasia_shenzhenica 39.40 0.00

TRINITY_DN49940_c0_g3PSC76836.1U3 small nucleolar RNA-associated 21-like protein [Micractinium conductrix]Micractinium_conductrix 39.40 0.00

TRINITY_DN50613_c0_g2GAX81670.1hypothetical protein CEUSTIGMA_g9098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN51272_c1_g4XP_023881334.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 39.40 0.00

TRINITY_DN51696_c2_g2XP_005642847.1serine/threonine protein kinase 15, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.40 0.00

TRINITY_DN51719_c0_g11PSC71259.1transport Sec24-like protein [Micractinium conductrix]Micractinium_conductrix 39.40 0.00

TRINITY_DN51845_c1_g2XP_010261040.1PREDICTED: sterol 3-beta-glucosyltransferase UGT80B1 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 39.40 0.00

TRINITY_DN6554_c0_g1XP_012488043.1PREDICTED: histidine kinase CKI1-like [Gossypium raimondii]Gossypium_raimondii 39.40 0.00

TRINITY_DN7154_c0_g1XP_008808648.1vacuolar protein sorting-associated protein 51 homolog [Phoenix dactylifera]Phoenix_dactylifera 39.40 0.00

TRINITY_DN877_c0_g1GAX75179.1hypothetical protein CEUSTIGMA_g2623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.40 0.00

TRINITY_DN12435_c0_g1CDM85818.1unnamed protein product [Triticum aestivum]Triticum_aestivum 39.30 0.00

TRINITY_DN19662_c0_g1KXZ48546.1hypothetical protein GPECTOR_27g717 [Gonium pectorale]Gonium_pectorale 39.30 0.00

TRINITY_DN25432_c0_g1EFJ10333.1hypothetical protein SELMODRAFT_128358 [Selaginella moellendorffii]Selaginella_moellendorffii 39.30 0.00

TRINITY_DN28398_c0_g1GBG68414.1hypothetical protein CBR_g2958 [Chara braunii]Chara_braunii 39.30 0.00

TRINITY_DN31794_c0_g1PSC76323.1inorganic pyrophosphatase [Micractinium conductrix]Micractinium_conductrix 39.30 0.00

TRINITY_DN31890_c0_g2XP_005851428.1hypothetical protein CHLNCDRAFT_17231, partial [Chlorella variabilis]Chlorella_variabilis 39.30 0.00

TRINITY_DN32217_c0_g2PIM96997.1hypothetical protein CDL12_30543 [Handroanthus impetiginosus]Handroanthus_impetiginosus 39.30 0.00

TRINITY_DN33261_c0_g1ABK25070.1unknown [Picea sitchensis]Picea_sitchensis 39.30 0.00

TRINITY_DN33279_c0_g1XP_009365723.1PREDICTED: probable E3 ubiquitin-protein ligase RHG1A isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 39.30 0.00

TRINITY_DN33844_c0_g1XP_020674331.1PITH domain-containing protein At3g04780 [Dendrobium catenatum]Dendrobium_catenatum 39.30 0.00

TRINITY_DN33856_c0_g1XP_012469710.1PREDICTED: uncharacterized endoplasmic reticulum membrane protein C16E8.02-like [Gossypium raimondii]Gossypium_raimondii 39.30 0.00

TRINITY_DN34161_c1_g3PRW20868.1cinnamyl alcohol dehydrogenase [Chlorella sorokiniana]Chlorella_sorokiniana 39.30 0.00

TRINITY_DN35216_c0_g2XP_018434264.1PREDICTED: UPF0183 protein At3g51130-like [Raphanus sativus]Raphanus_sativus 39.30 0.00

TRINITY_DN35915_c0_g3RLN04676.1putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1C [Panicum miliaceum]Panicum_miliaceum 39.30 0.00

TRINITY_DN36036_c0_g4XP_006473275.1cysteine proteinase RD21A [Citrus sinensis]Citrus_sinensis 39.30 0.00

TRINITY_DN36069_c0_g5XP_002989921.1uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein C22A12.08c isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 39.30 0.00

TRINITY_DN36142_c0_g4BAK02305.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.30 0.00



TRINITY_DN36650_c0_g1XP_005647607.1AP endonuclease [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.30 0.00

TRINITY_DN36803_c0_g2XP_024401123.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Physcomitrella patens]Physcomitrella_patens 39.30 0.00

TRINITY_DN37064_c0_g1XP_002955525.1hypothetical protein VOLCADRAFT_33117 [Volvox carteri f. nagariensis]Volvox_carteri 39.30 0.00

TRINITY_DN37134_c0_g8GBG75741.1hypothetical protein CBR_g20988 [Chara braunii]Chara_braunii 39.30 0.00

TRINITY_DN37215_c0_g4XP_022839052.1G-protein beta WD-40 repeat [Ostreococcus tauri]Ostreococcus_tauri 39.30 0.00

TRINITY_DN37359_c0_g4GAU23288.1hypothetical protein TSUD_237420 [Trifolium subterraneum]Trifolium_subterraneum 39.30 0.00

TRINITY_DN37642_c0_g1XP_016538709.1PREDICTED: U3 small nucleolar RNA-associated protein 21 homolog isoform X1 [Capsicum annuum]Capsicum_annuum 39.30 0.00

TRINITY_DN37733_c0_g7XP_024358602.1COP9 signalosome complex subunit 5b-like [Physcomitrella patens]Physcomitrella_patens 39.30 0.00

TRINITY_DN37749_c1_g2GAX83928.1hypothetical protein CEUSTIGMA_g11352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN37829_c2_g2KXZ45665.1hypothetical protein GPECTOR_52g63 [Gonium pectorale]Gonium_pectorale 39.30 0.00

TRINITY_DN38025_c1_g1EFJ24302.1hypothetical protein SELMODRAFT_451443 [Selaginella moellendorffii]Selaginella_moellendorffii 39.30 0.00

TRINITY_DN38151_c0_g3PNW82607.1hypothetical protein CHLRE_06g285900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.30 0.00

TRINITY_DN38298_c0_g9XP_015894532.1probable protein phosphatase 2C 14 [Ziziphus jujuba]Ziziphus_jujuba 39.30 0.00

TRINITY_DN38760_c0_g3KXZ54964.1hypothetical protein GPECTOR_3g131 [Gonium pectorale]Gonium_pectorale 39.30 0.00

TRINITY_DN38902_c0_g5XP_002954375.1bola-like protein [Volvox carteri f. nagariensis]Volvox_carteri 39.30 0.00

TRINITY_DN39117_c0_g4XP_023925421.1guanine nucleotide-binding protein alpha-3 subunit-like [Quercus suber]Quercus_suber 39.30 0.00

TRINITY_DN40180_c0_g3XP_002948978.1hypothetical protein VOLCADRAFT_89402 [Volvox carteri f. nagariensis]Volvox_carteri 39.30 0.00

TRINITY_DN40425_c0_g4XP_024169040.1probable serine/threonine protein kinase IREH1 isoform X1 [Rosa chinensis]Rosa_chinensis 39.30 0.00

TRINITY_DN40529_c2_g3GAX80807.1hypothetical protein CEUSTIGMA_g8243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN40594_c1_g2XP_012830708.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 24-like [Erythranthe guttata]Erythranthe_guttata 39.30 0.00

TRINITY_DN40655_c0_g1KMZ56658.1putative Mitochondrial carrier protein [Zostera marina]Zostera_marina 39.30 0.00

TRINITY_DN40775_c1_g4XP_019179886.1PREDICTED: pirin-like protein [Ipomoea nil]Ipomoea_nil 39.30 0.00

TRINITY_DN40987_c0_g1GAX84108.1hypothetical protein CEUSTIGMA_g11531.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN41005_c0_g1PSC68266.1p21-carboxy-terminal region-binding [Micractinium conductrix]Micractinium_conductrix 39.30 0.00

TRINITY_DN41700_c0_g2PRW58406.1Rab8 -family small GTPase [Chlorella sorokiniana]Chlorella_sorokiniana 39.30 0.00

TRINITY_DN42251_c0_g2KYP54995.1Sec14 cytosolic factor [Cajanus cajan]Cajanus_cajan 39.30 0.00

TRINITY_DN42280_c0_g1GBG86421.1hypothetical protein CBR_g41418 [Chara braunii]Chara_braunii 39.30 0.00

TRINITY_DN42505_c0_g6XP_009800312.1PREDICTED: organic cation/carnitine transporter 7 [Nicotiana sylvestris]Nicotiana_sylvestris 39.30 0.00

TRINITY_DN42983_c0_g3XP_002444197.1probable NEDD8-conjugating enzyme Ubc12-like [Sorghum bicolor]Sorghum_bicolor 39.30 0.00

TRINITY_DN43029_c0_g3XP_026444403.1serine/threonine-protein kinase ATG1c-like isoform X1 [Papaver somniferum]Papaver_somniferum 39.30 0.00

TRINITY_DN43159_c0_g1XP_023905322.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 39.30 0.00

TRINITY_DN43383_c0_g1XP_019094638.1PREDICTED: ABC transporter C family member 12 [Camelina sativa]Camelina_sativa 39.30 0.00

TRINITY_DN43414_c1_g1GAX80485.1hypothetical protein CEUSTIGMA_g7923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN44043_c1_g4PRW58560.1cereblon isoform X2 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 39.30 0.00

TRINITY_DN44991_c0_g3BAJ99671.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.30 0.00

TRINITY_DN45606_c0_g1GAX83943.1hypothetical protein CEUSTIGMA_g11367.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN45816_c0_g2GAX80354.1hypothetical protein CEUSTIGMA_g7793.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN46937_c0_g1RWW90700.1hypothetical protein BHE74_00017146 [Ensete ventricosum]Ensete_ventricosum 39.30 0.00

TRINITY_DN47336_c1_g5GAX83092.1hypothetical protein CEUSTIGMA_g10518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN47957_c1_g8KXZ55505.1hypothetical protein GPECTOR_2g1054 [Gonium pectorale]Gonium_pectorale 39.30 0.00

TRINITY_DN48364_c1_g8XP_005643990.1sarcosine oxidase, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.30 0.00

TRINITY_DN49080_c0_g4PRW56587.1eukaryotic translation initiation factor 1A [Chlorella sorokiniana]Chlorella_sorokiniana 39.30 0.00

TRINITY_DN49391_c0_g1XP_004291807.1PREDICTED: probable copper-transporting ATPase HMA5 [Fragaria vesca subsp. vesca]Fragaria_vesca 39.30 0.00

TRINITY_DN49840_c0_g3PNW84745.1hypothetical protein CHLRE_03g157050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.30 0.00

TRINITY_DN49992_c0_g2GAX80276.1hypothetical protein CEUSTIGMA_g7714.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN50254_c0_g4PNW88058.1hypothetical protein CHLRE_01g012350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.30 0.00

TRINITY_DN50331_c0_g3XP_016711902.1PREDICTED: BRCT domain-containing protein At4g02110-like [Gossypium hirsutum]Gossypium_hirsutum 39.30 0.00

TRINITY_DN50451_c0_g2PNH05638.1Carboxypeptidase M [Tetrabaena socialis]Tetrabaena_socialis 39.30 0.00

TRINITY_DN50493_c1_g2KXZ46219.1hypothetical protein GPECTOR_46g288 [Gonium pectorale]Gonium_pectorale 39.30 0.00

TRINITY_DN50992_c0_g2XP_023882341.1probable rRNA-processing protein ebp2 [Quercus suber]Quercus_suber 39.30 0.00

TRINITY_DN51041_c0_g4GAX85011.1hypothetical protein CEUSTIGMA_g12432.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN51055_c0_g3XP_001694600.1MAP kinase phosphatase 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.30 0.00

TRINITY_DN51067_c1_g1GAQ86878.1Cysteine proteinases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 39.30 0.00

TRINITY_DN51991_c0_g1PSC72573.1acyl-activating enzyme 19 [Micractinium conductrix]Micractinium_conductrix 39.30 0.00

TRINITY_DN52400_c1_g3GAX83689.1hypothetical protein CEUSTIGMA_g11114.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.30 0.00

TRINITY_DN52642_c0_g2PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 39.30 0.00

TRINITY_DN5400_c0_g2EFJ33511.1hypothetical protein SELMODRAFT_84118 [Selaginella moellendorffii]Selaginella_moellendorffii 39.30 0.00

TRINITY_DN6563_c0_g1RWW91045.1hypothetical protein BHE74_00000062 [Ensete ventricosum]Ensete_ventricosum 39.30 0.00

TRINITY_DN1109_c0_g1XP_007510435.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 39.20 0.00

TRINITY_DN26444_c0_g1XP_003061001.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 39.20 0.00

TRINITY_DN27295_c0_g1KXZ55562.1hypothetical protein GPECTOR_2g1111 [Gonium pectorale]Gonium_pectorale 39.20 0.00

TRINITY_DN28933_c0_g1PIA51470.1hypothetical protein AQUCO_01100363v1 [Aquilegia coerulea]Aquilegia_coerulea 39.20 0.00

TRINITY_DN29202_c0_g2BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.20 0.00

TRINITY_DN33639_c0_g1XP_003056424.1flagellar outer dynein arm light chain 5 [Micromonas pusilla CCMP1545]Micromonas_pusilla 39.20 0.00

TRINITY_DN33816_c0_g1GAX72935.1hypothetical protein CEUSTIGMA_g390.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN34083_c0_g2XP_011398718.1Protein YIPF6 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 39.20 0.00



TRINITY_DN34483_c0_g1EOA13054.1hypothetical protein CARUB_v10026055mg [Capsella rubella]Capsella_rubella 39.20 0.00

TRINITY_DN34513_c0_g1GBG77655.1hypothetical protein CBR_g24103 [Chara braunii]Chara_braunii 39.20 0.00

TRINITY_DN35082_c0_g2PTQ27123.1hypothetical protein MARPO_0218s0003 [Marchantia polymorpha]Marchantia_polymorpha 39.20 0.00

TRINITY_DN35417_c0_g1AFK46383.1unknown [Lotus japonicus]Lotus_japonicus 39.20 0.00

TRINITY_DN35520_c0_g12GAX82923.1hypothetical protein CEUSTIGMA_g10350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN35731_c0_g7XP_013587550.1PREDICTED: serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform-like isoform X2 [Brassica oleracea var. oleracea]Brassica_oleracea 39.20 0.00

TRINITY_DN36575_c1_g9GAQ89861.1putative Small MutS-related domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 39.20 0.00

TRINITY_DN37152_c2_g3XP_004139011.2PREDICTED: cytochrome P450 714C2-like [Cucumis sativus]Cucumis_sativus 39.20 0.00

TRINITY_DN37414_c0_g4XP_010235096.1probable phospholipid-transporting ATPase 8 [Brachypodium distachyon]Brachypodium_distachyon 39.20 0.00

TRINITY_DN37548_c0_g1GBG64499.1hypothetical protein CBR_g45195 [Chara braunii]Chara_braunii 39.20 0.00

TRINITY_DN37765_c0_g6KXZ55244.1hypothetical protein GPECTOR_3g384 [Gonium pectorale]Gonium_pectorale 39.20 0.00

TRINITY_DN37778_c0_g2XP_013892121.1triacylglycerol lipase [Monoraphidium neglectum]Monoraphidium_neglectum 39.20 0.00

TRINITY_DN38176_c1_g5XP_005847048.1hypothetical protein CHLNCDRAFT_134697 [Chlorella variabilis]Chlorella_variabilis 39.20 0.00

TRINITY_DN38241_c0_g5XP_023909281.1altered inheritance of mitochondria protein 32-like [Quercus suber]Quercus_suber 39.20 0.00

TRINITY_DN38847_c0_g7XP_022884812.1serine/threonine-protein kinase tricorner [Olea europaea var. sylvestris]Olea_europaea 39.20 0.00

TRINITY_DN39933_c0_g6XP_021759817.1CBL-interacting serine/threonine-protein kinase 8-like isoform X2 [Chenopodium quinoa]Chenopodium_quinoa 39.20 0.00

TRINITY_DN40061_c0_g5PNH04663.1putative serine/threonine-protein kinase [Tetrabaena socialis]Tetrabaena_socialis 39.20 0.00

TRINITY_DN40115_c0_g1XP_007510064.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 39.20 0.00

TRINITY_DN40142_c0_g1GAX79498.1hypothetical protein CEUSTIGMA_g6939.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN41192_c0_g7EFJ18204.1hypothetical protein SELMODRAFT_113053 [Selaginella moellendorffii]Selaginella_moellendorffii 39.20 0.00

TRINITY_DN41416_c0_g2PKA60703.1RNA-directed DNA polymerase like [Apostasia shenzhenica]Apostasia_shenzhenica 39.20 0.00

TRINITY_DN42160_c0_g5GAQ88679.120S proteasome regulatory subunit alpha protein [Klebsormidium nitens]Klebsormidium_nitens 39.20 0.00

TRINITY_DN42223_c0_g1PTQ44584.1hypothetical protein MARPO_0019s0025 [Marchantia polymorpha]Marchantia_polymorpha 39.20 0.00

TRINITY_DN42282_c0_g2PTQ35386.1hypothetical protein MARPO_0071s0005 [Marchantia polymorpha]Marchantia_polymorpha 39.20 0.00

TRINITY_DN42382_c0_g6XP_003057150.1serine/threonine protein phosphatase [Micromonas pusilla CCMP1545]Micromonas_pusilla 39.20 0.00

TRINITY_DN42458_c1_g6XP_004147149.1PREDICTED: serine/threonine-protein kinase tricorner [Cucumis sativus]Cucumis_sativus 39.20 0.00

TRINITY_DN42662_c0_g3XP_002969434.1sphingosine-1-phosphate lyase isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 39.20 0.00

TRINITY_DN42921_c0_g3GAX72679.1hypothetical protein CEUSTIGMA_g135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN43108_c0_g2KXZ45393.1hypothetical protein GPECTOR_55g299 [Gonium pectorale]Gonium_pectorale 39.20 0.00

TRINITY_DN43340_c1_g10XP_009379206.1PREDICTED: vacuolar-processing enzyme-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 39.20 0.00

TRINITY_DN43376_c1_g1XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 39.20 0.00

TRINITY_DN43691_c0_g11KMZ64554.1Chaperone protein dnaJ [Zostera marina]Zostera_marina 39.20 0.00

TRINITY_DN44915_c1_g1GAX84949.1hypothetical protein CEUSTIGMA_g12370.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN44924_c1_g9XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 39.20 0.00

TRINITY_DN45367_c0_g1XP_001702936.1COP-II coat subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.20 0.00

TRINITY_DN45383_c0_g1XP_013897803.1WD repeat-containing protein 85 [Monoraphidium neglectum]Monoraphidium_neglectum 39.20 0.00

TRINITY_DN45417_c0_g1PNH10555.1Sulfhydryl oxidase 1 [Tetrabaena socialis]Tetrabaena_socialis 39.20 0.00

TRINITY_DN45653_c0_g3XP_010941372.2PREDICTED: LOW QUALITY PROTEIN: serine/threonine-protein kinase STY46-like [Elaeis guineensis]Elaeis_guineensis 39.20 0.00

TRINITY_DN45663_c1_g4OWM82312.1hypothetical protein CDL15_Pgr001886 [Punica granatum]Punica_granatum 39.20 0.00

TRINITY_DN45895_c1_g4PRW56046.1multidrug resistance-associated 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 39.20 0.00

TRINITY_DN45982_c0_g1XP_013900611.1hypothetical protein MNEG_6371 [Monoraphidium neglectum]Monoraphidium_neglectum 39.20 0.00

TRINITY_DN46185_c0_g3XP_027066971.1serine/threonine-protein kinase ATG1c-like isoform X3 [Coffea arabica]Coffea_arabica 39.20 0.00

TRINITY_DN46256_c1_g1XP_001703484.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.20 0.00

TRINITY_DN46432_c0_g1BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.20 0.00

TRINITY_DN46469_c0_g2GAQ82885.1ubiquitin-conjugating enzyme E2 N [Klebsormidium nitens]Klebsormidium_nitens 39.20 0.00

TRINITY_DN46532_c0_g3XP_010435157.1PREDICTED: uncharacterized protein LOC104719022 isoform X1 [Camelina sativa]Camelina_sativa 39.20 0.00

TRINITY_DN46679_c0_g2PRW60348.1(1-3)-beta-glucanase [Chlorella sorokiniana]Chlorella_sorokiniana 39.20 0.00

TRINITY_DN46780_c1_g1XP_009359811.1PREDICTED: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 39.20 0.00

TRINITY_DN47058_c1_g3GAX81333.1hypothetical protein CEUSTIGMA_g8764.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN47935_c0_g4BAK02898.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 39.20 0.00

TRINITY_DN48020_c0_g1XP_002950731.1SC5D, C-5 sterol desaturase [Volvox carteri f. nagariensis]Volvox_carteri 39.20 0.00

TRINITY_DN48202_c0_g6GAX73840.1hypothetical protein CEUSTIGMA_g1290.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN48609_c1_g2XP_013895428.1hypothetical protein MNEG_11554, partial [Monoraphidium neglectum]Monoraphidium_neglectum 39.20 0.00

TRINITY_DN49581_c1_g1GAX73897.1hypothetical protein CEUSTIGMA_g1347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN49960_c0_g4GAX78897.1hypothetical protein CEUSTIGMA_g6336.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN50344_c2_g1PUZ60208.1hypothetical protein GQ55_4G105800 [Panicum hallii var. hallii]Panicum_hallii 39.20 0.00

TRINITY_DN50384_c0_g2PIA30981.1hypothetical protein AQUCO_05300067v1 [Aquilegia coerulea]Aquilegia_coerulea 39.20 0.00

TRINITY_DN50814_c0_g3XP_022751732.1cytidine deaminase 1-like [Durio zibethinus]Durio_zibethinus 39.20 0.00

TRINITY_DN50903_c1_g1XP_024370811.1ATP-dependent RNA helicase DEAH13-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.20 0.00

TRINITY_DN51597_c0_g1PNW72149.1hypothetical protein CHLRE_16g680450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.20 0.00

TRINITY_DN51644_c0_g2XP_001699786.1ABC transporter, multidrug resistance associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.20 0.00

TRINITY_DN52522_c1_g5GAX76901.1hypothetical protein CEUSTIGMA_g4347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.20 0.00

TRINITY_DN52566_c3_g2GBF97836.1serine protease ABC transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.20 0.00

TRINITY_DN603_c0_g1XP_004495958.1mitochondrial zinc maintenance protein 1, mitochondrial [Cicer arietinum]Cicer_arietinum 39.20 0.00

TRINITY_DN13058_c0_g1PSC73213.1ubiquitin carboxyl-terminal hydrolase 12 [Micractinium conductrix]Micractinium_conductrix 39.10 0.00

TRINITY_DN19475_c0_g1GAX80207.1hypothetical protein CEUSTIGMA_g7645.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00



TRINITY_DN23088_c0_g2XP_004303584.1PREDICTED: probable E3 ubiquitin-protein ligase XERICO [Fragaria vesca subsp. vesca]Fragaria_vesca 39.10 0.00

TRINITY_DN25587_c0_g1XP_012070029.1peroxisomal acyl-coenzyme A oxidase 1 [Jatropha curcas]Jatropha_curcas 39.10 0.00

TRINITY_DN28689_c0_g1XP_010686185.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 39.10 0.00

TRINITY_DN29661_c0_g5XP_024176118.1elicitor-responsive protein 3-like [Rosa chinensis]Rosa_chinensis 39.10 0.00

TRINITY_DN30374_c0_g1XP_022141344.1nitrate reductase [NADH] [Momordica charantia]Momordica_charantia 39.10 0.00

TRINITY_DN31726_c0_g1XP_027771105.1serine/threonine-protein kinase HT1-like [Solanum pennellii]Solanum_pennellii 39.10 0.00

TRINITY_DN32290_c0_g1GBF92842.1hypothetical protein Rsub_05461 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.10 0.00

TRINITY_DN32706_c0_g3XP_008371609.1PREDICTED: calcyclin-binding protein [Malus domestica]Malus_domestica 39.10 0.00

TRINITY_DN34385_c0_g3PNW76400.1hypothetical protein CHLRE_11g467556v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN34780_c0_g3XP_006855389.1zerumbone synthase [Amborella trichopoda]Amborella_trichopoda 39.10 0.00

TRINITY_DN35049_c0_g1XP_024393017.1Down syndrome critical region protein 3 homolog isoform X3 [Physcomitrella patens]Physcomitrella_patens 39.10 0.00

TRINITY_DN35302_c0_g1XP_012574747.1protein tesmin/TSO1-like CXC 5 isoform X1 [Cicer arietinum]Cicer_arietinum 39.10 0.00

TRINITY_DN35560_c1_g1KXZ55762.1hypothetical protein GPECTOR_2g1312 [Gonium pectorale]Gonium_pectorale 39.10 0.00

TRINITY_DN35591_c1_g8EFJ09552.1hypothetical protein SELMODRAFT_46485, partial [Selaginella moellendorffii]Selaginella_moellendorffii 39.10 0.00

TRINITY_DN35648_c1_g7XP_023918941.1carrier protein YMC1, mitochondrial-like [Quercus suber]Quercus_suber 39.10 0.00

TRINITY_DN35856_c0_g4XP_006649998.1PREDICTED: CBL-interacting protein kinase 31 [Oryza brachyantha]Oryza_brachyantha 39.10 0.00

TRINITY_DN36109_c0_g4XP_004491454.1kinesin-like protein KIN-12F [Cicer arietinum]Cicer_arietinum 39.10 0.00

TRINITY_DN36155_c1_g9XP_010546616.1PREDICTED: protein MON2 homolog isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 39.10 0.00

TRINITY_DN36341_c0_g5XP_016708414.1PREDICTED: poly [ADP-ribose] polymerase 2-like isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 39.10 0.00

TRINITY_DN36516_c0_g1PKA56953.1putative PKHD-type hydroxylase [Apostasia shenzhenica]Apostasia_shenzhenica 39.10 0.00

TRINITY_DN36517_c0_g2AQK94735.1AGC (cAMP-dependent cGMP-dependent and protein kinase C) kinase family protein [Zea mays]Zea_mays 39.10 0.00

TRINITY_DN36701_c0_g1PRW56164.1DNA polymerase kappa [Chlorella sorokiniana]Chlorella_sorokiniana 39.10 0.00

TRINITY_DN36810_c0_g1XP_003081393.2Alpha-ketoglutarate-dependent dioxygenase AlkB-like [Ostreococcus tauri]Ostreococcus_tauri 39.10 0.00

TRINITY_DN37040_c0_g3GAX73032.1hypothetical protein CEUSTIGMA_g484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN37235_c2_g4GBG72651.1hypothetical protein CBR_g12225 [Chara braunii]Chara_braunii 39.10 0.00

TRINITY_DN37563_c0_g5KMZ65290.1putative Kinase [Zostera marina]Zostera_marina 39.10 0.00

TRINITY_DN37753_c0_g3KXZ45802.1hypothetical protein GPECTOR_50g596 [Gonium pectorale]Gonium_pectorale 39.10 0.00

TRINITY_DN38040_c0_g4GAQ80895.1hypothetical protein KFL_000650280 [Klebsormidium nitens]Klebsormidium_nitens 39.10 0.00

TRINITY_DN38063_c0_g1XP_022769240.1calcium-dependent protein kinase 29 isoform X1 [Durio zibethinus]Durio_zibethinus 39.10 0.00

TRINITY_DN38350_c0_g5XP_015872036.1estradiol 17-beta-dehydrogenase 8-like [Ziziphus jujuba]Ziziphus_jujuba 39.10 0.00

TRINITY_DN38384_c0_g5XP_016579226.1PREDICTED: DNA-damage-repair/toleration protein DRT100-like [Capsicum annuum]Capsicum_annuum 39.10 0.00

TRINITY_DN38462_c0_g7XP_013890579.1hypothetical protein MNEG_16405 [Monoraphidium neglectum]Monoraphidium_neglectum 39.10 0.00

TRINITY_DN38605_c0_g1OAE30089.1hypothetical protein AXG93_1112s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 39.10 0.00

TRINITY_DN39923_c1_g1XP_002948079.1molecular chaperone [Volvox carteri f. nagariensis]Volvox_carteri 39.10 0.00

TRINITY_DN39974_c0_g2KXZ54760.1hypothetical protein GPECTOR_4g830 [Gonium pectorale]Gonium_pectorale 39.10 0.00

TRINITY_DN39983_c0_g1GAX73059.1hypothetical protein CEUSTIGMA_g512.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN40181_c1_g5OAE34619.1hypothetical protein AXG93_167s1300 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 39.10 0.00

TRINITY_DN40424_c0_g2XP_006422475.1endochitinase [Citrus clementina]Citrus_clementina 39.10 0.00

TRINITY_DN40602_c0_g7XP_024366406.1serine/threonine-protein phosphatase 4 regulatory subunit 3B-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 39.10 0.00

TRINITY_DN40865_c0_g9GAX79929.1hypothetical protein CEUSTIGMA_g7369.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN41075_c0_g3RAL45556.1hypothetical protein DM860_009420 [Cuscuta australis]Cuscuta_australis 39.10 0.00

TRINITY_DN41234_c1_g1GAX84948.1hypothetical protein CEUSTIGMA_g12369.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN41960_c0_g4PNH04766.1hypothetical protein TSOC_009063 [Tetrabaena socialis]Tetrabaena_socialis 39.10 0.00

TRINITY_DN42541_c0_g1GAX86455.1hypothetical protein CEUSTIGMA_g13865.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN42708_c0_g1XP_013902832.1hypothetical protein MNEG_4144 [Monoraphidium neglectum]Monoraphidium_neglectum 39.10 0.00

TRINITY_DN42799_c1_g9PNX96233.1inactive rhomboid protein 1-like [Trifolium pratense]Trifolium_pratense 39.10 0.00

TRINITY_DN43081_c0_g1XP_001700176.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN43270_c0_g6PNH12452.1hypothetical protein TSOC_000606 [Tetrabaena socialis]Tetrabaena_socialis 39.10 0.00

TRINITY_DN43328_c0_g1KXZ48875.1hypothetical protein GPECTOR_25g460 [Gonium pectorale]Gonium_pectorale 39.10 0.00

TRINITY_DN43374_c0_g2XP_002958405.1hypothetical protein VOLCADRAFT_119944 [Volvox carteri f. nagariensis]Volvox_carteri 39.10 0.00

TRINITY_DN43614_c0_g1XP_023911788.1kinesin-like protein unc-104 [Quercus suber]Quercus_suber 39.10 0.00

TRINITY_DN44099_c0_g1XP_010695710.1PREDICTED: NAP1-related protein 2 isoform X2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 39.10 0.00

TRINITY_DN44318_c0_g1XP_005646571.1Rhodanese-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.10 0.00

TRINITY_DN44331_c0_g11EPS60171.1hypothetical protein M569_14634, partial [Genlisea aurea]Genlisea_aurea 39.10 0.00

TRINITY_DN44632_c1_g1XP_002954026.1hypothetical protein VOLCADRAFT_109910 [Volvox carteri f. nagariensis]Volvox_carteri 39.10 0.00

TRINITY_DN44924_c0_g1XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 39.10 0.00

TRINITY_DN45369_c0_g1XP_001693484.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN45384_c1_g1GAX75915.1hypothetical protein CEUSTIGMA_g3358.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN45938_c0_g3EAY88046.1hypothetical protein OsI_09474 [Oryza sativa Indica Group]Oryza_sativa 39.10 0.00

TRINITY_DN46207_c2_g1XP_011398778.1FACT complex subunit Ssrp1 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 39.10 0.00

TRINITY_DN46488_c0_g3XP_018808360.1PREDICTED: CBL-interacting serine/threonine-protein kinase 1 [Juglans regia]Juglans_regia 39.10 0.00

TRINITY_DN47781_c1_g3XP_024385467.1katanin p60 ATPase-containing subunit A1-like [Physcomitrella patens]Physcomitrella_patens 39.10 0.00

TRINITY_DN48167_c0_g7XP_010651431.1PREDICTED: myb-related protein Myb4 [Vitis vinifera]Vitis_vinifera 39.10 0.00

TRINITY_DN48238_c0_g2RAL53746.1hypothetical protein DM860_015474 [Cuscuta australis]Cuscuta_australis 39.10 0.00

TRINITY_DN48750_c1_g6GAX80697.1hypothetical protein CEUSTIGMA_g8132.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN49148_c0_g6OTG19444.1putative HAT, C-terminal dimerization domain-containing protein [Helianthus annuus]Helianthus_annuus 39.10 0.00



TRINITY_DN49260_c0_g4XP_010255676.1PREDICTED: phospholipid-transporting ATPase 3-like [Nelumbo nucifera]Nelumbo_nucifera 39.10 0.00

TRINITY_DN50109_c1_g3PRW44237.1WD40 repeat [Chlorella sorokiniana]Chlorella_sorokiniana 39.10 0.00

TRINITY_DN50402_c0_g2XP_005642793.1hypothetical protein COCSUDRAFT_45509 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.10 0.00

TRINITY_DN50439_c1_g2PWZ17754.1Phosphatidate phosphatase PAH1 [Zea mays]Zea_mays 39.10 0.00

TRINITY_DN50831_c0_g3XP_001695855.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN50886_c0_g1GAX76831.1hypothetical protein CEUSTIGMA_g4277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN51368_c1_g7XP_023924856.1ubiquitin carboxyl-terminal hydrolase 3 [Quercus suber]Quercus_suber 39.10 0.00

TRINITY_DN52107_c1_g1PNW75103.1hypothetical protein CHLRE_12g496350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN52440_c0_g3PTQ38966.1hypothetical protein MARPO_0048s0075 [Marchantia polymorpha]Marchantia_polymorpha 39.10 0.00

TRINITY_DN52487_c1_g2GAX81632.1hypothetical protein CEUSTIGMA_g9060.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.10 0.00

TRINITY_DN5585_c0_g1XP_001691851.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.10 0.00

TRINITY_DN854_c0_g1GBF92842.1hypothetical protein Rsub_05461 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.10 0.00

TRINITY_DN16261_c0_g1XP_005844775.1hypothetical protein CHLNCDRAFT_32442 [Chlorella variabilis]Chlorella_variabilis 39.00 0.00

TRINITY_DN19743_c0_g1RDX67316.1putative alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10, partial [Mucuna pruriens]Mucuna_pruriens 39.00 0.00

TRINITY_DN21132_c0_g3PNR39758.1hypothetical protein PHYPA_020038 [Physcomitrella patens]Physcomitrella_patens 39.00 0.00

TRINITY_DN21596_c0_g1PNY16260.1protein bem46-like [Trifolium pratense]Trifolium_pratense 39.00 0.00

TRINITY_DN23478_c0_g2XP_008677581.1uncharacterized LOC100382739 isoform X1 [Zea mays]Zea_mays 39.00 0.00

TRINITY_DN25234_c0_g1XP_002499838.1radical SAM protein with TRAM and UPF0004 domains [Micromonas commoda]Micromonas_commoda 39.00 0.00

TRINITY_DN26516_c0_g1EPS71418.1hypothetical protein M569_03330 [Genlisea aurea]Genlisea_aurea 39.00 0.00

TRINITY_DN26552_c0_g2XP_006364080.2PREDICTED: type IV inositol polyphosphate 5-phosphatase 9 [Solanum tuberosum]Solanum_tuberosum 39.00 0.00

TRINITY_DN27217_c0_g1GAQ82857.1RNA polymerase II elongator associated protein [Klebsormidium nitens]Klebsormidium_nitens 39.00 0.00

TRINITY_DN27627_c0_g1XP_009389166.1PREDICTED: ALA-interacting subunit 5-like [Musa acuminata subsp. malaccensis]Musa_acuminata 39.00 0.00

TRINITY_DN2864_c0_g1XP_023901531.1uncharacterized protein LOC112013368 [Quercus suber]Quercus_suber 39.00 0.00

TRINITY_DN29872_c1_g1XP_016442361.1PREDICTED: E3 ubiquitin-protein ligase RNF181-like [Nicotiana tabacum]Nicotiana_tabacum 39.00 0.00

TRINITY_DN31722_c0_g1GBF87640.1hypothetical protein Rsub_00351 [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.00 0.00

TRINITY_DN33373_c0_g1XP_004146576.1PREDICTED: cation/H(+) antiporter 18-like [Cucumis sativus]Cucumis_sativus 39.00 0.00

TRINITY_DN33384_c0_g2XP_001415744.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 39.00 0.00

TRINITY_DN33768_c0_g1XP_005649510.1hypothetical protein COCSUDRAFT_83658 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.00 0.00

TRINITY_DN34238_c0_g1XP_017245049.1PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial-like [Daucus carota subsp. sativus]Daucus_carota 39.00 0.00

TRINITY_DN35330_c0_g6GAX75954.1hypothetical protein CEUSTIGMA_g3397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN35537_c1_g4XP_023760031.1ubiquitin carboxyl-terminal hydrolase 5-like [Lactuca sativa]Lactuca_sativa 39.00 0.00

TRINITY_DN35700_c0_g2KZM82365.1hypothetical protein DCAR_029934 [Daucus carota subsp. sativus]Daucus_carota 39.00 0.00

TRINITY_DN35909_c1_g1GAX75954.1hypothetical protein CEUSTIGMA_g3397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN36202_c0_g1XP_027337277.1CBL-interacting serine/threonine-protein kinase 14-like [Abrus precatorius]Abrus_precatorius 39.00 0.00

TRINITY_DN36283_c1_g3PRW58541.1disulfide isomerase-like 1-4 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 39.00 0.00

TRINITY_DN36285_c0_g1XP_023909690.1uricase-like [Quercus suber]Quercus_suber 39.00 0.00

TRINITY_DN36789_c1_g1XP_001690222.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.00 0.00

TRINITY_DN36806_c0_g2XP_005642932.1DUF500-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 39.00 0.00

TRINITY_DN37418_c0_g7AAC79104.1putative WD-repeat protein [Arabidopsis thaliana]Arabidopsis_thaliana 39.00 0.00

TRINITY_DN37887_c0_g6GBF98898.1methylmalonic aciduria and homocystinuria type D mitochondrial [Raphidocelis subcapitata]Raphidocelis_subcapitata 39.00 0.00

TRINITY_DN38226_c0_g2KXZ49240.1hypothetical protein GPECTOR_22g832 [Gonium pectorale]Gonium_pectorale 39.00 0.00

TRINITY_DN38382_c1_g1XP_022967320.1uncharacterized membrane protein At4g09580 [Cucurbita maxima]Cucurbita_maxima 39.00 0.00

TRINITY_DN38526_c0_g8XP_004511032.1uncharacterized protein LOC101488579 [Cicer arietinum]Cicer_arietinum 39.00 0.00

TRINITY_DN38669_c0_g3OAE24723.1hypothetical protein AXG93_2016s1280 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 39.00 0.00

TRINITY_DN39203_c0_g5GAX78023.1hypothetical protein CEUSTIGMA_g5465.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN39351_c1_g1PNH12420.1Protein ACCUMULATION AND REPLICATION OF CHLOROPLASTS 6, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 39.00 0.00

TRINITY_DN40640_c1_g1GAX84107.1hypothetical protein CEUSTIGMA_g11530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN40849_c0_g2KZV17117.1putative 1-aminocyclopropane-1-carboxylate deaminase-like, partial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 39.00 0.00

TRINITY_DN41641_c0_g3XP_020192184.1serine/threonine protein kinase OSK4-like isoform X2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 39.00 0.00

TRINITY_DN41644_c0_g1XP_015972412.1long chain base biosynthesis protein 1 [Arachis duranensis]Arachis_duranensis 39.00 0.00

TRINITY_DN41675_c1_g7PNW75650.1hypothetical protein CHLRE_12g535350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.00 0.00

TRINITY_DN41945_c0_g2XP_002958668.1hypothetical protein VOLCADRAFT_108238 [Volvox carteri f. nagariensis]Volvox_carteri 39.00 0.00

TRINITY_DN41960_c0_g3XP_004304817.1PREDICTED: riboflavin biosynthesis protein PYRR, chloroplastic isoform X2 [Fragaria vesca subsp. vesca]Fragaria_vesca 39.00 0.00

TRINITY_DN42174_c0_g1XP_013684470.1long chain acyl-CoA synthetase 6, peroxisomal-like isoform X1 [Brassica napus]Brassica_napus 39.00 0.00

TRINITY_DN42192_c0_g3XP_002967312.13-phosphoinositide-dependent protein kinase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.00 0.00

TRINITY_DN42383_c0_g2PNH11652.1Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B [Tetrabaena socialis]Tetrabaena_socialis 39.00 0.00

TRINITY_DN42445_c1_g1XP_001415859.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 39.00 0.00

TRINITY_DN42821_c0_g2GAX78644.1hypothetical protein CEUSTIGMA_g6082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN42831_c0_g3XP_010519761.1PREDICTED: exosome complex component RRP45A-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 39.00 0.00

TRINITY_DN43300_c0_g2ACF87913.1unknown [Zea mays]Zea_mays 39.00 0.00

TRINITY_DN43732_c0_g4XP_003063219.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 39.00 0.00

TRINITY_DN45168_c2_g7XP_010062000.1PREDICTED: calcium-dependent protein kinase 11 [Eucalyptus grandis]Eucalyptus_grandis 39.00 0.00

TRINITY_DN45185_c1_g4PNH09397.1Purple acid phosphatase 17 [Tetrabaena socialis]Tetrabaena_socialis 39.00 0.00

TRINITY_DN45854_c0_g6XP_010671184.1PREDICTED: protein KRI1 homolog [Beta vulgaris subsp. vulgaris]Beta_vulgaris 39.00 0.00

TRINITY_DN46068_c0_g5XP_019087462.1PREDICTED: acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal-like [Camelina sativa]Camelina_sativa 39.00 0.00

TRINITY_DN46300_c0_g2GAX78232.1hypothetical protein CEUSTIGMA_g5674.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00



TRINITY_DN46501_c0_g1GAX80708.1hypothetical protein CEUSTIGMA_g8143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN46679_c0_g5PRW60348.1(1-3)-beta-glucanase [Chlorella sorokiniana]Chlorella_sorokiniana 39.00 0.00

TRINITY_DN47152_c1_g3XP_024520790.1probable protein phosphatase 2C BIPP2C1 [Selaginella moellendorffii]Selaginella_moellendorffii 39.00 0.00

TRINITY_DN49116_c0_g4GAX81304.1hypothetical protein CEUSTIGMA_g8735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN49167_c1_g6XP_017970730.1PREDICTED: ABC transporter C family member 12 isoform X1 [Theobroma cacao]Theobroma_cacao 39.00 0.00

TRINITY_DN49439_c0_g4XP_015643595.1protein-lysine methyltransferase METTL21D [Oryza sativa Japonica Group]Oryza_sativa 39.00 0.00

TRINITY_DN49547_c0_g2GAX86341.1hypothetical protein CEUSTIGMA_g13753.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN50271_c1_g4XP_021861400.1dual specificity protein phosphatase 1 isoform X1 [Spinacia oleracea]Spinacia_oleracea 39.00 0.00

TRINITY_DN50506_c1_g6GAX78182.1hypothetical protein CEUSTIGMA_g5624.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN50699_c0_g5PNW82022.1hypothetical protein CHLRE_06g270500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.00 0.00

TRINITY_DN50814_c0_g1GAX78184.1hypothetical protein CEUSTIGMA_g5626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN51355_c0_g7PNW73346.1hypothetical protein CHLRE_14g628702v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 39.00 0.00

TRINITY_DN51377_c0_g1GAX73538.1hypothetical protein CEUSTIGMA_g989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 39.00 0.00

TRINITY_DN51420_c0_g1GAQ82806.1Chromodomain-helicase DNA-binding protein [Klebsormidium nitens]Klebsormidium_nitens 39.00 0.00

TRINITY_DN53784_c0_g1ATG29999.1CYP866A17 [Taxus wallichiana var. chinensis]Taxus_chinensis 39.00 0.00

TRINITY_DN6205_c0_g1OMP07394.1hypothetical protein COLO4_07381 [Corchorus olitorius]Corchorus_olitorius 39.00 0.00

TRINITY_DN13416_c0_g3CDP17697.1unnamed protein product [Coffea canephora]Coffea_canephora 38.90 0.00

TRINITY_DN22724_c0_g1GAX77700.1hypothetical protein CEUSTIGMA_g5143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN2692_c0_g1RAL42841.1hypothetical protein DM860_009348 [Cuscuta australis]Cuscuta_australis 38.90 0.00

TRINITY_DN27098_c0_g2KYP69208.1Serine/threonine-protein kinase ATR [Cajanus cajan]Cajanus_cajan 38.90 0.00

TRINITY_DN29546_c0_g2EEF25361.13-hydroxy-3-methylglutaryl-coenzyme A reductase, putative [Ricinus communis]Ricinus_communis 38.90 0.00

TRINITY_DN30398_c0_g1XP_016744092.1PREDICTED: 54S ribosomal protein L24, mitochondrial-like [Gossypium hirsutum]Gossypium_hirsutum 38.90 0.00

TRINITY_DN31549_c0_g1BAJ94976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.90 0.00

TRINITY_DN35032_c0_g1PUZ71556.1hypothetical protein GQ55_2G322400 [Panicum hallii var. hallii]Panicum_hallii 38.90 0.00

TRINITY_DN35737_c0_g6XP_015614782.1protein RRP6-like 2 [Oryza sativa Japonica Group]Oryza_sativa 38.90 0.00

TRINITY_DN36060_c0_g8GAX86074.1hypothetical protein CEUSTIGMA_g13488.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN36925_c0_g3EEC82594.1hypothetical protein OsI_27153 [Oryza sativa Indica Group]Oryza_sativa 38.90 0.00

TRINITY_DN37058_c0_g1KXZ52866.1hypothetical protein GPECTOR_8g248 [Gonium pectorale]Gonium_pectorale 38.90 0.00

TRINITY_DN37259_c0_g3XP_005646554.1hypothetical protein COCSUDRAFT_53931 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.90 0.00

TRINITY_DN37267_c0_g6KZV14881.1Thermostable beta-glucosidase B [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 38.90 0.00

TRINITY_DN37298_c0_g1XP_007509302.1alcohol dehydrogenase [Bathycoccus prasinos]Bathycoccus_prasinos 38.90 0.00

TRINITY_DN37442_c0_g2XP_011047108.1PREDICTED: uncharacterized protein At3g58460 [Populus euphratica]Populus_euphratica 38.90 0.00

TRINITY_DN37467_c2_g6EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 38.90 0.00

TRINITY_DN37532_c0_g7XP_006417552.1probable elongation factor 1-gamma 1 [Eutrema salsugineum]Eutrema_salsugineum 38.90 0.00

TRINITY_DN37631_c0_g2ACN50178.1disproportionating enzyme 2 [Annona cherimola]Annona_cherimola 38.90 0.00

TRINITY_DN38083_c0_g7OAE25079.1hypothetical protein AXG93_1163s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.90 0.00

TRINITY_DN39291_c0_g2GAX76454.1hypothetical protein CEUSTIGMA_g3899.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN39292_c0_g10PSC74210.120S proteasome beta type 4 [Micractinium conductrix]Micractinium_conductrix 38.90 0.00

TRINITY_DN39852_c0_g9RRT37994.1hypothetical protein B296_00053925 [Ensete ventricosum]Ensete_ventricosum 38.90 0.00

TRINITY_DN39891_c3_g3GBG69647.1hypothetical protein CBR_g4476 [Chara braunii]Chara_braunii 38.90 0.00

TRINITY_DN40068_c0_g1KXZ46400.1hypothetical protein GPECTOR_44g75 [Gonium pectorale]Gonium_pectorale 38.90 0.00

TRINITY_DN40241_c1_g1XP_005843908.1hypothetical protein CHLNCDRAFT_27478 [Chlorella variabilis]Chlorella_variabilis 38.90 0.00

TRINITY_DN40565_c0_g3KXZ55127.1hypothetical protein GPECTOR_3g279 [Gonium pectorale]Gonium_pectorale 38.90 0.00

TRINITY_DN40758_c0_g1PNH10249.1Chaperone protein DnaJ [Tetrabaena socialis]Tetrabaena_socialis 38.90 0.00

TRINITY_DN42090_c0_g7XP_012477022.1PREDICTED: myb-related protein Myb4 [Gossypium raimondii]Gossypium_raimondii 38.90 0.00

TRINITY_DN42473_c1_g5XP_002987137.1signal peptidase complex subunit 3B [Selaginella moellendorffii]Selaginella_moellendorffii 38.90 0.00

TRINITY_DN42523_c0_g1XP_023873171.1tubulin beta chain-like [Quercus suber]Quercus_suber 38.90 0.00

TRINITY_DN42738_c0_g1GAX83182.1hypothetical protein CEUSTIGMA_g10608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN42835_c0_g1GAX82834.1hypothetical protein CEUSTIGMA_g10260.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN43391_c0_g2EFJ10035.1hypothetical protein SELMODRAFT_128938 [Selaginella moellendorffii]Selaginella_moellendorffii 38.90 0.00

TRINITY_DN44077_c0_g1XP_027351848.1EEF1A lysine methyltransferase 2 [Abrus precatorius]Abrus_precatorius 38.90 0.00

TRINITY_DN44374_c0_g4XP_020095340.1serine/threonine-protein kinase svkA [Ananas comosus]Ananas_comosus 38.90 0.00

TRINITY_DN44622_c0_g1GAX80380.1hypothetical protein CEUSTIGMA_g7819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN45340_c0_g1PNW77950.1hypothetical protein CHLRE_10g458250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.90 0.00

TRINITY_DN45416_c0_g4GAX74564.1hypothetical protein CEUSTIGMA_g2013.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN45815_c0_g2OAE20150.1hypothetical protein AXG93_3818s1490 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.90 0.00

TRINITY_DN45867_c0_g2GAX79436.1hypothetical protein CEUSTIGMA_g6877.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00

TRINITY_DN45927_c0_g2XP_020680044.1uncharacterized protein LOC110097811 [Dendrobium catenatum]Dendrobium_catenatum 38.90 0.00

TRINITY_DN46867_c0_g6XP_023888225.1uncharacterized protein LOC112000343 [Quercus suber]Quercus_suber 38.90 0.00

TRINITY_DN47297_c0_g9XP_005643841.1ArfGap-domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.90 0.00

TRINITY_DN47388_c0_g1PSC67063.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 38.90 0.00

TRINITY_DN47911_c0_g2KXZ42496.1hypothetical protein GPECTOR_141g694 [Gonium pectorale]Gonium_pectorale 38.90 0.00

TRINITY_DN48045_c0_g4XP_024380186.1myb-like protein I [Physcomitrella patens]Physcomitrella_patens 38.90 0.00

TRINITY_DN50351_c0_g4XP_007142573.1hypothetical protein PHAVU_008G292100g [Phaseolus vulgaris]Phaseolus_vulgaris 38.90 0.00

TRINITY_DN50705_c0_g1KXZ49128.1hypothetical protein GPECTOR_23g57 [Gonium pectorale]Gonium_pectorale 38.90 0.00

TRINITY_DN50747_c0_g3GAX75007.1hypothetical protein CEUSTIGMA_g2453.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.90 0.00



TRINITY_DN51200_c0_g6XP_001690048.1protein phosphatase 2C-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.90 0.00

TRINITY_DN51269_c1_g1XP_002947808.1hypothetical protein VOLCADRAFT_88070 [Volvox carteri f. nagariensis]Volvox_carteri 38.90 0.00

TRINITY_DN51280_c0_g8XP_024390631.1ABC transporter C family member 2-like [Physcomitrella patens]Physcomitrella_patens 38.90 0.00

TRINITY_DN52906_c0_g1XP_020873607.1E3 ubiquitin-protein ligase At4g11680 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 38.90 0.00

TRINITY_DN6609_c0_g1GBG84821.1hypothetical protein CBR_g39197 [Chara braunii]Chara_braunii 38.90 0.00

TRINITY_DN780_c0_g1XP_019169510.1PREDICTED: survival of motor neuron-related-splicing factor 30 [Ipomoea nil]Ipomoea_nil 38.90 0.00

TRINITY_DN14384_c0_g1GAQ89011.1Putative acetylglucosaminyltransferase EXT1 [Klebsormidium nitens]Klebsormidium_nitens 38.80 0.00

TRINITY_DN19966_c0_g1BAF04650.2Os01g0277600 [Oryza sativa Japonica Group]Oryza_sativa 38.80 0.00

TRINITY_DN21843_c0_g2XP_020688724.1protein PLANT CADMIUM RESISTANCE 2-like [Dendrobium catenatum]Dendrobium_catenatum 38.80 0.00

TRINITY_DN23695_c0_g1XP_005651825.1translational inhibitor protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.80 0.00

TRINITY_DN28301_c0_g1XP_022558649.1dual specificity protein phosphatase 1B [Brassica napus]Brassica_napus 38.80 0.00

TRINITY_DN34161_c0_g1XP_011083438.18-hydroxygeraniol dehydrogenase-like [Sesamum indicum]Sesamum_indicum 38.80 0.00

TRINITY_DN34435_c1_g2XP_022133968.1actin-depolymerizing factor 1-like [Momordica charantia]Momordica_charantia 38.80 0.00

TRINITY_DN34435_c1_g4XP_022133968.1actin-depolymerizing factor 1-like [Momordica charantia]Momordica_charantia 38.80 0.00

TRINITY_DN34661_c0_g1KXZ49519.1hypothetical protein GPECTOR_21g745 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN34938_c0_g7KXZ49240.1hypothetical protein GPECTOR_22g832 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN35043_c0_g5XP_007514748.1AMP deaminase [Bathycoccus prasinos]Bathycoccus_prasinos 38.80 0.00

TRINITY_DN35359_c1_g10EPS62777.1hypothetical protein M569_12011, partial [Genlisea aurea]Genlisea_aurea 38.80 0.00

TRINITY_DN35487_c0_g1VDC97471.1unnamed protein product [Brassica rapa]Brassica_rapa 38.80 0.00

TRINITY_DN35786_c0_g1XP_023883178.1uncharacterized protein C211.03-like [Quercus suber]Quercus_suber 38.80 0.00

TRINITY_DN35869_c0_g4RRT79998.1hypothetical protein B296_00008279 [Ensete ventricosum]Ensete_ventricosum 38.80 0.00

TRINITY_DN37524_c0_g1XP_002952354.1hypothetical protein VOLCADRAFT_105485 [Volvox carteri f. nagariensis]Volvox_carteri 38.80 0.00

TRINITY_DN37588_c1_g3GAX79100.1hypothetical protein CEUSTIGMA_g6540.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN37953_c0_g1GAX83833.1hypothetical protein CEUSTIGMA_g11257.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN38078_c0_g3XP_007511580.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 38.80 0.00

TRINITY_DN38088_c0_g3ACJ38195.1chitinase [Malus hupehensis]Malus_hupehensis 38.80 0.00

TRINITY_DN38288_c1_g4KMZ63072.1Acyl-CoA oxidase [Zostera marina]Zostera_marina 38.80 0.00

TRINITY_DN38364_c0_g3XP_006306076.1phospholipid-transporting ATPase 3 isoform X1 [Capsella rubella]Capsella_rubella 38.80 0.00

TRINITY_DN38402_c0_g6KMZ58900.1Protein transport protein Sec24-like protein [Zostera marina]Zostera_marina 38.80 0.00

TRINITY_DN38795_c2_g3ACO87660.1protein kinase [Brachypodium sylvaticum]Brachypodium_sylvaticum 38.80 0.00

TRINITY_DN38889_c0_g4XP_001415952.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 38.80 0.00

TRINITY_DN3928_c0_g1XP_003604657.1selT-like protein [Medicago truncatula]Medicago_truncatula 38.80 0.00

TRINITY_DN39298_c0_g4GAX75461.1hypothetical protein CEUSTIGMA_g2904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN39398_c0_g1XP_020996243.1ubiquitin receptor RAD23b [Arachis duranensis]Arachis_duranensis 38.80 0.00

TRINITY_DN39442_c0_g3OAE34501.1hypothetical protein AXG93_1299s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.80 0.00

TRINITY_DN39532_c0_g3XP_022036515.160S acidic ribosomal protein P0-like [Helianthus annuus]Helianthus_annuus 38.80 0.00

TRINITY_DN40226_c0_g1KXZ49814.1hypothetical protein GPECTOR_19g265 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN40263_c0_g2XP_001693575.1histidine tRNA 5'-guanylyltransferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.80 0.00

TRINITY_DN40379_c0_g1PWA57359.13'-5'-exoribonuclease family protein [Artemisia annua]Artemisia_annua 38.80 0.00

TRINITY_DN40500_c0_g1PNW75853.1hypothetical protein CHLRE_12g557850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.80 0.00

TRINITY_DN41310_c0_g1XP_001689540.1component of TRAPP complex, TRS85-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.80 0.00

TRINITY_DN42013_c0_g3KXZ56449.1hypothetical protein GPECTOR_1g401 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN42251_c0_g3GAX83778.1hypothetical protein CEUSTIGMA_g11203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN42987_c0_g1GAX81186.1hypothetical protein CEUSTIGMA_g8619.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN43504_c0_g3XP_006364589.1PREDICTED: probable E3 ubiquitin-protein ligase RNF217 [Solanum tuberosum]Solanum_tuberosum 38.80 0.00

TRINITY_DN43752_c2_g1PNW75861.1hypothetical protein CHLRE_12g557400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.80 0.00

TRINITY_DN43813_c0_g4PKA55206.1DNA cross-link repair protein SNM1 [Apostasia shenzhenica]Apostasia_shenzhenica 38.80 0.00

TRINITY_DN43820_c0_g6KXZ42694.1hypothetical protein GPECTOR_124g494 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN44065_c0_g1GAX78191.1hypothetical protein CEUSTIGMA_g5633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN44259_c0_g11XP_002954784.1hypothetical protein VOLCADRAFT_118846 [Volvox carteri f. nagariensis]Volvox_carteri 38.80 0.00

TRINITY_DN44896_c0_g5XP_022839569.1unnamed product [Ostreococcus tauri]Ostreococcus_tauri 38.80 0.00

TRINITY_DN44942_c1_g6XP_021895099.1U3 small nucleolar ribonucleoprotein protein MPP10 isoform X1 [Carica papaya]Carica_papaya 38.80 0.00

TRINITY_DN46310_c0_g1OUS44692.1hypothetical protein BE221DRAFT_82726, partial [Ostreococcus tauri]Ostreococcus_tauri 38.80 0.00

TRINITY_DN46460_c0_g2GAQ82320.1Acyl-CoA oxidase [Klebsormidium nitens]Klebsormidium_nitens 38.80 0.00

TRINITY_DN46513_c0_g7GAX81922.1hypothetical protein CEUSTIGMA_g9350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN47371_c0_g14KXZ47460.1hypothetical protein GPECTOR_35g898 [Gonium pectorale]Gonium_pectorale 38.80 0.00

TRINITY_DN47468_c1_g7BAK00269.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.80 0.00

TRINITY_DN47917_c0_g5XP_027064780.1choline transporter protein 1-like isoform X2 [Coffea arabica]Coffea_arabica 38.80 0.00

TRINITY_DN48114_c0_g2XP_013906174.1hypothetical protein MNEG_0802 [Monoraphidium neglectum]Monoraphidium_neglectum 38.80 0.00

TRINITY_DN49041_c0_g3PNW83574.1hypothetical protein CHLRE_05g235400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.80 0.00

TRINITY_DN49308_c1_g1GAX79608.1hypothetical protein CEUSTIGMA_g7049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN49784_c0_g2KZV28802.1Rab5-interacting family protein [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 38.80 0.00

TRINITY_DN50068_c0_g2GAX72593.1hypothetical protein CEUSTIGMA_g49.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN50216_c0_g1XP_013894753.1Cyclin-A2-1 [Monoraphidium neglectum]Monoraphidium_neglectum 38.80 0.00

TRINITY_DN50349_c0_g3GAX79892.1hypothetical protein CEUSTIGMA_g7332.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN50618_c2_g2PSC72510.1multidrug transporter [Micractinium conductrix]Micractinium_conductrix 38.80 0.00



TRINITY_DN50740_c0_g1PTQ32027.1hypothetical protein MARPO_0103s0005 [Marchantia polymorpha]Marchantia_polymorpha 38.80 0.00

TRINITY_DN51150_c0_g3GAX80864.1hypothetical protein CEUSTIGMA_g8299.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN51446_c0_g5GAX82445.1hypothetical protein CEUSTIGMA_g9873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN51465_c0_g1GAX78363.1hypothetical protein CEUSTIGMA_g5805.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.80 0.00

TRINITY_DN51557_c0_g2EFJ14241.1hypothetical protein SELMODRAFT_120617 [Selaginella moellendorffii]Selaginella_moellendorffii 38.80 0.00

TRINITY_DN51762_c2_g1GBF87540.1serine protease ABC transporter B family tagA [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.80 0.00

TRINITY_DN7775_c0_g1XP_021905831.1tRNA:m(4)X modification enzyme TRM13 homolog [Carica papaya]Carica_papaya 38.80 0.00

TRINITY_DN1421_c0_g1XP_001415919.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 38.70 0.00

TRINITY_DN22161_c0_g1XP_009406169.1PREDICTED: putative ABC transporter B family member 8 [Musa acuminata subsp. malaccensis]Musa_acuminata 38.70 0.00

TRINITY_DN24199_c0_g1RWR90377.1protein YLS9-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 38.70 0.00

TRINITY_DN28273_c0_g1XP_013625270.1PREDICTED: calmodulin-1-like [Brassica oleracea var. oleracea]Brassica_oleracea 38.70 0.00

TRINITY_DN292_c0_g1XP_022839686.1Homoserine dehydrogenase, conserved site [Ostreococcus tauri]Ostreococcus_tauri 38.70 0.00

TRINITY_DN30848_c0_g1XP_022930999.1WD repeat-containing protein 70 [Cucurbita moschata]Cucurbita_moschata 38.70 0.00

TRINITY_DN32220_c0_g1XP_015874883.1ATP-dependent DNA helicase Q-like 1 isoform X2 [Ziziphus jujuba]Ziziphus_jujuba 38.70 0.00

TRINITY_DN32570_c0_g1KZN06669.1hypothetical protein DCAR_007506 [Daucus carota subsp. sativus]Daucus_carota 38.70 0.00

TRINITY_DN33697_c0_g2XP_011024985.1PREDICTED: proteasome-associated protein ECM29 homolog isoform X1 [Populus euphratica]Populus_euphratica 38.70 0.00

TRINITY_DN3369_c0_g1GAY34717.1hypothetical protein CUMW_012930 [Citrus unshiu]Citrus_unshiu 38.70 0.00

TRINITY_DN34493_c0_g1XP_009351396.1PREDICTED: UPF0587 protein GA18326-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 38.70 0.00

TRINITY_DN34792_c0_g3GAU23001.1hypothetical protein TSUD_297460 [Trifolium subterraneum]Trifolium_subterraneum 38.70 0.00

TRINITY_DN34946_c0_g1RID61649.1hypothetical protein BRARA_E00782 [Brassica rapa]Brassica_rapa 38.70 0.00

TRINITY_DN35132_c0_g1EPS66885.1hypothetical protein M569_07890 [Genlisea aurea]Genlisea_aurea 38.70 0.00

TRINITY_DN35506_c0_g1XP_010941372.2PREDICTED: LOW QUALITY PROTEIN: serine/threonine-protein kinase STY46-like [Elaeis guineensis]Elaeis_guineensis 38.70 0.00

TRINITY_DN35696_c0_g9XP_021729694.1CBL-interacting serine/threonine-protein kinase 6-like [Chenopodium quinoa]Chenopodium_quinoa 38.70 0.00

TRINITY_DN36463_c0_g2XP_023906515.1mitochondrial chaperone BCS1-like [Quercus suber]Quercus_suber 38.70 0.00

TRINITY_DN36518_c0_g4XP_017610744.1PREDICTED: phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplastic-like [Gossypium arboreum]Gossypium_arboreum 38.70 0.00

TRINITY_DN36922_c0_g8XP_002949124.1hypothetical protein VOLCADRAFT_117060 [Volvox carteri f. nagariensis]Volvox_carteri 38.70 0.00

TRINITY_DN36970_c1_g2KXZ52444.1hypothetical protein GPECTOR_9g488 [Gonium pectorale]Gonium_pectorale 38.70 0.00

TRINITY_DN37566_c0_g1GBF90642.1p-type atpase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.70 0.00

TRINITY_DN37646_c0_g1GBG76731.1hypothetical protein CBR_g22949 [Chara braunii]Chara_braunii 38.70 0.00

TRINITY_DN38152_c1_g3KDD77173.1hypothetical protein H632_c4p3 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 38.70 0.00

TRINITY_DN38225_c0_g1XP_005648480.1hypothetical protein COCSUDRAFT_41280 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.70 0.00

TRINITY_DN38740_c0_g6PWA86690.1serine/threonine-protein kinase SAPK1 [Artemisia annua]Artemisia_annua 38.70 0.00

TRINITY_DN39449_c1_g1PRW33716.1DNA ligase 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 38.70 0.00

TRINITY_DN39916_c1_g1GBF97932.1hypothetical protein Rsub_10605 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.70 0.00

TRINITY_DN41204_c2_g3XP_016562627.1PREDICTED: mediator of RNA polymerase II transcription subunit 6 [Capsicum annuum]Capsicum_annuum 38.70 0.00

TRINITY_DN41358_c0_g3GAX75699.1hypothetical protein CEUSTIGMA_g3142.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN42019_c0_g5PRW58455.1guanylate-binding 4-like [Chlorella sorokiniana]Chlorella_sorokiniana 38.70 0.00

TRINITY_DN42023_c0_g4PNW73097.1hypothetical protein CHLRE_14g618700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN42208_c1_g7XP_023926500.1GPI ethanolamine phosphate transferase 3-like [Quercus suber]Quercus_suber 38.70 0.00

TRINITY_DN43159_c0_g14XP_021687480.1polyadenylate-binding protein 2-like [Hevea brasiliensis]Hevea_brasiliensis 38.70 0.00

TRINITY_DN43176_c2_g1GAX81325.1hypothetical protein CEUSTIGMA_g8756.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN44227_c1_g1PNW83690.1hypothetical protein CHLRE_05g239450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN45278_c1_g2OAE25220.1hypothetical protein AXG93_2210s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.70 0.00

TRINITY_DN45321_c0_g2XP_018474123.1PREDICTED: RNA polymerase II C-terminal domain phosphatase-like 4 [Raphanus sativus]Raphanus_sativus 38.70 0.00

TRINITY_DN45419_c1_g1PNW85977.1hypothetical protein CHLRE_03g201439v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN45641_c0_g5KXZ50930.1hypothetical protein GPECTOR_14g176 [Gonium pectorale]Gonium_pectorale 38.70 0.00

TRINITY_DN45650_c1_g6PTQ38959.1hypothetical protein MARPO_0048s0069 [Marchantia polymorpha]Marchantia_polymorpha 38.70 0.00

TRINITY_DN45825_c1_g2PNH08711.1Protein misato 1 [Tetrabaena socialis]Tetrabaena_socialis 38.70 0.00

TRINITY_DN45878_c0_g1PRW60421.1RAP domain [Chlorella sorokiniana]Chlorella_sorokiniana 38.70 0.00

TRINITY_DN46367_c0_g4PWZ53892.1hypothetical protein Zm00014a_015997 [Zea mays]Zea_mays 38.70 0.00

TRINITY_DN46938_c1_g5XP_020578693.1LOW QUALITY PROTEIN: elongation factor 1-gamma 2-like [Phalaenopsis equestris]Phalaenopsis_equestris 38.70 0.00

TRINITY_DN47000_c1_g1PNH10237.1hypothetical protein TSOC_003037 [Tetrabaena socialis]Tetrabaena_socialis 38.70 0.00

TRINITY_DN48321_c0_g9PNW70704.1hypothetical protein CHLRE_17g731250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN49296_c0_g3GBF89861.1eukaryotic elongation factor 2 kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.70 0.00

TRINITY_DN49342_c0_g3GAX75934.1hypothetical protein CEUSTIGMA_g3377.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN49952_c0_g2GAX76388.1hypothetical protein CEUSTIGMA_g3834.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN50939_c0_g6EFJ07477.1hypothetical protein SELMODRAFT_236271 [Selaginella moellendorffii]Selaginella_moellendorffii 38.70 0.00

TRINITY_DN51005_c2_g4OAY64017.1TBC1 domain family member 10B [Ananas comosus]Ananas_comosus 38.70 0.00

TRINITY_DN51258_c0_g4GAX80253.1hypothetical protein CEUSTIGMA_g7691.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN51282_c0_g2PNW84654.1hypothetical protein CHLRE_03g153150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN51409_c2_g2GAX81886.1hypothetical protein CEUSTIGMA_g9314.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.70 0.00

TRINITY_DN52289_c0_g1PNW80820.1hypothetical protein CHLRE_07g331000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.70 0.00

TRINITY_DN7100_c0_g1XP_002881514.1short-chain dehydrogenase TIC 32, chloroplastic [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 38.70 0.00

TRINITY_DN12353_c0_g1XP_012838939.1PREDICTED: DEAD-box ATP-dependent RNA helicase 39 [Erythranthe guttata]Erythranthe_guttata 38.60 0.00

TRINITY_DN17108_c0_g2XP_027358384.1aldehyde dehydrogenase family 2 member C4-like [Abrus precatorius]Abrus_precatorius 38.60 0.00

TRINITY_DN2252_c0_g1XP_011397249.1hypothetical protein F751_3079 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 38.60 0.00



TRINITY_DN28330_c0_g1XP_004496322.1RNA pseudouridine synthase 5 isoform X1 [Cicer arietinum]Cicer_arietinum 38.60 0.00

TRINITY_DN28660_c0_g1XP_008645919.1BTB/POZ domain-containing protein At2g24240 [Zea mays]Zea_mays 38.60 0.00

TRINITY_DN32532_c0_g1XP_011100734.1ER membrane protein complex subunit 6 [Sesamum indicum]Sesamum_indicum 38.60 0.00

TRINITY_DN32597_c1_g1GAX80494.1hypothetical protein CEUSTIGMA_g7932.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN33404_c0_g3ATB19844.1metallopeptidase M24 family protein [Callitropsis nootkatensis]Callitropsis_nootkatensis 38.60 0.00

TRINITY_DN34345_c0_g1XP_017249155.1PREDICTED: mediator of RNA polymerase II transcription subunit 7a-like [Daucus carota subsp. sativus]Daucus_carota 38.60 0.00

TRINITY_DN34782_c0_g5BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.60 0.00

TRINITY_DN34801_c1_g1XP_009350076.1PREDICTED: uncharacterized protein LOC103941593 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 38.60 0.00

TRINITY_DN34924_c0_g4PNR36560.1hypothetical protein PHYPA_022411 [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN35091_c0_g1XP_011658446.1PREDICTED: uncharacterized protein LOC101223191 [Cucumis sativus]Cucumis_sativus 38.60 0.00



TRINITY_DN35118_c0_g1XP_006649241.2PREDICTED: phosphoglucan phosphatase DSP4, amyloplastic isoform X1 [Oryza brachyantha]Oryza_brachyantha 38.60 0.00

TRINITY_DN35596_c0_g1XP_022000204.1probable copper-transporting ATPase HMA5 [Helianthus annuus]Helianthus_annuus 38.60 0.00

TRINITY_DN35821_c0_g1XP_020090374.1phosphopantothenate--cysteine ligase 2-like [Ananas comosus]Ananas_comosus 38.60 0.00

TRINITY_DN35833_c0_g4XP_001692118.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN35869_c0_g5GBG88559.1hypothetical protein CBR_g48028 [Chara braunii]Chara_braunii 38.60 0.00

TRINITY_DN35896_c0_g4XP_021316257.1rac-like GTP-binding protein 3 isoform X1 [Sorghum bicolor]Sorghum_bicolor 38.60 0.00

TRINITY_DN35977_c0_g1XP_024380230.1serine carboxypeptidase 24-like [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN36056_c0_g1XP_021647841.1RING-H2 finger protein ATL39-like [Hevea brasiliensis]Hevea_brasiliensis 38.60 0.00

TRINITY_DN36197_c0_g1XP_019106000.1PREDICTED: CTD small phosphatase-like protein 2 isoform X2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 38.60 0.00

TRINITY_DN36382_c0_g1PWA44225.1alanine-tRNA ligase [Artemisia annua]Artemisia_annua 38.60 0.00

TRINITY_DN36789_c0_g2PNH08296.1Katanin p80 WD40-containing subunit B1 [Tetrabaena socialis]Tetrabaena_socialis 38.60 0.00

TRINITY_DN36976_c0_g1XP_023880546.1geranylgeranyl pyrophosphate synthase-like [Quercus suber]Quercus_suber 38.60 0.00

TRINITY_DN37139_c0_g3XP_020690869.1AP-4 complex subunit epsilon [Dendrobium catenatum]Dendrobium_catenatum 38.60 0.00

TRINITY_DN37444_c0_g2PSS30004.1Serine/threonine-protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 38.60 0.00

TRINITY_DN37504_c0_g8XP_001702100.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN37714_c1_g1XP_024386797.1PAN2-PAN3 deadenylation complex catalytic subunit Pan2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN38075_c0_g1XP_005651285.1hypothetical protein COCSUDRAFT_4914, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.60 0.00

TRINITY_DN38095_c1_g3KXZ54067.1hypothetical protein GPECTOR_5g174 [Gonium pectorale]Gonium_pectorale 38.60 0.00

TRINITY_DN38133_c1_g4OAE33198.1hypothetical protein AXG93_3105s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.60 0.00

TRINITY_DN38971_c1_g1GAX78293.1hypothetical protein CEUSTIGMA_g5735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN38995_c0_g2KZV15215.1petal death protein-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 38.60 0.00

TRINITY_DN39117_c0_g1BAJ98849.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.60 0.00

TRINITY_DN39144_c1_g2CDP06826.1unnamed protein product [Coffea canephora]Coffea_canephora 38.60 0.00

TRINITY_DN39378_c0_g2XP_002951317.1hypothetical protein VOLCADRAFT_61387 [Volvox carteri f. nagariensis]Volvox_carteri 38.60 0.00

TRINITY_DN39391_c1_g2GAX84040.1hypothetical protein CEUSTIGMA_g11464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN39561_c2_g1GAX75532.1hypothetical protein CEUSTIGMA_g2975.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN39896_c0_g1XP_024402438.1probable protein phosphatase 2C 59 [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN39983_c0_g4XP_003058670.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 38.60 0.00

TRINITY_DN40150_c0_g3XP_017253438.1PREDICTED: switch 2 [Daucus carota subsp. sativus]Daucus_carota 38.60 0.00

TRINITY_DN40162_c0_g2XP_001700960.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN40203_c0_g2XP_002503565.1ammonium transporter channel family [Micromonas commoda]Micromonas_commoda 38.60 0.00

TRINITY_DN40463_c0_g1GBF98437.1hypothetical protein Rsub_11082 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.60 0.00

TRINITY_DN40628_c0_g4XP_018845002.1PREDICTED: OTU domain-containing protein 3 isoform X1 [Juglans regia]Juglans_regia 38.60 0.00

TRINITY_DN41107_c0_g1PNW76942.1hypothetical protein CHLRE_11g482101v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN41242_c0_g7XP_018491990.1PREDICTED: mitogen-activated protein kinase kinase 4-like [Raphanus sativus]Raphanus_sativus 38.60 0.00

TRINITY_DN41406_c0_g1KXZ46393.1hypothetical protein GPECTOR_44g69 [Gonium pectorale]Gonium_pectorale 38.60 0.00

TRINITY_DN42615_c0_g1GAX74416.1hypothetical protein CEUSTIGMA_g1864.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN42669_c0_g2KXZ49337.1hypothetical protein GPECTOR_22g931 [Gonium pectorale]Gonium_pectorale 38.60 0.00

TRINITY_DN43822_c0_g3XP_009417780.1PREDICTED: cytochrome P450 709B2-like [Musa acuminata subsp. malaccensis]Musa_acuminata 38.60 0.00

TRINITY_DN43970_c0_g2NP_189515.1high mobility group [Arabidopsis thaliana]Arabidopsis_thaliana 38.60 0.00

TRINITY_DN44507_c0_g1KXZ44744.1hypothetical protein GPECTOR_63g69 [Gonium pectorale]Gonium_pectorale 38.60 0.00

TRINITY_DN44665_c1_g5XP_001697295.1component of dynein regulatory complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN44844_c1_g3XP_013466118.1FACT complex subunit SSRP1 [Medicago truncatula]Medicago_truncatula 38.60 0.00

TRINITY_DN45172_c0_g1XP_024529383.1uncharacterized protein LOC9658856 [Selaginella moellendorffii]Selaginella_moellendorffii 38.60 0.00

TRINITY_DN45244_c9_g1XP_013900431.1WD-40 repeat-containing protein MSI1 [Monoraphidium neglectum]Monoraphidium_neglectum 38.60 0.00

TRINITY_DN45322_c0_g2XP_020873318.1vesicle-fusing ATPase [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 38.60 0.00

TRINITY_DN45563_c0_g1XP_002500903.1predicted protein [Micromonas commoda]Micromonas_commoda 38.60 0.00

TRINITY_DN46564_c0_g4OVA18173.1Mini-chromosome maintenance [Macleaya cordata]Macleaya_cordata 38.60 0.00

TRINITY_DN46631_c1_g2PNW70765.1hypothetical protein CHLRE_17g733400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN46729_c0_g3XP_020519306.1protein VASCULAR ASSOCIATED DEATH 1, chloroplastic isoform X3 [Amborella trichopoda]Amborella_trichopoda 38.60 0.00

TRINITY_DN46995_c0_g1OUS49535.1adenylate kinase-domain-containing protein, partial [Ostreococcus tauri]Ostreococcus_tauri 38.60 0.00

TRINITY_DN47067_c1_g1XP_024361036.1poly [ADP-ribose] polymerase 2-like [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN47649_c0_g5XP_002947328.1hypothetical protein VOLCADRAFT_103419 [Volvox carteri f. nagariensis]Volvox_carteri 38.60 0.00

TRINITY_DN48476_c0_g5KNA16830.1hypothetical protein SOVF_085410 [Spinacia oleracea]Spinacia_oleracea 38.60 0.00

TRINITY_DN48562_c0_g5XP_023929115.1putative carboxymethylenebutenolidase [Quercus suber]Quercus_suber 38.60 0.00

TRINITY_DN48939_c1_g5GAX82753.1hypothetical protein CEUSTIGMA_g10179.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN49022_c0_g5XP_023878906.1uncharacterized protein LOC111991361 [Quercus suber]Quercus_suber 38.60 0.00

TRINITY_DN49147_c0_g6GAX85406.1hypothetical protein CEUSTIGMA_g12822.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN49219_c0_g1XP_027941766.1probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 4 isoform X2 [Vigna unguiculata]Vigna_unguiculata 38.60 0.00

TRINITY_DN50286_c0_g1PNH11283.1Amine oxidase [flavin-containing] [Tetrabaena socialis]Tetrabaena_socialis 38.60 0.00

TRINITY_DN50599_c1_g8XP_023896250.1protein kinase domain-containing protein ppk38-like [Quercus suber]Quercus_suber 38.60 0.00

TRINITY_DN50764_c1_g2XP_024377251.1ALA-interacting subunit 1-like [Physcomitrella patens]Physcomitrella_patens 38.60 0.00

TRINITY_DN50908_c0_g2PNW79558.1hypothetical protein CHLRE_08g358567v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN50910_c0_g2PNW75784.1hypothetical protein CHLRE_12g560668v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.60 0.00

TRINITY_DN50950_c1_g2KFK40149.1hypothetical protein AALP_AA3G336800 [Arabis alpina]Arabis_alpina 38.60 0.00

TRINITY_DN51255_c0_g1PNH07657.1Spermatogenesis-associated protein 17 [Tetrabaena socialis]Tetrabaena_socialis 38.60 0.00



TRINITY_DN51663_c0_g2ADE76687.1unknown [Picea sitchensis]Picea_sitchensis 38.60 0.00

TRINITY_DN52637_c8_g1KXZ51492.1hypothetical protein GPECTOR_12g455 [Gonium pectorale]Gonium_pectorale 38.60 0.00

TRINITY_DN6995_c0_g1XP_023912140.1cytoplasmic dynein 1 intermediate chain 2-like [Quercus suber]Quercus_suber 38.60 0.00

TRINITY_DN8884_c0_g1GAX81875.1hypothetical protein CEUSTIGMA_g9303.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.60 0.00

TRINITY_DN10030_c0_g1XP_020100219.1calcineurin B-like protein 3 isoform X1 [Ananas comosus]Ananas_comosus 38.50 0.00

TRINITY_DN18605_c0_g2OIW18445.1hypothetical protein TanjilG_13197 [Lupinus angustifolius]Lupinus_angustifolius 38.50 0.00

TRINITY_DN27194_c0_g3XP_016726657.1PREDICTED: calcium-dependent protein kinase 29-like [Gossypium hirsutum]Gossypium_hirsutum 38.50 0.00

TRINITY_DN28593_c0_g1BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.50 0.00

TRINITY_DN29067_c0_g1XP_002958316.1hypothetical protein VOLCADRAFT_99586 [Volvox carteri f. nagariensis]Volvox_carteri 38.50 0.00

TRINITY_DN30029_c0_g1PRW33532.1E3 ubiquitin- ligase UPL1-like [Chlorella sorokiniana]Chlorella_sorokiniana 38.50 0.00

TRINITY_DN31796_c0_g1RLM86690.1Serine/threonine-protein kinase HT1 [Panicum miliaceum]Panicum_miliaceum 38.50 0.00

TRINITY_DN32325_c0_g3OAE22588.1hypothetical protein AXG93_731s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.50 0.00

TRINITY_DN32854_c0_g1GBG66984.1hypothetical protein CBR_g74670 [Chara braunii]Chara_braunii 38.50 0.00

TRINITY_DN33218_c0_g2XP_011083436.2uncharacterized protein LOC105165970 [Sesamum indicum]Sesamum_indicum 38.50 0.00

TRINITY_DN33269_c0_g1RQO98717.1hypothetical protein POPTR_012G136400 [Populus trichocarpa]Populus_trichocarpa 38.50 0.00

TRINITY_DN33551_c0_g1PRW61607.1lysozyme P [Chlorella sorokiniana]Chlorella_sorokiniana 38.50 0.00

TRINITY_DN33697_c0_g1ESQ29988.1hypothetical protein EUTSA_v10011180mg [Eutrema salsugineum]Eutrema_salsugineum 38.50 0.00

TRINITY_DN33828_c0_g2XP_024397046.1glutathione S-transferase F9-like [Physcomitrella patens]Physcomitrella_patens 38.50 0.00

TRINITY_DN33915_c0_g3PNH04336.1MOXD1 1 [Tetrabaena socialis]Tetrabaena_socialis 38.50 0.00

TRINITY_DN34214_c0_g1GAQ82386.1delta(3), delta(2)-enoyl CoA isomerase [Klebsormidium nitens]Klebsormidium_nitens 38.50 0.00

TRINITY_DN34382_c0_g1XP_002973005.1E3 ubiquitin-protein ligase CSU1 [Selaginella moellendorffii]Selaginella_moellendorffii 38.50 0.00

TRINITY_DN34486_c0_g1GAV64910.1YTH domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 38.50 0.00

TRINITY_DN34782_c0_g3BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.50 0.00

TRINITY_DN34816_c1_g7AAS92466.1Fe-superoxide dismutase 2 precursor [Lotus japonicus]Lotus_japonicus 38.50 0.00

TRINITY_DN35371_c0_g1XP_024404060.1protein ANTHESIS POMOTING FACTOR 1-like [Physcomitrella patens]Physcomitrella_patens 38.50 0.00

TRINITY_DN35530_c0_g1XP_013750367.1pectin acetylesterase 5 [Brassica napus]Brassica_napus 38.50 0.00

TRINITY_DN35664_c0_g1XP_002957067.1hypothetical protein VOLCADRAFT_119578 [Volvox carteri f. nagariensis]Volvox_carteri 38.50 0.00

TRINITY_DN35731_c0_g4XP_023910849.1protein phosphatase PP2A regulatory subunit B-like [Quercus suber]Quercus_suber 38.50 0.00

TRINITY_DN35866_c0_g4CDP17984.1unnamed protein product [Coffea canephora]Coffea_canephora 38.50 0.00

TRINITY_DN36034_c0_g2AFK47866.1unknown [Medicago truncatula]Medicago_truncatula 38.50 0.00

TRINITY_DN36181_c0_g7RDY02758.1hypothetical protein CR513_13747, partial [Mucuna pruriens]Mucuna_pruriens 38.50 0.00

TRINITY_DN36242_c0_g3BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.50 0.00

TRINITY_DN36675_c1_g2KXZ44376.1hypothetical protein GPECTOR_68g347 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN36814_c0_g4XP_004291822.1PREDICTED: 1-acylglycerol-3-phosphate O-acyltransferase-like [Fragaria vesca subsp. vesca]Fragaria_vesca 38.50 0.00

TRINITY_DN36963_c1_g1XP_002947049.1hypothetical protein VOLCADRAFT_103274 [Volvox carteri f. nagariensis]Volvox_carteri 38.50 0.00

TRINITY_DN37503_c0_g7BAK03232.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.50 0.00

TRINITY_DN3766_c0_g1KXZ45949.1hypothetical protein GPECTOR_49g533 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN37701_c0_g1PNH08087.1BTB/POZ domain-containing protein KCTD17 [Tetrabaena socialis]Tetrabaena_socialis 38.50 0.00

TRINITY_DN37864_c0_g9XP_010481058.1PREDICTED: ABC transporter B family member 11-like isoform X1 [Camelina sativa]Camelina_sativa 38.50 0.00

TRINITY_DN38244_c0_g1GBG81390.1hypothetical protein CBR_g32064 [Chara braunii]Chara_braunii 38.50 0.00

TRINITY_DN39085_c0_g4EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 38.50 0.00

TRINITY_DN39954_c0_g5KXZ47997.1hypothetical protein GPECTOR_31g360 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN39965_c0_g3XP_023870842.1leucine aminopeptidase 1-like [Quercus suber]Quercus_suber 38.50 0.00

TRINITY_DN40123_c2_g7PNW86453.1hypothetical protein CHLRE_02g086887v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.50 0.00

TRINITY_DN40534_c0_g5XP_008657053.1diacylglycerol kinase 1 isoform X1 [Zea mays]Zea_mays 38.50 0.00

TRINITY_DN40863_c1_g5XP_019424720.1PREDICTED: 60S ribosomal protein L28-2-like [Lupinus angustifolius]Lupinus_angustifolius 38.50 0.00

TRINITY_DN41409_c0_g3GAQ78429.1hypothetical protein KFL_000130110 [Klebsormidium nitens]Klebsormidium_nitens 38.50 0.00

TRINITY_DN41870_c0_g3OUS41793.1hypothetical protein BE221DRAFT_63513 [Ostreococcus tauri]Ostreococcus_tauri 38.50 0.00

TRINITY_DN41883_c0_g5XP_021812890.1pre-rRNA-processing protein ESF2 [Prunus avium]Prunus_avium 38.50 0.00

TRINITY_DN42069_c0_g1XP_023906428.1external alternative NADH-ubiquinone oxidoreductase, mitochondrial-like [Quercus suber]Quercus_suber 38.50 0.00

TRINITY_DN42394_c1_g3XP_024386542.1ras-related protein RIC1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 38.50 0.00

TRINITY_DN42882_c0_g5PNW78493.1hypothetical protein CHLRE_09g395200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.50 0.00

TRINITY_DN42956_c0_g3XP_005652200.1mitochondrial carrier [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.50 0.00

TRINITY_DN43086_c1_g6GBF89369.1diacylglycerol O-acyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.50 0.00

TRINITY_DN43228_c0_g10GAX77670.1hypothetical protein CEUSTIGMA_g5113.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN43269_c0_g5BAK04555.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.50 0.00

TRINITY_DN43495_c0_g1XP_005652093.1Xaa-Pro dipeptidase (X-Pro dipeptidase) [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.50 0.00

TRINITY_DN43759_c0_g1XP_023912476.1LOW QUALITY PROTEIN: peroxisomal targeting signal receptor-like [Quercus suber]Quercus_suber 38.50 0.00

TRINITY_DN43879_c1_g1GAX81728.1hypothetical protein CEUSTIGMA_g9156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN43918_c0_g6XP_023910383.1N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D-like [Quercus suber]Quercus_suber 38.50 0.00

TRINITY_DN44541_c0_g4XP_010416180.1PREDICTED: serine/threonine-protein kinase EDR1-like [Camelina sativa]Camelina_sativa 38.50 0.00

TRINITY_DN44628_c0_g2KXZ55058.1hypothetical protein GPECTOR_3g216 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN44665_c1_g1XP_001697295.1component of dynein regulatory complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.50 0.00

TRINITY_DN44787_c0_g4PSS26768.1Receptor protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 38.50 0.00

TRINITY_DN44972_c0_g1KXZ50318.1hypothetical protein GPECTOR_17g957 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN45020_c0_g2KXZ44478.1hypothetical protein GPECTOR_67g318 [Gonium pectorale]Gonium_pectorale 38.50 0.00



TRINITY_DN45713_c1_g2KXZ47559.1hypothetical protein GPECTOR_34g718 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN46195_c0_g4XP_024544851.1probable glutamate carboxypeptidase LAMP1 [Selaginella moellendorffii]Selaginella_moellendorffii 38.50 0.00

TRINITY_DN46466_c0_g6XP_017649463.1PREDICTED: ultraviolet-B receptor UVR8-like [Gossypium arboreum]Gossypium_arboreum 38.50 0.00

TRINITY_DN46967_c0_g6GAX83456.1hypothetical protein CEUSTIGMA_g10881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN47017_c1_g4XP_001696762.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.50 0.00

TRINITY_DN47336_c1_g6XP_026658897.1CTD small phosphatase-like protein 2 isoform X3 [Phoenix dactylifera]Phoenix_dactylifera 38.50 0.00

TRINITY_DN47715_c0_g4GAV80141.1Kelch_3 domain-containing protein/Kelch_4 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 38.50 0.00

TRINITY_DN47772_c0_g3XP_005848180.1hypothetical protein CHLNCDRAFT_145586 [Chlorella variabilis]Chlorella_variabilis 38.50 0.00

TRINITY_DN47857_c0_g1PNW79831.1hypothetical protein CHLRE_08g368450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.50 0.00

TRINITY_DN48032_c0_g6XP_002948490.1hypothetical protein VOLCADRAFT_120649 [Volvox carteri f. nagariensis]Volvox_carteri 38.50 0.00

TRINITY_DN48146_c1_g2GBG76736.1hypothetical protein CBR_g22954 [Chara braunii]Chara_braunii 38.50 0.00

TRINITY_DN48178_c0_g2GAX81299.1hypothetical protein CEUSTIGMA_g8730.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN48209_c0_g6KXZ49399.1hypothetical protein GPECTOR_21g625 [Gonium pectorale]Gonium_pectorale 38.50 0.00

TRINITY_DN48462_c0_g1GAX74482.1hypothetical protein CEUSTIGMA_g1931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN49323_c0_g5XP_022017035.1CBL-interacting serine/threonine-protein kinase 14-like [Helianthus annuus]Helianthus_annuus 38.50 0.00

TRINITY_DN49377_c0_g7GAX85458.1hypothetical protein CEUSTIGMA_g12874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN49578_c2_g4GAX75079.1hypothetical protein CEUSTIGMA_g2523.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN49767_c0_g2XP_020273082.1uncharacterized protein LOC109848140 isoform X1 [Asparagus officinalis]Asparagus_officinalis 38.50 0.00

TRINITY_DN50165_c0_g1GAX80554.1hypothetical protein CEUSTIGMA_g7991.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN50556_c0_g3OIW01499.1hypothetical protein TanjilG_19425 [Lupinus angustifolius]Lupinus_angustifolius 38.50 0.00

TRINITY_DN51039_c1_g4XP_022951090.1CTD small phosphatase-like protein 2 isoform X1 [Cucurbita moschata]Cucurbita_moschata 38.50 0.00

TRINITY_DN51558_c0_g3GAX81031.1hypothetical protein CEUSTIGMA_g8466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN51758_c2_g3PNH11813.1Serine/threonine-protein kinase CTR1, partial [Tetrabaena socialis]Tetrabaena_socialis 38.50 0.00

TRINITY_DN51838_c1_g1GAX78502.1hypothetical protein CEUSTIGMA_g5941.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN52304_c2_g1GAX82511.1hypothetical protein CEUSTIGMA_g9938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.50 0.00

TRINITY_DN25661_c0_g1XP_011076872.17-methylguanosine phosphate-specific 5'-nucleotidase A [Sesamum indicum]Sesamum_indicum 38.40 0.00

TRINITY_DN30506_c0_g1GBF88924.1translation initiation factor eIF-2B subunit beta [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.40 0.00

TRINITY_DN30848_c0_g2EFJ28154.1hypothetical protein SELMODRAFT_411449 [Selaginella moellendorffii]Selaginella_moellendorffii 38.40 0.00

TRINITY_DN31109_c0_g4PTQ50558.1hypothetical protein MARPO_0001s0487 [Marchantia polymorpha]Marchantia_polymorpha 38.40 0.00

TRINITY_DN31883_c0_g3GAX85305.1hypothetical protein CEUSTIGMA_g12722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN32898_c0_g3PSS06204.1DnaJ protein like [Actinidia chinensis var. chinensis]Actinidia_chinensis 38.40 0.00

TRINITY_DN33642_c0_g1XP_011401945.1VAMP-like protein YKT61 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 38.40 0.00

TRINITY_DN34213_c0_g1KMZ65504.1Dedicator of cytokinesis [Zostera marina]Zostera_marina 38.40 0.00

TRINITY_DN34246_c0_g1XP_011397130.1hypothetical protein F751_5085 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 38.40 0.00

TRINITY_DN34375_c0_g1RXH76915.1hypothetical protein DVH24_019803 [Malus domestica]Malus_domestica 38.40 0.00

TRINITY_DN34962_c0_g2OAE31173.1hypothetical protein AXG93_3617s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.40 0.00

TRINITY_DN35290_c0_g1XP_020681680.1tyrosine decarboxylase 1 isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 38.40 0.00

TRINITY_DN35379_c0_g2GAX81946.1hypothetical protein CEUSTIGMA_g9374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN36423_c0_g5PIA46052.1hypothetical protein AQUCO_01600373v1 [Aquilegia coerulea]Aquilegia_coerulea 38.40 0.00

TRINITY_DN36991_c0_g6RDX83250.1Sorting nexin 1, partial [Mucuna pruriens]Mucuna_pruriens 38.40 0.00

TRINITY_DN37025_c0_g1XP_022545738.1endonuclease V-like isoform X3 [Brassica napus]Brassica_napus 38.40 0.00

TRINITY_DN37048_c0_g1GAX82896.1hypothetical protein CEUSTIGMA_g10322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN37190_c1_g4GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN38718_c0_g4XP_005848651.1hypothetical protein CHLNCDRAFT_144199 [Chlorella variabilis]Chlorella_variabilis 38.40 0.00

TRINITY_DN38829_c0_g1PRW58379.1hypothetical protein C2E21_2934 [Chlorella sorokiniana]Chlorella_sorokiniana 38.40 0.00

TRINITY_DN39302_c0_g3XP_003060457.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 38.40 0.00

TRINITY_DN39542_c1_g1PNW78745.1hypothetical protein CHLRE_09g388726v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN40105_c0_g1GAX85646.1hypothetical protein CEUSTIGMA_g13061.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN40489_c0_g1OAY82366.1ABC transporter A family member 1, partial [Ananas comosus]Ananas_comosus 38.40 0.00

TRINITY_DN40594_c1_g3XP_024382344.1putative ABC transporter C family member 15 [Physcomitrella patens]Physcomitrella_patens 38.40 0.00

TRINITY_DN40654_c1_g7XP_023895996.1pre-mRNA-splicing factor cwc2-like [Quercus suber]Quercus_suber 38.40 0.00

TRINITY_DN41434_c0_g1XP_023880515.1serine/threonine-protein kinase pakA-like [Quercus suber]Quercus_suber 38.40 0.00

TRINITY_DN41676_c0_g3XP_019199837.1PREDICTED: agamous-like MADS-box protein AGL27 [Ipomoea nil]Ipomoea_nil 38.40 0.00

TRINITY_DN41772_c0_g3PWA40374.1GTP-binding protein [Artemisia annua]Artemisia_annua 38.40 0.00

TRINITY_DN41990_c0_g1XP_001692850.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN42045_c0_g5XP_001702389.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN42363_c0_g2XP_024016886.1SNF1-related protein kinase catalytic subunit alpha KIN10 [Morus notabilis]Morus_notabilis 38.40 0.00

TRINITY_DN42371_c0_g9OTF95158.1putative SCP1-like small phosphatase 4 [Helianthus annuus]Helianthus_annuus 38.40 0.00

TRINITY_DN43243_c0_g10PKU83518.1hypothetical protein MA16_Dca020671 [Dendrobium catenatum]Dendrobium_catenatum 38.40 0.00

TRINITY_DN43326_c0_g12XP_022744802.1coiled-coil-helix-coiled-coil-helix domain-containing protein 10, mitochondrial-like isoform X2 [Durio zibethinus]Durio_zibethinus 38.40 0.00

TRINITY_DN43427_c0_g1PNW84745.1hypothetical protein CHLRE_03g157050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN43492_c0_g2KMZ57510.1Alkylated DNA repair protein alkB-like protein [Zostera marina]Zostera_marina 38.40 0.00

TRINITY_DN43878_c0_g2CAA04116.1cytochrome P450 [Helianthus tuberosus]Helianthus_tuberosus 38.40 0.00

TRINITY_DN43943_c0_g6XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 38.40 0.00

TRINITY_DN44395_c0_g1KCW57795.1hypothetical protein EUGRSUZ_H00552 [Eucalyptus grandis]Eucalyptus_grandis 38.40 0.00

TRINITY_DN44402_c0_g4OAE18745.1hypothetical protein AXG93_854s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.40 0.00



TRINITY_DN44878_c1_g2GAX73738.1hypothetical protein CEUSTIGMA_g1191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN45149_c0_g1KXZ44268.1hypothetical protein GPECTOR_70g499 [Gonium pectorale]Gonium_pectorale 38.40 0.00

TRINITY_DN46058_c1_g8XP_001698215.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN46198_c0_g3XP_008811124.1molybdenum cofactor sulfurase isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 38.40 0.00

TRINITY_DN46293_c0_g2GBF95068.1hypothetical protein Rsub_07569 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.40 0.00

TRINITY_DN46303_c0_g4KCW75830.1hypothetical protein EUGRSUZ_D00219 [Eucalyptus grandis]Eucalyptus_grandis 38.40 0.00

TRINITY_DN47001_c0_g1XP_018848321.1PREDICTED: heat stress transcription factor B-2a-like [Juglans regia]Juglans_regia 38.40 0.00

TRINITY_DN47226_c0_g3OWM74209.1hypothetical protein CDL15_Pgr008522 [Punica granatum]Punica_granatum 38.40 0.00

TRINITY_DN47346_c0_g5PRW60379.1Aldo keto reductase [Chlorella sorokiniana]Chlorella_sorokiniana 38.40 0.00

TRINITY_DN47978_c0_g3PIN06792.1Transcription factor, Myb superfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 38.40 0.00

TRINITY_DN48025_c0_g1PNH02583.1hypothetical protein TSOC_011429 [Tetrabaena socialis]Tetrabaena_socialis 38.40 0.00

TRINITY_DN49714_c0_g5PNW86830.1hypothetical protein CHLRE_02g097300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN50111_c0_g4XP_004960955.1phospholipid-transporting ATPase 10 [Setaria italica]Setaria_italica 38.40 0.00

TRINITY_DN50218_c0_g2GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN50642_c0_g1PNW82916.1hypothetical protein CHLRE_06g299500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.40 0.00

TRINITY_DN50667_c0_g1GAX79554.1hypothetical protein CEUSTIGMA_g6995.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN50987_c1_g3GAX76899.1hypothetical protein CEUSTIGMA_g4345.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN51270_c1_g8XP_025797255.1NEDD8-activating enzyme E1 regulatory subunit AXR1-like isoform X1 [Panicum hallii]Panicum_hallii 38.40 0.00

TRINITY_DN51366_c0_g1GAX78457.1hypothetical protein CEUSTIGMA_g5897.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.40 0.00

TRINITY_DN51732_c2_g1GBF98480.1sucrose synthase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.40 0.00

TRINITY_DN5943_c0_g1XP_009389646.1PREDICTED: transmembrane 9 superfamily member 3-like [Musa acuminata subsp. malaccensis]Musa_acuminata 38.40 0.00

TRINITY_DN757_c0_g1XP_001422764.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 38.40 0.00

TRINITY_DN13281_c0_g1XP_026657853.1purine-uracil permease NCS1-like isoform X3 [Phoenix dactylifera]Phoenix_dactylifera 38.30 0.00

TRINITY_DN2308_c0_g1ACJ38195.1chitinase [Malus hupehensis]Malus_hupehensis 38.30 0.00

TRINITY_DN23216_c0_g1EPS72842.1hypothetical protein M569_01913, partial [Genlisea aurea]Genlisea_aurea 38.30 0.00

TRINITY_DN23416_c0_g1XP_023889181.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN23901_c0_g1ESR35771.1hypothetical protein CICLE_v10027985mg [Citrus clementina]Citrus_clementina 38.30 0.00

TRINITY_DN30564_c0_g1PSC70398.1elongation factor 2 [Micractinium conductrix]Micractinium_conductrix 38.30 0.00

TRINITY_DN31911_c0_g1GAX78279.1hypothetical protein CEUSTIGMA_g5721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN32861_c0_g1EFJ07915.1hypothetical protein SELMODRAFT_132836 [Selaginella moellendorffii]Selaginella_moellendorffii 38.30 0.00

TRINITY_DN33522_c0_g1PTQ45672.1hypothetical protein MARPO_0014s0181 [Marchantia polymorpha]Marchantia_polymorpha 38.30 0.00

TRINITY_DN33623_c0_g1BAJ92145.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.30 0.00

TRINITY_DN33906_c0_g3BAK05971.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.30 0.00

TRINITY_DN33986_c0_g2XP_023907899.1uncharacterized protein LOC112019614 [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN34473_c0_g6OAE34310.1hypothetical protein AXG93_3235s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.30 0.00

TRINITY_DN35383_c0_g9OAE24296.1hypothetical protein AXG93_1052s1190 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.30 0.00

TRINITY_DN35469_c0_g6XP_027096446.1phospholipid-transporting ATPase 3 [Coffea arabica]Coffea_arabica 38.30 0.00

TRINITY_DN35637_c0_g2XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN35791_c0_g2XP_005842860.1hypothetical protein CHLNCDRAFT_13108, partial [Chlorella variabilis]Chlorella_variabilis 38.30 0.00

TRINITY_DN36011_c0_g1GBF96262.1cysteine dioxygenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.30 0.00

TRINITY_DN36237_c2_g11XP_019163263.1PREDICTED: translation initiation factor eIF-2B subunit delta-like isoform X1 [Ipomoea nil]Ipomoea_nil 38.30 0.00

TRINITY_DN36902_c1_g5YP_009430358.1orf187 (mitochondrion) [Bupleurum falcatum]Bupleurum_falcatum 38.30 0.00

TRINITY_DN37089_c0_g6KXZ43261.1hypothetical protein GPECTOR_96g727 [Gonium pectorale]Gonium_pectorale 38.30 0.00

TRINITY_DN37168_c0_g1XP_003062066.1voltage-gated ion channel superfamily, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 38.30 0.00

TRINITY_DN37289_c0_g2GAX77780.1hypothetical protein CEUSTIGMA_g5223.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN37395_c0_g7GAX85109.1hypothetical protein CEUSTIGMA_g12529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN37630_c0_g1BAJ96315.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.30 0.00

TRINITY_DN38311_c0_g3XP_006393399.1probable serine/threonine protein kinase IRE3 isoform X2 [Eutrema salsugineum]Eutrema_salsugineum 38.30 0.00

TRINITY_DN38311_c0_g5XP_020221536.1probable serine/threonine protein kinase IREH1 [Cajanus cajan]Cajanus_cajan 38.30 0.00

TRINITY_DN38730_c0_g3PNW85660.1hypothetical protein CHLRE_03g196950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN38741_c1_g2GBG91635.1hypothetical protein CBR_g52669 [Chara braunii]Chara_braunii 38.30 0.00

TRINITY_DN38903_c0_g4ESR39267.1hypothetical protein CICLE_v10024935mg [Citrus clementina]Citrus_clementina 38.30 0.00

TRINITY_DN38944_c2_g3XP_013898111.1hypothetical protein MNEG_8869 [Monoraphidium neglectum]Monoraphidium_neglectum 38.30 0.00

TRINITY_DN39580_c0_g2PNW80026.1hypothetical protein CHLRE_08g374800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN39898_c1_g1GAX80990.1hypothetical protein CEUSTIGMA_g8425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN40062_c0_g1GAX78147.1hypothetical protein CEUSTIGMA_g5589.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN40257_c0_g1GAX81343.1hypothetical protein CEUSTIGMA_g8774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN40483_c0_g1XP_023887293.1putative GTPase-activating protein AN11010 [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN40787_c0_g8GAQ83315.1acetyltransferase [Klebsormidium nitens]Klebsormidium_nitens 38.30 0.00

TRINITY_DN41160_c0_g1GBF94196.1calcium calmodulin-dependent kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.30 0.00

TRINITY_DN41464_c0_g2XP_001693482.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN42060_c1_g1XP_023871158.1beta-galactosidase-like [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN42328_c0_g3PSC71848.1Glycosyltransferase LARGE2 isoform A [Micractinium conductrix]Micractinium_conductrix 38.30 0.00

TRINITY_DN42340_c0_g2XP_024369469.1uncharacterized protein LOC112279343 [Physcomitrella patens]Physcomitrella_patens 38.30 0.00

TRINITY_DN42632_c0_g2KXZ46787.1hypothetical protein GPECTOR_40g521 [Gonium pectorale]Gonium_pectorale 38.30 0.00

TRINITY_DN43593_c2_g2KXZ47425.1hypothetical protein GPECTOR_35g863 [Gonium pectorale]Gonium_pectorale 38.30 0.00



TRINITY_DN43608_c0_g1PNW76196.1hypothetical protein CHLRE_12g544111v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN43911_c0_g2XP_027931663.1protein BONZAI 3-like isoform X1 [Vigna unguiculata]Vigna_unguiculata 38.30 0.00

TRINITY_DN44131_c0_g2GAX76599.1hypothetical protein CEUSTIGMA_g4045.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN44218_c0_g2GAX79755.1hypothetical protein CEUSTIGMA_g7196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN44624_c0_g1PNW85651.1hypothetical protein CHLRE_03g196500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN45128_c0_g1GBF97615.1hypothetical protein Rsub_10751 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.30 0.00

TRINITY_DN45277_c1_g4XP_006298465.1elongation factor 1-delta 2 [Capsella rubella]Capsella_rubella 38.30 0.00

TRINITY_DN45382_c2_g1XP_001699285.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN45577_c0_g3KXZ49022.1hypothetical protein GPECTOR_23g110 [Gonium pectorale]Gonium_pectorale 38.30 0.00

TRINITY_DN46004_c1_g1PTQ30829.1hypothetical protein MARPO_0119s0032 [Marchantia polymorpha]Marchantia_polymorpha 38.30 0.00

TRINITY_DN46513_c0_g2RLM91676.1CTD small phosphatase-like protein 2-A [Panicum miliaceum]Panicum_miliaceum 38.30 0.00

TRINITY_DN46642_c0_g2GAU25151.1hypothetical protein TSUD_363210 [Trifolium subterraneum]Trifolium_subterraneum 38.30 0.00

TRINITY_DN47565_c0_g1GBF94168.1hypothetical protein Rsub_07155 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.30 0.00

TRINITY_DN47733_c0_g2PNW77413.1hypothetical protein CHLRE_10g435400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN47887_c1_g2XP_006847820.3E3 ubiquitin-protein ligase RING1-like [Amborella trichopoda]Amborella_trichopoda 38.30 0.00

TRINITY_DN48134_c0_g6XP_002981890.1serine/threonine-protein kinase ATG1c [Selaginella moellendorffii]Selaginella_moellendorffii 38.30 0.00

TRINITY_DN48150_c0_g3XP_024378748.1ABC transporter G family member 28-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 38.30 0.00

TRINITY_DN48367_c3_g3GAX76484.1hypothetical protein CEUSTIGMA_g3929.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN48498_c0_g1XP_009772603.1PREDICTED: multiple RNA-binding domain-containing protein 1 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 38.30 0.00

TRINITY_DN48509_c1_g5XP_022959612.1autophagy-related protein 3-like [Cucurbita moschata]Cucurbita_moschata 38.30 0.00

TRINITY_DN48615_c0_g3XP_003056991.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 38.30 0.00

TRINITY_DN48987_c1_g1GAX74553.1hypothetical protein CEUSTIGMA_g2003.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN49035_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.30 0.00

TRINITY_DN49608_c0_g2XP_008353992.1PREDICTED: FH protein interacting protein FIP2-like [Malus domestica]Malus_domestica 38.30 0.00

TRINITY_DN49943_c0_g2XP_023889353.1LOW QUALITY PROTEIN: transcriptional activator spt7-like [Quercus suber]Quercus_suber 38.30 0.00

TRINITY_DN50350_c0_g4XP_001700851.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.30 0.00

TRINITY_DN50444_c0_g2AAT93970.1unknown protein [Oryza sativa Japonica Group]Oryza_sativa 38.30 0.00

TRINITY_DN50927_c1_g3PRW56046.1multidrug resistance-associated 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 38.30 0.00

TRINITY_DN51067_c1_g5GAQ86878.1Cysteine proteinases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 38.30 0.00

TRINITY_DN51272_c1_g5RWW90255.1hypothetical protein BHE74_00000602 [Ensete ventricosum]Ensete_ventricosum 38.30 0.00

TRINITY_DN51510_c1_g1GAX73696.1hypothetical protein CEUSTIGMA_g1148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN51734_c1_g1GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.30 0.00

TRINITY_DN53925_c0_g1YP_002860156.1NADH dehydrogenase subunit 3 (mitochondrion) [Micromonas commoda]Micromonas_commoda 38.30 0.00

TRINITY_DN5516_c0_g1PWZ22176.1putative histidine kinase 2 [Zea mays]Zea_mays 38.30 0.00

TRINITY_DN16212_c0_g2XP_023005799.1alpha carbonic anhydrase 1, chloroplastic-like [Cucurbita maxima]Cucurbita_maxima 38.20 0.00

TRINITY_DN19238_c0_g1XP_020269278.1histone deacetylase 2 isoform X1 [Asparagus officinalis]Asparagus_officinalis 38.20 0.00

TRINITY_DN2145_c0_g1XP_010466086.1PREDICTED: probable cysteine protease RDL2 [Camelina sativa]Camelina_sativa 38.20 0.00

TRINITY_DN21939_c0_g1OVA05488.1Glycosyl transferase [Macleaya cordata]Macleaya_cordata 38.20 0.00

TRINITY_DN28065_c0_g1XP_006659259.1PREDICTED: succinate dehydrogenase assembly factor 1, mitochondrial isoform X3 [Oryza brachyantha]Oryza_brachyantha 38.20 0.00

TRINITY_DN28576_c0_g1XP_023760569.1plant UBX domain-containing protein 7-like [Lactuca sativa]Lactuca_sativa 38.20 0.00

TRINITY_DN30340_c0_g3GAQ79650.1Signal transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN30650_c0_g1XP_005844705.1hypothetical protein CHLNCDRAFT_36764 [Chlorella variabilis]Chlorella_variabilis 38.20 0.00

TRINITY_DN31140_c0_g1AAT58731.1putative phosphatidylserine synthase [Oryza sativa Japonica Group]Oryza_sativa 38.20 0.00

TRINITY_DN31648_c0_g1PRW61254.1kinase [Chlorella sorokiniana]Chlorella_sorokiniana 38.20 0.00

TRINITY_DN33256_c0_g1RWR79181.1cytochrome B5-like protein isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 38.20 0.00

TRINITY_DN33838_c0_g3XP_020681555.1protein BONZAI 1-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 38.20 0.00

TRINITY_DN34427_c0_g2KCW79373.1hypothetical protein EUGRSUZ_C00788 [Eucalyptus grandis]Eucalyptus_grandis 38.20 0.00

TRINITY_DN34859_c0_g1OWM70521.1hypothetical protein CDL15_Pgr011997 [Punica granatum]Punica_granatum 38.20 0.00

TRINITY_DN35176_c0_g1PIA30542.1hypothetical protein AQUCO_05500081v1 [Aquilegia coerulea]Aquilegia_coerulea 38.20 0.00

TRINITY_DN35233_c0_g1PNW83690.1hypothetical protein CHLRE_05g239450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN35347_c0_g1XP_024390116.1ribosomal L1 domain-containing protein 1-like [Physcomitrella patens]Physcomitrella_patens 38.20 0.00

TRINITY_DN35354_c0_g1BAK02305.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.20 0.00

TRINITY_DN35360_c0_g1GBF99949.1hypothetical protein Rsub_12642 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.20 0.00

TRINITY_DN35394_c0_g1OAE27488.1hypothetical protein AXG93_3911s1710 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.20 0.00

TRINITY_DN35619_c0_g2PIA42553.1hypothetical protein AQUCO_02000181v1 [Aquilegia coerulea]Aquilegia_coerulea 38.20 0.00

TRINITY_DN35918_c1_g1XP_009780119.1PREDICTED: probable serine protease EDA2 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 38.20 0.00

TRINITY_DN35955_c0_g7XP_020253571.1probable alpha-mannosidase At5g13980 isoform X1 [Asparagus officinalis]Asparagus_officinalis 38.20 0.00

TRINITY_DN36457_c0_g3GBG72116.1hypothetical protein CBR_g11049 [Chara braunii]Chara_braunii 38.20 0.00

TRINITY_DN36542_c0_g4XP_005845789.1expressed protein [Chlorella variabilis]Chlorella_variabilis 38.20 0.00

TRINITY_DN36731_c1_g5PNW69669.1hypothetical protein CHLRE_26g756797v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN36877_c0_g2XP_023770373.1probable protein phosphatase 2C 47 [Lactuca sativa]Lactuca_sativa 38.20 0.00

TRINITY_DN37601_c0_g8XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 38.20 0.00

TRINITY_DN37617_c0_g1GBG64499.1hypothetical protein CBR_g45195 [Chara braunii]Chara_braunii 38.20 0.00

TRINITY_DN37776_c0_g1GAQ88259.1hypothetical protein KFL_004130050 [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN37879_c0_g5KXZ50525.1hypothetical protein GPECTOR_16g700 [Gonium pectorale]Gonium_pectorale 38.20 0.00

TRINITY_DN38013_c1_g1KXZ54043.1hypothetical protein GPECTOR_5g152 [Gonium pectorale]Gonium_pectorale 38.20 0.00



TRINITY_DN38095_c1_g5XP_005652382.1hypothetical protein COCSUDRAFT_83458 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.20 0.00

TRINITY_DN38352_c1_g4XP_014492859.1SCAN domain-containing protein 3-like, partial [Vigna radiata var. radiata]Vigna_radiata 38.20 0.00

TRINITY_DN38365_c1_g9GAQ91337.1DEAD-box ATP-dependent RNA helicase [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN38659_c0_g5PSC67615.1glycoside hydrolase family 16 [Micractinium conductrix]Micractinium_conductrix 38.20 0.00

TRINITY_DN38783_c0_g1GAQ88248.1kelch repeat superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN38815_c0_g1XP_010683537.1PREDICTED: CBL-interacting serine/threonine-protein kinase 14 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 38.20 0.00

TRINITY_DN39061_c0_g4GAQ82714.1Nucleic acid-binding OB-fold-like protein [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN39378_c0_g11BAJ99089.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.20 0.00

TRINITY_DN39420_c0_g4KCW83437.1hypothetical protein EUGRSUZ_B00359 [Eucalyptus grandis]Eucalyptus_grandis 38.20 0.00

TRINITY_DN39835_c1_g6XP_005644169.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.20 0.00

TRINITY_DN39953_c0_g3GAX74990.1hypothetical protein CEUSTIGMA_g2436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN40045_c0_g3XP_008811703.1protein BONZAI 3-like isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 38.20 0.00

TRINITY_DN40324_c0_g2GAX79557.1hypothetical protein CEUSTIGMA_g6998.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN40339_c0_g5XP_022970529.1oxysterol-binding protein-related protein 3C [Cucurbita maxima]Cucurbita_maxima 38.20 0.00

TRINITY_DN40434_c2_g2KDD73109.12-enoyl-CoA hydratase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 38.20 0.00

TRINITY_DN40528_c0_g3VDD64793.1unnamed protein product [Brassica oleracea]Brassica_oleracea 38.20 0.00

TRINITY_DN40606_c1_g4XP_020172311.1protein BONZAI 3-like isoform X2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 38.20 0.00

TRINITY_DN41137_c0_g3KXZ52826.1hypothetical protein GPECTOR_8g21 [Gonium pectorale]Gonium_pectorale 38.20 0.00

TRINITY_DN41360_c1_g6GBG85051.1hypothetical protein CBR_g39514 [Chara braunii]Chara_braunii 38.20 0.00

TRINITY_DN41410_c1_g4XP_023890544.1probable NADH dehydrogenase [Quercus suber]Quercus_suber 38.20 0.00

TRINITY_DN41535_c0_g6GAX75372.1hypothetical protein CEUSTIGMA_g2816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN42217_c0_g9XP_027928151.1putative DEAD-box ATP-dependent RNA helicase 29 isoform X2 [Vigna unguiculata]Vigna_unguiculata 38.20 0.00

TRINITY_DN42293_c0_g1GAX79076.1hypothetical protein CEUSTIGMA_g6516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN42749_c0_g5GBF89721.1hypothetical protein Rsub_02891 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.20 0.00

TRINITY_DN43168_c0_g1GAX75082.1hypothetical protein CEUSTIGMA_g2526.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN43263_c0_g1KZV14868.1Inosine-5'-monophosphate dehydrogenase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 38.20 0.00

TRINITY_DN44101_c0_g2KXZ48444.1hypothetical protein GPECTOR_28g854 [Gonium pectorale]Gonium_pectorale 38.20 0.00

TRINITY_DN44350_c0_g1EOY14138.1Uncharacterized protein TCM_033423 [Theobroma cacao]Theobroma_cacao 38.20 0.00

TRINITY_DN44706_c0_g3XP_001689443.1potassium channel, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN45223_c0_g7XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 38.20 0.00

TRINITY_DN45594_c1_g2GBF97773.1hypothetical protein Rsub_10198 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.20 0.00

TRINITY_DN45640_c0_g1PNW77758.1hypothetical protein CHLRE_10g450500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN47330_c1_g2XP_001689776.1DEAD/DEAH box helicase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN47807_c0_g1PTQ42993.1hypothetical protein MARPO_0027s0102 [Marchantia polymorpha]Marchantia_polymorpha 38.20 0.00

TRINITY_DN47841_c0_g1KXZ55433.1hypothetical protein GPECTOR_3g83 [Gonium pectorale]Gonium_pectorale 38.20 0.00

TRINITY_DN47867_c0_g3XP_018816657.1PREDICTED: protein ABHD17B-like [Juglans regia]Juglans_regia 38.20 0.00

TRINITY_DN47926_c0_g1PTQ27996.1hypothetical protein MARPO_0177s0009 [Marchantia polymorpha]Marchantia_polymorpha 38.20 0.00

TRINITY_DN48062_c1_g2PNW84620.1hypothetical protein CHLRE_03g151650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN48263_c0_g1GAX74303.1hypothetical protein CEUSTIGMA_g1752.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN48560_c0_g1XP_001690493.1voltage-gated Ca2+ channel, alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN49490_c0_g1GAX80627.1hypothetical protein CEUSTIGMA_g8062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN49961_c1_g4KXZ52385.1hypothetical protein GPECTOR_9g429 [Gonium pectorale]Gonium_pectorale 38.20 0.00

TRINITY_DN49984_c0_g3GAX76516.1hypothetical protein CEUSTIGMA_g3962.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN50241_c0_g3XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 38.20 0.00

TRINITY_DN50809_c0_g1PNW83574.1hypothetical protein CHLRE_05g235400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN50876_c0_g7GAX79236.1hypothetical protein CEUSTIGMA_g6676.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.20 0.00

TRINITY_DN51018_c0_g1XP_002968173.2probable serine/threonine protein kinase IRE [Selaginella moellendorffii]Selaginella_moellendorffii 38.20 0.00

TRINITY_DN51067_c1_g6GAQ86878.1Cysteine proteinases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN51640_c1_g1XP_024381080.1glutathione S-transferase T1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 38.20 0.00

TRINITY_DN51748_c1_g1PNW79711.1hypothetical protein CHLRE_08g364000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN51776_c1_g4XP_023911551.1zinc transporter SLC39A7-like [Quercus suber]Quercus_suber 38.20 0.00

TRINITY_DN52246_c1_g1GAQ92802.1hypothetical protein KFL_011450010, partial [Klebsormidium nitens]Klebsormidium_nitens 38.20 0.00

TRINITY_DN52508_c2_g4PNW78909.1hypothetical protein CHLRE_09g394139v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.20 0.00

TRINITY_DN52710_c0_g1PWA67705.1ubiquitin 11 [Artemisia annua]Artemisia_annua 38.20 0.00

TRINITY_DN10179_c0_g2XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 38.10 0.00

TRINITY_DN16310_c0_g1OMO57177.1hypothetical protein CCACVL1_25938 [Corchorus capsularis]Corchorus_capsularis 38.10 0.00

TRINITY_DN19838_c0_g1EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 38.10 0.00

TRINITY_DN26835_c0_g1RDX64929.1Gamma-glutamyl peptidase 5, partial [Mucuna pruriens]Mucuna_pruriens 38.10 0.00

TRINITY_DN27760_c0_g2BBC28429.1cytoplasmic dynein 1b heavy chain [Yamagishiella unicocca]Yamagishiella_unicocca 38.10 0.00

TRINITY_DN30068_c0_g1XP_021275692.1uncharacterized protein LOC110410367 [Herrania umbratica]Herrania_umbratica 38.10 0.00

TRINITY_DN32356_c0_g2OAY64407.1Phosphatidylinositol-3-phosphatase myotubularin-1 [Ananas comosus]Ananas_comosus 38.10 0.00

TRINITY_DN32360_c0_g1XP_005849056.1hypothetical protein CHLNCDRAFT_143513 [Chlorella variabilis]Chlorella_variabilis 38.10 0.00

TRINITY_DN32600_c0_g6XP_024539412.1phosphatidylinositol 3-kinase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 38.10 0.00

TRINITY_DN32991_c1_g1EMS48749.1hypothetical protein TRIUR3_24089 [Triticum urartu]Triticum_urartu 38.10 0.00

TRINITY_DN34900_c0_g1XP_026383163.1endochitinase At2g43590-like [Papaver somniferum]Papaver_somniferum 38.10 0.00

TRINITY_DN35694_c0_g2XP_001703247.1sulfite reductase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00



TRINITY_DN35806_c0_g1PSC75951.1putative dolichyl pyrophosphate Glc1Man9 c2 alpha-1,3-glucosyltransferase [Micractinium conductrix]Micractinium_conductrix 38.10 0.00

TRINITY_DN35820_c0_g1XP_005847212.1hypothetical protein CHLNCDRAFT_35878 [Chlorella variabilis]Chlorella_variabilis 38.10 0.00

TRINITY_DN36079_c0_g2XP_026409133.1short-chain dehydrogenase TIC 32, chloroplastic-like [Papaver somniferum]Papaver_somniferum 38.10 0.00

TRINITY_DN36409_c1_g1XP_024402483.1pre-mRNA-splicing factor syf2-like [Physcomitrella patens]Physcomitrella_patens 38.10 0.00

TRINITY_DN36810_c0_g2XP_003081393.2Alpha-ketoglutarate-dependent dioxygenase AlkB-like [Ostreococcus tauri]Ostreococcus_tauri 38.10 0.00

TRINITY_DN37180_c0_g1XP_005646771.1EF-hand [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 38.10 0.00

TRINITY_DN38033_c1_g5XP_021905258.1solute carrier family 25 member 44 [Carica papaya]Carica_papaya 38.10 0.00

TRINITY_DN38155_c0_g1XP_023875171.1dipeptidase sirJ-like [Quercus suber]Quercus_suber 38.10 0.00

TRINITY_DN38516_c1_g8GAX75940.1hypothetical protein CEUSTIGMA_g3383.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN38541_c0_g1PNH01808.1hypothetical protein TSOC_012287, partial [Tetrabaena socialis]Tetrabaena_socialis 38.10 0.00

TRINITY_DN38696_c0_g5XP_022844643.1phosphatidylinositol 4-kinase beta 1-like [Olea europaea var. sylvestris]Olea_europaea 38.10 0.00

TRINITY_DN38863_c1_g5YP_009420529.1hypothetical protein (mitochondrion) [Ulva pertusa]Ulva_pertusa 38.10 0.00

TRINITY_DN38909_c0_g1BAJ97253.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.10 0.00

TRINITY_DN39014_c0_g3XP_001689623.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN39928_c0_g1RLM54246.1hypothetical protein C2845_PM10G02350 [Panicum miliaceum]Panicum_miliaceum 38.10 0.00

TRINITY_DN39934_c0_g10PNH05183.1Protein SET DOMAIN GROUP 40 [Tetrabaena socialis]Tetrabaena_socialis 38.10 0.00

TRINITY_DN39956_c1_g7GAX80027.1hypothetical protein CEUSTIGMA_g7466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN40101_c0_g6GAX76333.1hypothetical protein CEUSTIGMA_g3779.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN40177_c0_g4XP_010931378.1PREDICTED: RNA-binding protein 28 [Elaeis guineensis]Elaeis_guineensis 38.10 0.00

TRINITY_DN40237_c0_g7XP_017702294.1beta-hexosaminidase 2 [Phoenix dactylifera]Phoenix_dactylifera 38.10 0.00

TRINITY_DN40511_c0_g1PNH10190.1hypothetical protein TSOC_003109 [Tetrabaena socialis]Tetrabaena_socialis 38.10 0.00

TRINITY_DN40612_c0_g4GAQ77983.1RNA helixase SDE3 [Klebsormidium nitens]Klebsormidium_nitens 38.10 0.00

TRINITY_DN40727_c0_g3XP_008813445.1SEC14 cytosolic factor-like isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 38.10 0.00

TRINITY_DN40904_c2_g4XP_022888740.1VAMP-like protein YKT61 isoform X1 [Olea europaea var. sylvestris]Olea_europaea 38.10 0.00

TRINITY_DN40943_c0_g1KXZ41684.1hypothetical protein GPECTOR_321g30 [Gonium pectorale]Gonium_pectorale 38.10 0.00

TRINITY_DN41464_c0_g6XP_001693482.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN41889_c0_g5GAX77044.1hypothetical protein CEUSTIGMA_g4491.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN41967_c1_g5XP_020163840.1phytepsin-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 38.10 0.00

TRINITY_DN42087_c0_g2XP_023882947.1queuosine salvage protein-like [Quercus suber]Quercus_suber 38.10 0.00

TRINITY_DN43656_c1_g1XP_001690181.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN43963_c1_g3XP_001699695.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN44186_c0_g2PRW56206.1DNA repair REV1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 38.10 0.00

TRINITY_DN44243_c0_g2XP_006851709.1serine/threonine-protein kinase CTR1 isoform X1 [Amborella trichopoda]Amborella_trichopoda 38.10 0.00

TRINITY_DN44527_c1_g3XP_022750943.1phosphatidylinositol 4-kinase beta 1-like isoform X2 [Durio zibethinus]Durio_zibethinus 38.10 0.00

TRINITY_DN44607_c1_g3PRW60276.1snRNA-activating complex subunit [Chlorella sorokiniana]Chlorella_sorokiniana 38.10 0.00

TRINITY_DN44754_c1_g6GAX73668.1hypothetical protein CEUSTIGMA_g1119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN45265_c0_g2GAQ90106.1E3 ubiquitin protein ligase [Klebsormidium nitens]Klebsormidium_nitens 38.10 0.00

TRINITY_DN45488_c0_g5RMZ57087.1hypothetical protein APUTEX25_002319, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 38.10 0.00

TRINITY_DN45670_c0_g1XP_002969767.1protein S-acyltransferase 8 [Selaginella moellendorffii]Selaginella_moellendorffii 38.10 0.00

TRINITY_DN45904_c1_g1XP_002951725.1hypothetical protein VOLCADRAFT_92353 [Volvox carteri f. nagariensis]Volvox_carteri 38.10 0.00

TRINITY_DN46194_c0_g1GAX78102.1hypothetical protein CEUSTIGMA_g5544.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN46285_c0_g2XP_001694493.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN46421_c0_g1GAX86036.1hypothetical protein CEUSTIGMA_g13451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN46436_c0_g5GAX73684.1hypothetical protein CEUSTIGMA_g1135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN46465_c0_g1GAX77035.1hypothetical protein CEUSTIGMA_g4482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN46510_c2_g1XP_006285019.1SNF1-related protein kinase catalytic subunit alpha KIN11 [Capsella rubella]Capsella_rubella 38.10 0.00

TRINITY_DN46552_c0_g2GAX77841.1hypothetical protein CEUSTIGMA_g5283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN46679_c0_g6RLN01048.1dual specificity protein kinase shkD isoform X2 [Panicum miliaceum]Panicum_miliaceum 38.10 0.00

TRINITY_DN46722_c0_g2XP_022012425.1serine/threonine-protein kinase CTR1-like [Helianthus annuus]Helianthus_annuus 38.10 0.00

TRINITY_DN47693_c0_g7PNW73208.1hypothetical protein CHLRE_14g623150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN48294_c0_g2PRW20657.1SWI SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A 1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 38.10 0.00

TRINITY_DN48629_c0_g4PSS21723.1Protein XAP5 CIRCADIAN TIMEKEEPER like [Actinidia chinensis var. chinensis]Actinidia_chinensis 38.10 0.00

TRINITY_DN48990_c0_g1GAX73180.1hypothetical protein CEUSTIGMA_g633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN49145_c0_g8PNH11786.1Heat shock protein 12B [Tetrabaena socialis]Tetrabaena_socialis 38.10 0.00

TRINITY_DN50589_c1_g1PRW60150.1bifunctional acetaldehyde- alcohol dehydrogenase isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 38.10 0.00

TRINITY_DN50681_c0_g1GAX78701.1hypothetical protein CEUSTIGMA_g6139.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN51242_c0_g2XP_023898378.1pentafunctional AROM polypeptide-like [Quercus suber]Quercus_suber 38.10 0.00

TRINITY_DN52019_c0_g2XP_001701822.1centriole proteome protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.10 0.00

TRINITY_DN52305_c1_g1GAX78982.1hypothetical protein CEUSTIGMA_g6422.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0

TRINITY_DN52468_c1_g1GAX80142.1hypothetical protein CEUSTIGMA_g7580.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.10 0.00

TRINITY_DN52721_c0_g1XP_021820374.1uncharacterized protein LOC110762081 [Prunus avium]Prunus_avium 38.10 0.00

TRINITY_DN16501_c0_g1XP_019458438.1PREDICTED: protein RRP6-like 2 isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 38.00 0.00

TRINITY_DN27262_c0_g1XP_010250191.1PREDICTED: calmodulin-like protein 3 [Nelumbo nucifera]Nelumbo_nucifera 38.00 0.00

TRINITY_DN28080_c0_g1XP_019442089.1PREDICTED: ABC transporter C family member 10-like [Lupinus angustifolius]Lupinus_angustifolius 38.00 0.00

TRINITY_DN28198_c0_g2XP_012704218.1serine/threonine-protein kinase ATG1a [Setaria italica]Setaria_italica 38.00 0.00

TRINITY_DN32325_c0_g1XP_020276842.1phospholipid-transporting ATPase 3 isoform X1 [Asparagus officinalis]Asparagus_officinalis 38.00 0.00



TRINITY_DN32708_c0_g2XP_010111325.2probable protein S-acyltransferase 4 [Morus notabilis]Morus_notabilis 38.00 0.00

TRINITY_DN32865_c0_g1KXZ43451.1hypothetical protein GPECTOR_90g538 [Gonium pectorale]Gonium_pectorale 38.00 0.00

TRINITY_DN33400_c0_g2XP_025809082.1serine carboxypeptidase 2-like isoform X2 [Panicum hallii]Panicum_hallii 38.00 0.00

TRINITY_DN33598_c0_g3OTF84840.1putative ethylene receptor [Helianthus annuus]Helianthus_annuus 38.00 0.00

TRINITY_DN34256_c0_g1XP_019194436.1PREDICTED: tyrosine-sulfated glycopeptide receptor 1 [Ipomoea nil]Ipomoea_nil 38.00 0.00

TRINITY_DN34790_c0_g1OAE30015.1hypothetical protein AXG93_3893s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.00 0.00

TRINITY_DN34850_c0_g1EOA34104.1hypothetical protein CARUB_v10021605mg [Capsella rubella]Capsella_rubella 38.00 0.00

TRINITY_DN35007_c0_g1GAQ86326.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 38.00 0.00

TRINITY_DN35014_c0_g4KEH23763.1ARM repeat protein interacting WITH ABF2 protein [Medicago truncatula]Medicago_truncatula 38.00 0.00

TRINITY_DN35115_c0_g3XP_008222108.1PREDICTED: quinone oxidoreductase PIG3-like isoform X1 [Prunus mume]Prunus_mume 38.00 0.00

TRINITY_DN36112_c0_g1RXH96212.1hypothetical protein DVH24_008716 [Malus domestica]Malus_domestica 38.00 0.00

TRINITY_DN36453_c1_g1DAA79959.1TPA_inf: mitochondrial succinate dehydrogenase subunit 4 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN36804_c0_g6GAX85230.1hypothetical protein CEUSTIGMA_g12650.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN36840_c0_g9XP_003061938.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 38.00 0.00

TRINITY_DN37152_c2_g5XP_003080725.2Cytochrome P450, E-class, group I [Ostreococcus tauri]Ostreococcus_tauri 38.00 0.00

TRINITY_DN37290_c0_g7XP_001418393.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 38.00 0.00

TRINITY_DN37575_c0_g1OAE20036.1hypothetical protein AXG93_2584s1200 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.00 0.00

TRINITY_DN37613_c0_g1PNW86790.1hypothetical protein CHLRE_02g095750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN37852_c0_g6PNW83851.1hypothetical protein CHLRE_04g217952v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN38414_c0_g4BAJ90795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 38.00 0.00

TRINITY_DN38447_c0_g7RMZ53499.1hypothetical protein APUTEX25_003321, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 38.00 0.00

TRINITY_DN38577_c0_g8XP_002949716.1hypothetical protein VOLCADRAFT_59597 [Volvox carteri f. nagariensis]Volvox_carteri 38.00 0.00

TRINITY_DN38628_c0_g4XP_024366703.1putative chloride channel-like protein CLC-g [Physcomitrella patens]Physcomitrella_patens 38.00 0.00

TRINITY_DN38867_c0_g1AIU49421.1translation initiation factor 2, partial [Aristolochia tagala]Aristolochia_tagala 38.00 0.00

TRINITY_DN39106_c0_g1KXZ56249.1hypothetical protein GPECTOR_1g217 [Gonium pectorale]Gonium_pectorale 38.00 0.00

TRINITY_DN39560_c0_g6GBF91455.1hypothetical protein Rsub_04195 [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.00 0.00

TRINITY_DN39572_c1_g1KGN64634.1hypothetical protein Csa_1G072450 [Cucumis sativus]Cucumis_sativus 38.00 0.00

TRINITY_DN39689_c0_g1RXH94401.1hypothetical protein DVH24_024085 [Malus domestica]Malus_domestica 38.00 0.00

TRINITY_DN40210_c0_g2GBF97344.1flagellar associated protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 38.00 0.00

TRINITY_DN40595_c1_g4XP_002954034.1hypothetical protein VOLCADRAFT_106211 [Volvox carteri f. nagariensis]Volvox_carteri 38.00 0.00

TRINITY_DN40691_c1_g1KXZ56185.1hypothetical protein GPECTOR_1g16 [Gonium pectorale]Gonium_pectorale 38.00 0.00

TRINITY_DN40936_c0_g1XP_006345240.1PREDICTED: serine/threonine-protein kinase HT1-like [Solanum tuberosum]Solanum_tuberosum 38.00 0.00

TRINITY_DN41526_c0_g3GAX78174.1hypothetical protein CEUSTIGMA_g5616.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN41677_c0_g1XP_026444768.1protein BONZAI 3-like [Papaver somniferum]Papaver_somniferum 38.00 0.00

TRINITY_DN41739_c0_g2XP_022769254.1transportin-1-like isoform X3 [Durio zibethinus]Durio_zibethinus 38.00 0.00

TRINITY_DN41768_c0_g4XP_023916087.1uncharacterized protein YLL056C-like [Quercus suber]Quercus_suber 38.00 0.00

TRINITY_DN41846_c0_g1GAX84515.1hypothetical protein CEUSTIGMA_g11935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN42018_c0_g3GAX83296.1hypothetical protein CEUSTIGMA_g10722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN42123_c1_g2XP_001697077.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN42282_c0_g3CBI35583.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 38.00 0.00

TRINITY_DN42364_c0_g4PSC72205.1ultraviolet-B receptor UVR8 [Micractinium conductrix]Micractinium_conductrix 38.00 0.00

TRINITY_DN42600_c0_g5XP_015889953.1probable protein S-acyltransferase 6 [Ziziphus jujuba]Ziziphus_jujuba 38.00 0.00

TRINITY_DN42929_c0_g11XP_017439210.1PREDICTED: phosphoenolpyruvate carboxylase kinase 2-like [Vigna angularis]Vigna_angularis 38.00 0.00

TRINITY_DN43545_c1_g4XP_001700406.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN43938_c1_g2PRW57814.1B Chain Kynurenine Aminotransferase Ii Inhibitor [Chlorella sorokiniana]Chlorella_sorokiniana 38.00 0.00

TRINITY_DN44518_c2_g4OAE19446.1hypothetical protein AXG93_1040s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 38.00 0.00

TRINITY_DN44820_c0_g4XP_002949225.1hypothetical protein VOLCADRAFT_58980 [Volvox carteri f. nagariensis]Volvox_carteri 38.00 0.00

TRINITY_DN45272_c0_g1PNW79845.1hypothetical protein CHLRE_08g369000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 38.00 0.00

TRINITY_DN45670_c0_g2XP_023918941.1carrier protein YMC1, mitochondrial-like [Quercus suber]Quercus_suber 38.00 0.00

TRINITY_DN46034_c0_g1PTQ43585.1hypothetical protein MARPO_0024s0090 [Marchantia polymorpha]Marchantia_polymorpha 38.00 0.00

TRINITY_DN46339_c0_g1EOY31676.1Calpain-type cysteine protease family isoform 1 [Theobroma cacao]Theobroma_cacao 38.00 0.00

TRINITY_DN46630_c0_g8XP_004234560.1acidic leucine-rich nuclear phosphoprotein 32-related protein [Solanum lycopersicum]Solanum_lycopersicum 38.00 0.00

TRINITY_DN46931_c0_g1GAX78063.1hypothetical protein CEUSTIGMA_g5505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN47336_c1_g3PRW61358.1AP2 domain class transcription [Chlorella sorokiniana]Chlorella_sorokiniana 38.00 0.00

TRINITY_DN47467_c0_g5RZB49326.1Importin subunit alpha-2, partial [Glycine soja]Glycine_soja 38.00 0.00

TRINITY_DN47608_c1_g1PNH01920.1Glycosyltransferase-like protein LARGE2 [Tetrabaena socialis]Tetrabaena_socialis 38.00 0.00

TRINITY_DN47728_c0_g3XP_011048156.1PREDICTED: uncharacterized protein LOC105142292 isoform X1 [Populus euphratica]Populus_euphratica 38.00 0.00

TRINITY_DN47763_c0_g2GAX86310.1hypothetical protein CEUSTIGMA_g13722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN47829_c1_g2XP_005846429.1hypothetical protein CHLNCDRAFT_59705 [Chlorella variabilis]Chlorella_variabilis 38.00 0.00

TRINITY_DN48028_c1_g2GAX76688.1hypothetical protein CEUSTIGMA_g4134.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00

TRINITY_DN48887_c0_g7XP_017439460.1PREDICTED: transcription factor MYB98-like [Vigna angularis]Vigna_angularis 38.00 0.00

TRINITY_DN49460_c0_g3XP_012831282.1PREDICTED: NADPH--cytochrome P450 reductase-like [Erythranthe guttata]Erythranthe_guttata 38.00 0.00

TRINITY_DN49509_c1_g3XP_024979596.1AFG1-like ATPase isoform X2 [Cynara cardunculus var. scolymus]Cynara_cardunculus 38.00 0.00

TRINITY_DN49578_c2_g1KXZ49351.1hypothetical protein GPECTOR_22g945 [Gonium pectorale]Gonium_pectorale 38.00 0.00

TRINITY_DN49736_c0_g1PNH05193.1Phosphate-binding protein PstS [Tetrabaena socialis]Tetrabaena_socialis 38.00 0.00

TRINITY_DN50251_c0_g3GAX77907.1hypothetical protein CEUSTIGMA_g5349.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 38.00 0.00



TRINITY_DN50753_c0_g2XP_017701463.1cyclin-T1-4-like [Phoenix dactylifera]Phoenix_dactylifera 38.00 0.00

TRINITY_DN51291_c0_g1XP_011087641.1non-lysosomal glucosylceramidase isoform X1 [Sesamum indicum]Sesamum_indicum 38.00 0.00

TRINITY_DN51648_c0_g1XP_024518118.1uncharacterized protein LOC112341741 [Selaginella moellendorffii]Selaginella_moellendorffii 38.00 0.00

TRINITY_DN14482_c0_g1GAQ89551.1BTB/POZ domain-containing protein [Klebsormidium nitens]Klebsormidium_nitens 37.90 0.00

TRINITY_DN17554_c0_g1PTQ27856.1hypothetical protein MARPO_0181s0006 [Marchantia polymorpha]Marchantia_polymorpha 37.90 0.00

TRINITY_DN23876_c0_g1XP_007143737.1hypothetical protein PHAVU_007G097300g [Phaseolus vulgaris]Phaseolus_vulgaris 37.90 0.00

TRINITY_DN27130_c0_g1XP_005646473.1ClpP/crotonase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.90 0.00

TRINITY_DN27871_c0_g1XP_024371076.1uncharacterized protein LOC112280163 isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.90 0.00

TRINITY_DN30162_c0_g2XP_024375095.1protein SCO1 homolog 1, mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 37.90 0.00

TRINITY_DN31495_c0_g3XP_023901855.1phosphatidylinositol 4-phosphate 5-kinase its3-like [Quercus suber]Quercus_suber 37.90 0.00

TRINITY_DN32175_c0_g2XP_005651971.1SM/Sec1-family protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.90 0.00

TRINITY_DN33246_c0_g1XP_021613788.1syntaxin-112-like [Manihot esculenta]Manihot_esculenta 37.90 0.00

TRINITY_DN33397_c0_g1XP_023925431.1uncharacterized protein LOC112036840 [Quercus suber]Quercus_suber 37.90 0.00

TRINITY_DN34180_c0_g1XP_023907991.1protein transport protein yip1-like [Quercus suber]Quercus_suber 37.90 0.00

TRINITY_DN34412_c0_g1KXZ42829.1hypothetical protein GPECTOR_115g323 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN34522_c0_g1OAE27959.1hypothetical protein AXG93_319s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.90 0.00

TRINITY_DN34582_c1_g2XP_022015902.1serine/threonine-protein kinase STY17-like [Helianthus annuus]Helianthus_annuus 37.90 0.00

TRINITY_DN34818_c0_g2XP_022947895.1ubiquitin fusion degradation protein 1 homolog [Cucurbita moschata]Cucurbita_moschata 37.90 0.00

TRINITY_DN35092_c0_g7GAQ86602.1peptidase s51 domain protein [Klebsormidium nitens]Klebsormidium_nitens 37.90 0.00

TRINITY_DN35094_c1_g2XP_023902737.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 37.90 0.00

TRINITY_DN35270_c0_g1XP_010266795.1PREDICTED: calmodulin-lysine N-methyltransferase [Nelumbo nucifera]Nelumbo_nucifera 37.90 0.00

TRINITY_DN35626_c1_g5XP_021289044.1serine/threonine-protein kinase CTR1 [Herrania umbratica]Herrania_umbratica 37.90 0.00

TRINITY_DN35714_c0_g1XP_006842317.1mannose-6-phosphate isomerase 1 [Amborella trichopoda]Amborella_trichopoda 37.90 0.00

TRINITY_DN36383_c0_g1GAQ79025.1Regulatory protein MLP and related LIM proteins [Klebsormidium nitens]Klebsormidium_nitens 37.90 0.00

TRINITY_DN36487_c1_g3XP_004287187.1PREDICTED: poly(ADP-ribose) glycohydrolase 1-like [Fragaria vesca subsp. vesca]Fragaria_vesca 37.90 0.00

TRINITY_DN36754_c1_g1XP_020554575.1uncharacterized protein LOC105178433 [Sesamum indicum]Sesamum_indicum 37.90 0.00

TRINITY_DN37209_c0_g1XP_005648989.1DnaJ-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.90 0.00

TRINITY_DN37277_c0_g1XP_012489174.1PREDICTED: heat shock factor protein HSF24-like [Gossypium raimondii]Gossypium_raimondii 37.90 0.00

TRINITY_DN38015_c0_g1GBG64331.1hypothetical protein CBR_g41532 [Chara braunii]Chara_braunii 37.90 0.00

TRINITY_DN38531_c0_g4GBF94535.1ABC transporter G family [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.90 0.00

TRINITY_DN39002_c1_g1GAX76769.1hypothetical protein CEUSTIGMA_g4216.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN39554_c0_g1GAQ89120.1hypothetical protein KFL_004890030 [Klebsormidium nitens]Klebsormidium_nitens 37.90 0.00

TRINITY_DN39838_c1_g7XP_002504968.1ChlRe radial spoke protein 7-like protein [Micromonas commoda]Micromonas_commoda 37.90 0.00

TRINITY_DN40352_c0_g4XP_023882496.1eukaryotic translation initiation factor 4E type 2-like [Quercus suber]Quercus_suber 37.90 0.00

TRINITY_DN40438_c0_g2XP_022997148.1protein root UVB sensitive 3 [Cucurbita maxima]Cucurbita_maxima 37.90 0.00

TRINITY_DN40682_c2_g4XP_008380501.1PREDICTED: pre-mRNA-splicing factor CWC25 homolog isoform X2 [Malus domestica]Malus_domestica 37.90 0.00

TRINITY_DN41061_c1_g3GAX74556.1hypothetical protein CEUSTIGMA_g2006.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN41242_c0_g3NP_001241581.1phosphoenolpyruvate carboxylase kinase [Glycine max]Glycine_max 37.90 0.00

TRINITY_DN41277_c0_g1XP_002506201.1predicted protein [Micromonas commoda]Micromonas_commoda 37.90 0.00

TRINITY_DN41350_c0_g1KXZ56352.1hypothetical protein GPECTOR_1g311 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN41461_c1_g3XP_002955540.1hypothetical protein VOLCADRAFT_96413 [Volvox carteri f. nagariensis]Volvox_carteri 37.90 0.00

TRINITY_DN42092_c0_g1BAJ94089.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.90 0.00

TRINITY_DN42109_c0_g2PNW86620.1hypothetical protein CHLRE_02g093975v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.90 0.00

TRINITY_DN42277_c0_g1GAX81515.1hypothetical protein CEUSTIGMA_g8943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN42732_c0_g2PNH08841.1Fibrocystin-L [Tetrabaena socialis]Tetrabaena_socialis 37.90 0.00

TRINITY_DN43053_c0_g10XP_019160749.1PREDICTED: probable protein phosphatase 2C 58 isoform X2 [Ipomoea nil]Ipomoea_nil 37.90 0.00

TRINITY_DN43331_c0_g4XP_020157244.1probable E3 ubiquitin-protein ligase ARI7 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 37.90 0.00

TRINITY_DN43886_c1_g9GAX74084.1hypothetical protein CEUSTIGMA_g1534.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN44612_c1_g4GAQ85224.1ornithine cyclodeaminase [Klebsormidium nitens]Klebsormidium_nitens 37.90 0.00

TRINITY_DN44689_c0_g2XP_009764328.1PREDICTED: exportin-1-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 37.90 0.00

TRINITY_DN45020_c0_g1PNW87751.1hypothetical protein CHLRE_01g000700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.90 0.00

TRINITY_DN45234_c0_g1KXZ50009.1hypothetical protein GPECTOR_18g163 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN45470_c0_g1KXZ44549.1hypothetical protein GPECTOR_65g167 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN45952_c0_g4KXZ43227.1hypothetical protein GPECTOR_97g765 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN46536_c1_g4GBG65480.1hypothetical protein CBR_g51075 [Chara braunii]Chara_braunii 37.90 0.00

TRINITY_DN46558_c0_g1GAX79184.1hypothetical protein CEUSTIGMA_g6624.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN46643_c0_g2GBF88202.1hypothetical protein Rsub_00914 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.90 0.00

TRINITY_DN46784_c0_g2CDY14023.1BnaC02g01400D [Brassica napus]Brassica_napus 37.90 0.00

TRINITY_DN47028_c0_g7GAX80247.1hypothetical protein CEUSTIGMA_g7685.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN47116_c0_g1XP_014497631.1(+)-neomenthol dehydrogenase [Vigna radiata var. radiata]Vigna_radiata 37.90 0.00

TRINITY_DN47222_c1_g1PNW78527.1hypothetical protein CHLRE_09g393650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.90 0.00

TRINITY_DN47665_c0_g3GAX83863.1hypothetical protein CEUSTIGMA_g11288.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN47714_c0_g2XP_011095479.1fimbrin-1 [Sesamum indicum]Sesamum_indicum 37.90 0.00

TRINITY_DN47834_c0_g1GAX75706.1hypothetical protein CEUSTIGMA_g3149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN48424_c1_g1PTQ49786.1hypothetical protein MARPO_0002s0237 [Marchantia polymorpha]Marchantia_polymorpha 37.90 0.00

TRINITY_DN48562_c0_g1GAX74942.1hypothetical protein CEUSTIGMA_g2388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00



TRINITY_DN48848_c1_g1XP_002516101.1aminopeptidase M1 [Ricinus communis]Ricinus_communis 37.90 0.00

TRINITY_DN49461_c0_g5XP_013897685.1type I polyketide synthase [Monoraphidium neglectum]Monoraphidium_neglectum 37.90 0.00

TRINITY_DN49572_c1_g2KXZ43799.1hypothetical protein GPECTOR_80g159 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN49919_c0_g2ACZ37255.1Mn superoxide dismutase 5, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.90 0.00

TRINITY_DN50241_c0_g4XP_002951836.1hypothetical protein VOLCADRAFT_92400 [Volvox carteri f. nagariensis]Volvox_carteri 37.90 0.00

TRINITY_DN50323_c0_g3ABK25936.1unknown [Picea sitchensis]Picea_sitchensis 37.90 0.00

TRINITY_DN50719_c1_g3XP_024532178.15'-AMP-activated protein kinase subunit beta-1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 37.90 0.00

TRINITY_DN51102_c2_g1GAX85472.1hypothetical protein CEUSTIGMA_g12888.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN51535_c0_g3XP_005648111.1flag-tagged protein kinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.90 0.00

TRINITY_DN51662_c3_g2GAX80160.1hypothetical protein CEUSTIGMA_g7598.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.90 0.00

TRINITY_DN52655_c1_g2KXZ43981.1hypothetical protein GPECTOR_76g803 [Gonium pectorale]Gonium_pectorale 37.90 0.00

TRINITY_DN11389_c0_g1PSC67376.154S ribosomal mitochondrial [Micractinium conductrix]Micractinium_conductrix 37.80 0.00

TRINITY_DN22562_c0_g1XP_017258789.1PREDICTED: tafazzin [Daucus carota subsp. sativus]Daucus_carota 37.80 0.00

TRINITY_DN30261_c0_g7XP_015071294.1probable serine/threonine protein kinase IRE [Solanum pennellii]Solanum_pennellii 37.80 0.00

TRINITY_DN31113_c0_g3PNR47252.1hypothetical protein PHYPA_014373 [Physcomitrella patens]Physcomitrella_patens 37.80 0.00

TRINITY_DN3162_c0_g1XP_021991162.1uncharacterized protein LOC110887911 [Helianthus annuus]Helianthus_annuus 37.80 0.00

TRINITY_DN32318_c0_g1XP_004230668.1pathogenesis-related leaf protein 4-like [Solanum lycopersicum]Solanum_lycopersicum 37.80 0.00

TRINITY_DN32810_c0_g2VDD06625.1unnamed protein product [Brassica rapa]Brassica_rapa 37.80 0.00

TRINITY_DN33102_c0_g1GAQ77586.1Cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 37.80 0.00

TRINITY_DN33765_c0_g1PRW60250.1ser thr phosphatase family [Chlorella sorokiniana]Chlorella_sorokiniana 37.80 0.00

TRINITY_DN34503_c0_g3XP_008384731.1PREDICTED: biogenesis of lysosome-related organelles complex 1 subunit 1 [Malus domestica]Malus_domestica 37.80 0.00

TRINITY_DN34532_c0_g4XP_019180827.1PREDICTED: acylamino-acid-releasing enzyme [Ipomoea nil]Ipomoea_nil 37.80 0.00

TRINITY_DN34917_c0_g1KEH15439.1pyrroline-5-carboxylate reductase, partial [Medicago truncatula]Medicago_truncatula 37.80 0.00

TRINITY_DN35448_c0_g8XP_008228013.1PREDICTED: vacuolar-processing enzyme-like [Prunus mume]Prunus_mume 37.80 0.00

TRINITY_DN35548_c0_g4KXZ56699.1hypothetical protein GPECTOR_1g63 [Gonium pectorale]Gonium_pectorale 37.80 0.00

TRINITY_DN35854_c0_g1XP_023917490.1tRNA-dihydrouridine(20a/20b) synthase [NAD(P)+]-like [Quercus suber]Quercus_suber 37.80 0.00

TRINITY_DN35918_c1_g8RHN42010.1putative lysosomal Pro-Xaa carboxypeptidase [Medicago truncatula]Medicago_truncatula 37.80 0.00

TRINITY_DN36063_c0_g6XP_002982574.1serine/threonine-protein kinase STY46 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 37.80 0.00

TRINITY_DN36084_c0_g1OAE23102.1hypothetical protein AXG93_2930s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.80 0.00

TRINITY_DN36709_c0_g7GAQ77832.1Protein kinase-like domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 37.80 0.00

TRINITY_DN37512_c1_g13XP_021898138.1mitogen-activated protein kinase kinase 9-like [Carica papaya]Carica_papaya 37.80 0.00

TRINITY_DN37686_c0_g6PNW78507.1hypothetical protein CHLRE_09g394400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN37987_c1_g3GAX85181.1hypothetical protein CEUSTIGMA_g12599.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN37988_c1_g3XP_002947206.1hypothetical protein VOLCADRAFT_87327 [Volvox carteri f. nagariensis]Volvox_carteri 37.80 0.00

TRINITY_DN37990_c0_g1PNW85198.1hypothetical protein CHLRE_03g175800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN38014_c0_g3PNH08433.1Nucleoporin NUP53 [Tetrabaena socialis]Tetrabaena_socialis 37.80 0.00

TRINITY_DN38676_c1_g4GAX72771.1hypothetical protein CEUSTIGMA_g227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN38818_c0_g6GAX72899.1hypothetical protein CEUSTIGMA_g354.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN39698_c0_g3PKA52271.1putative alpha-glucosidase [Apostasia shenzhenica]Apostasia_shenzhenica 37.80 0.00

TRINITY_DN40874_c0_g1PSS31562.1Serine/threonine-protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 37.80 0.00

TRINITY_DN41209_c0_g2GBG79509.1hypothetical protein CBR_g29656 [Chara braunii]Chara_braunii 37.80 0.00

TRINITY_DN41469_c1_g6OIW04572.1hypothetical protein TanjilG_20928 [Lupinus angustifolius]Lupinus_angustifolius 37.80 0.00

TRINITY_DN41502_c1_g8XP_015650912.1stomatin-like protein 2, mitochondrial [Oryza sativa Japonica Group]Oryza_sativa 37.80 0.00

TRINITY_DN41507_c0_g1XP_001695465.1Rh protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN41897_c0_g7PSC70357.1long chain base biosynthesis 2a [Micractinium conductrix]Micractinium_conductrix 37.80 0.00

TRINITY_DN41941_c0_g1XP_016546938.1PREDICTED: myb-related protein 3R-1-like [Capsicum annuum]Capsicum_annuum 37.80 0.00

TRINITY_DN43587_c0_g1PNW70396.1hypothetical protein CHLRE_17g718100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN43825_c1_g6PRQ15912.1putative small GTPase superfamily, P-loop containing nucleoside triphosphate hydrolase [Rosa chinensis]Rosa_chinensis 37.80 0.00

TRINITY_DN43848_c0_g8XP_020869039.1cyclin-dependent kinase D-3 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 37.80 0.00

TRINITY_DN43850_c0_g2KMZ63763.1ATPase, BadF/BadG/BcrA/BcrD-type family [Zostera marina]Zostera_marina 37.80 0.00

TRINITY_DN44268_c1_g9GAX83762.1hypothetical protein CEUSTIGMA_g11187.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN45151_c0_g2PNW78721.1hypothetical protein CHLRE_09g387912v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN45261_c0_g6GBG71047.1hypothetical protein CBR_g8346 [Chara braunii]Chara_braunii 37.80 0.00

TRINITY_DN45637_c0_g1PNW87752.1hypothetical protein CHLRE_01g000750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN45864_c0_g1GAX85174.1hypothetical protein CEUSTIGMA_g12592.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN46154_c0_g1XP_024387589.1phosphatidylinositol 3-kinase, root isoform-like [Physcomitrella patens]Physcomitrella_patens 37.80 0.00

TRINITY_DN46178_c0_g3XP_016706298.1PREDICTED: protein BREAST CANCER SUSCEPTIBILITY 1 homolog isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 37.80 0.00

TRINITY_DN46238_c2_g3XP_013906417.1hypothetical protein MNEG_0552 [Monoraphidium neglectum]Monoraphidium_neglectum 37.80 0.00

TRINITY_DN46290_c0_g4XP_001692912.1voltage-gated Ca2+ channel, alpha subunit [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN46400_c0_g4XP_021806513.1dual specificity protein phosphatase 1 isoform X2 [Prunus avium]Prunus_avium 37.80 0.00

TRINITY_DN46924_c0_g1XP_003618612.2probable ubiquitin conjugation factor E4 isoform X1 [Medicago truncatula]Medicago_truncatula 37.80 0.00

TRINITY_DN46938_c1_g4XP_005645852.1glutathione S-transferase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.80 0.00

TRINITY_DN47584_c0_g3PNH07526.1Leucine-rich repeat and coiled-coil domain-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 37.80 0.00

TRINITY_DN48170_c2_g2PNW88443.1hypothetical protein CHLRE_01g029800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.80 0.00

TRINITY_DN48209_c0_g3GBF91504.1sulfur stress regulator [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.80 0.00

TRINITY_DN48409_c0_g1XP_027080640.1proteasome adapter and scaffold protein ECM29 [Coffea arabica]Coffea_arabica 37.80 0.00



TRINITY_DN48442_c0_g1GAX75737.1hypothetical protein CEUSTIGMA_g3180.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN49315_c0_g1GAX76357.1hypothetical protein CEUSTIGMA_g3803.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN49438_c1_g2XP_024388278.1uncharacterized protein LOC112288388 isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.80 0.00

TRINITY_DN50017_c0_g1GAX83876.1hypothetical protein CEUSTIGMA_g11301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN50051_c0_g4PIA34160.1hypothetical protein AQUCO_03800022v1 [Aquilegia coerulea]Aquilegia_coerulea 37.80 0.00

TRINITY_DN50173_c1_g8KMZ57538.1putative Auroralike protein kinase [Zostera marina]Zostera_marina 37.80 0.00

TRINITY_DN50823_c0_g5XP_004229403.1transmembrane protein 205 [Solanum lycopersicum]Solanum_lycopersicum 37.80 0.00

TRINITY_DN51272_c1_g1GBF97615.1hypothetical protein Rsub_10751 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.80 0.00

TRINITY_DN52156_c0_g2GAX85747.1hypothetical protein CEUSTIGMA_g13162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.80 0.00

TRINITY_DN53719_c0_g1XP_002971134.1vesicle-associated protein 1-2 [Selaginella moellendorffii]Selaginella_moellendorffii 37.80 0.00

TRINITY_DN54075_c0_g1XP_002508213.1predicted protein [Micromonas commoda]Micromonas_commoda 37.80 0.00

TRINITY_DN24001_c0_g1KHG14098.1LON peptidase N-terminal domain and RING finger 3 [Gossypium arboreum]Gossypium_arboreum 37.70 0.00

TRINITY_DN31339_c0_g2XP_013602027.1PREDICTED: probable 2-oxoglutarate-dependent dioxygenase At3g49630 [Brassica oleracea var. oleracea]Brassica_oleracea 37.70 0.00

TRINITY_DN31373_c0_g1GAQ80325.1hypothetical protein KFL_000510260 [Klebsormidium nitens]Klebsormidium_nitens 37.70 0.00

TRINITY_DN32819_c0_g1XP_023881057.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 37.70 0.00

TRINITY_DN34231_c0_g1XP_023730287.1elongation factor 1-gamma-like [Lactuca sativa]Lactuca_sativa 37.70 0.00

TRINITY_DN34476_c0_g2XP_019415355.1PREDICTED: molybdate-anion transporter-like isoform X3 [Lupinus angustifolius]Lupinus_angustifolius 37.70 0.00

TRINITY_DN34933_c0_g7XP_022838627.1ABC transporter, conserved site [Ostreococcus tauri]Ostreococcus_tauri 37.70 0.00

TRINITY_DN35425_c0_g2XP_011020947.1PREDICTED: UPF0664 stress-induced protein C29B12.11c isoform X1 [Populus euphratica]Populus_euphratica 37.70 0.00

TRINITY_DN35430_c0_g1XP_023921187.1uncharacterized protein C1D4.02c-like [Quercus suber]Quercus_suber 37.70 0.00

TRINITY_DN35530_c0_g8PNW80880.1hypothetical protein CHLRE_07g333535v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.70 0.00

TRINITY_DN35537_c1_g7XP_023760031.1ubiquitin carboxyl-terminal hydrolase 5-like [Lactuca sativa]Lactuca_sativa 37.70 0.00

TRINITY_DN35577_c0_g3XP_018817495.1PREDICTED: leishmanolysin-like peptidase [Juglans regia]Juglans_regia 37.70 0.00

TRINITY_DN35817_c1_g2XP_011077497.2V-type proton ATPase subunit E2 [Sesamum indicum]Sesamum_indicum 37.70 0.00

TRINITY_DN36851_c0_g5PRQ28368.1putative non-specific protein-tyrosine kinase RLK-Pelle-LRR-V family [Rosa chinensis]Rosa_chinensis 37.70 0.00

TRINITY_DN37099_c0_g5XP_021976879.13-phosphoinositide-dependent protein kinase 2-like isoform X1 [Helianthus annuus]Helianthus_annuus 37.70 0.00

TRINITY_DN38068_c0_g1PNH00942.1Protein downstream neighbor of Son, partial [Tetrabaena socialis]Tetrabaena_socialis 37.70 0.00

TRINITY_DN38264_c0_g2KXZ44090.1hypothetical protein GPECTOR_74g704 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN38269_c1_g3XP_010536433.1PREDICTED: calcium-dependent protein kinase 29 [Tarenaya hassleriana]Tarenaya_hassleriana 37.70 0.00

TRINITY_DN38823_c0_g5XP_023880377.1ubiquitin carboxyl-terminal hydrolase 14-like [Quercus suber]Quercus_suber 37.70 0.00

TRINITY_DN38870_c0_g7GAX76673.1hypothetical protein CEUSTIGMA_g4119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN38895_c0_g1XP_019437130.1PREDICTED: kinesin-like protein KIN-14N [Lupinus angustifolius]Lupinus_angustifolius 37.70 0.00

TRINITY_DN38912_c0_g4GAX74578.1hypothetical protein CEUSTIGMA_g2027.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN39100_c0_g9XP_001692447.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.70 0.00

TRINITY_DN39272_c0_g1XP_023880515.1serine/threonine-protein kinase pakA-like [Quercus suber]Quercus_suber 37.70 0.00

TRINITY_DN39536_c0_g3GBF91986.1hypothetical protein Rsub_04710 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.70 0.00

TRINITY_DN39629_c2_g4XP_005647253.1hypothetical protein COCSUDRAFT_47659 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.70 0.00

TRINITY_DN39909_c1_g3PRW59625.1origin recognition complex subunit 6 [Chlorella sorokiniana]Chlorella_sorokiniana 37.70 0.00

TRINITY_DN39918_c0_g1GAQ85950.1GTP-binding ADP-ribosylation factor [Klebsormidium nitens]Klebsormidium_nitens 37.70 0.00

TRINITY_DN40061_c0_g1PNW77501.1hypothetical protein CHLRE_10g439350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.70 0.00

TRINITY_DN40351_c1_g1PPR93142.1hypothetical protein GOBAR_AA27530 [Gossypium barbadense]Gossypium_barbadense 37.70 0.00

TRINITY_DN40662_c0_g4XP_018828025.1PREDICTED: splicing factor 3B subunit 3-like [Juglans regia]Juglans_regia 37.70 0.00

TRINITY_DN41088_c0_g1XP_002454789.1uncharacterized protein LOC8056458 isoform X1 [Sorghum bicolor]Sorghum_bicolor 37.70 0.00

TRINITY_DN41104_c0_g1XP_007509480.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 37.70 0.00

TRINITY_DN41913_c0_g5RAL40691.1hypothetical protein DM860_006761 [Cuscuta australis]Cuscuta_australis 37.70 0.00

TRINITY_DN42068_c0_g5KXZ53926.1hypothetical protein GPECTOR_6g844 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN42212_c0_g5KXZ42829.1hypothetical protein GPECTOR_115g323 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN42337_c0_g14XP_005645433.1DnaJ-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.70 0.00

TRINITY_DN42781_c0_g3GAX78660.1hypothetical protein CEUSTIGMA_g6098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN42947_c0_g3PNW87948.1hypothetical protein CHLRE_01g008150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.70 0.00

TRINITY_DN42949_c0_g3GAX80579.1hypothetical protein CEUSTIGMA_g8016.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN43043_c0_g9GAX84392.1hypothetical protein CEUSTIGMA_g11814.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN43915_c0_g3GAQ77558.1hypothetical protein KFL_000010070 [Klebsormidium nitens]Klebsormidium_nitens 37.70 0.00

TRINITY_DN43922_c0_g2PNH10159.1Aladin, partial [Tetrabaena socialis]Tetrabaena_socialis 37.70 0.00

TRINITY_DN44132_c1_g4GAX83171.1hypothetical protein CEUSTIGMA_g10597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN44779_c2_g1ACN27262.1unknown [Zea mays]Zea_mays 37.70 0.00

TRINITY_DN45010_c1_g5RWR89712.1cyclin-U4-1-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 37.70 0.00

TRINITY_DN45297_c0_g2XP_017230634.1PREDICTED: phosphoenolpyruvate carboxylase kinase 1-like isoform X1 [Daucus carota subsp. sativus]Daucus_carota 37.70 0.00

TRINITY_DN46352_c1_g1PNW85232.1hypothetical protein CHLRE_03g177150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.70 0.00

TRINITY_DN46405_c0_g2XP_009401918.1PREDICTED: brefeldin A-inhibited guanine nucleotide-exchange protein 2-like [Musa acuminata subsp. malaccensis]Musa_acuminata 37.70 0.00

TRINITY_DN46543_c0_g6XP_021716825.1SNF1-related protein kinase catalytic subunit alpha KIN10-like [Chenopodium quinoa]Chenopodium_quinoa 37.70 0.00

TRINITY_DN46623_c0_g2XP_020591508.1small GTPase LIP1-like [Phalaenopsis equestris]Phalaenopsis_equestris 37.70 0.00

TRINITY_DN46644_c0_g1GAX84352.1hypothetical protein CEUSTIGMA_g11774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN46811_c0_g3XP_010241155.1PREDICTED: long chain acyl-CoA synthetase 8 [Nelumbo nucifera]Nelumbo_nucifera 37.70 0.00

TRINITY_DN46841_c0_g3GAQ82931.1Calmodulin-binding protein CRAG [Klebsormidium nitens]Klebsormidium_nitens 37.70 0.00

TRINITY_DN47153_c0_g2PSC73989.1CAMK CAMK1 kinase [Micractinium conductrix]Micractinium_conductrix 37.70 0.00



TRINITY_DN47398_c0_g5KHG05516.1Putative phospholipid-transporting ATPase 4 -like protein [Gossypium arboreum]Gossypium_arboreum 37.70 0.00

TRINITY_DN47489_c0_g1KXZ47329.1hypothetical protein GPECTOR_36g54 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN47504_c1_g5PRW58960.1calcium-translocating P-type PMCA-type [Chlorella sorokiniana]Chlorella_sorokiniana 37.70 0.00

TRINITY_DN47757_c0_g4KMZ57538.1putative Auroralike protein kinase [Zostera marina]Zostera_marina 37.70 0.00

TRINITY_DN48528_c0_g1GAX80176.1hypothetical protein CEUSTIGMA_g7614.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN48806_c0_g5GAQ77586.1Cyclic nucleotide phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 37.70 0.00

TRINITY_DN50160_c0_g1XP_013897033.1hypothetical protein MNEG_9950 [Monoraphidium neglectum]Monoraphidium_neglectum 37.70 0.00

TRINITY_DN50312_c1_g2KFK36612.1hypothetical protein AALP_AA4G146300 [Arabis alpina]Arabis_alpina 37.70 0.00

TRINITY_DN50534_c0_g2XP_026381460.1protein-tyrosine-phosphatase MKP1-like [Papaver somniferum]Papaver_somniferum 37.70 0.00

TRINITY_DN51748_c1_g2GAX73620.1hypothetical protein CEUSTIGMA_g1071.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.70 0.00

TRINITY_DN52513_c1_g1KXZ53966.1hypothetical protein GPECTOR_6g885 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN52644_c1_g3XP_002949414.1guanylyl and adenylyl cyclase family member [Volvox carteri f. nagariensis]Volvox_carteri 37.70 0.00

TRINITY_DN53678_c0_g1KXZ57007.1hypothetical protein GPECTOR_1g91 [Gonium pectorale]Gonium_pectorale 37.70 0.00

TRINITY_DN6901_c0_g1XP_018501593.1PREDICTED: uncharacterized protein LOC108866793 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 37.70 0.00

TRINITY_DN24068_c0_g2XP_004310114.1PREDICTED: delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial [Fragaria vesca subsp. vesca]Fragaria_vesca 37.60 0.00

TRINITY_DN28819_c0_g1XP_003081248.1RmlC-like jelly roll fold [Ostreococcus tauri]Ostreococcus_tauri 37.60 0.00

TRINITY_DN33110_c0_g3GAX74589.1hypothetical protein CEUSTIGMA_g2037.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN33863_c0_g1KMZ57071.1SEC13-related protein [Zostera marina]Zostera_marina 37.60 0.00

TRINITY_DN34188_c1_g1PNW82376.1hypothetical protein CHLRE_06g278263v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN34865_c0_g2XP_017422538.1PREDICTED: RING finger and transmembrane domain-containing protein 1-like [Vigna angularis]Vigna_angularis 37.60 0.00

TRINITY_DN34909_c0_g1GBF87421.15-formyltetrahydrofolate cycloligase [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.60 0.00

TRINITY_DN35092_c0_g2XP_006846828.1phosphoenolpyruvate carboxylase kinase 2 [Amborella trichopoda]Amborella_trichopoda 37.60 0.00

TRINITY_DN36615_c0_g9PIN00563.1Cytochrome P450 CYP4/CYP19/CYP26 subfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 37.60 0.00

TRINITY_DN36688_c1_g3XP_023886710.1protein OSB2, chloroplastic-like [Quercus suber]Quercus_suber 37.60 0.00

TRINITY_DN36721_c0_g1GAX80917.1hypothetical protein CEUSTIGMA_g8352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN37189_c2_g2XP_020421649.1NEDD8-specific protease 1 [Prunus persica]Prunus_persica 37.60 0.00

TRINITY_DN37291_c0_g7XP_017257574.1PREDICTED: calcium-dependent protein kinase 17-like [Daucus carota subsp. sativus]Daucus_carota 37.60 0.00

TRINITY_DN37363_c0_g1OWM66560.1hypothetical protein CDL15_Pgr013777 [Punica granatum]Punica_granatum 37.60 0.00

TRINITY_DN37467_c2_g5RWR91357.1histidine kinase 5 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 37.60 0.00

TRINITY_DN37852_c0_g3XP_002506114.1predicted protein [Micromonas commoda]Micromonas_commoda 37.60 0.00

TRINITY_DN38033_c1_g4XP_001694533.1pre-apoferritin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN38182_c0_g6XP_024199576.1ubiquitin-like modifier-activating enzyme atg7 [Rosa chinensis]Rosa_chinensis 37.60 0.00

TRINITY_DN38308_c1_g1GAX73151.1hypothetical protein CEUSTIGMA_g604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN38399_c0_g3GAQ91567.1hypothetical protein KFL_008080040 [Klebsormidium nitens]Klebsormidium_nitens 37.60 0.00

TRINITY_DN38565_c0_g3XP_020097299.1polyadenylate-binding protein 3 isoform X2 [Ananas comosus]Ananas_comosus 37.60 0.00

TRINITY_DN38600_c0_g2BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.60 0.00

TRINITY_DN38647_c0_g3OAY76547.1COP9 signalosome complex subunit 8 [Ananas comosus]Ananas_comosus 37.60 0.00

TRINITY_DN38721_c0_g1PNW70378.1hypothetical protein CHLRE_17g717200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN38802_c0_g7XP_022876407.1DEAD-box ATP-dependent RNA helicase 24 [Olea europaea var. sylvestris]Olea_europaea 37.60 0.00

TRINITY_DN38899_c0_g7KZN07019.1hypothetical protein DCAR_007856 [Daucus carota subsp. sativus]Daucus_carota 37.60 0.00

TRINITY_DN38903_c0_g7XP_005648359.1hypothetical protein COCSUDRAFT_83690 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.60 0.00

TRINITY_DN39425_c0_g2PNR35372.1hypothetical protein PHYPA_023272 [Physcomitrella patens]Physcomitrella_patens 37.60 0.00

TRINITY_DN39486_c0_g3XP_009397705.1PREDICTED: uncharacterized protein LOC103982492 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 37.60 0.00

TRINITY_DN39559_c0_g2XP_022839923.1Serine-threonine/tyrosine-protein kinase catalytic domain [Ostreococcus tauri]Ostreococcus_tauri 37.60 0.00

TRINITY_DN39824_c0_g2XP_002499660.1ribosome recycling factor [Micromonas commoda]Micromonas_commoda 37.60 0.00

TRINITY_DN39825_c1_g5GAX74703.1hypothetical protein CEUSTIGMA_g2151.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN40298_c2_g6PSS28605.1Sphingosine-1-phosphate lyase [Actinidia chinensis var. chinensis]Actinidia_chinensis 37.60 0.00

TRINITY_DN40399_c1_g1XP_023929057.1deoxyribose-phosphate aldolase-like [Quercus suber]Quercus_suber 37.60 0.00

TRINITY_DN40551_c0_g6GAQ81633.1cullin 3 [Klebsormidium nitens]Klebsormidium_nitens 37.60 0.00

TRINITY_DN40733_c0_g4XP_020536817.1NADPH-dependent diflavin oxidoreductase 1 isoform X1 [Jatropha curcas]Jatropha_curcas 37.60 0.00

TRINITY_DN4076_c0_g1PON72686.1Endoplasmic reticulum oxidoreductin [Parasponia andersonii]Parasponia_andersonii 37.60 0.00

TRINITY_DN40924_c0_g1XP_023915291.160 kDa lysophospholipase-like [Quercus suber]Quercus_suber 37.60 0.00

TRINITY_DN40957_c0_g1GAX73065.1hypothetical protein CEUSTIGMA_g518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN41036_c0_g5XP_007510460.1alpha-1,4-galactosyltransferase [Bathycoccus prasinos]Bathycoccus_prasinos 37.60 0.00

TRINITY_DN41168_c0_g1GAX75152.1hypothetical protein CEUSTIGMA_g2596.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN41603_c0_g1XP_024379577.1GDT1-like protein 4 [Physcomitrella patens]Physcomitrella_patens 37.60 0.00

TRINITY_DN42491_c0_g3EFJ31521.1hypothetical protein SELMODRAFT_63727, partial [Selaginella moellendorffii]Selaginella_moellendorffii 37.60 0.00

TRINITY_DN42678_c0_g1XP_027184171.1LOW QUALITY PROTEIN: uncharacterized protein LOC113782478 [Coffea eugenioides]Coffea_eugenioides 37.60 0.00

TRINITY_DN42775_c1_g1GBF88857.1hypothetical protein Rsub_01356 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.60 0.00

TRINITY_DN42913_c0_g2EOA25476.1hypothetical protein CARUB_v10018815mg [Capsella rubella]Capsella_rubella 37.60 0.00

TRINITY_DN43519_c0_g4XP_023870739.1protein phosphatase PP2A regulatory subunit A-like [Quercus suber]Quercus_suber 37.60 0.00

TRINITY_DN43685_c0_g1PNH01250.1Calcium-dependent protein kinase 2 [Tetrabaena socialis]Tetrabaena_socialis 37.60 0.00

TRINITY_DN43724_c0_g2XP_019430382.1PREDICTED: adenosine deaminase-like protein [Lupinus angustifolius]Lupinus_angustifolius 37.60 0.00

TRINITY_DN43732_c0_g1GAX82805.1hypothetical protein CEUSTIGMA_g10231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN43808_c0_g3GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN43883_c0_g2PNH07060.1Fibronectin type-III domain-containing protein 3A [Tetrabaena socialis]Tetrabaena_socialis 37.60 0.00



TRINITY_DN44068_c0_g9XP_006645227.1PREDICTED: glycine-rich RNA-binding protein 2, mitochondrial-like [Oryza brachyantha]Oryza_brachyantha 37.60 0.00

TRINITY_DN44219_c0_g4XP_012574221.1serine/threonine-protein kinase Aurora-3 [Cicer arietinum]Cicer_arietinum 37.60 0.00

TRINITY_DN44260_c1_g1GBF89792.1hypothetical protein Rsub_02962 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.60 0.00

TRINITY_DN44401_c1_g4GAX72689.1hypothetical protein CEUSTIGMA_g145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN44843_c0_g2XP_002952193.1hypothetical protein VOLCADRAFT_105409 [Volvox carteri f. nagariensis]Volvox_carteri 37.60 0.00

TRINITY_DN45021_c0_g1GAX82518.1hypothetical protein CEUSTIGMA_g9945.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN45392_c0_g5GBG70502.1hypothetical protein CBR_g6630 [Chara braunii]Chara_braunii 37.60 0.00

TRINITY_DN45486_c3_g2XP_013905781.1hypothetical protein MNEG_1190 [Monoraphidium neglectum]Monoraphidium_neglectum 37.60 0.00

TRINITY_DN45585_c0_g1PNW82735.1hypothetical protein CHLRE_06g291900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN45713_c1_g6PVH47630.1hypothetical protein PAHAL_4G104900 [Panicum hallii]Panicum_hallii 37.60 0.00

TRINITY_DN45950_c0_g3XP_023004417.1serine/threonine-protein kinase ATG1a [Cucurbita maxima]Cucurbita_maxima 37.60 0.00

TRINITY_DN46228_c0_g1XP_002951701.1hypothetical protein VOLCADRAFT_92304 [Volvox carteri f. nagariensis]Volvox_carteri 37.60 0.00

TRINITY_DN46555_c0_g3GAX74704.1hypothetical protein CEUSTIGMA_g2152.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN46641_c0_g1KXZ55758.1hypothetical protein GPECTOR_2g1308 [Gonium pectorale]Gonium_pectorale 37.60 0.00

TRINITY_DN47017_c1_g7GBG78109.1hypothetical protein CBR_g26046 [Chara braunii]Chara_braunii 37.60 0.00

TRINITY_DN47097_c0_g6XP_010479432.2PREDICTED: tubulin beta-1 chain-like [Camelina sativa]Camelina_sativa 37.60 0.00

TRINITY_DN47311_c0_g2XP_003558154.1probable protein phosphatase 2C 32 [Brachypodium distachyon]Brachypodium_distachyon 37.60 0.00

TRINITY_DN47848_c0_g3XP_024529605.1uncharacterized protein YKR070W [Selaginella moellendorffii]Selaginella_moellendorffii 37.60 0.00

TRINITY_DN47915_c0_g3GBF90935.1voltage-gated potassium channel subunit beta-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.60 0.00

TRINITY_DN47971_c1_g2PNH04143.130S ribosomal protein S1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 37.60 0.00

TRINITY_DN48437_c0_g2KXZ45430.1hypothetical protein GPECTOR_55g336 [Gonium pectorale]Gonium_pectorale 37.60 0.00

TRINITY_DN48626_c0_g1GBF92514.1hypothetical protein Rsub_04618 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.60 0.00

TRINITY_DN48741_c0_g4ADJ19186.1lysine ketoglutarate reductase/saccharopine dehydrogenase [Triticum turgidum]Triticum_turgidum 37.60 0.00

TRINITY_DN48862_c0_g1XP_001701689.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN48948_c1_g1PNH00238.1hypothetical protein TSOC_013956 [Tetrabaena socialis]Tetrabaena_socialis 37.60 0.00

TRINITY_DN49323_c0_g3XP_015621627.1CBL-interacting protein kinase 11 [Oryza sativa Japonica Group]Oryza_sativa 37.60 0.00

TRINITY_DN49327_c1_g4XP_002499430.1predicted protein [Micromonas commoda]Micromonas_commoda 37.60 0.00

TRINITY_DN49554_c0_g3XP_022005770.1UDP-sugar pyrophosphorylase-like [Helianthus annuus]Helianthus_annuus 37.60 0.00

TRINITY_DN49845_c0_g2XP_002945612.1hypothetical protein VOLCADRAFT_55676 [Volvox carteri f. nagariensis]Volvox_carteri 37.60 0.00

TRINITY_DN49988_c2_g1XP_018850983.1PREDICTED: putative pumilio homolog 8, chloroplastic [Juglans regia]Juglans_regia 37.60 0.00

TRINITY_DN50489_c0_g5PNW86401.1hypothetical protein CHLRE_02g085000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.60 0.00

TRINITY_DN50620_c1_g3XP_027332155.1lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial [Abrus precatorius]Abrus_precatorius 37.60 0.00

TRINITY_DN50893_c1_g1GAX84471.1hypothetical protein CEUSTIGMA_g11891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN51220_c0_g3XP_024400598.1elongation factor-like GTPase 1 [Physcomitrella patens]Physcomitrella_patens 37.60 0.00

TRINITY_DN51246_c0_g1PNH03960.1ATP-binding cassette sub-family G member 2 [Tetrabaena socialis]Tetrabaena_socialis 37.60 0.00

TRINITY_DN51288_c0_g3XP_020146196.1GTP-binding protein YPTM2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 37.60 0.00

TRINITY_DN51548_c0_g6GAX81814.1hypothetical protein CEUSTIGMA_g9242.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN51663_c0_g1PTQ36409.1hypothetical protein MARPO_0064s0086 [Marchantia polymorpha]Marchantia_polymorpha 37.60 0.00

TRINITY_DN51713_c1_g1GAX83352.1hypothetical protein CEUSTIGMA_g10777.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN51974_c0_g1GAX78457.1hypothetical protein CEUSTIGMA_g5897.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.60 0.00

TRINITY_DN51992_c1_g8OAE18089.1hypothetical protein AXG93_2899s1180 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.60 0.00

TRINITY_DN52076_c0_g1AAD22158.1polyprotein [Sorghum bicolor]Sorghum_bicolor 37.60 0.00

TRINITY_DN52475_c0_g2XP_013901581.1cellulose synthase (UDP-forming) [Monoraphidium neglectum]Monoraphidium_neglectum 37.60 0.00

TRINITY_DN53200_c0_g1XP_002437579.1calcium and calcium/calmodulin-dependent serine/threonine-protein kinase isoform X2 [Sorghum bicolor]Sorghum_bicolor 37.60 0.00

TRINITY_DN53435_c0_g1XP_023895898.1glutaredoxin-like protein YDR286C [Quercus suber]Quercus_suber 37.60 0.00

TRINITY_DN13891_c0_g1GAQ80653.1Lysophospholipase [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN1526_c0_g1GAQ87383.1hypothetical protein KFL_003490070 [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN28721_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 37.50 0.00

TRINITY_DN29035_c0_g2GAQ80065.1hypothetical protein KFL_000450210 [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN30929_c0_g1PRW60250.1ser thr phosphatase family [Chlorella sorokiniana]Chlorella_sorokiniana 37.50 0.00

TRINITY_DN31100_c0_g2XP_001422003.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 37.50 0.00

TRINITY_DN33357_c0_g2GAX84953.1hypothetical protein CEUSTIGMA_g12374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.50 0.00

TRINITY_DN33524_c0_g1XP_005643118.1SFT2-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.50 0.00

TRINITY_DN33821_c0_g2XP_011022020.1PREDICTED: E3 ubiquitin-protein ligase RING1-like [Populus euphratica]Populus_euphratica 37.50 0.00

TRINITY_DN34049_c0_g3XP_016693300.1PREDICTED: serine/threonine-protein kinase HT1-like [Gossypium hirsutum]Gossypium_hirsutum 37.50 0.00

TRINITY_DN34406_c0_g1KZV15325.1hypothetical protein F511_25193 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 37.50 0.00

TRINITY_DN34678_c0_g2EPS72909.1pseudouridine synthase, partial [Genlisea aurea]Genlisea_aurea 37.50 0.00

TRINITY_DN34903_c0_g1XP_027359435.1synaptotagmin-5 isoform X2 [Abrus precatorius]Abrus_precatorius 37.50 0.00

TRINITY_DN35648_c1_g2BAJ99754.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.50 0.00

TRINITY_DN35864_c1_g8PON64947.1Phytochrome [Parasponia andersonii]Parasponia_andersonii 37.50 0.00

TRINITY_DN36275_c0_g1PSR85928.1SWR1-complex protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 37.50 0.00

TRINITY_DN37018_c0_g5XP_025887311.1ras-related protein RABB1b-like [Solanum lycopersicum]Solanum_lycopersicum 37.50 0.00

TRINITY_DN37394_c0_g2OAE18507.1hypothetical protein AXG93_163s1400 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.50 0.00

TRINITY_DN37904_c0_g3PWA32070.1Micro-fibrillar-associated protein 1, C-terminal [Artemisia annua]Artemisia_annua 37.50 0.00

TRINITY_DN37964_c1_g6XP_023882493.1glutaminyl-peptide cyclotransferase-like [Quercus suber]Quercus_suber 37.50 0.00

TRINITY_DN38628_c0_g1XP_010255989.1PREDICTED: chloride channel protein CLC-d isoform X2 [Nelumbo nucifera]Nelumbo_nucifera 37.50 0.00



TRINITY_DN38956_c0_g1GAX73418.1hypothetical protein CEUSTIGMA_g870.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.50 0.00

TRINITY_DN39352_c0_g4PNW73551.1hypothetical protein CHLRE_13g563700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN39379_c0_g1GAQ90684.1ubiquinone biosynthesis monooxygenase Coq6 [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN39496_c1_g8OMO85146.1hypothetical protein CCACVL1_10386 [Corchorus capsularis]Corchorus_capsularis 37.50 0.00

TRINITY_DN39990_c0_g8PIA27973.1hypothetical protein AQUCO_07400075v1 [Aquilegia coerulea]Aquilegia_coerulea 37.50 0.00

TRINITY_DN40365_c0_g4XP_010686185.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 37.50 0.00

TRINITY_DN40424_c0_g1PRW44482.1chitotriosidase-1 [Chlorella sorokiniana]Chlorella_sorokiniana 37.50 0.00

TRINITY_DN40438_c0_g1XP_006656057.1PREDICTED: phosphatidylinositol 4-kinase gamma 4-like [Oryza brachyantha]Oryza_brachyantha 37.50 0.00

TRINITY_DN4049_c0_g1XP_024165075.1serpin-ZX [Rosa chinensis]Rosa_chinensis 37.50 0.00

TRINITY_DN40591_c0_g5BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.50 0.00

TRINITY_DN40898_c0_g3GAX79426.1hypothetical protein CEUSTIGMA_g6867.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.50 0.00

TRINITY_DN41224_c0_g1GAX79534.1hypothetical protein CEUSTIGMA_g6975.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.50 0.00

TRINITY_DN41242_c0_g6XP_020099691.1CBL-interacting serine/threonine-protein kinase 21 isoform X3 [Ananas comosus]Ananas_comosus 37.50 0.00

TRINITY_DN42052_c0_g2XP_023871339.1uncharacterized protein LOC111983921 [Quercus suber]Quercus_suber 37.50 0.00

TRINITY_DN43350_c0_g3XP_024388157.1serine/threonine-protein kinase GRIK1-like isoform X5 [Physcomitrella patens]Physcomitrella_patens 37.50 0.00

TRINITY_DN43898_c0_g5GAQ78393.1HSP70/HSP90 organizing protein HOP [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN43990_c0_g4XP_001416913.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 37.50 0.00

TRINITY_DN44437_c0_g3PNW77363.1hypothetical protein CHLRE_10g433400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN44457_c0_g5GBG61790.1hypothetical protein CBR_g23749 [Chara braunii]Chara_braunii 37.50 0.00

TRINITY_DN45277_c1_g8XP_005649048.1putative mitochondrial ribosomal protein S16 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.50 0.00

TRINITY_DN45398_c1_g2BAK00365.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.50 0.00

TRINITY_DN45505_c0_g9XP_005644594.1hypothetical protein COCSUDRAFT_67454 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.50 0.00

TRINITY_DN45667_c1_g7XP_016571979.1PREDICTED: uncharacterized protein LOC107870087 isoform X1 [Capsicum annuum]Capsicum_annuum 37.50 0.00

TRINITY_DN45868_c0_g2XP_002501266.1predicted protein [Micromonas commoda]Micromonas_commoda 37.50 0.00

TRINITY_DN45941_c0_g1PRW45128.1tRNA (uracil-5-)-methyltransferase-like protein A [Chlorella sorokiniana]Chlorella_sorokiniana 37.50 0.00

TRINITY_DN46414_c0_g8XP_004234560.1acidic leucine-rich nuclear phosphoprotein 32-related protein [Solanum lycopersicum]Solanum_lycopersicum 37.50 0.00

TRINITY_DN47577_c2_g5PNW70185.1hypothetical protein CHLRE_17g709400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN47601_c0_g4XP_020249153.1xaa-Pro dipeptidase [Asparagus officinalis]Asparagus_officinalis 37.50 0.00

TRINITY_DN48901_c0_g6XP_004299621.1PREDICTED: serine/threonine-protein kinase AtPK2/AtPK19-like [Fragaria vesca subsp. vesca]Fragaria_vesca 37.50 0.00

TRINITY_DN49351_c0_g2ABK24376.1unknown [Picea sitchensis]Picea_sitchensis 37.50 0.00

TRINITY_DN49409_c0_g3XP_013906608.1hypothetical protein MNEG_0358 [Monoraphidium neglectum]Monoraphidium_neglectum 37.50 0.00

TRINITY_DN49572_c0_g3KXZ48792.1hypothetical protein GPECTOR_25g376 [Gonium pectorale]Gonium_pectorale 37.50 0.00

TRINITY_DN49645_c0_g4XP_024367232.1uncharacterized protein LOC112278252 [Physcomitrella patens]Physcomitrella_patens 37.50 0.00

TRINITY_DN50088_c0_g5PTQ49786.1hypothetical protein MARPO_0002s0237 [Marchantia polymorpha]Marchantia_polymorpha 37.50 0.00

TRINITY_DN50261_c1_g4XP_003055453.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.50 0.00

TRINITY_DN50355_c0_g1KXZ42768.1hypothetical protein GPECTOR_119g399 [Gonium pectorale]Gonium_pectorale 37.50 0.00

TRINITY_DN50759_c1_g2GAX85412.1hypothetical protein CEUSTIGMA_g12828.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.50 0.00

TRINITY_DN50858_c1_g2XP_023898298.1NAD/NADP-dependent indole-3-acetaldehyde reductase-like [Quercus suber]Quercus_suber 37.50 0.00

TRINITY_DN51057_c0_g2BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.50 0.00

TRINITY_DN51135_c0_g4PRW20908.1Oxidoreductase HTATIP2 [Chlorella sorokiniana]Chlorella_sorokiniana 37.50 0.00

TRINITY_DN51313_c0_g1GAQ87395.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 37.50 0.00

TRINITY_DN51407_c0_g4KXZ52492.1hypothetical protein GPECTOR_9g536 [Gonium pectorale]Gonium_pectorale 37.50 0.00

TRINITY_DN51527_c0_g4PNW75320.1hypothetical protein CHLRE_12g522250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN51540_c1_g1PNW77475.1hypothetical protein CHLRE_10g438200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN52120_c0_g1BBC28428.1hypothetical protein [Yamagishiella unicocca]Yamagishiella_unicocca 37.50 0.00

TRINITY_DN52283_c0_g1XP_001698240.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.50 0.00

TRINITY_DN52607_c4_g5PRW61566.1Retrovirus-related Pol poly from transposon TNT 1-94 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 37.50 0.00

TRINITY_DN53609_c0_g1XP_015164366.1PREDICTED: probable serine/threonine-protein kinase drkD [Solanum tuberosum]Solanum_tuberosum 37.50 0.00

TRINITY_DN19978_c0_g1XP_010686185.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 37.40 0.00

TRINITY_DN26330_c0_g1XP_023901485.1uncharacterized protein LOC112013322 [Quercus suber]Quercus_suber 37.40 0.00

TRINITY_DN26862_c0_g3ADR51681.1phytochelatin synthase [Pteris vittata]Pteris_vittata 37.40 0.00

TRINITY_DN27230_c0_g4XP_010557601.1PREDICTED: vacuolar protein-sorting-associated protein 33 homolog isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 37.40 0.00

TRINITY_DN27695_c0_g3PSC76235.1cyclin-A1-4-like isoform X1 [Micractinium conductrix]Micractinium_conductrix 37.40 0.00

TRINITY_DN28798_c0_g1XP_002969563.1Golgi apparatus membrane protein-like protein ECHIDNA [Selaginella moellendorffii]Selaginella_moellendorffii 37.40 0.00

TRINITY_DN32233_c0_g1XP_023896001.1homoserine kinase-like [Quercus suber]Quercus_suber 37.40 0.00

TRINITY_DN32336_c0_g1EPS65446.1hypothetical protein M569_09330, partial [Genlisea aurea]Genlisea_aurea 37.40 0.00

TRINITY_DN33600_c0_g1XP_002322012.2splicing factor SF3a60 homolog [Populus trichocarpa]Populus_trichocarpa 37.40 0.00

TRINITY_DN33636_c0_g1XP_020264570.1uncharacterized protein LOC109840360 [Asparagus officinalis]Asparagus_officinalis 37.40 0.00

TRINITY_DN33895_c0_g1RLM86006.1hypothetical protein C2845_PM04G24380 [Panicum miliaceum]Panicum_miliaceum 37.40 0.00

TRINITY_DN34209_c0_g1XP_019438090.1PREDICTED: WD repeat-containing protein DWA2-like isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 37.40 0.00

TRINITY_DN34596_c0_g8XP_027329403.1CBL-interacting serine/threonine-protein kinase 11-like [Abrus precatorius]Abrus_precatorius 37.40 0.00

TRINITY_DN34625_c0_g1XP_005649225.1P-loop containing nucleoside triphosphate hydrolase protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.40 0.00

TRINITY_DN35389_c0_g2ONI32292.1hypothetical protein PRUPE_1G358800 [Prunus persica]Prunus_persica 37.40 0.00

TRINITY_DN35799_c0_g1KMZ62195.1hypothetical protein ZOSMA_486G00130 [Zostera marina]Zostera_marina 37.40 0.00

TRINITY_DN36059_c0_g4GBG90440.1hypothetical protein CBR_g50687 [Chara braunii]Chara_braunii 37.40 0.00

TRINITY_DN36078_c0_g3XP_009354341.1PREDICTED: CBL-interacting serine/threonine-protein kinase 10-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 37.40 0.00



TRINITY_DN36600_c0_g3XP_001699708.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.40 0.00

TRINITY_DN36836_c0_g1KDO69221.1hypothetical protein CISIN_1g040555mg, partial [Citrus sinensis]Citrus_sinensis 37.40 0.00

TRINITY_DN36961_c0_g1XP_022840386.1TatD family [Ostreococcus tauri]Ostreococcus_tauri 37.40 0.00

TRINITY_DN38027_c1_g1GAX79224.1hypothetical protein CEUSTIGMA_g6664.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN38047_c0_g4KXZ46622.1hypothetical protein GPECTOR_42g833 [Gonium pectorale]Gonium_pectorale 37.40 0.00

TRINITY_DN38884_c0_g2GAU16252.1hypothetical protein TSUD_298840 [Trifolium subterraneum]Trifolium_subterraneum 37.40 0.00

TRINITY_DN39137_c1_g3PNW74146.1hypothetical protein CHLRE_13g587200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.40 0.00

TRINITY_DN39201_c0_g1XP_021630130.1ras-related protein Rab7-like isoform X2 [Manihot esculenta]Manihot_esculenta 37.40 0.00

TRINITY_DN39467_c0_g5GAQ87221.1CCR4-NOT transcription complex subunit 1 [Klebsormidium nitens]Klebsormidium_nitens 37.40 0.00

TRINITY_DN39570_c0_g1EFJ27706.1hypothetical protein SELMODRAFT_94573 [Selaginella moellendorffii]Selaginella_moellendorffii 37.40 0.00

TRINITY_DN39985_c0_g1XP_002958688.1hypothetical protein VOLCADRAFT_108259 [Volvox carteri f. nagariensis]Volvox_carteri 37.40 0.00

TRINITY_DN40301_c0_g1XP_011039116.1PREDICTED: serine/threonine-protein kinase EDR1 isoform X1 [Populus euphratica]Populus_euphratica 37.40 0.00

TRINITY_DN40493_c0_g2XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 37.40 0.00

TRINITY_DN40510_c0_g7XP_024191793.1mitogen-activated protein kinase 9 isoform X1 [Rosa chinensis]Rosa_chinensis 37.40 0.00

TRINITY_DN40753_c0_g3XP_007155370.1hypothetical protein PHAVU_003G195500g [Phaseolus vulgaris]Phaseolus_vulgaris 37.40 0.00

TRINITY_DN40893_c0_g2GAX79294.1hypothetical protein CEUSTIGMA_g6735.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN41269_c0_g4XP_002505025.1predicted protein [Micromonas commoda]Micromonas_commoda 37.40 0.00

TRINITY_DN41391_c1_g2KMS93624.1hypothetical protein BVRB_029600, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 37.40 0.00

TRINITY_DN41577_c0_g2GBF96865.1glucosidase 2 subunit beta [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.40 0.00

TRINITY_DN41954_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 37.40 0.00

TRINITY_DN41974_c1_g1XP_023733414.1poly [ADP-ribose] polymerase 1 [Lactuca sativa]Lactuca_sativa 37.40 0.00

TRINITY_DN41994_c0_g9XP_021592408.1actin-related protein 2/3 complex subunit 3 [Manihot esculenta]Manihot_esculenta 37.40 0.00

TRINITY_DN42265_c0_g3PIA59726.1hypothetical protein AQUCO_00400552v1 [Aquilegia coerulea]Aquilegia_coerulea 37.40 0.00

TRINITY_DN42309_c0_g1XP_002951687.1hypothetical protein VOLCADRAFT_92280 [Volvox carteri f. nagariensis]Volvox_carteri 37.40 0.00

TRINITY_DN42380_c0_g3GAX74984.1hypothetical protein CEUSTIGMA_g2430.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN42757_c1_g7XP_002949688.1hypothetical protein VOLCADRAFT_104461 [Volvox carteri f. nagariensis]Volvox_carteri 37.40 0.00

TRINITY_DN43284_c0_g2XP_005646591.1hypothetical protein COCSUDRAFT_53945 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.40 0.00

TRINITY_DN44126_c0_g5XP_011095560.1E3 ubiquitin-protein ligase UPL1 [Sesamum indicum]Sesamum_indicum 37.40 0.00

TRINITY_DN44365_c0_g5PNH11905.1Phosphoglucan, water dikinase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 37.40 0.00

TRINITY_DN44456_c0_g1PNW82838.1hypothetical protein CHLRE_06g296550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.40 0.00

TRINITY_DN44470_c0_g1XP_005846037.1hypothetical protein CHLNCDRAFT_53446 [Chlorella variabilis]Chlorella_variabilis 37.40 0.00

TRINITY_DN44638_c0_g5KZV15418.1phenylalanine ammonia-lyase-like, partial [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 37.40 0.00

TRINITY_DN45572_c0_g2BAK01911.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.40 0.00

TRINITY_DN45601_c0_g3XP_005649212.1putative dihydropterin pyrophosphokinase/dihydropteroate synthase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.40 0.00

TRINITY_DN45676_c0_g1XP_002946026.1hypothetical protein VOLCADRAFT_115617 [Volvox carteri f. nagariensis]Volvox_carteri 37.40 0.00

TRINITY_DN45713_c1_g5XP_010414808.1PREDICTED: probable elongation factor 1-gamma 2 [Camelina sativa]Camelina_sativa 37.40 0.00

TRINITY_DN45944_c0_g3PRW32652.1Transcription factor TFIIIB component B [Chlorella sorokiniana]Chlorella_sorokiniana 37.40 0.00

TRINITY_DN46117_c1_g2XP_002955627.1RWP-RK domain-containing transcription factor [Volvox carteri f. nagariensis]Volvox_carteri 37.40 0.00

TRINITY_DN46245_c0_g8XP_001419175.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 37.40 0.00

TRINITY_DN46535_c0_g2KXZ51779.1hypothetical protein GPECTOR_11g222 [Gonium pectorale]Gonium_pectorale 37.40 0.00

TRINITY_DN47163_c0_g5GAX74027.1hypothetical protein CEUSTIGMA_g1477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN47538_c0_g6XP_019246784.1PREDICTED: ribosome biogenesis regulatory protein homolog [Nicotiana attenuata]Nicotiana_attenuata 37.40 0.00

TRINITY_DN47985_c0_g2XP_023890478.1inositol-1,4,5-trisphosphate 5-phosphatase 1-like [Quercus suber]Quercus_suber 37.40 0.00

TRINITY_DN48051_c0_g6OAE19577.1hypothetical protein AXG93_960s1340 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.40 0.00

TRINITY_DN48087_c0_g6XP_002503558.1predicted protein [Micromonas commoda]Micromonas_commoda 37.40 0.00

TRINITY_DN48101_c1_g1GAX73045.1hypothetical protein CEUSTIGMA_g498.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN48533_c1_g1GAQ82168.1hypothetical protein KFL_001020180 [Klebsormidium nitens]Klebsormidium_nitens 37.40 0

TRINITY_DN49143_c0_g2BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.40 0.00

TRINITY_DN51188_c0_g2XP_014496297.1ABC transporter A family member 2 [Vigna radiata var. radiata]Vigna_radiata 37.40 0.00

TRINITY_DN51371_c1_g2GAX73240.1hypothetical protein CEUSTIGMA_g694.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.40 0.00

TRINITY_DN51799_c0_g1GAQ91271.1etoposide-induced 2.4 mRNA [Klebsormidium nitens]Klebsormidium_nitens 37.40 0.00

TRINITY_DN52681_c8_g1ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 37.40 0.00

TRINITY_DN53723_c0_g1GAU30530.1hypothetical protein TSUD_65400 [Trifolium subterraneum]Trifolium_subterraneum 37.40 0.00

TRINITY_DN7506_c0_g2ACY06317.1class II chitinase 2-1 [Pseudotsuga menziesii]Pseudotsuga_menziesii 37.40 0.00

TRINITY_DN10184_c0_g1XP_007514763.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 37.30 0.00

TRINITY_DN15784_c0_g1KMS93400.1hypothetical protein BVRB_031860, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 37.30 0.00

TRINITY_DN19644_c0_g3XP_008457730.1PREDICTED: transportin-1 [Cucumis melo]Cucumis_melo 37.30 0.00

TRINITY_DN20125_c0_g1KEH43749.1elongation factor 1-alpha [Medicago truncatula]Medicago_truncatula 37.30 0.00

TRINITY_DN30386_c0_g1PON84925.1Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit [Trema orientale]Trema_orientale 37.30 0.00

TRINITY_DN31460_c0_g2RMZ57639.1hypothetical protein APUTEX25_001839 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 37.30 0.00

TRINITY_DN31516_c0_g2EFJ20463.1hypothetical protein SELMODRAFT_443915 [Selaginella moellendorffii]Selaginella_moellendorffii 37.30 0.00

TRINITY_DN31597_c0_g1XP_021980484.1GTP-binding protein BRASSINAZOLE INSENSITIVE PALE GREEN 2, chloroplastic [Helianthus annuus]Helianthus_annuus 37.30 0.00

TRINITY_DN32117_c0_g1OIW08470.1hypothetical protein TanjilG_03146 [Lupinus angustifolius]Lupinus_angustifolius 37.30 0.00

TRINITY_DN32205_c0_g1XP_002968991.1gamma carbonic anhydrase 1, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 37.30 0.00

TRINITY_DN32449_c0_g1GAQ87008.1RNA polymerase I transcription factor TFIIS subunit RPA12 [Klebsormidium nitens]Klebsormidium_nitens 37.30 0.00

TRINITY_DN32510_c0_g1GAX78137.1hypothetical protein CEUSTIGMA_g5579.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00



TRINITY_DN33400_c0_g1KQK21465.1hypothetical protein BRADI_1g60920v3 [Brachypodium distachyon]Brachypodium_distachyon 37.30 0.00

TRINITY_DN33454_c0_g1XP_004140737.1PREDICTED: elongation factor Ts, mitochondrial [Cucumis sativus]Cucumis_sativus 37.30 0.00

TRINITY_DN34140_c0_g2XP_010920391.1PREDICTED: rhomboid-like protein 19 isoform X1 [Elaeis guineensis]Elaeis_guineensis 37.30 0.00

TRINITY_DN34158_c0_g6KHN39544.1Trans-2,3-enoyl-CoA reductase [Glycine soja]Glycine_soja 37.30 0.00

TRINITY_DN34161_c1_g1GBF87537.1hypothetical protein Rsub_00248 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.30 0.00

TRINITY_DN34170_c0_g1XP_009336525.1PREDICTED: ras-related protein RHN1-like isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 37.30 0.00

TRINITY_DN34185_c0_g1GAX85581.1hypothetical protein CEUSTIGMA_g12996.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN34378_c0_g1NP_001148408.1peptide methionine sulfoxide reductase msrB [Zea mays]Zea_mays 37.30 0.00

TRINITY_DN34685_c1_g3XP_001417857.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 37.30 0.00

TRINITY_DN34834_c0_g2XP_004139280.1PREDICTED: lysosomal Pro-X carboxypeptidase [Cucumis sativus]Cucumis_sativus 37.30 0.00



TRINITY_DN34935_c0_g1XP_002508155.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 37.30 0.00

TRINITY_DN35486_c0_g5XP_005648453.1MFS general substrate transporter [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.30 0.00

TRINITY_DN36071_c0_g1OVA20309.1zinc finger protein [Macleaya cordata]Macleaya_cordata 37.30 0.00

TRINITY_DN36321_c0_g1XP_021686622.1fatty acyl-CoA reductase 2-like [Hevea brasiliensis]Hevea_brasiliensis 37.30 0.00

TRINITY_DN36725_c0_g1XP_021856884.1random slug protein 5-like [Spinacia oleracea]Spinacia_oleracea 37.30 0.00

TRINITY_DN36827_c0_g1KXZ48446.1hypothetical protein GPECTOR_28g856 [Gonium pectorale]Gonium_pectorale 37.30 0.00

TRINITY_DN36850_c0_g12XP_020087817.1probable serine/threonine protein kinase IRE isoform X2 [Ananas comosus]Ananas_comosus 37.30 0.00

TRINITY_DN37842_c0_g9PSR86278.1LEC14B protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 37.30 0.00

TRINITY_DN38718_c0_g1XP_013901687.1leukotriene-A4 hydrolase [Monoraphidium neglectum]Monoraphidium_neglectum 37.30 0.00

TRINITY_DN38924_c1_g3GAX80286.1hypothetical protein CEUSTIGMA_g7724.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN39166_c1_g6XP_023902162.1uncharacterized ATP-dependent helicase C144.05-like [Quercus suber]Quercus_suber 37.30 0.00

TRINITY_DN39421_c0_g2XP_005644961.1MFS general substrate transporter [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.30 0.00

TRINITY_DN39535_c0_g4XP_021848170.1protein BONZAI 3 [Spinacia oleracea]Spinacia_oleracea 37.30 0.00

TRINITY_DN39633_c0_g4XP_001700867.1DP1 transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.30 0.00

TRINITY_DN39820_c0_g2RWW84243.1hypothetical protein BHE74_00007142 [Ensete ventricosum]Ensete_ventricosum 37.30 0.00

TRINITY_DN39820_c0_g4PNH08087.1BTB/POZ domain-containing protein KCTD17 [Tetrabaena socialis]Tetrabaena_socialis 37.30 0.00

TRINITY_DN40777_c1_g3PRW57367.1glycoside hydrolase family 38 [Chlorella sorokiniana]Chlorella_sorokiniana 37.30 0.00

TRINITY_DN41018_c1_g8PIA51548.1hypothetical protein AQUCO_01100419v1 [Aquilegia coerulea]Aquilegia_coerulea 37.30 0.00

TRINITY_DN41233_c0_g2BAJ90950.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.30 0.00

TRINITY_DN41437_c0_g1GAX75113.1hypothetical protein CEUSTIGMA_g2557.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN41499_c0_g4EPS64384.1hypothetical protein M569_10397, partial [Genlisea aurea]Genlisea_aurea 37.30 0.00

TRINITY_DN41712_c0_g4GAX83509.1hypothetical protein CEUSTIGMA_g10934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN41775_c0_g4GBF90570.1nitrite transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.30 0.00

TRINITY_DN41784_c0_g5GAX78916.1hypothetical protein CEUSTIGMA_g6355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN41901_c0_g1KXZ51913.1hypothetical protein GPECTOR_11g40 [Gonium pectorale]Gonium_pectorale 37.30 0.00

TRINITY_DN41914_c1_g1EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 37.30 0.00

TRINITY_DN42236_c0_g3OUS47960.1hypothetical protein BE221DRAFT_70514 [Ostreococcus tauri]Ostreococcus_tauri 37.30 0.00

TRINITY_DN42294_c0_g4XP_023753490.1alpha-glucosidase-like isoform X1 [Lactuca sativa]Lactuca_sativa 37.30 0.00

TRINITY_DN42491_c1_g3XP_012489570.1PREDICTED: FACT complex subunit SSRP1-like [Gossypium raimondii]Gossypium_raimondii 37.30 0.00

TRINITY_DN43065_c1_g1KXZ49029.1hypothetical protein GPECTOR_23g117 [Gonium pectorale]Gonium_pectorale 37.30 0.00

TRINITY_DN43116_c0_g7XP_002499791.1predicted protein [Micromonas commoda]Micromonas_commoda 37.30 0.00

TRINITY_DN43257_c1_g3BAK00365.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.30 0.00

TRINITY_DN43522_c0_g4GBG84704.1hypothetical protein CBR_g39080 [Chara braunii]Chara_braunii 37.30 0.00

TRINITY_DN43693_c0_g7GAX79765.1hypothetical protein CEUSTIGMA_g7206.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN44062_c0_g5XP_022869992.1ras-related protein RABD2a [Olea europaea var. sylvestris]Olea_europaea 37.30 0.00

TRINITY_DN44405_c0_g9OAE18975.1hypothetical protein AXG93_461s1160 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.30 0.00

TRINITY_DN45046_c0_g2GAX84655.1hypothetical protein CEUSTIGMA_g12076.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN45454_c0_g3GAX82229.1hypothetical protein CEUSTIGMA_g9657.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN45760_c0_g2GAX82338.1hypothetical protein CEUSTIGMA_g9767.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN46121_c0_g1GAQ86643.1Zinc-finger domain of monoamine-oxidase A repressor R1 [Klebsormidium nitens]Klebsormidium_nitens 37.30 0.00

TRINITY_DN46182_c0_g4OIW20757.1hypothetical protein TanjilG_21979 [Lupinus angustifolius]Lupinus_angustifolius 37.30 0.00

TRINITY_DN46445_c0_g1XP_004298590.2PREDICTED: DNA polymerase lambda-like [Fragaria vesca subsp. vesca]Fragaria_vesca 37.30 0.00

TRINITY_DN46962_c0_g5EFH49489.1hypothetical protein ARALYDRAFT_487393 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 37.30 0.00

TRINITY_DN47235_c0_g3XP_001698766.1amidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.30 0.00

TRINITY_DN47383_c0_g1GAX82254.1hypothetical protein CEUSTIGMA_g9682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN47548_c0_g1XP_019178841.1PREDICTED: uncharacterized protein LOC109173979 isoform X1 [Ipomoea nil]Ipomoea_nil 37.30 0.00

TRINITY_DN47767_c0_g1GAQ80240.1Dihydropyrimidine dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 37.30 0.00

TRINITY_DN47919_c0_g3ADE76687.1unknown [Picea sitchensis]Picea_sitchensis 37.30 0.00

TRINITY_DN48227_c0_g1XP_013898201.1hypothetical protein MNEG_8782 [Monoraphidium neglectum]Monoraphidium_neglectum 37.30 0.00

TRINITY_DN48258_c0_g4XP_024382599.1uncharacterized protein LOC112285745 [Physcomitrella patens]Physcomitrella_patens 37.30 0.00

TRINITY_DN48490_c2_g3KXZ45114.1hypothetical protein GPECTOR_58g563 [Gonium pectorale]Gonium_pectorale 37.30 0.00

TRINITY_DN48647_c0_g2XP_002945969.1hypothetical protein VOLCADRAFT_102925 [Volvox carteri f. nagariensis]Volvox_carteri 37.30 0.00

TRINITY_DN48807_c0_g5XP_011083438.18-hydroxygeraniol dehydrogenase-like [Sesamum indicum]Sesamum_indicum 37.30 0.00

TRINITY_DN48901_c0_g5OAY79986.1Serine/threonine-protein kinase [Ananas comosus]Ananas_comosus 37.30 0.00

TRINITY_DN49278_c1_g1GAX85915.1hypothetical protein CEUSTIGMA_g13331.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN49616_c0_g1XP_004248834.1phosphoglycerate mutase-like protein AT74 [Solanum lycopersicum]Solanum_lycopersicum 37.30 0.00

TRINITY_DN50531_c0_g1GAX78278.1hypothetical protein CEUSTIGMA_g5720.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN50780_c1_g1GAX79599.1hypothetical protein CEUSTIGMA_g7040.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN51175_c1_g2KXZ52105.1hypothetical protein GPECTOR_10g1128 [Gonium pectorale]Gonium_pectorale 37.30 0.00

TRINITY_DN51195_c0_g1GAX84300.1hypothetical protein CEUSTIGMA_g11722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN51781_c1_g1AOV85904.1ABCC1, partial [Triticum polonicum]Triticum_polonicum 37.30 0.00

TRINITY_DN52676_c8_g1GAX78279.1hypothetical protein CEUSTIGMA_g5721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.30 0.00

TRINITY_DN23785_c0_g1EFJ34058.1hypothetical protein SELMODRAFT_406458 [Selaginella moellendorffii]Selaginella_moellendorffii 37.20 0.00

TRINITY_DN31710_c0_g1XP_005850261.1hypothetical protein CHLNCDRAFT_50559 [Chlorella variabilis]Chlorella_variabilis 37.20 0.00

TRINITY_DN31889_c1_g3XP_013906495.1nuclear prelamin A recognition factor-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 37.20 0.00

TRINITY_DN32325_c0_g2EPS71631.1hypothetical protein M569_03128, partial [Genlisea aurea]Genlisea_aurea 37.20 0.00



TRINITY_DN32385_c0_g2KMZ75125.1dolichyl-phosphate beta-D-mannosyltransferase, family GT2 [Zostera marina]Zostera_marina 37.20 0.00

TRINITY_DN32649_c0_g1XP_010228820.1serine/threonine-protein kinase ATG1c isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 37.20 0.00

TRINITY_DN33035_c0_g1OMO84415.1Nicotinamide N-methyltransferase-like protein [Corchorus olitorius]Corchorus_olitorius 37.20 0.00

TRINITY_DN33183_c0_g1OAO89109.1hypothetical protein AXX17_ATUG04400 [Arabidopsis thaliana]Arabidopsis_thaliana 37.20 0.00

TRINITY_DN33846_c0_g1XP_020101591.1SWR1 complex subunit 6 [Ananas comosus]Ananas_comosus 37.20 0.00

TRINITY_DN33934_c0_g1XP_019151153.1PREDICTED: charged multivesicular body protein 5 [Ipomoea nil]Ipomoea_nil 37.20 0.00

TRINITY_DN33955_c0_g1XP_002869852.1calcium-dependent protein kinase 15 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 37.20 0.00

TRINITY_DN34215_c0_g1YP_008816166.1NADH dehydrogenase subunit 4 (mitochondrion) [Roya obtusa]Roya_obtusa 37.20 0.00

TRINITY_DN34352_c0_g1XP_009334459.1PREDICTED: serine/threonine-protein kinase STY46-like isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 37.20 0.00

TRINITY_DN34527_c0_g3XP_010529860.1PREDICTED: uncharacterized protein LOC104806584 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 37.20 0.00

TRINITY_DN34785_c0_g10XP_010111588.1uridine kinase-like protein 1, chloroplastic [Morus notabilis]Morus_notabilis 37.20 0.00

TRINITY_DN35918_c1_g2XP_007513094.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 37.20 0.00

TRINITY_DN35922_c0_g1RMZ54148.1hypothetical protein APUTEX25_005304 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 37.20 0.00

TRINITY_DN36108_c0_g4GBG80526.1hypothetical protein CBR_g30987 [Chara braunii]Chara_braunii 37.20 0.00

TRINITY_DN36561_c0_g1PRW44290.1ABC transporter A family member 7-like isoform C [Chlorella sorokiniana]Chlorella_sorokiniana 37.20 0.00

TRINITY_DN36856_c1_g3XP_011002273.1PREDICTED: eukaryotic translation initiation factor 2 subunit alpha-like [Populus euphratica]Populus_euphratica 37.20 0.00

TRINITY_DN36859_c0_g2BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.20 0.00

TRINITY_DN37152_c2_g7PRQ53111.1putative cytochrome P450 [Rosa chinensis]Rosa_chinensis 37.20 0.00

TRINITY_DN37208_c1_g1GAQ82047.1hypothetical protein KFL_000980340 [Klebsormidium nitens]Klebsormidium_nitens 37.20 0.00

TRINITY_DN37260_c0_g2XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 37.20 0.00

TRINITY_DN37407_c0_g1XP_002957696.1alpha-1,2-mannosidase [Volvox carteri f. nagariensis]Volvox_carteri 37.20 0.00

TRINITY_DN37748_c0_g1GAX75913.1hypothetical protein CEUSTIGMA_g3356.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN37837_c0_g4OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.20 0.00

TRINITY_DN37850_c0_g5GAX75591.1hypothetical protein CEUSTIGMA_g3035.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN37992_c0_g12XP_002504708.1predicted protein [Micromonas commoda]Micromonas_commoda 37.20 0.00

TRINITY_DN38096_c0_g1EFJ33950.1hypothetical protein SELMODRAFT_406265 [Selaginella moellendorffii]Selaginella_moellendorffii 37.20 0.00

TRINITY_DN38531_c0_g1XP_021731614.1ABC transporter B family member 11-like [Chenopodium quinoa]Chenopodium_quinoa 37.20 0.00

TRINITY_DN38941_c0_g2NP_198813.3catalytics [Arabidopsis thaliana]Arabidopsis_thaliana 37.20 0.00

TRINITY_DN39117_c0_g5GAU17862.1hypothetical protein TSUD_329880 [Trifolium subterraneum]Trifolium_subterraneum 37.20 0.00

TRINITY_DN39356_c1_g4PNW73117.1hypothetical protein CHLRE_14g619400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.20 0.00

TRINITY_DN39386_c0_g3EMS47345.1Ubiquitin carboxyl-terminal hydrolase 17 [Triticum urartu]Triticum_urartu 37.20 0.00

TRINITY_DN39420_c0_g1XP_019429919.1PREDICTED: plant UBX domain-containing protein 4-like [Lupinus angustifolius]Lupinus_angustifolius 37.20 0.00

TRINITY_DN39840_c0_g2XP_023899262.1lipase 2-like [Quercus suber]Quercus_suber 37.20 0.00

TRINITY_DN39997_c2_g8GBG73139.1hypothetical protein CBR_g12856 [Chara braunii]Chara_braunii 37.20 0.00

TRINITY_DN40038_c0_g6GBG67752.1hypothetical protein CBR_g879 [Chara braunii]Chara_braunii 37.20 0.00

TRINITY_DN40047_c1_g9PTQ47054.1hypothetical protein MARPO_0009s0145 [Marchantia polymorpha]Marchantia_polymorpha 37.20 0.00

TRINITY_DN40051_c0_g7GAX78031.1hypothetical protein CEUSTIGMA_g5473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN40160_c0_g3GAX72760.1hypothetical protein CEUSTIGMA_g216.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN41976_c0_g3XP_004149517.1PREDICTED: WD repeat-containing protein 26 [Cucumis sativus]Cucumis_sativus 37.20 0.00

TRINITY_DN42034_c1_g1GAX79766.1hypothetical protein CEUSTIGMA_g7207.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN43022_c0_g3XP_002956787.1hypothetical protein VOLCADRAFT_119517 [Volvox carteri f. nagariensis]Volvox_carteri 37.20 0.00

TRINITY_DN43214_c0_g1XP_001694744.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.20 0.00

TRINITY_DN43230_c1_g2GAX83487.1hypothetical protein CEUSTIGMA_g10912.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN43965_c0_g2XP_005648577.1hypothetical protein COCSUDRAFT_62557 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.20 0.00

TRINITY_DN44837_c0_g9XP_013892819.1E3 ubiquitin-protein ligase UBR4, partial [Monoraphidium neglectum]Monoraphidium_neglectum 37.20 0.00

TRINITY_DN45179_c1_g2RWR90499.1Small GTPase superfamily [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 37.20 0.00

TRINITY_DN45208_c1_g2PNW88267.1hypothetical protein CHLRE_01g021950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.20 0.00

TRINITY_DN45685_c1_g4XP_016902507.1PREDICTED: cationic amino acid transporter 9, chloroplastic [Cucumis melo]Cucumis_melo 37.20 0.00

TRINITY_DN45812_c1_g4PHU27807.1Serine/threonine protein phosphatase 2A 59 kDa regulatory subunit B' zeta isoform [Capsicum chinense]Capsicum_chinense 37.20 0.00

TRINITY_DN45824_c0_g1XP_017236741.1PREDICTED: multisubstrate pseudouridine synthase 7 [Daucus carota subsp. sativus]Daucus_carota 37.20 0.00

TRINITY_DN46448_c0_g3GBF92388.1hypothetical protein Rsub_05590 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.20 0.00

TRINITY_DN46739_c0_g1PKA50232.1Peroxisomal acyl-coenzyme A oxidase 1 [Apostasia shenzhenica]Apostasia_shenzhenica 37.20 0.00

TRINITY_DN46948_c0_g4GAX73803.1hypothetical protein CEUSTIGMA_g1254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN47473_c0_g1XP_023897604.1cystathionine beta-synthase-like [Quercus suber]Quercus_suber 37.20 0.00

TRINITY_DN47891_c0_g1XP_023917690.1stress response protein nst1-like [Quercus suber]Quercus_suber 37.20 0.00

TRINITY_DN48214_c0_g1KXZ51119.1hypothetical protein GPECTOR_14phG21 [Gonium pectorale]Gonium_pectorale 37.20 0.00

TRINITY_DN48225_c0_g1GAX85031.1hypothetical protein CEUSTIGMA_g12451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN49302_c0_g5GBF89177.1hypothetical protein Rsub_01894 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.20 0.00

TRINITY_DN49502_c0_g4XP_023883222.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 37.20 0.00

TRINITY_DN49668_c2_g7XP_021981600.1probable adenylate kinase 6, chloroplastic [Helianthus annuus]Helianthus_annuus 37.20 0.00

TRINITY_DN49718_c0_g3GAX84351.1hypothetical protein CEUSTIGMA_g11773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN49901_c0_g1GAX85245.1hypothetical protein CEUSTIGMA_g12665.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00

TRINITY_DN51059_c1_g1XP_005650938.1hypothetical protein COCSUDRAFT_64472 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.20 0.00

TRINITY_DN51337_c0_g1XP_024398580.1clustered mitochondria protein-like [Physcomitrella patens]Physcomitrella_patens 37.20 0.00

TRINITY_DN51685_c0_g2GAQ85420.1Putative histidine kinase containing cheY-homologous receiver domain and PAS domain [Klebsormidium nitens]Klebsormidium_nitens 37.20 0.00

TRINITY_DN52490_c1_g1GAX75618.1hypothetical protein CEUSTIGMA_g3062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.20 0.00



TRINITY_DN52536_c1_g2XP_002956595.1hypothetical protein VOLCADRAFT_97578 [Volvox carteri f. nagariensis]Volvox_carteri 37.20 0.00

TRINITY_DN53262_c0_g1BAK01258.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.20 0.00

TRINITY_DN5400_c0_g3BAJ95708.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.20 0.00

TRINITY_DN20962_c0_g1GBG76832.1hypothetical protein CBR_g23048 [Chara braunii]Chara_braunii 37.10 0.00

TRINITY_DN21614_c0_g2XP_022150505.1host cell factor [Momordica charantia]Momordica_charantia 37.10 0.00

TRINITY_DN23989_c0_g1PWA58081.1protein kinase family protein [Artemisia annua]Artemisia_annua 37.10 0.00

TRINITY_DN27289_c0_g4EFJ35357.1hypothetical protein SELMODRAFT_79855 [Selaginella moellendorffii]Selaginella_moellendorffii 37.10 0.00

TRINITY_DN30515_c0_g1XP_021282749.1probable manganese-transporting ATPase PDR2 [Herrania umbratica]Herrania_umbratica 37.10 0.00

TRINITY_DN30923_c0_g1BAJ93729.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.10 0.00

TRINITY_DN31403_c0_g3XP_005850808.1hypothetical protein CHLNCDRAFT_29709 [Chlorella variabilis]Chlorella_variabilis 37.10 0.00

TRINITY_DN31543_c0_g1XP_012088962.1uncharacterized protein LOC105647468 isoform X1 [Jatropha curcas]Jatropha_curcas 37.10 0.00

TRINITY_DN31672_c0_g2XP_013892522.1DNA-binding protein SMUBP-2 [Monoraphidium neglectum]Monoraphidium_neglectum 37.10 0.00

TRINITY_DN32337_c0_g5XP_009362258.2PREDICTED: ABC transporter C family member 2-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 37.10 0.00

TRINITY_DN32620_c0_g1XP_023902600.1endosomal protein P24B-like [Quercus suber]Quercus_suber 37.10 0.00

TRINITY_DN33304_c0_g1NP_001311789.1ras-related protein Rab7-like [Nicotiana tabacum]Nicotiana_tabacum 37.10 0.00

TRINITY_DN34434_c0_g1GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 37.10 0.00

TRINITY_DN34474_c0_g1GAQ90570.1Uncharacterized conserved protein [Klebsormidium nitens]Klebsormidium_nitens 37.10 0.00

TRINITY_DN34744_c0_g3XP_006349841.1PREDICTED: probable serine/threonine-protein kinase DDB_G0272254 isoform X1 [Solanum tuberosum]Solanum_tuberosum 37.10 0.00

TRINITY_DN34757_c0_g1XP_023871922.1translationally-controlled tumor protein homolog [Quercus suber]Quercus_suber 37.10 0.00

TRINITY_DN34873_c0_g1XP_020589752.1UTP:RNA uridylyltransferase 1 isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 37.10 0.00

TRINITY_DN35025_c0_g1NP_001185182.1ARP protein (REF) [Arabidopsis thaliana]Arabidopsis_thaliana 37.10 0.00

TRINITY_DN35496_c0_g4XP_021852848.1pyruvate decarboxylase 1 [Spinacia oleracea]Spinacia_oleracea 37.10 0.00

TRINITY_DN35581_c2_g2XP_003057147.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.10 0.00

TRINITY_DN36071_c0_g7BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.10 0.00

TRINITY_DN36384_c0_g1XP_018848008.1PREDICTED: geraniol 8-hydroxylase-like [Juglans regia]Juglans_regia 37.10 0.00

TRINITY_DN36401_c0_g2RWR89558.1vacuolar protein sorting-associated protein 8 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 37.10 0.00

TRINITY_DN36975_c0_g1GAX77920.1hypothetical protein CEUSTIGMA_g5362.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN37201_c0_g2GAX81876.1hypothetical protein CEUSTIGMA_g9304.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN37214_c0_g1GBG86214.1hypothetical protein CBR_g41119 [Chara braunii]Chara_braunii 37.10 0.00

TRINITY_DN37396_c0_g4XP_009139161.1PREDICTED: elicitor-responsive protein 1-like [Brassica rapa]Brassica_rapa 37.10 0.00

TRINITY_DN37400_c0_g4XP_024379281.1uncharacterized protein LOC112284033 isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.10 0.00

TRINITY_DN37465_c0_g5ABD63142.1Retrotransposon gag protein [Asparagus officinalis]Asparagus_officinalis 37.10 0.00

TRINITY_DN37507_c0_g2XP_001693368.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.10 0.00

TRINITY_DN37811_c1_g4GAX72799.1hypothetical protein CEUSTIGMA_g254.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN37828_c1_g7PSC69338.1CTD small phosphatase 2 [Micractinium conductrix]Micractinium_conductrix 37.10 0.00

TRINITY_DN37964_c1_g3GBF95790.1hypothetical protein Rsub_08226 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.10 0.00

TRINITY_DN37985_c0_g5XP_003058266.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.10 0.00

TRINITY_DN38800_c0_g4KCW77157.1hypothetical protein EUGRSUZ_D01503 [Eucalyptus grandis]Eucalyptus_grandis 37.10 0.00

TRINITY_DN39863_c0_g1XP_002508559.1predicted protein [Micromonas commoda]Micromonas_commoda 37.10 0.00

TRINITY_DN39884_c0_g2XP_003056591.1glycosyltransferase family 2 protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.10 0.00

TRINITY_DN39885_c0_g3PSC75656.1tyrosine-specific transport [Micractinium conductrix]Micractinium_conductrix 37.10 0.00

TRINITY_DN40384_c0_g3GAQ84997.1NAD(P)-binding Rossmann-fold superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 37.10 0.00

TRINITY_DN40484_c0_g2XP_005847133.1hypothetical protein CHLNCDRAFT_134874 [Chlorella variabilis]Chlorella_variabilis 37.10 0.00

TRINITY_DN40723_c1_g4KXZ54380.1hypothetical protein GPECTOR_5g459 [Gonium pectorale]Gonium_pectorale 37.10 0.00

TRINITY_DN40759_c0_g1PTQ37010.1hypothetical protein MARPO_0060s0086 [Marchantia polymorpha]Marchantia_polymorpha 37.10 0.00

TRINITY_DN41573_c0_g1GAX84348.1hypothetical protein CEUSTIGMA_g11770.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN41968_c0_g1XP_003056906.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.10 0.00

TRINITY_DN42146_c0_g1GAX83078.1hypothetical protein CEUSTIGMA_g10504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN42221_c0_g1XP_002949506.1hypothetical protein VOLCADRAFT_89811 [Volvox carteri f. nagariensis]Volvox_carteri 37.10 0.00

TRINITY_DN42682_c0_g8XP_011460448.1PREDICTED: uncharacterized protein LOC105349370 isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 37.10 0.00

TRINITY_DN42840_c0_g2XP_001695552.1glycosyl transferase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.10 0.00

TRINITY_DN43057_c0_g2XP_023760031.1ubiquitin carboxyl-terminal hydrolase 5-like [Lactuca sativa]Lactuca_sativa 37.10 0.00

TRINITY_DN43370_c0_g1OAE33041.1hypothetical protein AXG93_1913s1430 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.10 0.00

TRINITY_DN43380_c0_g1PNH05957.1Photosystem II protein, chloroplastic, partial [Tetrabaena socialis]Tetrabaena_socialis 37.10 0.00

TRINITY_DN43968_c0_g1PNW80987.1hypothetical protein CHLRE_07g338300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.10 0.00

TRINITY_DN44071_c0_g1GAX80032.1hypothetical protein CEUSTIGMA_g7471.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN44733_c0_g3XP_010460830.1PREDICTED: ABC transporter C family member 11 isoform X1 [Camelina sativa]Camelina_sativa 37.10 0.00

TRINITY_DN44738_c1_g5XP_023737532.1peptidyl-prolyl cis-trans isomerase FKBP62-like isoform X2 [Lactuca sativa]Lactuca_sativa 37.10 0.00

TRINITY_DN44802_c0_g4XP_021306952.1folylpolyglutamate synthase isoform X1 [Sorghum bicolor]Sorghum_bicolor 37.10 0.00

TRINITY_DN44927_c0_g4PSC70981.1Sho1p isoform C [Micractinium conductrix]Micractinium_conductrix 37.10 0.00

TRINITY_DN44970_c0_g4GAX79760.1hypothetical protein CEUSTIGMA_g7201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN45485_c0_g1XP_001702447.1carboxyesterase-related protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.10 0.00

TRINITY_DN45558_c0_g1GAX74383.1hypothetical protein CEUSTIGMA_g1831.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN45761_c0_g4XP_020191445.1syntaxin-71 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 37.10 0.00

TRINITY_DN45772_c1_g7GBF91173.1hypothetical protein Rsub_04842 [Raphidocelis subcapitata]Raphidocelis_subcapitata 37.10 0.00

TRINITY_DN46298_c0_g1PNH07987.1hypothetical protein TSOC_005513 [Tetrabaena socialis]Tetrabaena_socialis 37.10 0.00



TRINITY_DN46449_c0_g3XP_002957812.1hypothetical protein VOLCADRAFT_98909 [Volvox carteri f. nagariensis]Volvox_carteri 37.10 0.00

TRINITY_DN46584_c1_g2XP_005649231.1hypothetical protein COCSUDRAFT_258, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.10 0.00

TRINITY_DN47153_c0_g6XP_019439617.1PREDICTED: CBL-interacting serine/threonine-protein kinase 20-like [Lupinus angustifolius]Lupinus_angustifolius 37.10 0.00

TRINITY_DN47162_c0_g4KXZ49225.1hypothetical protein GPECTOR_22g816 [Gonium pectorale]Gonium_pectorale 37.10 0.00

TRINITY_DN47319_c0_g2KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 37.10 0.00

TRINITY_DN47477_c0_g3XP_027333253.1ABC transporter B family member 4-like isoform X2 [Abrus precatorius]Abrus_precatorius 37.10 0.00

TRINITY_DN47588_c0_g1GAX76506.1hypothetical protein CEUSTIGMA_g3951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN48824_c0_g1GAX74423.1hypothetical protein CEUSTIGMA_g1872.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN48985_c0_g5XP_017608902.1PREDICTED: zinc finger A20 and AN1 domain-containing stress-associated protein 6-like [Gossypium arboreum]Gossypium_arboreum 37.10 0.00

TRINITY_DN49336_c0_g1XP_002321572.3NF-X1-type zinc finger protein NFXL1 [Populus trichocarpa]Populus_trichocarpa 37.10 0.00

TRINITY_DN49365_c0_g1GAX85525.1hypothetical protein CEUSTIGMA_g12941.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN49586_c0_g1XP_023887293.1putative GTPase-activating protein AN11010 [Quercus suber]Quercus_suber 37.10 0.00

TRINITY_DN50440_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.10 0.00

TRINITY_DN50979_c0_g2GAX81803.1hypothetical protein CEUSTIGMA_g9231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN51413_c0_g1GAX73971.1hypothetical protein CEUSTIGMA_g1421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN51687_c0_g5GAX77382.1hypothetical protein CEUSTIGMA_g4828.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN52676_c8_g2GAX78279.1hypothetical protein CEUSTIGMA_g5721.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.10 0.00

TRINITY_DN14045_c0_g2AFK39808.1unknown [Medicago truncatula]Medicago_truncatula 37.00 0.00

TRINITY_DN16331_c0_g1XP_019412892.1PREDICTED: CDP-diacylglycerol--inositol 3-phosphatidyltransferase 1-like [Lupinus angustifolius]Lupinus_angustifolius 37.00 0.00

TRINITY_DN19734_c0_g3PSC69119.1sorbosone dehydrogenase [Micractinium conductrix]Micractinium_conductrix 37.00 0.00

TRINITY_DN25080_c0_g2PWA97141.1cytochrome b5 [Artemisia annua]Artemisia_annua 37.00 0.00

TRINITY_DN25814_c0_g2KXZ47067.1hypothetical protein GPECTOR_38g304 [Gonium pectorale]Gonium_pectorale 37.00 0.00

TRINITY_DN26486_c0_g1BAJ98875.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.00 0.00

TRINITY_DN30949_c0_g1VDC69291.1unnamed protein product, partial [Brassica rapa]Brassica_rapa 37.00 0.00

TRINITY_DN31692_c0_g1PKA57162.1hypothetical protein AXF42_Ash002466 [Apostasia shenzhenica]Apostasia_shenzhenica 37.00 0.00

TRINITY_DN31802_c0_g1XP_009411559.1PREDICTED: autophagy-related protein 8g-like [Musa acuminata subsp. malaccensis]Musa_acuminata 37.00 0.00

TRINITY_DN32647_c0_g1PPD81821.1hypothetical protein GOBAR_DD21244 [Gossypium barbadense]Gossypium_barbadense 37.00 0.00

TRINITY_DN32760_c0_g1XP_024527721.1choline/ethanolaminephosphotransferase 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 37.00 0.00

TRINITY_DN33089_c0_g1XP_001701935.1fructose 2-6 bisphosphatase or phosphoglycerate mutase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.00 0.00

TRINITY_DN33197_c0_g2OAE27999.1hypothetical protein AXG93_2646s1010 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 37.00 0.00

TRINITY_DN34040_c0_g1AAT76665.15-alpha-reductase [Pisum sativum]Pisum_sativum 37.00 0.00

TRINITY_DN34388_c0_g1XP_023743020.1extracellular ribonuclease LE-like [Lactuca sativa]Lactuca_sativa 37.00 0.00

TRINITY_DN35009_c0_g1EYU23742.1hypothetical protein MIMGU_mgv1a018856mg [Erythranthe guttata]Erythranthe_guttata 37.00 0.00

TRINITY_DN35739_c0_g1GAQ77820.1Zinc-binding oxidoreductase [Klebsormidium nitens]Klebsormidium_nitens 37.00 0.00

TRINITY_DN35786_c0_g5PWA82691.1sec7 domain-containing protein [Artemisia annua]Artemisia_annua 37.00 0.00

TRINITY_DN35885_c0_g1XP_002946020.1hypothetical protein VOLCADRAFT_108821 [Volvox carteri f. nagariensis]Volvox_carteri 37.00 0.00

TRINITY_DN35918_c1_g4ABK24916.1unknown [Picea sitchensis]Picea_sitchensis 37.00 0.00

TRINITY_DN36010_c0_g3BAK02449.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.00 0.00

TRINITY_DN36279_c0_g2PNW80815.1hypothetical protein CHLRE_07g330750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.00 0.00

TRINITY_DN36669_c0_g7GAX76016.1hypothetical protein CEUSTIGMA_g3459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN36979_c0_g3XP_025817548.1short-chain dehydrogenase TIC 32, chloroplastic-like [Panicum hallii]Panicum_hallii 37.00 0.00

TRINITY_DN37029_c0_g3XP_017253980.1PREDICTED: ATP-dependent DNA helicase DDM1 [Daucus carota subsp. sativus]Daucus_carota 37.00 0.00

TRINITY_DN37040_c0_g4GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN37210_c0_g1EPS69397.1hypothetical protein M569_05369, partial [Genlisea aurea]Genlisea_aurea 37.00 0.00

TRINITY_DN37784_c0_g1EPS72002.1hypothetical protein M569_02756, partial [Genlisea aurea]Genlisea_aurea 37.00 0.00

TRINITY_DN38009_c2_g1XP_001694948.1aspartyl-tRNA synthetase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.00 0.00

TRINITY_DN38389_c0_g1XP_010522478.1PREDICTED: probable inorganic phosphate transporter 1-6 [Tarenaya hassleriana]Tarenaya_hassleriana 37.00 0.00

TRINITY_DN38670_c0_g1GAX77857.1hypothetical protein CEUSTIGMA_g5299.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN38939_c0_g1XP_023891956.1GTP-binding nuclear protein Ran1A-like [Quercus suber]Quercus_suber 37.00 0.00

TRINITY_DN39481_c0_g6KYP47673.1Transcription factor MYB98 [Cajanus cajan]Cajanus_cajan 37.00 0.00

TRINITY_DN39978_c0_g3XP_024391160.1serine/threonine-protein kinase AtPK2/AtPK19-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.00 0.00

TRINITY_DN40183_c0_g4KXZ42552.1hypothetical protein GPECTOR_136g635 [Gonium pectorale]Gonium_pectorale 37.00 0.00

TRINITY_DN40477_c1_g1EPS59216.1hypothetical protein M569_15593 [Genlisea aurea]Genlisea_aurea 37.00 0.00

TRINITY_DN40568_c0_g1GAX83675.1hypothetical protein CEUSTIGMA_g11100.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN41321_c1_g4BAJ97828.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 37.00 0.00

TRINITY_DN41560_c0_g2GAX76929.1hypothetical protein CEUSTIGMA_g4376.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN41658_c0_g1PSC68783.1water dikinase [Micractinium conductrix]Micractinium_conductrix 37.00 0.00

TRINITY_DN41834_c0_g4XP_010434881.1PREDICTED: importin subunit alpha-2 [Camelina sativa]Camelina_sativa 37.00 0.00

TRINITY_DN42022_c0_g3XP_002956127.1hypothetical protein VOLCADRAFT_119275 [Volvox carteri f. nagariensis]Volvox_carteri 37.00 0.00

TRINITY_DN42402_c0_g1GBG81164.1hypothetical protein CBR_g31840 [Chara braunii]Chara_braunii 37.00 0.00

TRINITY_DN42475_c0_g2GAQ80029.1delta-aminolevulinic acid dehydratase [Klebsormidium nitens]Klebsormidium_nitens 37.00 0.00

TRINITY_DN42543_c0_g5PIA51841.1hypothetical protein AQUCO_01000016v1 [Aquilegia coerulea]Aquilegia_coerulea 37.00 0.00

TRINITY_DN44113_c0_g4XP_023877475.1sodium/potassium-transporting ATPase subunit alpha-1-like [Quercus suber]Quercus_suber 37.00 0.00

TRINITY_DN44160_c1_g4ESR53902.1hypothetical protein CICLE_v100188772mg, partial [Citrus clementina]Citrus_clementina 37.00 0.00

TRINITY_DN44300_c0_g2XP_002957702.1hypothetical protein VOLCADRAFT_119753 [Volvox carteri f. nagariensis]Volvox_carteri 37.00 0.00

TRINITY_DN44396_c0_g1XP_008347765.1PREDICTED: serine/threonine-protein kinase STY46-like [Malus domestica]Malus_domestica 37.00 0.00



TRINITY_DN44689_c1_g3XP_023881057.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 37.00 0.00

TRINITY_DN44880_c0_g8GAQ82570.1hypothetical protein KFL_001160030 [Klebsormidium nitens]Klebsormidium_nitens 37.00 0.00

TRINITY_DN45440_c0_g2KXZ55255.1hypothetical protein GPECTOR_3g394 [Gonium pectorale]Gonium_pectorale 37.00 0.00

TRINITY_DN45440_c0_g4KXZ56121.1hypothetical protein GPECTOR_1g101 [Gonium pectorale]Gonium_pectorale 37.00 0.00

TRINITY_DN45557_c1_g4XP_022952999.1kelch-like protein 21 [Cucurbita moschata]Cucurbita_moschata 37.00 0.00

TRINITY_DN45934_c0_g3XP_024386693.1ultraviolet-B receptor UVR8-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.00 0.00

TRINITY_DN46145_c0_g2XP_003057199.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.00 0.00

TRINITY_DN46192_c0_g3PSC68335.1sugar kinase [Micractinium conductrix]Micractinium_conductrix 37.00 0.00

TRINITY_DN47024_c0_g1PTQ27593.1hypothetical protein MARPO_0191s0009 [Marchantia polymorpha]Marchantia_polymorpha 37.00 0.00

TRINITY_DN47045_c0_g3GAX83164.1hypothetical protein CEUSTIGMA_g10590.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN47125_c0_g4XP_010255380.1PREDICTED: signal peptide peptidase-like 1 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 37.00 0.00

TRINITY_DN47350_c0_g1GAX79267.1hypothetical protein CEUSTIGMA_g6707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN47506_c0_g1XP_005645113.1hypothetical protein COCSUDRAFT_57715 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 37.00 0.00

TRINITY_DN47689_c0_g4KXZ49814.1hypothetical protein GPECTOR_19g265 [Gonium pectorale]Gonium_pectorale 37.00 0.00

TRINITY_DN48051_c0_g3XP_021859470.1long chain acyl-CoA synthetase 7, peroxisomal-like [Spinacia oleracea]Spinacia_oleracea 37.00 0.00

TRINITY_DN48636_c0_g1CAI84893.1putative Rac GTPase [Medicago sativa subsp. x varia]Medicago_sativa 37.00 0.00

TRINITY_DN48649_c0_g8ACY06317.1class II chitinase 2-1 [Pseudotsuga menziesii]Pseudotsuga_menziesii 37.00 0.00

TRINITY_DN48807_c0_g1OWM66285.1hypothetical protein CDL15_Pgr013502 [Punica granatum]Punica_granatum 37.00 0.00

TRINITY_DN49111_c0_g2GBG83419.1hypothetical protein CBR_g37133 [Chara braunii]Chara_braunii 37.00 0.00

TRINITY_DN49444_c1_g2GAX77458.1hypothetical protein CEUSTIGMA_g4902.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN49462_c1_g3PTQ41168.1hypothetical protein MARPO_0036s0140 [Marchantia polymorpha]Marchantia_polymorpha 37.00 0.00

TRINITY_DN49545_c0_g1GAX74975.1hypothetical protein CEUSTIGMA_g2421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN50088_c0_g1GAX82141.1hypothetical protein CEUSTIGMA_g9569.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN50232_c1_g1XP_027918640.1cytochrome P450 72A68-like [Vigna unguiculata]Vigna_unguiculata 37.00 0.00

TRINITY_DN50789_c0_g8GAX74508.1hypothetical protein CEUSTIGMA_g1957.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN50807_c1_g3XP_024381080.1glutathione S-transferase T1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 37.00 0.00

TRINITY_DN51339_c1_g1PNW76134.1hypothetical protein CHLRE_12g546500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 37.00 0.00

TRINITY_DN51726_c0_g4XP_008796589.1protein NBR1 homolog [Phoenix dactylifera]Phoenix_dactylifera 37.00 0.00

TRINITY_DN51999_c0_g1GAX78754.1hypothetical protein CEUSTIGMA_g6191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0.00

TRINITY_DN52197_c2_g6XP_004508581.1WD repeat-containing protein 55 [Cicer arietinum]Cicer_arietinum 37.00 0.00

TRINITY_DN52500_c0_g1GAX73634.1hypothetical protein CEUSTIGMA_g1085.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 37.00 0

TRINITY_DN7544_c0_g1ADE77365.1unknown [Picea sitchensis]Picea_sitchensis 37.00 0.00

TRINITY_DN8743_c0_g1XP_003064536.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 37.00 0.00

TRINITY_DN9310_c0_g1XP_021660983.1autophagy-related protein 8f [Hevea brasiliensis]Hevea_brasiliensis 37.00 0.00

TRINITY_DN15258_c0_g2XP_001702920.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN24579_c0_g1XP_021308689.1transcription-associated protein 1 [Sorghum bicolor]Sorghum_bicolor 36.90 0.00

TRINITY_DN26957_c0_g1BAJ97828.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.90 0.00

TRINITY_DN29444_c0_g1XP_005643496.1Metallo-dependent phosphatase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.90 0.00

TRINITY_DN30084_c0_g1XP_023880066.1eIF-2-alpha kinase GCN2-like [Quercus suber]Quercus_suber 36.90 0.00

TRINITY_DN30990_c0_g1KDD76485.1sugar transporter [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 36.90 0.00

TRINITY_DN31145_c0_g1XP_002954919.1hypothetical protein VOLCADRAFT_65341 [Volvox carteri f. nagariensis]Volvox_carteri 36.90 0.00

TRINITY_DN32442_c0_g1XP_012091034.1serine/threonine-protein kinase AtPK2/AtPK19 [Jatropha curcas]Jatropha_curcas 36.90 0.00

TRINITY_DN34247_c0_g1KHN43374.1G patch domain-containing protein 8 [Glycine soja]Glycine_soja 36.90 0.00

TRINITY_DN34447_c0_g1OAE32575.1hypothetical protein AXG93_2374s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.90 0.00

TRINITY_DN34582_c0_g6GAQ91600.1Beta-tubulin folding cofactor C [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN34858_c0_g1XP_011624989.1autophagy-related protein 101 isoform X2 [Amborella trichopoda]Amborella_trichopoda 36.90 0.00

TRINITY_DN34998_c0_g1PRW58190.1coatomer subunit epsilon-1-like [Chlorella sorokiniana]Chlorella_sorokiniana 36.90 0.00

TRINITY_DN35000_c0_g1RCU61424.1hypothetical protein SETIT_J000700v2 [Setaria italica]Setaria_italica 36.90 0.00

TRINITY_DN35063_c0_g4ERN17866.1hypothetical protein AMTR_s00047p00208850 [Amborella trichopoda]Amborella_trichopoda 36.90 0.00

TRINITY_DN35929_c0_g2XP_013899625.1tRNA uracil-5-methyltransferase, putative [Monoraphidium neglectum]Monoraphidium_neglectum 36.90 0.00

TRINITY_DN36177_c0_g7XP_024390939.1ABC transporter A family member 8-like [Physcomitrella patens]Physcomitrella_patens 36.90 0.00

TRINITY_DN36193_c0_g4XP_017251223.1PREDICTED: DNA repair protein RAD16 [Daucus carota subsp. sativus]Daucus_carota 36.90 0.00

TRINITY_DN36225_c1_g2PNW74522.1hypothetical protein CHLRE_12g492750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN36242_c0_g2OAE18804.1hypothetical protein AXG93_313s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.90 0.00

TRINITY_DN36479_c0_g1RMZ55938.1hypothetical protein APUTEX25_004362, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 36.90 0.00

TRINITY_DN36664_c0_g10XP_024375067.1uncharacterized protein LOC112282093 [Physcomitrella patens]Physcomitrella_patens 36.90 0.00

TRINITY_DN36918_c0_g7XP_010559294.1PREDICTED: prostamide/prostaglandin F synthase [Tarenaya hassleriana]Tarenaya_hassleriana 36.90 0.00

TRINITY_DN36942_c1_g5GAX76536.1hypothetical protein CEUSTIGMA_g3982.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN37024_c0_g1OMO57177.1hypothetical protein CCACVL1_25938 [Corchorus capsularis]Corchorus_capsularis 36.90 0.00

TRINITY_DN37221_c0_g1XP_007142345.1hypothetical protein PHAVU_008G272700g [Phaseolus vulgaris]Phaseolus_vulgaris 36.90 0.00

TRINITY_DN37359_c0_g6XP_018824205.1PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Juglans regia]Juglans_regia 36.90 0.00

TRINITY_DN37868_c0_g4XP_001697009.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN37942_c0_g14XP_005850012.1hypothetical protein CHLNCDRAFT_34322 [Chlorella variabilis]Chlorella_variabilis 36.90 0.00

TRINITY_DN38520_c0_g1XP_010535405.1PREDICTED: myb-related protein 315 [Tarenaya hassleriana]Tarenaya_hassleriana 36.90 0.00

TRINITY_DN38778_c0_g2GAQ80547.1hypothetical protein KFL_000560360 [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN38921_c0_g5PRW59698.1ankyrin repeat and kinase domain-containing 1 [Chlorella sorokiniana]Chlorella_sorokiniana 36.90 0.00



TRINITY_DN39062_c0_g1PIA50433.1hypothetical protein AQUCO_01300878v1 [Aquilegia coerulea]Aquilegia_coerulea 36.90 0.00

TRINITY_DN39718_c0_g5XP_002310737.2phosphoglycerate mutase-like protein 4 [Populus trichocarpa]Populus_trichocarpa 36.90 0.00

TRINITY_DN40055_c0_g4GAQ82936.1ABC transporter G family [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN40247_c0_g4GAX83919.1hypothetical protein CEUSTIGMA_g11343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN40656_c0_g2PTQ34859.1hypothetical protein MARPO_0076s0091 [Marchantia polymorpha]Marchantia_polymorpha 36.90 0.00

TRINITY_DN40994_c0_g1PNW74459.1hypothetical protein CHLRE_12g484900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN41335_c0_g6GAX76887.1hypothetical protein CEUSTIGMA_g4333.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN41614_c0_g1PNW73838.1hypothetical protein CHLRE_13g574850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN41789_c0_g5GBG78434.1hypothetical protein CBR_g26463 [Chara braunii]Chara_braunii 36.90 0.00

TRINITY_DN41967_c1_g3PSS08453.1Aspartic proteinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.90 0.00

TRINITY_DN42474_c1_g3XP_005850664.1hypothetical protein CHLNCDRAFT_140697 [Chlorella variabilis]Chlorella_variabilis 36.90 0.00

TRINITY_DN42888_c0_g3XP_002951735.1hypothetical protein VOLCADRAFT_109146 [Volvox carteri f. nagariensis]Volvox_carteri 36.90 0.00

TRINITY_DN42996_c0_g1RWR76596.1serine/threonine-protein phosphatase BSL1-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 36.90 0.00

TRINITY_DN43246_c0_g4GAX85296.1hypothetical protein CEUSTIGMA_g12713.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN43316_c0_g2XP_023765235.1mitochondrial Rho GTPase 2-like isoform X1 [Lactuca sativa]Lactuca_sativa 36.90 0.00

TRINITY_DN43459_c1_g1XP_009804080.1PREDICTED: splicing factor U2af large subunit A-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 36.90 0.00

TRINITY_DN43742_c0_g3GAQ84320.1UDP-galactose transporter related protein [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN43869_c0_g1GAX76437.1hypothetical protein CEUSTIGMA_g3882.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN44084_c0_g4XP_003059384.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.90 0.00

TRINITY_DN44236_c0_g4XP_002504335.1predicted protein [Micromonas commoda]Micromonas_commoda 36.90 0.00

TRINITY_DN44895_c0_g2XP_015584124.1uncharacterized protein LOC8272775 [Ricinus communis]Ricinus_communis 36.90 0.00

TRINITY_DN45061_c0_g1GAX85976.1hypothetical protein CEUSTIGMA_g13392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN45405_c1_g7GAX81305.1hypothetical protein CEUSTIGMA_g8736.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN45588_c1_g2GAX74004.1hypothetical protein CEUSTIGMA_g1454.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN45737_c2_g1XP_017225559.1PREDICTED: MAP3K epsilon protein kinase 1-like [Daucus carota subsp. sativus]Daucus_carota 36.90 0.00

TRINITY_DN46167_c0_g9XP_006650838.1PREDICTED: cell number regulator 10-like [Oryza brachyantha]Oryza_brachyantha 36.90 0.00

TRINITY_DN46969_c0_g3XP_024402142.1cleavage stimulation factor subunit 50-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 36.90 0.00

TRINITY_DN47296_c0_g1GAX73356.1hypothetical protein CEUSTIGMA_g809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN47435_c0_g1OAE30370.1hypothetical protein AXG93_3233s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.90 0.00

TRINITY_DN47728_c0_g1PNW72606.1hypothetical protein CHLRE_15g640900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN47838_c0_g2KXZ47140.1hypothetical protein GPECTOR_37g145 [Gonium pectorale]Gonium_pectorale 36.90 0.00

TRINITY_DN47840_c0_g2XP_008786972.1luc7-like protein 3 isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 36.90 0.00

TRINITY_DN47937_c0_g1GAX76824.1hypothetical protein CEUSTIGMA_g4270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN48285_c0_g2PNW75450.1hypothetical protein CHLRE_12g526883v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN48729_c1_g2XP_002952340.1hypothetical protein VOLCADRAFT_33391 [Volvox carteri f. nagariensis]Volvox_carteri 36.90 0.00

TRINITY_DN49165_c0_g2GAX79705.1hypothetical protein CEUSTIGMA_g7146.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN49381_c2_g2GAQ87550.1Leucyl-tRNA synthetase class Ia [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN50501_c1_g1GAX78783.1hypothetical protein CEUSTIGMA_g6220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN50541_c0_g1PNW71405.1hypothetical protein CHLRE_16g652950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.90 0.00

TRINITY_DN50707_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN51193_c1_g5GAQ82535.1hypothetical protein KFL_001140230 [Klebsormidium nitens]Klebsormidium_nitens 36.90 0.00

TRINITY_DN51405_c0_g2BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.90 0.00

TRINITY_DN51466_c0_g2PNH11410.1Mitogen-activated protein kinase kinase kinase 13-A [Tetrabaena socialis]Tetrabaena_socialis 36.90 0.00

TRINITY_DN51860_c0_g4XP_002948076.1hypothetical protein VOLCADRAFT_88327 [Volvox carteri f. nagariensis]Volvox_carteri 36.90 0.00

TRINITY_DN51876_c0_g8KXZ50485.1hypothetical protein GPECTOR_16g660 [Gonium pectorale]Gonium_pectorale 36.90 0.00

TRINITY_DN52579_c1_g3GAX80287.1hypothetical protein CEUSTIGMA_g7725.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.90 0.00

TRINITY_DN53281_c0_g1ONI17922.1hypothetical protein PRUPE_3G186700 [Prunus persica]Prunus_persica 36.90 0.00

TRINITY_DN7299_c0_g1XP_002445647.1ubiquitin carboxyl-terminal hydrolase 17 isoform X1 [Sorghum bicolor]Sorghum_bicolor 36.90 0.00

TRINITY_DN10762_c0_g1XP_003590437.1purine-uracil permease NCS1 [Medicago truncatula]Medicago_truncatula 36.80 0.00

TRINITY_DN1174_c0_g1AFG56098.1hypothetical protein 0_2431_01, partial [Pinus taeda]Pinus_taeda 36.80 0.00

TRINITY_DN13989_c0_g2XP_021647070.1ras-related protein RABE1c-like isoform X1 [Hevea brasiliensis]Hevea_brasiliensis 36.80 0.00

TRINITY_DN25136_c0_g1XP_001699352.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN28549_c0_g2GBF93490.1hypothetical protein Rsub_06623 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.80 0.00

TRINITY_DN30103_c0_g2XP_009788607.1PREDICTED: protein arv1 homolog isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 36.80 0.00

TRINITY_DN30784_c0_g1XP_013731968.1importin subunit alpha-3 isoform X2 [Brassica napus]Brassica_napus 36.80 0.00

TRINITY_DN31841_c0_g1PON81748.1Phosphosugar isomerase [Trema orientale]Trema_orientale 36.80 0.00

TRINITY_DN32297_c0_g2XP_021319675.1rho GTPase-activating protein 5 isoform X1 [Sorghum bicolor]Sorghum_bicolor 36.80 0.00

TRINITY_DN33426_c0_g1XP_013733800.1phosphatidylserine decarboxylase proenzyme 1, mitochondrial isoform X1 [Brassica napus]Brassica_napus 36.80 0.00

TRINITY_DN33568_c0_g4GAQ80201.1protein with glucose dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 36.80 0.00

TRINITY_DN33848_c0_g3XP_001702374.1Snf1-like protein kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN34394_c0_g2GAQ79882.1hypothetical protein KFL_000400260 [Klebsormidium nitens]Klebsormidium_nitens 36.80 0.00

TRINITY_DN34827_c0_g3XP_016542002.1PREDICTED: tip elongation aberrant protein 3 isoform X1 [Capsicum annuum]Capsicum_annuum 36.80 0.00

TRINITY_DN35005_c0_g4XP_016492801.1PREDICTED: nitrile-specifier protein 5-like [Nicotiana tabacum]Nicotiana_tabacum 36.80 0.00

TRINITY_DN35359_c1_g12PSS02999.1Receptor-like protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.80 0.00

TRINITY_DN35589_c0_g2OAE34747.1hypothetical protein AXG93_2528s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.80 0.00

TRINITY_DN36063_c0_g1EPS57580.1hypothetical protein M569_17237, partial [Genlisea aurea]Genlisea_aurea 36.80 0.00



TRINITY_DN36071_c0_g5XP_011460447.1PREDICTED: uncharacterized protein LOC105350353 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.80 0.00

TRINITY_DN36471_c0_g2GAX75754.1hypothetical protein CEUSTIGMA_g3197.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN36652_c0_g6XP_019163863.1PREDICTED: calmodulin-3-like [Ipomoea nil]Ipomoea_nil 36.80 0.00

TRINITY_DN36858_c1_g1XP_002450213.1neo-calmodulin [Sorghum bicolor]Sorghum_bicolor 36.80 0.00

TRINITY_DN37356_c1_g3GBG61669.1hypothetical protein CBR_g23185 [Chara braunii]Chara_braunii 36.80 0.00

TRINITY_DN37766_c0_g1GAX80568.1hypothetical protein CEUSTIGMA_g8005.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN38534_c0_g1ABK22282.1unknown [Picea sitchensis]Picea_sitchensis 36.80 0.00

TRINITY_DN38656_c0_g3XP_023917935.160S ribosomal export protein NMD3-like [Quercus suber]Quercus_suber 36.80 0.00

TRINITY_DN38795_c2_g6PSC68700.1Transcription factor TFIIIB component B [Micractinium conductrix]Micractinium_conductrix 36.80 0.00

TRINITY_DN38947_c0_g7XP_002958625.1hypothetical protein VOLCADRAFT_99932 [Volvox carteri f. nagariensis]Volvox_carteri 36.80 0.00

TRINITY_DN39997_c2_g12GAX77705.1hypothetical protein CEUSTIGMA_g5148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN40038_c0_g7RLN29038.1transcription elongation factor SPT6 [Panicum miliaceum]Panicum_miliaceum 36.80 0.00

TRINITY_DN40282_c0_g2NP_001304750.1uncharacterized protein LOC100279472 [Zea mays]Zea_mays 36.80 0.00

TRINITY_DN40486_c2_g1XP_010043464.1PREDICTED: DExH-box ATP-dependent RNA helicase DExH11 isoform X1 [Eucalyptus grandis]Eucalyptus_grandis 36.80 0.00

TRINITY_DN40860_c0_g4XP_003058450.1protofilament ribbon protein of flagellar microtubules [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.80 0.00

TRINITY_DN40967_c3_g1XP_001696990.1transcription initiation factor TFIID, subunit TAF5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN41025_c0_g1RVW42774.1Pumilio-like 5 [Vitis vinifera]Vitis_vinifera 36.80 0.00

TRINITY_DN41261_c1_g5XP_024517159.1kinesin-like protein KIN-14H [Selaginella moellendorffii]Selaginella_moellendorffii 36.80 0.00

TRINITY_DN41354_c0_g1XP_002958924.1hypothetical protein VOLCADRAFT_100264 [Volvox carteri f. nagariensis]Volvox_carteri 36.80 0.00

TRINITY_DN42120_c0_g1KXZ56655.1hypothetical protein GPECTOR_1g590 [Gonium pectorale]Gonium_pectorale 36.80 0.00

TRINITY_DN42166_c0_g5GAQ86916.1Beta-tubulin folding cofactor D [Klebsormidium nitens]Klebsormidium_nitens 36.80 0.00

TRINITY_DN42785_c0_g3GAX76598.1hypothetical protein CEUSTIGMA_g4044.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN42883_c1_g2GAX80181.1hypothetical protein CEUSTIGMA_g7619.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN42935_c0_g2KXZ44411.1hypothetical protein GPECTOR_68g383 [Gonium pectorale]Gonium_pectorale 36.80 0.00

TRINITY_DN43021_c0_g2EOY01313.1CHASE domain containing histidine kinase protein isoform 1 [Theobroma cacao]Theobroma_cacao 36.80 0.00

TRINITY_DN43729_c1_g5PSC67747.1E3 ubiquitin-ligase UPL6 [Micractinium conductrix]Micractinium_conductrix 36.80 0.00

TRINITY_DN43945_c0_g2GAQ83484.1phospholipid-transporting ATPase 3 [Klebsormidium nitens]Klebsormidium_nitens 36.80 0.00

TRINITY_DN43976_c0_g2GBG00301.1sulfur stress regulator, partial [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.80 0.00

TRINITY_DN44087_c0_g2GAX82589.1hypothetical protein CEUSTIGMA_g10015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN44263_c0_g6XP_021900048.1cyclin-U4-1 [Carica papaya]Carica_papaya 36.80 0.00

TRINITY_DN44506_c0_g3XP_001698686.1potential DNA binding protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN44679_c0_g6PON78415.1Zinc finger, CCCH-type [Parasponia andersonii]Parasponia_andersonii 36.80 0.00

TRINITY_DN44929_c0_g6QAB47291.1CIPK [Camellia sinensis]Camellia_sinensis 36.80 0.00

TRINITY_DN45048_c0_g1GBF95995.1hypothetical protein Rsub_08810 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.80 0.00

TRINITY_DN45098_c0_g3PNW74649.1hypothetical protein CHLRE_12g488752v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN45271_c0_g7XP_005644622.1guanine deaminase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.80 0.00

TRINITY_DN45380_c0_g1XP_002958735.1hypothetical protein VOLCADRAFT_84620 [Volvox carteri f. nagariensis]Volvox_carteri 36.80 0.00

TRINITY_DN46364_c0_g1AES64094.2ABC transporter B family protein [Medicago truncatula]Medicago_truncatula 36.80 0.00

TRINITY_DN46396_c1_g4XP_019093605.1PREDICTED: importin subunit alpha-1-like [Camelina sativa]Camelina_sativa 36.80 0.00

TRINITY_DN46746_c0_g2EEF22348.1enterochelin esterase, putative, partial [Ricinus communis]Ricinus_communis 36.80 0.00

TRINITY_DN46878_c0_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 36.80 0.00

TRINITY_DN47528_c0_g1XP_002946407.1hypothetical protein VOLCADRAFT_55820 [Volvox carteri f. nagariensis]Volvox_carteri 36.80 0.00

TRINITY_DN47858_c0_g1XP_009411328.1PREDICTED: DEAD-box ATP-dependent RNA helicase 16 [Musa acuminata subsp. malaccensis]Musa_acuminata 36.80 0.00

TRINITY_DN48055_c1_g11XP_009628398.1PREDICTED: serine/threonine-protein kinase Aurora-3-like isoform X2 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 36.80 0.00

TRINITY_DN48408_c0_g2GAQ80590.115-cis-zeta-carotene isomerase [Klebsormidium nitens]Klebsormidium_nitens 36.80 0.00

TRINITY_DN48568_c0_g4KXZ56031.1hypothetical protein GPECTOR_2g1583 [Gonium pectorale]Gonium_pectorale 36.80 0.00

TRINITY_DN48717_c0_g1OAE29098.1hypothetical protein AXG93_3678s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.80 0.00

TRINITY_DN48735_c0_g2GAX84010.1hypothetical protein CEUSTIGMA_g11435.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN48822_c1_g1GAX79076.1hypothetical protein CEUSTIGMA_g6516.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN49712_c0_g1OTF87052.1putative aspartic proteinase [Helianthus annuus]Helianthus_annuus 36.80 0.00

TRINITY_DN50163_c0_g1PUZ40826.1hypothetical protein GQ55_9G454100 [Panicum hallii var. hallii]Panicum_hallii 36.80 0.00

TRINITY_DN50346_c1_g2PNW82792.1hypothetical protein CHLRE_06g294400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN50428_c0_g1PNW83705.1hypothetical protein CHLRE_05g239978v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN51015_c0_g1GAX79187.1hypothetical protein CEUSTIGMA_g6627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN51044_c0_g1XP_002950572.1hypothetical protein VOLCADRAFT_91102 [Volvox carteri f. nagariensis]Volvox_carteri 36.80 0.00

TRINITY_DN51531_c0_g1XP_001701497.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.80 0.00

TRINITY_DN51808_c1_g1GAX85835.1hypothetical protein CEUSTIGMA_g13250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.80 0.00

TRINITY_DN51815_c1_g5XP_009114089.1PREDICTED: methyltransferase-like protein 13 [Brassica rapa]Brassica_rapa 36.80 0.00

TRINITY_DN51955_c0_g3GBG86503.1hypothetical protein CBR_g41496 [Chara braunii]Chara_braunii 36.80 0.00

TRINITY_DN52515_c3_g7ACA24136.1eukaryotic elongation factor 1-alpha, partial [Lolium temulentum]Lolium_temulentum 36.80 0.00

TRINITY_DN5757_c0_g1XP_007155688.1hypothetical protein PHAVU_003G222700g [Phaseolus vulgaris]Phaseolus_vulgaris 36.80 0.00

TRINITY_DN7964_c0_g1XP_003061646.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.80 0.00

TRINITY_DN9295_c0_g1XP_024397441.1serine/threonine-protein kinase GRIK1-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 36.80 0.00

TRINITY_DN11666_c0_g2GAQ86326.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 36.70 0.00

TRINITY_DN14102_c0_g2GAV86159.1Syntaxin domain-containing protein/SNARE domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 36.70 0.00

TRINITY_DN26596_c0_g1XP_024931989.1phosphatidylinositol/phosphatidylcholine transfer protein SFH12-like isoform X2 [Ziziphus jujuba]Ziziphus_jujuba 36.70 0.00



TRINITY_DN28865_c0_g1PNW80425.1hypothetical protein CHLRE_07g317150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN29674_c0_g2GAX80882.1hypothetical protein CEUSTIGMA_g8317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN30399_c0_g1RQL75474.1hypothetical protein DY000_00001340 [Brassica cretica]Brassica_cretica 36.70 0.00

TRINITY_DN31325_c0_g2PLY91187.1hypothetical protein LSAT_4X78400 [Lactuca sativa]Lactuca_sativa 36.70 0.00

TRINITY_DN34391_c0_g1XP_009413058.1PREDICTED: UPF0548 protein At2g17695 [Musa acuminata subsp. malaccensis]Musa_acuminata 36.70 0.00

TRINITY_DN36277_c0_g5XP_006390081.1protein disulfide isomerase-like 1-2 [Eutrema salsugineum]Eutrema_salsugineum 36.70 0.00

TRINITY_DN36404_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 36.70 0.00

TRINITY_DN36546_c0_g2XP_023535358.1ran-binding protein M homolog [Cucurbita pepo subsp. pepo]Cucurbita_pepo 36.70 0.00

TRINITY_DN36560_c0_g5XP_010100946.2mitochondrial import inner membrane translocase subunit TIM22-4, partial [Morus notabilis]Morus_notabilis 36.70 0.00

TRINITY_DN36592_c0_g1XP_020084854.126S proteasome non-ATPase regulatory subunit 13 homolog B-like [Ananas comosus]Ananas_comosus 36.70 0.00

TRINITY_DN36716_c0_g2GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 36.70 0.00

TRINITY_DN37237_c0_g7GAX86698.1hypothetical protein CEUSTIGMA_g14105.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN37328_c0_g3GAX82659.1hypothetical protein CEUSTIGMA_g10085.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN37808_c0_g1XP_017229372.1PREDICTED: phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and protein-tyrosine-phosphatase PTEN2A isoform X1 [Daucus carota subsp. sativus]Daucus_carota 36.70 0.00

TRINITY_DN37842_c0_g7XP_020597664.1probable inactive serine/threonine-protein kinase scy1 [Phalaenopsis equestris]Phalaenopsis_equestris 36.70 0.00

TRINITY_DN37879_c0_g10PNW76680.1hypothetical protein CHLRE_11g467500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN37917_c1_g3XP_021772485.1FACT complex subunit SPT16-like [Chenopodium quinoa]Chenopodium_quinoa 36.70 0.00

TRINITY_DN38013_c1_g3XP_021747950.1uncharacterized protein LOC110713815 [Chenopodium quinoa]Chenopodium_quinoa 36.70 0.00

TRINITY_DN38393_c0_g2XP_003058577.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.70 0.00

TRINITY_DN38619_c0_g1XP_015933079.1serine/threonine-protein kinase AtPK2/AtPK19 isoform X1 [Arachis duranensis]Arachis_duranensis 36.70 0.00

TRINITY_DN38848_c0_g6XP_002950146.1hypothetical protein VOLCADRAFT_60154 [Volvox carteri f. nagariensis]Volvox_carteri 36.70 0.00

TRINITY_DN39056_c0_g6XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 36.70 0.00

TRINITY_DN39458_c0_g5XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 36.70 0.00

TRINITY_DN39511_c0_g2KDD72868.1hypothetical protein H632_c2797p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 36.70 0.00

TRINITY_DN39533_c0_g2XP_005651448.1hypothetical protein COCSUDRAFT_39864 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.70 0.00

TRINITY_DN39983_c0_g2OUS47939.1Amidinotransferase-domain-containing protein [Ostreococcus tauri]Ostreococcus_tauri 36.70 0.00

TRINITY_DN40050_c1_g6XP_009390201.1PREDICTED: serine/threonine-protein kinase HT1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 36.70 0.00

TRINITY_DN40170_c0_g7PNY08488.1U3 small nucleolar RNA-associated protein 6 [Trifolium pratense]Trifolium_pratense 36.70 0.00

TRINITY_DN40244_c0_g8GAX81564.1hypothetical protein CEUSTIGMA_g8992.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN40602_c0_g4XP_024537001.1serine/threonine-protein phosphatase 4 regulatory subunit 3A isoform X4 [Selaginella moellendorffii]Selaginella_moellendorffii 36.70 0.00

TRINITY_DN40649_c0_g1GAQ93508.1hypothetical protein KFL_015930010, partial [Klebsormidium nitens]Klebsormidium_nitens 36.70 0.00

TRINITY_DN40690_c1_g7XP_020267249.1probable manganese-transporting ATPase PDR2 [Asparagus officinalis]Asparagus_officinalis 36.70 0.00

TRINITY_DN40716_c0_g1XP_023878935.1DNA mismatch repair protein msh6-like [Quercus suber]Quercus_suber 36.70 0.00

TRINITY_DN40910_c0_g1OAE35195.1hypothetical protein AXG93_1550s1000 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.70 0.00

TRINITY_DN41038_c1_g1GAX76447.1hypothetical protein CEUSTIGMA_g3892.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN41326_c1_g7KCW83140.1hypothetical protein EUGRSUZ_B00097 [Eucalyptus grandis]Eucalyptus_grandis 36.70 0.00

TRINITY_DN41889_c0_g1GAX81253.1hypothetical protein CEUSTIGMA_g8685.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN42497_c0_g1XP_007512248.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 36.70 0.00

TRINITY_DN42670_c0_g4EFJ36258.1hypothetical protein SELMODRAFT_78255 [Selaginella moellendorffii]Selaginella_moellendorffii 36.70 0.00

TRINITY_DN42719_c0_g7XP_016549587.1PREDICTED: LOW QUALITY PROTEIN: importin-5-like, partial [Capsicum annuum]Capsicum_annuum 36.70 0.00

TRINITY_DN42724_c0_g1XP_005847512.1hypothetical protein CHLNCDRAFT_52636 [Chlorella variabilis]Chlorella_variabilis 36.70 0.00

TRINITY_DN42771_c0_g7XP_024390869.1guanylate-binding protein 2-like [Physcomitrella patens]Physcomitrella_patens 36.70 0.00

TRINITY_DN43496_c0_g3XP_013898684.1dynein light chain LC8-type [Monoraphidium neglectum]Monoraphidium_neglectum 36.70 0.00

TRINITY_DN44045_c0_g2GAX84626.1hypothetical protein CEUSTIGMA_g12047.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN44750_c0_g2GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN44910_c0_g5XP_022928298.1SWI/SNF complex component SNF12 homolog [Cucurbita moschata]Cucurbita_moschata 36.70 0.00

TRINITY_DN45455_c0_g1XP_005844126.1hypothetical protein CHLNCDRAFT_27424, partial [Chlorella variabilis]Chlorella_variabilis 36.70 0.00

TRINITY_DN45872_c0_g4GAX75250.1hypothetical protein CEUSTIGMA_g2695.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN46226_c0_g8XP_021845618.1uncharacterized protein At2g39795, mitochondrial-like [Spinacia oleracea]Spinacia_oleracea 36.70 0.00

TRINITY_DN47010_c0_g2XP_024542551.1NFX1-type zinc finger-containing protein 1 [Selaginella moellendorffii]Selaginella_moellendorffii 36.70 0.00

TRINITY_DN47116_c0_g5XP_014497631.1(+)-neomenthol dehydrogenase [Vigna radiata var. radiata]Vigna_radiata 36.70 0.00

TRINITY_DN48161_c1_g2PNW76366.1hypothetical protein CHLRE_11g467526v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN48943_c0_g1GAX75547.1hypothetical protein CEUSTIGMA_g2990.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN49116_c0_g3PNW70541.1hypothetical protein CHLRE_17g724200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN49755_c0_g3GBF97013.1hypothetical protein Rsub_09810 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.70 0.00

TRINITY_DN49998_c0_g10XP_023917178.1protein ras-2-like [Quercus suber]Quercus_suber 36.70 0.00

TRINITY_DN50101_c0_g1GAX79653.1hypothetical protein CEUSTIGMA_g7094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN50250_c0_g1XP_017237692.1PREDICTED: lipid phosphate phosphatase gamma, chloroplastic [Daucus carota subsp. sativus]Daucus_carota 36.70 0.00

TRINITY_DN50274_c0_g3XP_001699289.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN50463_c1_g4GAX79240.1hypothetical protein CEUSTIGMA_g6680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN50804_c0_g3XP_001690546.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN51200_c0_g2XP_001690048.1protein phosphatase 2C-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00

TRINITY_DN51218_c1_g3GAX77753.1hypothetical protein CEUSTIGMA_g5196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN51995_c1_g5PSR86278.1LEC14B protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.70 0.00

TRINITY_DN52110_c1_g1GAX80192.1hypothetical protein CEUSTIGMA_g7630.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.70 0.00

TRINITY_DN52521_c1_g1XP_001689608.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.70 0.00



TRINITY_DN10297_c0_g1GAQ81304.1hypothetical protein KFL_000760330 [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN17013_c0_g1XP_024166929.1probable folate-biopterin transporter 2 [Rosa chinensis]Rosa_chinensis 36.60 0.00

TRINITY_DN19461_c0_g2XP_023871150.1probable inositol polyphosphate 5-phosphatase C9G1.10c [Quercus suber]Quercus_suber 36.60 0.00

TRINITY_DN20026_c0_g1EEC74241.1hypothetical protein OsI_09443 [Oryza sativa Indica Group]Oryza_sativa 36.60 0.00

TRINITY_DN29925_c0_g1XP_016175273.1zinc finger SWIM domain-containing protein 7 [Arachis ipaensis]Arachis_ipaensis 36.60 0.00

TRINITY_DN3006_c0_g1PWA93605.1histidine kinase domain-containing protein [Artemisia annua]Artemisia_annua 36.60 0.00

TRINITY_DN30415_c0_g1XP_021297470.1seven transmembrane protein 1-like [Herrania umbratica]Herrania_umbratica 36.60 0.00

TRINITY_DN31688_c0_g1RWW90743.1hypothetical protein BHE74_00051061 [Ensete ventricosum]Ensete_ventricosum 36.60 0.00

TRINITY_DN33569_c0_g1ABK21750.1unknown [Picea sitchensis]Picea_sitchensis 36.60 0.00

TRINITY_DN33907_c0_g2XP_019194371.1PREDICTED: fimbrin-5-like [Ipomoea nil]Ipomoea_nil 36.60 0.00

TRINITY_DN34041_c0_g1XP_021993477.1ARM REPEAT PROTEIN INTERACTING WITH ABF2-like isoform X1 [Helianthus annuus]Helianthus_annuus 36.60 0.00

TRINITY_DN34101_c0_g1XP_023906500.1tRNA-specific adenosine deaminase subunit tad2-like [Quercus suber]Quercus_suber 36.60 0.00

TRINITY_DN34282_c0_g1XP_008448668.1PREDICTED: nucleolar protein 12 [Cucumis melo]Cucumis_melo 36.60 0.00

TRINITY_DN35081_c0_g1RWR90653.1Protein kinase domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 36.60 0.00

TRINITY_DN35236_c0_g1GAX76096.1hypothetical protein CEUSTIGMA_g3539.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN36029_c0_g3XP_009599844.1PREDICTED: E3 ubiquitin ligase BIG BROTHER-like isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 36.60 0.00

TRINITY_DN36032_c0_g1XP_009789374.1PREDICTED: OTU domain-containing protein 5-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 36.60 0.00

TRINITY_DN36903_c0_g1OAE26664.1hypothetical protein AXG93_641s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.60 0.00

TRINITY_DN37060_c0_g5GAQ90295.1hypothetical protein KFL_006230040 [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN37218_c0_g2XP_020701078.1V-type proton ATPase subunit C [Dendrobium catenatum]Dendrobium_catenatum 36.60 0.00

TRINITY_DN37232_c0_g3GAQ84429.1hypothetical protein KFL_001880220 [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN38238_c1_g4PRW58870.1kynurenine 3-monooxygenase [Chlorella sorokiniana]Chlorella_sorokiniana 36.60 0.00

TRINITY_DN38239_c0_g8XP_023741304.1protein-tyrosine-phosphatase PTP1-like [Lactuca sativa]Lactuca_sativa 36.60 0.00

TRINITY_DN38485_c3_g8XP_002962605.2alkylated DNA repair protein alkB homolog 8 [Selaginella moellendorffii]Selaginella_moellendorffii 36.60 0.00

TRINITY_DN39275_c1_g6GAX84515.1hypothetical protein CEUSTIGMA_g11935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN40016_c0_g1RLN00081.1E3 ubiquitin-protein ligase UPL1-like isoform X2 [Panicum miliaceum]Panicum_miliaceum 36.60 0.00

TRINITY_DN40242_c1_g5KMZ58499.1Polyubiquitin [Zostera marina]Zostera_marina 36.60 0.00

TRINITY_DN40276_c0_g3PRW59553.1anaphase-promoting complex subunit 5 [Chlorella sorokiniana]Chlorella_sorokiniana 36.60 0.00

TRINITY_DN40302_c0_g3GAQ93251.1E3 ubiquitin-protein ligase RNF5 [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN40456_c0_g2KXZ56559.1hypothetical protein GPECTOR_1g501 [Gonium pectorale]Gonium_pectorale 36.60 0.00

TRINITY_DN40507_c0_g4GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN40820_c0_g2XP_023769651.1uncharacterized protein LOC111918219 [Lactuca sativa]Lactuca_sativa 36.60 0.00

TRINITY_DN40872_c0_g1GBF99789.116S rRNA (cytosine(1402)-N(4))-methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.60 0.00

TRINITY_DN41135_c1_g4GAX86251.1hypothetical protein CEUSTIGMA_g13663.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN41220_c0_g4VDD63531.1unnamed protein product, partial [Brassica oleracea]Brassica_oleracea 36.60 0.00

TRINITY_DN42000_c0_g1RMZ54964.1hypothetical protein APUTEX25_000481, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 36.60 0.00

TRINITY_DN42316_c0_g3XP_010680388.1PREDICTED: dynamin-related protein 3B [Beta vulgaris subsp. vulgaris]Beta_vulgaris 36.60 0.00

TRINITY_DN42487_c3_g2XP_020218533.1(+)-neomenthol dehydrogenase-like [Cajanus cajan]Cajanus_cajan 36.60 0.00

TRINITY_DN42511_c0_g1GAX78060.1hypothetical protein CEUSTIGMA_g5502.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN42607_c0_g2GAX75570.1hypothetical protein CEUSTIGMA_g3013.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN42888_c0_g4XP_024402345.1transcription initiation factor TFIID subunit 2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 36.60 0.00

TRINITY_DN43320_c2_g9XP_001700845.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.60 0.00

TRINITY_DN43350_c0_g4KXZ51309.1hypothetical protein GPECTOR_13g796 [Gonium pectorale]Gonium_pectorale 36.60 0.00

TRINITY_DN43955_c0_g1RLN35419.1NADPH--cytochrome P450 reductase-like [Panicum miliaceum]Panicum_miliaceum 36.60 0.00

TRINITY_DN44164_c0_g1GAX84849.1hypothetical protein CEUSTIGMA_g12270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN4420_c0_g1PSS01701.1Regulation of nuclear pre-mRNA domain-containing protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.60 0.00

TRINITY_DN44286_c0_g4NP_001311710.1eukaryotic translation initiation factor NCBP-like [Nicotiana tabacum]Nicotiana_tabacum 36.60 0.00

TRINITY_DN44343_c0_g2XP_019175828.1PREDICTED: probable glutamate carboxypeptidase 2 [Ipomoea nil]Ipomoea_nil 36.60 0.00

TRINITY_DN44703_c0_g1GBF91010.1hypothetical protein Rsub_03865 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.60 0.00

TRINITY_DN45164_c0_g3KYP51515.1Sugar phosphate exchanger 2 [Cajanus cajan]Cajanus_cajan 36.60 0.00

TRINITY_DN45791_c0_g3GBF89099.1hypothetical protein Rsub_01816 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.60 0.00

TRINITY_DN45897_c0_g4XP_015894860.1dnaJ homolog subfamily B member 4-like [Ziziphus jujuba]Ziziphus_jujuba 36.60 0.00

TRINITY_DN46808_c0_g2BAK02183.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.60 0.00

TRINITY_DN46884_c0_g3RDX98778.1Ethylene-responsive transcription factor 13, partial [Mucuna pruriens]Mucuna_pruriens 36.60 0.00

TRINITY_DN47724_c1_g4PTQ38719.1hypothetical protein MARPO_0049s0019 [Marchantia polymorpha]Marchantia_polymorpha 36.60 0.00

TRINITY_DN47832_c1_g7GAQ78735.1alpha-amylase [Klebsormidium nitens]Klebsormidium_nitens 36.60 0.00

TRINITY_DN49085_c0_g2EFJ33309.1hypothetical protein SELMODRAFT_407022 [Selaginella moellendorffii]Selaginella_moellendorffii 36.60 0.00

TRINITY_DN49172_c1_g1XP_002946790.1hypothetical protein VOLCADRAFT_87122 [Volvox carteri f. nagariensis]Volvox_carteri 36.60 0.00

TRINITY_DN49296_c0_g5XP_011467164.1PREDICTED: ABC transporter G family member 22 isoform X2 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.60 0.00

TRINITY_DN50139_c0_g3GAU50862.1hypothetical protein TSUD_411020 [Trifolium subterraneum]Trifolium_subterraneum 36.60 0.00

TRINITY_DN50208_c0_g1GAX84106.1hypothetical protein CEUSTIGMA_g11529.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN51062_c2_g2KXZ46095.1hypothetical protein GPECTOR_47g372 [Gonium pectorale]Gonium_pectorale 36.60 0.00

TRINITY_DN51281_c1_g5GAX73762.1hypothetical protein CEUSTIGMA_g1213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN51384_c0_g1GAX83254.1hypothetical protein CEUSTIGMA_g10680.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN51408_c0_g1GAX84740.1hypothetical protein CEUSTIGMA_g12162.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.60 0.00

TRINITY_DN52001_c0_g1KXZ55787.1hypothetical protein GPECTOR_2g1337 [Gonium pectorale]Gonium_pectorale 36.60 0.00



TRINITY_DN52072_c0_g1PIA25428.1hypothetical protein AQUCO_11400006v1 [Aquilegia coerulea]Aquilegia_coerulea 36.60 0.00

TRINITY_DN52545_c1_g2XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.60 0.00

TRINITY_DN52596_c4_g4XP_001689945.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.60 0.00

TRINITY_DN52674_c3_g3PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 36.60 0.00

TRINITY_DN8321_c0_g1XP_011094433.1cytochrome P450 76A1-like [Sesamum indicum]Sesamum_indicum 36.60 0.00

TRINITY_DN9928_c0_g2XP_024358797.1retinol dehydrogenase 13-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 36.60 0.00

TRINITY_DN11120_c0_g1XP_006301774.1enoyl-CoA hydratase 2, peroxisomal [Capsella rubella]Capsella_rubella 36.50 0.00

TRINITY_DN1532_c0_g2XP_021630332.1alpha-galactosidase-like [Manihot esculenta]Manihot_esculenta 36.50 0.00

TRINITY_DN16668_c0_g1XP_007511594.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 36.50 0.00

TRINITY_DN23494_c0_g1OMP10042.1hypothetical protein COLO4_04881 [Corchorus olitorius]Corchorus_olitorius 36.50 0.00

TRINITY_DN27148_c0_g1AFN89854.1tyrosine decarboxylase [Rhodiola crenulata]Rhodiola_crenulata 36.50 0.00

TRINITY_DN30831_c2_g7XP_015621433.1DNA-damage-repair/toleration protein DRT111, chloroplastic [Oryza sativa Japonica Group]Oryza_sativa 36.50 0.00

TRINITY_DN31653_c0_g2GAX82454.1hypothetical protein CEUSTIGMA_g9881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN32174_c0_g1OMO98849.1hypothetical protein CCACVL1_04028 [Corchorus capsularis]Corchorus_capsularis 36.50 0.00

TRINITY_DN32719_c0_g2XP_020574336.1pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1-like [Phalaenopsis equestris]Phalaenopsis_equestris 36.50 0.00

TRINITY_DN33490_c0_g2XP_024364477.1uncharacterized protein LOC112276900 [Physcomitrella patens]Physcomitrella_patens 36.50 0.00

TRINITY_DN33922_c0_g1RAL46229.1hypothetical protein DM860_016662 [Cuscuta australis]Cuscuta_australis 36.50 0.00

TRINITY_DN3472_c0_g2XP_027067955.1adenine nucleotide transporter BT1, chloroplastic/mitochondrial-like [Coffea arabica]Coffea_arabica 36.50 0.00

TRINITY_DN34811_c0_g1PSC70907.1pre-mRNA-splicing factor SPF27-like protein [Micractinium conductrix]Micractinium_conductrix 36.50 0.00

TRINITY_DN34885_c0_g2PNX94218.1putative E3 ubiquitin-protein ligase HERC1-like protein, partial [Trifolium pratense]Trifolium_pratense 36.50 0.00

TRINITY_DN34924_c0_g1PNW77175.1hypothetical protein CHLRE_10g425501v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.50 0.00

TRINITY_DN35081_c0_g3XP_019172265.1PREDICTED: serine/threonine-protein kinase STY8-like isoform X1 [Ipomoea nil]Ipomoea_nil 36.50 0.00

TRINITY_DN35109_c0_g1GBG74704.1hypothetical protein CBR_g19109 [Chara braunii]Chara_braunii 36.50 0.00

TRINITY_DN35151_c0_g1EMS50241.1Nuclear transcription factor Y subunit C-2 [Triticum urartu]Triticum_urartu 36.50 0.00

TRINITY_DN35205_c0_g5GBG61553.1hypothetical protein CBR_g22350 [Chara braunii]Chara_braunii 36.50 0.00

TRINITY_DN35309_c0_g1ADC45376.1actin [Cleistogenes songorica]Cleistogenes_songorica 36.50 0.00

TRINITY_DN35338_c0_g1XP_011044835.1PREDICTED: DEAD-box ATP-dependent RNA helicase 39 [Populus euphratica]Populus_euphratica 36.50 0.00

TRINITY_DN35448_c0_g4GBF98583.1hypothetical protein Rsub_11308 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.50 0.00

TRINITY_DN35676_c0_g5XP_024393436.1syntaxin-32-like [Physcomitrella patens]Physcomitrella_patens 36.50 0.00

TRINITY_DN35817_c1_g6PTQ29012.1hypothetical protein MARPO_0149s0009 [Marchantia polymorpha]Marchantia_polymorpha 36.50 0.00

TRINITY_DN36359_c0_g10XP_022036323.1mitogen-activated protein kinase kinase kinase 17-like [Helianthus annuus]Helianthus_annuus 36.50 0.00

TRINITY_DN36500_c0_g3RXI06256.1hypothetical protein DVH24_018298 [Malus domestica]Malus_domestica 36.50 0.00

TRINITY_DN36871_c0_g2RVW23264.1E3 ubiquitin-protein ligase COP1 [Vitis vinifera]Vitis_vinifera 36.50 0.00

TRINITY_DN37556_c0_g6GAQ79945.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 36.50 0.00

TRINITY_DN37568_c0_g5GAX79153.1hypothetical protein CEUSTIGMA_g6593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN37803_c1_g1GAX80189.1hypothetical protein CEUSTIGMA_g7627.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN37856_c0_g1XP_010921660.1PREDICTED: blue-light photoreceptor PHR2 [Elaeis guineensis]Elaeis_guineensis 36.50 0.00

TRINITY_DN38184_c0_g7KXZ54237.1hypothetical protein GPECTOR_5g328 [Gonium pectorale]Gonium_pectorale 36.50 0.00

TRINITY_DN39154_c0_g1XP_006290992.12-(3-amino-3-carboxypropyl)histidine synthase subunit 2 [Capsella rubella]Capsella_rubella 36.50 0.00

TRINITY_DN39274_c0_g1KXZ46248.1hypothetical protein GPECTOR_45g118 [Gonium pectorale]Gonium_pectorale 36.50 0.00

TRINITY_DN39770_c1_g2XP_005644863.1Pkinase-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.50 0.00

TRINITY_DN39961_c0_g7RWW90479.1hypothetical protein BHE74_00052360 [Ensete ventricosum]Ensete_ventricosum 36.50 0.00

TRINITY_DN40849_c0_g3XP_004287187.1PREDICTED: poly(ADP-ribose) glycohydrolase 1-like [Fragaria vesca subsp. vesca]Fragaria_vesca 36.50 0.00

TRINITY_DN40964_c1_g4EFJ22741.1hypothetical protein SELMODRAFT_150817 [Selaginella moellendorffii]Selaginella_moellendorffii 36.50 0.00

TRINITY_DN41094_c1_g3KMZ76343.1putative Amino acid transporter [Zostera marina]Zostera_marina 36.50 0.00

TRINITY_DN41111_c0_g2XP_023907961.1bifunctional polynucleotide phosphatase/kinase-like [Quercus suber]Quercus_suber 36.50 0.00

TRINITY_DN41240_c1_g3EFJ17590.1hypothetical protein SELMODRAFT_444830 [Selaginella moellendorffii]Selaginella_moellendorffii 36.50 0.00

TRINITY_DN41270_c1_g2PNW74412.1hypothetical protein CHLRE_13g607550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.50 0.00

TRINITY_DN41336_c1_g6XP_004230668.1pathogenesis-related leaf protein 4-like [Solanum lycopersicum]Solanum_lycopersicum 36.50 0.00

TRINITY_DN41426_c0_g3XP_005852003.1hypothetical protein CHLNCDRAFT_132924 [Chlorella variabilis]Chlorella_variabilis 36.50 0.00

TRINITY_DN42776_c0_g1PNW87541.1hypothetical protein CHLRE_02g142353v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.50 0.00

TRINITY_DN43905_c0_g1XP_002953675.1hypothetical protein VOLCADRAFT_121188 [Volvox carteri f. nagariensis]Volvox_carteri 36.50 0.00

TRINITY_DN44228_c0_g2PNH04550.1hypothetical protein TSOC_009286 [Tetrabaena socialis]Tetrabaena_socialis 36.50 0.00

TRINITY_DN44844_c1_g2XP_023877475.1sodium/potassium-transporting ATPase subunit alpha-1-like [Quercus suber]Quercus_suber 36.50 0.00

TRINITY_DN45085_c0_g3PHT84074.1hypothetical protein T459_12517 [Capsicum annuum]Capsicum_annuum 36.50 0.00

TRINITY_DN45177_c0_g4CDY58751.1BnaCnng33710D [Brassica napus]Brassica_napus 36.50 0.00

TRINITY_DN45217_c0_g5EPS57900.1mitogen-activated protein kinase, partial [Genlisea aurea]Genlisea_aurea 36.50 0.00

TRINITY_DN45459_c1_g2XP_024032796.1serine/threonine-protein kinase STY17 [Morus notabilis]Morus_notabilis 36.50 0.00

TRINITY_DN45669_c0_g5XP_013905167.1Uncharacterized protein yqjG [Monoraphidium neglectum]Monoraphidium_neglectum 36.50 0.00

TRINITY_DN45859_c0_g1XP_001692250.1RWP-RK transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.50 0.00

TRINITY_DN45925_c1_g1GAX73021.1hypothetical protein CEUSTIGMA_g473.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN46208_c0_g2XP_002952807.1hypothetical protein VOLCADRAFT_93560 [Volvox carteri f. nagariensis]Volvox_carteri 36.50 0.00

TRINITY_DN47554_c0_g3XP_021863545.1uncharacterized protein LOC110802410 [Spinacia oleracea]Spinacia_oleracea 36.50 0.00

TRINITY_DN47635_c1_g1KXZ41327.1hypothetical protein GPECTOR_549g560 [Gonium pectorale]Gonium_pectorale 36.50 0.00

TRINITY_DN47823_c1_g2XP_011397910.1Protein arginine N-methyltransferase 7 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 36.50 0.00

TRINITY_DN48550_c0_g2XP_005643759.1hypothetical protein COCSUDRAFT_59699 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.50 0.00



TRINITY_DN48764_c0_g1GAX84137.1hypothetical protein CEUSTIGMA_g11560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN48818_c0_g2PNW77527.1hypothetical protein CHLRE_10g440550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.50 0.00

TRINITY_DN49648_c0_g4VDD45001.1unnamed protein product [Brassica oleracea]Brassica_oleracea 36.50 0.00

TRINITY_DN50823_c0_g1GAX78754.1hypothetical protein CEUSTIGMA_g6191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.50 0.00

TRINITY_DN50884_c1_g4XP_002989307.1E3 ubiquitin-protein ligase UPL1 [Selaginella moellendorffii]Selaginella_moellendorffii 36.50 0.00

TRINITY_DN50905_c0_g2GBF94337.1hypothetical protein Rsub_06959 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.50 0.00

TRINITY_DN51565_c0_g6PWA87491.1acyl-CoA N-acyltransferases (NAT) superfamily protein [Artemisia annua]Artemisia_annua 36.50 0.00

TRINITY_DN51941_c1_g1GAQ87785.1ER-Golgi vesicle-tethering protein p115 [Klebsormidium nitens]Klebsormidium_nitens 36.50 0.00

TRINITY_DN52655_c1_g1KXZ55647.1hypothetical protein GPECTOR_2g1197 [Gonium pectorale]Gonium_pectorale 36.50 0.00

TRINITY_DN10145_c0_g1XP_010031901.1PREDICTED: eukaryotic initiation factor 4A-3 [Eucalyptus grandis]Eucalyptus_grandis 36.40 0.00

TRINITY_DN12224_c0_g2XP_026418960.1elicitor-responsive protein 1-like [Papaver somniferum]Papaver_somniferum 36.40 0.00

TRINITY_DN19126_c0_g1XP_002519429.1purine-uracil permease NCS1 [Ricinus communis]Ricinus_communis 36.40 0.00

TRINITY_DN21444_c0_g1XP_005652341.1hypothetical protein COCSUDRAFT_55779 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.40 0.00

TRINITY_DN23664_c0_g1OAE31917.1hypothetical protein AXG93_4485s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.40 0.00

TRINITY_DN28411_c0_g2XP_011466467.1PREDICTED: phosphoinositide phosphatase SAC8 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.40 0.00

TRINITY_DN2867_c0_g1PHT35692.1hypothetical protein CQW23_23392 [Capsicum baccatum]Capsicum_baccatum 36.40 0.00

TRINITY_DN29417_c1_g1XP_024456186.1E3 ubiquitin-protein ligase RING1-like [Populus trichocarpa]Populus_trichocarpa 36.40 0.00

TRINITY_DN29554_c0_g1ERM98344.1hypothetical protein AMTR_s00170p00050820, partial [Amborella trichopoda]Amborella_trichopoda 36.40 0.00

TRINITY_DN30586_c0_g2XP_003056701.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.40 0.00

TRINITY_DN30833_c0_g1OIW15361.1hypothetical protein TanjilG_26734 [Lupinus angustifolius]Lupinus_angustifolius 36.40 0.00

TRINITY_DN32356_c0_g1XP_024526893.1phosphatidylinositol-3-phosphatase myotubularin-1 [Selaginella moellendorffii]Selaginella_moellendorffii 36.40 0.00

TRINITY_DN32636_c0_g1XP_002447879.1nuclear speckle splicing regulatory protein 1 [Sorghum bicolor]Sorghum_bicolor 36.40 0.00

TRINITY_DN32943_c0_g1GAQ80764.1hypothetical protein KFL_000610420 [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN33058_c0_g1XP_023928605.1anthranilate synthase component 1-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN33527_c0_g1PSC73006.1diaminopimelate decarboxylase chloroplastic-like [Micractinium conductrix]Micractinium_conductrix 36.40 0.00

TRINITY_DN34156_c0_g4XP_002956186.1hypothetical protein VOLCADRAFT_97179 [Volvox carteri f. nagariensis]Volvox_carteri 36.40 0.00

TRINITY_DN35006_c0_g1XP_027929958.1putative E3 ubiquitin-protein ligase RING1b [Vigna unguiculata]Vigna_unguiculata 36.40 0.00

TRINITY_DN35055_c0_g1XP_002977756.1ESCRT-related protein CHMP1B [Selaginella moellendorffii]Selaginella_moellendorffii 36.40 0.00

TRINITY_DN35092_c0_g6XP_001422435.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 36.40 0.00

TRINITY_DN35432_c0_g1GAX85947.1hypothetical protein CEUSTIGMA_g13363.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN35769_c0_g1AXF41554.1CCP430 protein [Chlorella sp. ArM0029B]Chlorella_sp._ArM0029B 36.40 0.00

TRINITY_DN35824_c0_g1XP_020675035.1ras-related protein RABA5c [Dendrobium catenatum]Dendrobium_catenatum 36.40 0.00

TRINITY_DN35876_c0_g2GAQ82363.1Telomere_Sde2 domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN36724_c0_g2RWW91059.1hypothetical protein BHE74_00000118 [Ensete ventricosum]Ensete_ventricosum 36.40 0.00

TRINITY_DN36803_c0_g1GAQ84765.1hypothetical protein KFL_002050070 [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN36834_c0_g1XP_007211825.1low-temperature-induced cysteine proteinase [Prunus persica]Prunus_persica 36.40 0.00

TRINITY_DN36955_c0_g3PWA41598.1BRCT domain, Zinc finger, RING/FYVE/PHD-type [Artemisia annua]Artemisia_annua 36.40 0.00

TRINITY_DN36956_c1_g6XP_016547317.1PREDICTED: putative phospholipid-transporting ATPase 9 [Capsicum annuum]Capsicum_annuum 36.40 0.00

TRINITY_DN36967_c0_g2XP_023902501.1probable proline--tRNA ligase, mitochondrial [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN37424_c0_g6GAQ78212.1exopolyphosphatase [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN37440_c0_g2XP_001689989.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN37537_c0_g4GAX81320.1hypothetical protein CEUSTIGMA_g8751.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN37565_c0_g1XP_022968341.1diphosphomevalonate decarboxylase MVD2, peroxisomal-like [Cucurbita maxima]Cucurbita_maxima 36.40 0.00

TRINITY_DN37705_c0_g12XP_022840262.1UBA-like [Ostreococcus tauri]Ostreococcus_tauri 36.40 0.00

TRINITY_DN37774_c0_g3GBF93240.1hypothetical protein Rsub_05972 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.40 0.00

TRINITY_DN37808_c0_g4RLN24754.1hypothetical protein C2845_PM07G27530 [Panicum miliaceum]Panicum_miliaceum 36.40 0.00

TRINITY_DN37841_c0_g3GAX76911.1hypothetical protein CEUSTIGMA_g4357.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN38003_c0_g3XP_023925563.1mitochondrial fission 1 protein-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN38474_c0_g2XP_005648453.1MFS general substrate transporter [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.40 0.00

TRINITY_DN38633_c0_g7XP_020589182.1vacuolar protein-sorting-associated protein 11 homolog [Phalaenopsis equestris]Phalaenopsis_equestris 36.40 0.00

TRINITY_DN38655_c0_g2KXZ54883.1hypothetical protein GPECTOR_4g955 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN38683_c0_g1XP_023907141.1pumilio homolog 5-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN39285_c0_g1AML78291.1putative LOV domain-containing protein [Pleurastrum insigne]Pleurastrum_insigne 36.40 0.00

TRINITY_DN39424_c0_g4PIA50207.1hypothetical protein AQUCO_01300740v1 [Aquilegia coerulea]Aquilegia_coerulea 36.40 0.00

TRINITY_DN39963_c0_g2GAX77500.1hypothetical protein CEUSTIGMA_g4944.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN40145_c1_g1XP_027073666.1KIN17-like protein [Coffea arabica]Coffea_arabica 36.40 0.00

TRINITY_DN40195_c0_g1BAJ94121.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.40 0.00

TRINITY_DN40260_c1_g3KXZ50009.1hypothetical protein GPECTOR_18g163 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN40323_c0_g1XP_010471789.1PREDICTED: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1A [Camelina sativa]Camelina_sativa 36.40 0.00

TRINITY_DN40564_c0_g5XP_023880515.1serine/threonine-protein kinase pakA-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN40635_c0_g1P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 36.40 0.00

TRINITY_DN40968_c0_g3EFJ27865.1hypothetical protein SELMODRAFT_95202, partial [Selaginella moellendorffii]Selaginella_moellendorffii 36.40 0.00

TRINITY_DN41062_c0_g1XP_010543660.1PREDICTED: R3H domain-containing protein 2-like [Tarenaya hassleriana]Tarenaya_hassleriana 36.40 0.00

TRINITY_DN41234_c1_g4XP_016747172.1PREDICTED: poly [ADP-ribose] polymerase 1-like [Gossypium hirsutum]Gossypium_hirsutum 36.40 0.00

TRINITY_DN41514_c0_g1XP_001697334.1hydroxyproline-rich glycoprotein, stress-induced [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN41523_c0_g6PNH04613.1Inositol-tetrakisphosphate 1-kinase 4 [Tetrabaena socialis]Tetrabaena_socialis 36.40 0.00



TRINITY_DN42203_c0_g3XP_023889339.1protein disulfide-isomerase-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN42252_c0_g1GBG70396.1hypothetical protein CBR_g6524 [Chara braunii]Chara_braunii 36.40 0.00

TRINITY_DN42442_c0_g1GAX79587.1hypothetical protein CEUSTIGMA_g7028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN42657_c0_g7XP_023889181.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN42668_c0_g1KXZ47298.1hypothetical protein GPECTOR_36g24 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN42699_c1_g10PIN02772.1hypothetical protein CDL12_24711 [Handroanthus impetiginosus]Handroanthus_impetiginosus 36.40 0.00

TRINITY_DN42746_c1_g10XP_021768767.1DNA mismatch repair protein MSH6-like [Chenopodium quinoa]Chenopodium_quinoa 36.40 0.00

TRINITY_DN43121_c0_g7XP_002893011.1uncharacterized endoplasmic reticulum membrane protein YGL010W [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 36.40 0.00

TRINITY_DN43134_c0_g3XP_002500188.1calcineurin-like phosphoesterase [Micromonas commoda]Micromonas_commoda 36.40 0.00

TRINITY_DN43376_c1_g3XP_009351296.1PREDICTED: serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 36.40 0.00

TRINITY_DN43806_c0_g5GAX79687.1hypothetical protein CEUSTIGMA_g7128.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN44064_c0_g6KXZ48792.1hypothetical protein GPECTOR_25g376 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN44414_c0_g4KXZ51096.1hypothetical protein GPECTOR_14g79 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN45064_c0_g4PSR98792.1Charged multivesicular body protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.40 0.00

TRINITY_DN45179_c1_g5XP_024401095.1ESF1 homolog [Physcomitrella patens]Physcomitrella_patens 36.40 0.00

TRINITY_DN45491_c0_g2XP_023893121.1respiratory burst oxidase homolog protein A-like [Quercus suber]Quercus_suber 36.40 0.00

TRINITY_DN45610_c0_g1KXZ44376.1hypothetical protein GPECTOR_68g347 [Gonium pectorale]Gonium_pectorale 36.40 0.00

TRINITY_DN45668_c0_g3GAQ86824.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN45724_c0_g1AJN05223.1serine threonine protein kinase [Piper colubrinum]Piper_colubrinum 36.40 0.00

TRINITY_DN46033_c1_g7GAQ79999.1Mediator complex, subunit Med10 [Klebsormidium nitens]Klebsormidium_nitens 36.40 0.00

TRINITY_DN46252_c2_g1GAX81441.1hypothetical protein CEUSTIGMA_g8871.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN46547_c0_g2GAX79606.1hypothetical protein CEUSTIGMA_g7047.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN46685_c2_g2OMO61416.1hypothetical protein CCACVL1_23541 [Corchorus capsularis]Corchorus_capsularis 36.40 0.00

TRINITY_DN46810_c1_g3PNW75012.1hypothetical protein CHLRE_12g500250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN46859_c2_g2GAX77477.1hypothetical protein CEUSTIGMA_g4921.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN46967_c0_g1GAX83456.1hypothetical protein CEUSTIGMA_g10881.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN47066_c0_g4PNW71368.1hypothetical protein CHLRE_16g651350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN47069_c0_g2XP_001702541.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN47569_c0_g7XP_001689989.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN48079_c0_g2XP_002947544.1hypothetical protein VOLCADRAFT_87767 [Volvox carteri f. nagariensis]Volvox_carteri 36.40 0.00

TRINITY_DN48186_c1_g1GAX73671.1hypothetical protein CEUSTIGMA_g1122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN48313_c2_g2XP_024189683.1zinc finger AN1 and C2H2 domain-containing stress-associated protein 11-like [Rosa chinensis]Rosa_chinensis 36.40 0.00

TRINITY_DN48635_c0_g3PNH10249.1Chaperone protein DnaJ [Tetrabaena socialis]Tetrabaena_socialis 36.40 0.00

TRINITY_DN48773_c0_g4PNW86493.1hypothetical protein CHLRE_02g088750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN49010_c0_g1XP_005646553.1hypothetical protein COCSUDRAFT_43000 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.40 0.00

TRINITY_DN49501_c0_g5XP_009105199.1PREDICTED: chaperone protein dnaJ 50 [Brassica rapa]Brassica_rapa 36.40 0.00

TRINITY_DN49807_c1_g1GAX82545.1hypothetical protein CEUSTIGMA_g9971.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN49881_c1_g2EFH55768.1multidrug resistance-associated protein 2 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 36.40 0.00

TRINITY_DN50044_c0_g2XP_002948510.1hypothetical protein VOLCADRAFT_88941 [Volvox carteri f. nagariensis]Volvox_carteri 36.40 0.00

TRINITY_DN50103_c0_g1XP_013900071.1cytochrome P450 [Monoraphidium neglectum]Monoraphidium_neglectum 36.40 0.00

TRINITY_DN50161_c0_g2PNW79382.1hypothetical protein CHLRE_09g413050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.40 0.00

TRINITY_DN50255_c1_g2XP_017242037.1PREDICTED: transcription and mRNA export factor SUS1 [Daucus carota subsp. sativus]Daucus_carota 36.40 0.00

TRINITY_DN50933_c0_g1KFK42133.1hypothetical protein AALP_AA2G215400 [Arabis alpina]Arabis_alpina 36.40 0.00

TRINITY_DN51353_c1_g5GAX77354.1hypothetical protein CEUSTIGMA_g4800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN51595_c1_g1GAX85055.1hypothetical protein CEUSTIGMA_g12475.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.40 0.00

TRINITY_DN52089_c0_g1XP_002956354.1hypothetical protein VOLCADRAFT_107190 [Volvox carteri f. nagariensis]Volvox_carteri 36.40 0.00

TRINITY_DN52387_c0_g1XP_002951484.1guanylyl and adenylyl cyclase family member [Volvox carteri f. nagariensis]Volvox_carteri 36.40 0.00

TRINITY_DN53255_c0_g1XP_010509788.1PREDICTED: CBL-interacting serine/threonine-protein kinase 13 [Camelina sativa]Camelina_sativa 36.40 0.00

TRINITY_DN7259_c0_g2EXB74931.1Histidine kinase 5 [Morus notabilis]Morus_notabilis 36.40 0.00

TRINITY_DN9815_c0_g1RXH94468.1hypothetical protein DVH24_024152 [Malus domestica]Malus_domestica 36.40 0.00

TRINITY_DN16761_c0_g2XP_023918941.1carrier protein YMC1, mitochondrial-like [Quercus suber]Quercus_suber 36.30 0.00

TRINITY_DN28910_c0_g2PTQ27123.1hypothetical protein MARPO_0218s0003 [Marchantia polymorpha]Marchantia_polymorpha 36.30 0.00

TRINITY_DN29533_c1_g1XP_001702926.1protein associated with central pair microtubule complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.30 0.00

TRINITY_DN29570_c0_g2XP_005644490.1mitochondrial carrier, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.30 0.00

TRINITY_DN30248_c0_g1CAA90079.1small G protein [Pisum sativum]Pisum_sativum 36.30 0.00

TRINITY_DN30851_c0_g2KXZ48735.1hypothetical protein GPECTOR_25g319 [Gonium pectorale]Gonium_pectorale 36.30 0.00

TRINITY_DN32575_c0_g1XP_003063112.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.30 0.00

TRINITY_DN33482_c0_g1GAX76171.1hypothetical protein CEUSTIGMA_g3615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN35280_c0_g1XP_014756943.1mitochondrial carnitine/acylcarnitine carrier-like protein [Brachypodium distachyon]Brachypodium_distachyon 36.30 0.00

TRINITY_DN35357_c0_g2XP_022851319.1probable inactive receptor kinase At5g10020 [Olea europaea var. sylvestris]Olea_europaea 36.30 0.00

TRINITY_DN35404_c1_g3ADE77424.1unknown [Picea sitchensis]Picea_sitchensis 36.30 0.00

TRINITY_DN35455_c0_g2XP_020277272.1LON peptidase N-terminal domain and RING finger protein 1 isoform X1 [Asparagus officinalis]Asparagus_officinalis 36.30 0.00

TRINITY_DN35535_c1_g1XP_023917178.1protein ras-2-like [Quercus suber]Quercus_suber 36.30 0.00

TRINITY_DN35728_c0_g1BAK01388.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.30 0.00

TRINITY_DN35757_c1_g5XP_002502988.1flagellar outer dynein arm-docking complex protein 1 [Micromonas commoda]Micromonas_commoda 36.30 0.00

TRINITY_DN36673_c1_g6GAX80708.1hypothetical protein CEUSTIGMA_g8143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00



TRINITY_DN36745_c0_g1RAL54350.1hypothetical protein DM860_001478 [Cuscuta australis]Cuscuta_australis 36.30 0.00

TRINITY_DN36757_c0_g7XP_001418696.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 36.30 0.00

TRINITY_DN36850_c0_g1RYR71479.1hypothetical protein Ahy_A02g005739 isoform B [Arachis hypogaea]Arachis_hypogaea 36.30 0.00

TRINITY_DN36920_c1_g4GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 36.30 0.00

TRINITY_DN36944_c0_g2RID77629.1hypothetical protein BRARA_A00523 [Brassica rapa]Brassica_rapa 36.30 0.00

TRINITY_DN36948_c0_g1XP_002507113.1formate-nitrite transporter family [Micromonas commoda]Micromonas_commoda 36.30 0.00

TRINITY_DN37271_c0_g10PLY85122.1hypothetical protein LSAT_9X94340 [Lactuca sativa]Lactuca_sativa 36.30 0.00

TRINITY_DN37698_c1_g1XP_024385612.1putative glutamine amidotransferase-like protein C13C5.04 [Physcomitrella patens]Physcomitrella_patens 36.30 0.00

TRINITY_DN39046_c0_g1RYQ95734.1hypothetical protein Ahy_B08g091077 [Arachis hypogaea]Arachis_hypogaea 36.30 0.00

TRINITY_DN39129_c0_g2XP_023906908.1probable serine/threonine-protein kinase IKS1 [Quercus suber]Quercus_suber 36.30 0.00

TRINITY_DN39363_c0_g3GAX73357.1hypothetical protein CEUSTIGMA_g810.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN40198_c0_g1XP_002504335.1predicted protein [Micromonas commoda]Micromonas_commoda 36.30 0.00

TRINITY_DN40559_c0_g3XP_020581444.1periodic tryptophan protein 2 homolog [Phalaenopsis equestris]Phalaenopsis_equestris 36.30 0.00

TRINITY_DN40625_c0_g11XP_002508666.1hypothetical protein MICPUN_106110 [Micromonas commoda]Micromonas_commoda 36.30 0.00

TRINITY_DN40918_c1_g2XP_026453739.1poly [ADP-ribose] polymerase 2-A-like [Papaver somniferum]Papaver_somniferum 36.30 0.00

TRINITY_DN41446_c0_g1XP_023916123.1ran-binding protein 9-like [Quercus suber]Quercus_suber 36.30 0.00

TRINITY_DN41468_c0_g1XP_024536381.1WD repeat-containing protein 78 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 36.30 0.00

TRINITY_DN41680_c1_g3RWR86132.1methylsterol monooxygenase 2-2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 36.30 0.00

TRINITY_DN42206_c1_g1XP_001689951.1fumarate hydratase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.30 0.00

TRINITY_DN42912_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 36.30 0.00

TRINITY_DN42997_c0_g1GAQ79490.1long-acyl-chain ceramide synthase [Klebsormidium nitens]Klebsormidium_nitens 36.30 0.00

TRINITY_DN43364_c0_g4XP_020224634.1uncharacterized protein LOC109806592 isoform X2 [Cajanus cajan]Cajanus_cajan 36.30 0.00

TRINITY_DN43426_c0_g4XP_012837472.1PREDICTED: GATA transcription factor 15-like [Erythranthe guttata]Erythranthe_guttata 36.30 0.00

TRINITY_DN43742_c0_g1PNH12339.1hypothetical protein TSOC_000709 [Tetrabaena socialis]Tetrabaena_socialis 36.30 0.00

TRINITY_DN43882_c0_g2XP_002506125.1predicted protein [Micromonas commoda]Micromonas_commoda 36.30 0.00

TRINITY_DN44312_c0_g2XP_002947472.1hypothetical protein VOLCADRAFT_103432 [Volvox carteri f. nagariensis]Volvox_carteri 36.30 0.00

TRINITY_DN44315_c0_g1PTQ32067.1hypothetical protein MARPO_0103s0038 [Marchantia polymorpha]Marchantia_polymorpha 36.30 0.00

TRINITY_DN45345_c0_g3OVA01004.1WD40 repeat [Macleaya cordata]Macleaya_cordata 36.30 0.00

TRINITY_DN45501_c0_g1KXZ55943.1hypothetical protein GPECTOR_2g1494 [Gonium pectorale]Gonium_pectorale 36.30 0.00

TRINITY_DN45524_c0_g1XP_003056171.1glutamine synthase [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.30 0.00

TRINITY_DN46022_c0_g1XP_013906755.1hypothetical protein MNEG_0205 [Monoraphidium neglectum]Monoraphidium_neglectum 36.30 0.00

TRINITY_DN46067_c0_g1KXZ51537.1hypothetical protein GPECTOR_12g500 [Gonium pectorale]Gonium_pectorale 36.30 0.00

TRINITY_DN46839_c0_g1GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN48007_c1_g4GAX78683.1hypothetical protein CEUSTIGMA_g6121.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN48608_c0_g1GAX72723.1hypothetical protein CEUSTIGMA_g179.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN48616_c0_g1GAX75610.1hypothetical protein CEUSTIGMA_g3054.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN48686_c1_g1GBF90831.1apyrase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.30 0.00

TRINITY_DN48731_c0_g4XP_022022312.1ubiquitin carboxyl-terminal hydrolase 9-like [Helianthus annuus]Helianthus_annuus 36.30 0.00

TRINITY_DN48838_c1_g5XP_011078590.1mediator of RNA polymerase II transcription subunit 22b-like [Sesamum indicum]Sesamum_indicum 36.30 0.00

TRINITY_DN49157_c0_g3PRW39081.1putative GTP-binding mitochondrial [Chlorella sorokiniana]Chlorella_sorokiniana 36.30 0.00

TRINITY_DN49312_c0_g1GAX84316.1hypothetical protein CEUSTIGMA_g11738.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN49355_c0_g1PNW80572.1hypothetical protein CHLRE_07g323250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.30 0.00

TRINITY_DN49992_c0_g4XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 36.30 0.00

TRINITY_DN50158_c1_g3GAX76665.1hypothetical protein CEUSTIGMA_g4111.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.30 0.00

TRINITY_DN50409_c0_g5XP_005849973.1hypothetical protein CHLNCDRAFT_141868 [Chlorella variabilis]Chlorella_variabilis 36.30 0.00

TRINITY_DN50711_c0_g2KXZ47055.1hypothetical protein GPECTOR_38g292 [Gonium pectorale]Gonium_pectorale 36.30 0.00

TRINITY_DN51200_c0_g1XP_013897617.1GPI inositol-deacylase [Monoraphidium neglectum]Monoraphidium_neglectum 36.30 0.00

TRINITY_DN51241_c0_g2XP_013898201.1hypothetical protein MNEG_8782 [Monoraphidium neglectum]Monoraphidium_neglectum 36.30 0.00

TRINITY_DN51283_c0_g1PRW55997.1heat shock [Chlorella sorokiniana]Chlorella_sorokiniana 36.30 0.00

TRINITY_DN51865_c0_g1XP_014496297.1ABC transporter A family member 2 [Vigna radiata var. radiata]Vigna_radiata 36.30 0.00

TRINITY_DN52413_c1_g1XP_005847476.1hypothetical protein CHLNCDRAFT_52582 [Chlorella variabilis]Chlorella_variabilis 36.30 0.00

TRINITY_DN2338_c0_g1XP_027338343.1C2 domain-containing protein At1g63220-like [Abrus precatorius]Abrus_precatorius 36.20 0.00

TRINITY_DN29101_c0_g1ABK21649.1unknown [Picea sitchensis]Picea_sitchensis 36.20 0.00

TRINITY_DN30170_c0_g1KXZ49814.1hypothetical protein GPECTOR_19g265 [Gonium pectorale]Gonium_pectorale 36.20 0.00

TRINITY_DN30179_c0_g2XP_004293068.1PREDICTED: probable E3 ubiquitin-protein ligase ARI8 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.20 0.00

TRINITY_DN30783_c0_g1XP_004306638.1PREDICTED: ras-related protein RABA3 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.20 0.00

TRINITY_DN31075_c0_g1PNW80788.1hypothetical protein CHLRE_07g329650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.20 0.00

TRINITY_DN32689_c0_g1OWM85580.1hypothetical protein CDL15_Pgr029003 [Punica granatum]Punica_granatum 36.20 0.00

TRINITY_DN32942_c0_g1XP_012070775.1pre-rRNA-processing protein ESF1 [Jatropha curcas]Jatropha_curcas 36.20 0.00

TRINITY_DN33042_c0_g1XP_027117603.1mitochondrial zinc maintenance protein 1, mitochondrial-like [Coffea arabica]Coffea_arabica 36.20 0.00

TRINITY_DN33098_c0_g1XP_007513592.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 36.20 0.00

TRINITY_DN33422_c0_g2XP_015695219.1PREDICTED: serine/threonine-protein kinase STY17-like [Oryza brachyantha]Oryza_brachyantha 36.20 0.00

TRINITY_DN33993_c0_g1GAQ87315.1F-box and WD-40 domain protein 7 [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN34864_c0_g2XP_003059384.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.20 0.00

TRINITY_DN35565_c0_g1PNR36423.1hypothetical protein PHYPA_022274 [Physcomitrella patens]Physcomitrella_patens 36.20 0.00

TRINITY_DN35720_c0_g4GAQ88412.1Phosphatidylglycerolphosphate synthase [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00



TRINITY_DN35849_c0_g8XP_021620771.1uncharacterized protein LOC110621053 isoform X1 [Manihot esculenta]Manihot_esculenta 36.20 0.00

TRINITY_DN36064_c0_g1XP_002299562.1ribosomal RNA processing protein 36 homolog [Populus trichocarpa]Populus_trichocarpa 36.20 0.00

TRINITY_DN36329_c0_g6GAQ87481.1putative phosphatidylinositol kinase [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN36716_c0_g4GAQ85233.1hypothetical protein KFL_002250130 [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN36743_c0_g1EEC83485.1hypothetical protein OsI_29008 [Oryza sativa Indica Group]Oryza_sativa 36.20 0.00

TRINITY_DN36763_c0_g5XP_011399099.1Gluconate 5-dehydrogenase [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 36.20 0.00

TRINITY_DN36898_c0_g5PNW83851.1hypothetical protein CHLRE_04g217952v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.20 0.00

TRINITY_DN37262_c0_g2RAL50799.1hypothetical protein DM860_015946 [Cuscuta australis]Cuscuta_australis 36.20 0.00

TRINITY_DN37529_c0_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 36.20 0.00

TRINITY_DN37842_c0_g4XP_002501012.1predicted protein [Micromonas commoda]Micromonas_commoda 36.20 0.00

TRINITY_DN37944_c0_g3PNH04420.1Heme-binding protein 2 [Tetrabaena socialis]Tetrabaena_socialis 36.20 0.00

TRINITY_DN38120_c1_g4XP_010685678.1PREDICTED: methylsterol monooxygenase 2-2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 36.20 0.00

TRINITY_DN38351_c0_g4XP_002282532.1PREDICTED: dual specificity protein phosphatase 12 [Vitis vinifera]Vitis_vinifera 36.20 0.00

TRINITY_DN38460_c0_g2XP_002946920.1hypothetical protein VOLCADRAFT_103167 [Volvox carteri f. nagariensis]Volvox_carteri 36.20 0.00

TRINITY_DN38589_c0_g1XP_004140878.1PREDICTED: probable E3 ubiquitin-protein ligase ARI8 [Cucumis sativus]Cucumis_sativus 36.20 0.00

TRINITY_DN39128_c0_g4PSC71593.1tubulin-folding cofactor D [Micractinium conductrix]Micractinium_conductrix 36.20 0.00

TRINITY_DN39169_c0_g3XP_004515043.1serine carboxypeptidase-like 20 [Cicer arietinum]Cicer_arietinum 36.20 0.00

TRINITY_DN39457_c0_g9XP_024379125.1acyl-coenzyme A oxidase 2, peroxisomal-like [Physcomitrella patens]Physcomitrella_patens 36.20 0.00

TRINITY_DN39859_c1_g3GBF99212.1hypothetical protein Rsub_12471 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.20 0.00

TRINITY_DN40114_c0_g14XP_023889181.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 36.20 0.00

TRINITY_DN40194_c0_g1PTQ27799.1hypothetical protein MARPO_0183s0005 [Marchantia polymorpha]Marchantia_polymorpha 36.20 0.00

TRINITY_DN40289_c0_g3PRW58839.1L-cysteine desulfhydrase 1 isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 36.20 0.00

TRINITY_DN40470_c1_g2XP_010447281.1PREDICTED: uncharacterized protein LOC104729946 [Camelina sativa]Camelina_sativa 36.20 0.00

TRINITY_DN40488_c0_g2XP_002308848.3probable protein S-acyltransferase 1 [Populus trichocarpa]Populus_trichocarpa 36.20 0.00

TRINITY_DN40605_c0_g5GBF95018.1hypothetical protein Rsub_07519 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.20 0.00

TRINITY_DN40766_c0_g1XP_002952975.1hypothetical protein VOLCADRAFT_93772 [Volvox carteri f. nagariensis]Volvox_carteri 36.20 0.00

TRINITY_DN41278_c0_g5GAQ91376.1L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN43127_c0_g6PSR99715.1COP9 signalosome complex subunit like [Actinidia chinensis var. chinensis]Actinidia_chinensis 36.20 0.00

TRINITY_DN43398_c0_g2XP_024376643.1DNA repair protein RAD5A-like [Physcomitrella patens]Physcomitrella_patens 36.20 0.00

TRINITY_DN43732_c0_g11XP_001420311.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 36.20 0.00

TRINITY_DN43839_c0_g8XP_004304237.1PREDICTED: probable mitochondrial-processing peptidase subunit beta [Fragaria vesca subsp. vesca]Fragaria_vesca 36.20 0.00

TRINITY_DN43886_c0_g1XP_002954836.1hypothetical protein VOLCADRAFT_118861 [Volvox carteri f. nagariensis]Volvox_carteri 36.20 0.00

TRINITY_DN43944_c2_g1EOY06934.1ATP binding cassette subfamily B4 [Theobroma cacao]Theobroma_cacao 36.20 0.00

TRINITY_DN44231_c0_g8ACH87585.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 36.20 0.00

TRINITY_DN44807_c1_g5GAX79090.1hypothetical protein CEUSTIGMA_g6530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN45055_c0_g1GAQ89752.1hypothetical protein KFL_005580040 [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN45259_c0_g1XP_001419510.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 36.20 0.00

TRINITY_DN45989_c0_g1PNW84403.1hypothetical protein CHLRE_03g144244v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.20 0.00

TRINITY_DN46049_c0_g3XP_002950846.1hypothetical protein VOLCADRAFT_104850 [Volvox carteri f. nagariensis]Volvox_carteri 36.20 0.00

TRINITY_DN46241_c0_g6BAJ98875.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.20 0.00

TRINITY_DN46967_c0_g2KXZ46180.1hypothetical protein GPECTOR_46g249 [Gonium pectorale]Gonium_pectorale 36.20 0.00

TRINITY_DN47002_c0_g2XP_024519272.1tubulin polyglutamylase ttll6 [Selaginella moellendorffii]Selaginella_moellendorffii 36.20 0.00

TRINITY_DN47036_c0_g3GAX84841.1hypothetical protein CEUSTIGMA_g12262.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN47626_c0_g2KXZ53106.1hypothetical protein GPECTOR_8g96 [Gonium pectorale]Gonium_pectorale 36.20 0.00

TRINITY_DN47711_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.20 0.00

TRINITY_DN47814_c0_g1GBF92152.1peptidyl-prolyl cis-trans isomerase [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.20 0.00

TRINITY_DN47898_c0_g4XP_018477976.1PREDICTED: cysteine protease ATG4b-like isoform X1 [Raphanus sativus]Raphanus_sativus 36.20 0.00

TRINITY_DN48294_c0_g8GAX75360.1hypothetical protein CEUSTIGMA_g2804.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN48944_c0_g2XP_002948156.1hypothetical protein VOLCADRAFT_103778 [Volvox carteri f. nagariensis]Volvox_carteri 36.20 0.00

TRINITY_DN49060_c0_g2XP_024371934.1nucleolar complex protein 3 homolog [Physcomitrella patens]Physcomitrella_patens 36.20 0.00

TRINITY_DN49676_c0_g1GAX77971.1hypothetical protein CEUSTIGMA_g5413.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN49730_c0_g4GBG71494.1hypothetical protein CBR_g8910 [Chara braunii]Chara_braunii 36.20 0.00

TRINITY_DN49863_c1_g2GBF95933.1hypothetical protein Rsub_08056 [Raphidocelis subcapitata]Raphidocelis_subcapitata 36.20 0.00

TRINITY_DN50097_c1_g1KXZ54601.1hypothetical protein GPECTOR_4g666 [Gonium pectorale]Gonium_pectorale 36.20 0.00

TRINITY_DN50238_c0_g2XP_001702585.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.20 0.00

TRINITY_DN50643_c1_g2GAX78303.1hypothetical protein CEUSTIGMA_g5745.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN51628_c4_g1XP_019414675.1PREDICTED: uncharacterized protein LOC109326443 [Lupinus angustifolius]Lupinus_angustifolius 36.20 0.00

TRINITY_DN51644_c0_g1GAQ81618.1ABC transporter G family member 40 [Klebsormidium nitens]Klebsormidium_nitens 36.20 0.00

TRINITY_DN52109_c0_g3GAX85402.1hypothetical protein CEUSTIGMA_g12818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.20 0.00

TRINITY_DN52969_c0_g1PIA31617.1hypothetical protein AQUCO_04900129v1 [Aquilegia coerulea]Aquilegia_coerulea 36.20 0.00

TRINITY_DN14713_c0_g1GAX79901.1hypothetical protein CEUSTIGMA_g7341.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.10 0.00

TRINITY_DN17546_c0_g2XP_012840572.1PREDICTED: eukaryotic translation initiation factor 3 subunit M [Erythranthe guttata]Erythranthe_guttata 36.10 0.00

TRINITY_DN24713_c0_g1XP_013659037.1E3 ubiquitin-protein ligase RNF144B-like [Brassica napus]Brassica_napus 36.10 0.00

TRINITY_DN24799_c0_g2EFJ10024.1hypothetical protein SELMODRAFT_128902 [Selaginella moellendorffii]Selaginella_moellendorffii 36.10 0.00

TRINITY_DN27289_c0_g2XP_011660330.1PREDICTED: alpha-glucosidase [Cucumis sativus]Cucumis_sativus 36.10 0.00

TRINITY_DN28942_c0_g1XP_002501335.1predicted protein [Micromonas commoda]Micromonas_commoda 36.10 0.00



TRINITY_DN29423_c0_g2XP_004228479.1protein DGS1, mitochondrial [Solanum lycopersicum]Solanum_lycopersicum 36.10 0.00

TRINITY_DN30077_c0_g1CDY58751.1BnaCnng33710D [Brassica napus]Brassica_napus 36.10 0.00

TRINITY_DN32497_c0_g1GBG61408.1hypothetical protein CBR_g20439 [Chara braunii]Chara_braunii 36.10 0.00

TRINITY_DN32872_c2_g6XP_022967007.1phosphatidylinositol 4-phosphate 5-kinase 6-like [Cucurbita maxima]Cucurbita_maxima 36.10 0.00

TRINITY_DN33322_c0_g1RYQ98440.1hypothetical protein Ahy_B08g094480 [Arachis hypogaea]Arachis_hypogaea 36.10 0.00

TRINITY_DN33836_c0_g1XP_003059477.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.10 0.00

TRINITY_DN34971_c0_g1XP_002502826.1hypothetical protein MICPUN_59233 [Micromonas commoda]Micromonas_commoda 36.10 0.00

TRINITY_DN35099_c0_g1NP_001353722.1uncharacterized protein LOC100382527 isoform 1 [Zea mays]Zea_mays 36.10 0.00

TRINITY_DN35918_c0_g1XP_003059030.1mitochondrial carrier protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 36.10 0.00

TRINITY_DN36078_c0_g2KDD73274.1hypothetical protein H632_c2359p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 36.10 0.00

TRINITY_DN36109_c0_g2RAL47221.1hypothetical protein DM860_013186 [Cuscuta australis]Cuscuta_australis 36.10 0.00

TRINITY_DN37426_c0_g1XP_023900598.1probable ADP-ribosylation factor GTPase-activating protein AGD8 [Quercus suber]Quercus_suber 36.10 0.00

TRINITY_DN37445_c0_g2XP_001701688.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.10 0.00

TRINITY_DN37532_c0_g3PSC71663.1Pre-mRNA-splicing factor CWC21 [Micractinium conductrix]Micractinium_conductrix 36.10 0.00

TRINITY_DN37635_c0_g1GAX80963.1hypothetical protein CEUSTIGMA_g8398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.10 0.00

TRINITY_DN37975_c0_g6XP_004249030.1phospholipid-transporting ATPase 1-like [Solanum lycopersicum]Solanum_lycopersicum 36.10 0.00

TRINITY_DN38216_c0_g1XP_007155839.1hypothetical protein PHAVU_003G235900g [Phaseolus vulgaris]Phaseolus_vulgaris 36.10 0.00

TRINITY_DN38528_c0_g1XP_023890356.1repressible alkaline phosphatase-like [Quercus suber]Quercus_suber 36.10 0.00

TRINITY_DN38691_c0_g3XP_020201237.1heptahelical transmembrane protein ADIPOR1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 36.10 0.00

TRINITY_DN39178_c0_g2PTQ41143.1hypothetical protein MARPO_0036s0118 [Marchantia polymorpha]Marchantia_polymorpha 36.10 0.00

TRINITY_DN39450_c0_g2OUS47939.1Amidinotransferase-domain-containing protein [Ostreococcus tauri]Ostreococcus_tauri 36.10 0.00

TRINITY_DN39473_c0_g4XP_005651926.1hypothetical protein COCSUDRAFT_55395 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.10 0.00

TRINITY_DN39483_c0_g2KXZ43213.1hypothetical protein GPECTOR_97g751 [Gonium pectorale]Gonium_pectorale 36.10 0.00

TRINITY_DN40573_c0_g1PRW20908.1Oxidoreductase HTATIP2 [Chlorella sorokiniana]Chlorella_sorokiniana 36.10 0.00

TRINITY_DN40790_c1_g2KZV15125.1hypothetical protein F511_34784 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 36.10 0.00

TRINITY_DN40935_c0_g5PNW75368.1hypothetical protein CHLRE_12g524250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.10 0.00

TRINITY_DN40936_c0_g2XP_024526089.1serine/threonine-protein kinase STY8 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 36.10 0.00

TRINITY_DN40958_c0_g4XP_002506744.1dynein light chain Tctex1 [Micromonas commoda]Micromonas_commoda 36.10 0.00

TRINITY_DN41297_c0_g6XP_023890718.1uncharacterized protein LOC112002801 [Quercus suber]Quercus_suber 36.10 0.00

TRINITY_DN42704_c0_g7XP_024377269.1dihydroceramide fatty acyl 2-hydroxylase FAH2-like [Physcomitrella patens]Physcomitrella_patens 36.10 0.00

TRINITY_DN43514_c0_g2XP_001701848.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.10 0.00

TRINITY_DN44743_c0_g1XP_001699438.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.10 0.00

TRINITY_DN45206_c0_g7XP_022889341.1pectin acetylesterase 8-like [Olea europaea var. sylvestris]Olea_europaea 36.10 0.00

TRINITY_DN45727_c0_g1BAK02403.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 36.10 0.00

TRINITY_DN45965_c0_g1XP_023883090.1phosphatidylethanolamine N-methyltransferase-like [Quercus suber]Quercus_suber 36.10 0.00

TRINITY_DN46625_c0_g6XP_005651778.1AAA-ATPase of VPS4/SKD1 family [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 36.10 0.00

TRINITY_DN46762_c1_g1AQK65248.1hAT transposon superfamily protein [Zea mays]Zea_mays 36.10 0.00

TRINITY_DN46951_c0_g4XP_006364242.1PREDICTED: probable protein S-acyltransferase 14 [Solanum tuberosum]Solanum_tuberosum 36.10 0.00

TRINITY_DN46978_c1_g2RDY11419.1Wee1-like protein kinase, partial [Mucuna pruriens]Mucuna_pruriens 36.10 0.00

TRINITY_DN47001_c0_g2XP_010531239.1PREDICTED: heat stress transcription factor B-1 [Tarenaya hassleriana]Tarenaya_hassleriana 36.10 0.00

TRINITY_DN47426_c0_g1KXZ45446.1hypothetical protein GPECTOR_54g187 [Gonium pectorale]Gonium_pectorale 36.10 0.00

TRINITY_DN47902_c0_g2PSC71454.1CHY zinc finger [Micractinium conductrix]Micractinium_conductrix 36.10 0.00

TRINITY_DN47992_c0_g3XP_021591853.1serine/threonine-protein kinase EDR1-like isoform X2 [Manihot esculenta]Manihot_esculenta 36.10 0.00

TRINITY_DN48638_c0_g1KXZ56384.1hypothetical protein GPECTOR_1g340 [Gonium pectorale]Gonium_pectorale 36.10 0.00

TRINITY_DN48924_c1_g1XP_005847966.1hypothetical protein CHLNCDRAFT_145449 [Chlorella variabilis]Chlorella_variabilis 36.10 0.00

TRINITY_DN48940_c0_g7PON74588.1Knotted like homeodomain transcription factor [Parasponia andersonii]Parasponia_andersonii 36.10 0.00

TRINITY_DN49538_c0_g1XP_002952700.1hypothetical protein VOLCADRAFT_121074 [Volvox carteri f. nagariensis]Volvox_carteri 36.10 0.00

TRINITY_DN49615_c0_g1XP_002947049.1hypothetical protein VOLCADRAFT_103274 [Volvox carteri f. nagariensis]Volvox_carteri 36.10 0.00

TRINITY_DN49630_c0_g1KXZ54106.1hypothetical protein GPECTOR_5g209 [Gonium pectorale]Gonium_pectorale 36.10 0.00

TRINITY_DN49641_c0_g1XP_006491302.1uncharacterized protein LOC102628884 isoform X1 [Citrus sinensis]Citrus_sinensis 36.10 0.00

TRINITY_DN50048_c2_g6GAQ88264.1mercaptopyruvate sulfurtransferase [Klebsormidium nitens]Klebsormidium_nitens 36.10 0.00

TRINITY_DN50277_c0_g3GAX79245.1hypothetical protein CEUSTIGMA_g6685.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.10 0.00

TRINITY_DN50413_c0_g1PRW59230.1nucleolin 1-like isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 36.10 0.00

TRINITY_DN50430_c0_g1PNW77583.1hypothetical protein CHLRE_10g443000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.10 0.00

TRINITY_DN50653_c1_g2XP_006399119.1ubiquitin-activating enzyme E1 2 [Eutrema salsugineum]Eutrema_salsugineum 36.10 0.00

TRINITY_DN50937_c0_g3GAQ90547.1Ubiquitin carboxyl-terminal hydrolase [Klebsormidium nitens]Klebsormidium_nitens 36.10 0.00

TRINITY_DN51909_c0_g8PNX76116.1calcium-dependent protein kinase sk5-like protein, partial [Trifolium pratense]Trifolium_pratense 36.10 0.00

TRINITY_DN51952_c0_g1XP_002953942.1hypothetical protein VOLCADRAFT_94792 [Volvox carteri f. nagariensis]Volvox_carteri 36.10 0.00

TRINITY_DN52058_c0_g3KXZ45463.1hypothetical protein GPECTOR_54g204 [Gonium pectorale]Gonium_pectorale 36.10 0.00

TRINITY_DN52475_c1_g3GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.10 0.00

TRINITY_DN52514_c1_g4XP_004135627.1PREDICTED: cation/calcium exchanger 5 [Cucumis sativus]Cucumis_sativus 36.10 0.00

TRINITY_DN53030_c0_g1EFJ13010.1hypothetical protein SELMODRAFT_123195, partial [Selaginella moellendorffii]Selaginella_moellendorffii 36.10 0.00

TRINITY_DN16483_c0_g1XP_010934991.1PREDICTED: putative glycerol-3-phosphate transporter 1 [Elaeis guineensis]Elaeis_guineensis 36.00 0.00

TRINITY_DN23627_c0_g2XP_023910152.1vacuolar protein sorting/targeting protein 10-like [Quercus suber]Quercus_suber 36.00 0.00

TRINITY_DN25162_c0_g1XP_024400265.1calpain-type cysteine protease DEK1-like [Physcomitrella patens]Physcomitrella_patens 36.00 0.00

TRINITY_DN25869_c0_g1XP_002504878.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 36.00 0.00



TRINITY_DN27462_c0_g1PRW60183.1DNA repair helicase UVH6 [Chlorella sorokiniana]Chlorella_sorokiniana 36.00 0.00

TRINITY_DN27626_c0_g1XP_017631073.1PREDICTED: serine/threonine-protein kinase CTR1-like [Gossypium arboreum]Gossypium_arboreum 36.00 0.00

TRINITY_DN28975_c0_g1OAE33537.1hypothetical protein AXG93_1467s1400 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.00 0.00

TRINITY_DN29329_c0_g2KMZ73954.1putative Protein phosphatase 2c [Zostera marina]Zostera_marina 36.00 0.00

TRINITY_DN29836_c0_g1RWR73142.1ubiquitin thioesterase otubain-like protein isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 36.00 0.00

TRINITY_DN31677_c0_g1XP_007035282.1PREDICTED: putative phosphatidylinositol N-acetylglucosaminyltransferase subunit C isoform X2 [Theobroma cacao]Theobroma_cacao 36.00 0.00

TRINITY_DN32010_c0_g4XP_012440488.1PREDICTED: sulfate transporter 1.3 [Gossypium raimondii]Gossypium_raimondii 36.00 0.00

TRINITY_DN32987_c0_g1OAE20072.1hypothetical protein AXG93_2584s1560 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.00 0.00

TRINITY_DN33162_c0_g1XP_001695413.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN33259_c0_g7XP_023902737.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 36.00 0.00



TRINITY_DN34746_c1_g1XP_023907429.1LOW QUALITY PROTEIN: uncharacterized protein LOC112019135 [Quercus suber]Quercus_suber 36.00 0.00

TRINITY_DN34790_c0_g2XP_024395190.1solute carrier family 15 member 2-like [Physcomitrella patens]Physcomitrella_patens 36.00 0.00

TRINITY_DN35228_c0_g1XP_023914438.1protein N-terminal and lysine N-methyltransferase efm7-like [Quercus suber]Quercus_suber 36.00 0.00

TRINITY_DN35400_c0_g1XP_010273681.1PREDICTED: extradiol ring-cleavage dioxygenase-like [Nelumbo nucifera]Nelumbo_nucifera 36.00 0.00

TRINITY_DN35635_c0_g6XP_010252812.1PREDICTED: CBL-interacting serine/threonine-protein kinase 9-like isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 36.00 0.00

TRINITY_DN36012_c0_g1OWM84650.1hypothetical protein CDL15_Pgr027437 [Punica granatum]Punica_granatum 36.00 0.00

TRINITY_DN36757_c0_g4XP_026453096.1CST complex subunit TEN1-like [Papaver somniferum]Papaver_somniferum 36.00 0.00

TRINITY_DN36796_c2_g10GAQ87345.1delta14-sterol reductase [Klebsormidium nitens]Klebsormidium_nitens 36.00 0.00

TRINITY_DN37332_c0_g4XP_002456661.1uncharacterized protein LOC8060120 [Sorghum bicolor]Sorghum_bicolor 36.00 0.00

TRINITY_DN37957_c0_g1EFJ06773.1hypothetical protein SELMODRAFT_134745 [Selaginella moellendorffii]Selaginella_moellendorffii 36.00 0.00

TRINITY_DN38058_c0_g4ONK66536.1uncharacterized protein A4U43_C06F9210 [Asparagus officinalis]Asparagus_officinalis 36.00 0.00

TRINITY_DN38193_c1_g2GAX77710.1hypothetical protein CEUSTIGMA_g5153.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN38254_c1_g6XP_011469138.1PREDICTED: probable protein S-acyltransferase 14 isoform X2 [Fragaria vesca subsp. vesca]Fragaria_vesca 36.00 0.00

TRINITY_DN38709_c1_g2XP_001692850.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN39648_c0_g1PIA47358.1hypothetical protein AQUCO_01400199v1 [Aquilegia coerulea]Aquilegia_coerulea 36.00 0.00

TRINITY_DN39816_c0_g5PHT33279.1Amino-acid permease BAT1 [Capsicum baccatum]Capsicum_baccatum 36.00 0.00

TRINITY_DN40212_c1_g1GAX79168.1hypothetical protein CEUSTIGMA_g6608.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN40772_c2_g3RHN67555.1putative transcription factor C2H2 family [Medicago truncatula]Medicago_truncatula 36.00 0.00

TRINITY_DN41454_c1_g5KXZ44759.1hypothetical protein GPECTOR_62g874 [Gonium pectorale]Gonium_pectorale 36.00 0.00

TRINITY_DN41662_c1_g4P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 36.00 0.00

TRINITY_DN41815_c0_g4KHG03153.1ADP-ribosylation factor GTPase-activating AGD3 -like protein [Gossypium arboreum]Gossypium_arboreum 36.00 0.00

TRINITY_DN42003_c0_g4XP_010528669.1PREDICTED: tocopherol O-methyltransferase, chloroplastic-like [Tarenaya hassleriana]Tarenaya_hassleriana 36.00 0.00

TRINITY_DN42007_c0_g1GAX79942.1hypothetical protein CEUSTIGMA_g7382.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN42149_c0_g10XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 36.00 0.00

TRINITY_DN42466_c0_g3GAX83533.1hypothetical protein CEUSTIGMA_g10958.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN42624_c1_g1XP_007510074.1heat shock protein 90 [Bathycoccus prasinos]Bathycoccus_prasinos 36.00 0.00

TRINITY_DN42709_c2_g9XP_007210181.1transcription initiation factor IIB [Prunus persica]Prunus_persica 36.00 0.00

TRINITY_DN43371_c1_g6XP_027107926.1histidine kinase CKI1-like [Coffea arabica]Coffea_arabica 36.00 0.00

TRINITY_DN43634_c0_g3PNW70765.1hypothetical protein CHLRE_17g733400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN44738_c1_g6XP_012841236.1PREDICTED: uncharacterized protein LOC105961556 [Erythranthe guttata]Erythranthe_guttata 36.00 0.00

TRINITY_DN44862_c0_g6EFJ19277.1hypothetical protein SELMODRAFT_111492 [Selaginella moellendorffii]Selaginella_moellendorffii 36.00 0.00

TRINITY_DN44896_c0_g2XP_005849467.1hypothetical protein CHLNCDRAFT_142745 [Chlorella variabilis]Chlorella_variabilis 36.00 0.00

TRINITY_DN45157_c0_g3PSC71292.1ATP-binding cassette sub-family B member 9 [Micractinium conductrix]Micractinium_conductrix 36.00 0.00

TRINITY_DN45342_c0_g2GAX74152.1hypothetical protein CEUSTIGMA_g1601.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN45724_c0_g2EEC72361.1hypothetical protein OsI_05618 [Oryza sativa Indica Group]Oryza_sativa 36.00 0.00

TRINITY_DN46050_c0_g1GAX81820.1hypothetical protein CEUSTIGMA_g9248.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN46212_c0_g3XP_004516770.1uncharacterized protein LOC101497520 [Cicer arietinum]Cicer_arietinum 36.00 0.00

TRINITY_DN46380_c0_g3GAX83253.1hypothetical protein CEUSTIGMA_g10679.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN46677_c0_g1OMO50046.1hypothetical protein CCACVL1_30681 [Corchorus capsularis]Corchorus_capsularis 36.00 0.00

TRINITY_DN46774_c0_g1XP_027188488.1peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase isoform X2 [Cicer arietinum]Cicer_arietinum 36.00 0.00

TRINITY_DN46993_c0_g4PRW56865.1NADPH:quinone reductase [Chlorella sorokiniana]Chlorella_sorokiniana 36.00 0.00

TRINITY_DN47206_c0_g6RYR24167.1hypothetical protein Ahy_B02g057670 [Arachis hypogaea]Arachis_hypogaea 36.00 0.00

TRINITY_DN47467_c1_g1XP_024367232.1uncharacterized protein LOC112278252 [Physcomitrella patens]Physcomitrella_patens 36.00 0.00

TRINITY_DN48083_c2_g1XP_001693288.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN48726_c2_g7XP_021592540.1LON peptidase N-terminal domain and RING finger protein 1 isoform X2 [Manihot esculenta]Manihot_esculenta 36.00 0.00

TRINITY_DN48901_c0_g2XP_021861703.1serine/threonine-protein kinase AtPK2/AtPK19-like [Spinacia oleracea]Spinacia_oleracea 36.00 0.00

TRINITY_DN48912_c0_g1GAX80745.1hypothetical protein CEUSTIGMA_g8180.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN48915_c0_g6GAX73285.1hypothetical protein CEUSTIGMA_g739.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN49019_c0_g1GAX77502.1hypothetical protein CEUSTIGMA_g4946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN49293_c0_g5XP_026441042.1activator of 90 kDa heat shock protein ATPase homolog [Papaver somniferum]Papaver_somniferum 36.00 0.00

TRINITY_DN49766_c0_g1GAX74701.1hypothetical protein CEUSTIGMA_g2149.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN49769_c0_g5KZM83191.1hypothetical protein DCAR_030760 [Daucus carota subsp. sativus]Daucus_carota 36.00 0.00

TRINITY_DN50637_c0_g7GAX84806.1hypothetical protein CEUSTIGMA_g12227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 36.00 0.00

TRINITY_DN52203_c1_g2PNW82916.1hypothetical protein CHLRE_06g299500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN52372_c2_g1PSC69805.1phospholipid-translocating P-type ATPase [Micractinium conductrix]Micractinium_conductrix 36.00 0.00

TRINITY_DN53979_c0_g1ABQ44355.1polyprotein [Zea mays]Zea_mays 36.00 0.00

TRINITY_DN54077_c0_g1XP_009390648.1PREDICTED: ribose-phosphate pyrophosphokinase 1-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 36.00 0.00

TRINITY_DN856_c0_g1XP_001693901.1selenoprotein W1 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 36.00 0.00

TRINITY_DN9706_c0_g2OAE20063.1hypothetical protein AXG93_2584s1470 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 36.00 0.00

TRINITY_DN12100_c0_g1XP_010496229.1PREDICTED: mitochondrial substrate carrier family protein P-like [Camelina sativa]Camelina_sativa 35.90 0.00

TRINITY_DN2122_c0_g1XP_023871223.1eukaryotic translation initiation factor 4E type 2-like [Quercus suber]Quercus_suber 35.90 0.00

TRINITY_DN21504_c0_g1PWA78540.1ADP-ribosylation factor [Artemisia annua]Artemisia_annua 35.90 0.00

TRINITY_DN22438_c0_g1XP_023735057.1peroxisomal adenine nucleotide carrier 1-like [Lactuca sativa]Lactuca_sativa 35.90 0.00

TRINITY_DN29014_c0_g2XP_020148229.1putative serpin-Z8 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 35.90 0.00

TRINITY_DN29743_c0_g1CAC48384.1ethylene receptor [Fragaria x ananassa]Fragaria_x_ananassa 35.90 0.00

TRINITY_DN30485_c0_g1XP_011398080.1MON2-like protein [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.90 0.00



TRINITY_DN31077_c0_g1PTQ48912.1hypothetical protein MARPO_0004s0169 [Marchantia polymorpha]Marchantia_polymorpha 35.90 0.00

TRINITY_DN33259_c0_g2XP_023881334.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 35.90 0.00

TRINITY_DN33422_c0_g1XP_008679833.1probable serine/threonine-protein kinase SIS8 isoform X1 [Zea mays]Zea_mays 35.90 0.00

TRINITY_DN33525_c0_g1PKA57931.1Golgin candidate 6 [Apostasia shenzhenica]Apostasia_shenzhenica 35.90 0.00

TRINITY_DN34145_c0_g1XP_015645339.1pathogenesis-related protein PRB1-2 [Oryza sativa Japonica Group]Oryza_sativa 35.90 0.00

TRINITY_DN34691_c0_g1XP_024399933.1choline/ethanolaminephosphotransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 35.90 0.00

TRINITY_DN35005_c0_g5XP_019154055.1PREDICTED: germinal center kinase 1-like [Ipomoea nil]Ipomoea_nil 35.90 0.00

TRINITY_DN35818_c0_g1XP_011460447.1PREDICTED: uncharacterized protein LOC105350353 [Fragaria vesca subsp. vesca]Fragaria_vesca 35.90 0.00

TRINITY_DN36061_c0_g5GAQ87980.1Phosphatidylinositol 3-kinase [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN36071_c0_g6XP_010673784.1PREDICTED: protein N-lysine methyltransferase METTL21A [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.90 0.00

TRINITY_DN36227_c0_g1XP_024539331.1poly(ADP-ribose) glycohydrolase 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 35.90 0.00

TRINITY_DN36258_c0_g4BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.90 0.00

TRINITY_DN36708_c0_g5XP_020967766.1uncharacterized protein LOC107616096 [Arachis ipaensis]Arachis_ipaensis 35.90 0.00

TRINITY_DN37085_c1_g1XP_022764842.1CBL-interacting protein kinase 2-like [Durio zibethinus]Durio_zibethinus 35.90 0.00

TRINITY_DN37475_c0_g3XP_023535358.1ran-binding protein M homolog [Cucurbita pepo subsp. pepo]Cucurbita_pepo 35.90 0.00

TRINITY_DN37732_c0_g5XP_005850212.1hypothetical protein CHLNCDRAFT_30221, partial [Chlorella variabilis]Chlorella_variabilis 35.90 0.00

TRINITY_DN37808_c0_g2ABR18298.1unknown [Picea sitchensis]Picea_sitchensis 35.90 0.00

TRINITY_DN38043_c0_g5XP_024385754.1splicing factor U2af large subunit B-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 35.90 0.00

TRINITY_DN39990_c0_g7XP_024391466.1quinone oxidoreductase PIG3-like [Physcomitrella patens]Physcomitrella_patens 35.90 0.00

TRINITY_DN40015_c0_g1KXZ41536.1hypothetical protein GPECTOR_409g249 [Gonium pectorale]Gonium_pectorale 35.90 0.00

TRINITY_DN40047_c1_g13XP_002959410.1flagellar associated protein FAP118 [Volvox carteri f. nagariensis]Volvox_carteri 35.90 0.00

TRINITY_DN40048_c0_g1GAX73744.1hypothetical protein CEUSTIGMA_g1196.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.90 0.00

TRINITY_DN40181_c1_g2XP_002993350.2probable serine/threonine-protein kinase DDB_G0280111 [Selaginella moellendorffii]Selaginella_moellendorffii 35.90 0.00

TRINITY_DN40195_c0_g2XP_004310008.1PREDICTED: very-long-chain 3-oxoacyl-CoA reductase 1-like [Fragaria vesca subsp. vesca]Fragaria_vesca 35.90 0.00

TRINITY_DN40272_c0_g3ESR58827.1hypothetical protein CICLE_v10014012mg [Citrus clementina]Citrus_clementina 35.90 0.00

TRINITY_DN40876_c0_g1PSC69723.1U4 U6 small nuclear ribonucleo PRP4 [Micractinium conductrix]Micractinium_conductrix 35.90 0.00

TRINITY_DN41067_c0_g1PNW77233.1hypothetical protein CHLRE_10g427900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.90 0.00

TRINITY_DN41447_c0_g4EFH58875.1hypothetical protein ARALYDRAFT_317739 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 35.90 0.00

TRINITY_DN41602_c0_g7PNW70381.1hypothetical protein CHLRE_17g717400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.90 0.00

TRINITY_DN41999_c0_g1GAX72556.1hypothetical protein CEUSTIGMA_g12.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.90 0.00

TRINITY_DN42502_c0_g1XP_021847104.1EVI5-like protein isoform X1 [Spinacia oleracea]Spinacia_oleracea 35.90 0.00

TRINITY_DN42810_c0_g1XP_001698084.1glutaredoxin-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.90 0.00

TRINITY_DN42812_c0_g1XP_001697293.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.90 0.00

TRINITY_DN43499_c0_g5XP_019443675.1PREDICTED: conserved oligomeric Golgi complex subunit 3 [Lupinus angustifolius]Lupinus_angustifolius 35.90 0.00

TRINITY_DN43556_c0_g1GAQ80969.1M13 family peptidase [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN44357_c0_g2GAX78626.1hypothetical protein CEUSTIGMA_g6065.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.90 0.00

TRINITY_DN44667_c0_g1GAQ83102.1e3 ubiquitin-protein ligase [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN44675_c0_g1GAQ88560.1hypothetical protein KFL_004390080 [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN45066_c0_g1VDC63400.1unnamed protein product [Brassica rapa]Brassica_rapa 35.90 0.00

TRINITY_DN45080_c0_g9GAQ87728.1cystinosin [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN45413_c0_g1XP_022954849.1putative phospholipid-transporting ATPase 9 [Cucurbita moschata]Cucurbita_moschata 35.90 0.00

TRINITY_DN45515_c0_g3PNH06663.1Bax inhibitor 1 [Tetrabaena socialis]Tetrabaena_socialis 35.90 0.00

TRINITY_DN45779_c0_g7XP_012068263.1pumilio homolog 12 [Jatropha curcas]Jatropha_curcas 35.90 0.00

TRINITY_DN45997_c0_g1GBF95225.1hypothetical protein Rsub_07940 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.90 0.00

TRINITY_DN47497_c0_g1GAQ85206.1Pumilio RNA-binding repeat proteins [Klebsormidium nitens]Klebsormidium_nitens 35.90 0.00

TRINITY_DN47738_c0_g5XP_018470026.1PREDICTED: importin subunit alpha-2-like [Raphanus sativus]Raphanus_sativus 35.90 0.00

TRINITY_DN48659_c0_g6KXZ50882.1hypothetical protein GPECTOR_14g131 [Gonium pectorale]Gonium_pectorale 35.90 0.00

TRINITY_DN49461_c0_g1PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 35.90 0.00

TRINITY_DN49860_c0_g2XP_012846389.1PREDICTED: plant UBX domain-containing protein 8-like [Erythranthe guttata]Erythranthe_guttata 35.90 0.00

TRINITY_DN50111_c0_g2XP_004489949.1phospholipid-transporting ATPase 3-like [Cicer arietinum]Cicer_arietinum 35.90 0.00

TRINITY_DN50169_c0_g6KXZ44327.1hypothetical protein GPECTOR_69g420 [Gonium pectorale]Gonium_pectorale 35.90 0.00

TRINITY_DN50330_c0_g1RID80244.1hypothetical protein BRARA_A02920 [Brassica rapa]Brassica_rapa 35.90 0.00

TRINITY_DN50370_c0_g2KXZ44986.1hypothetical protein GPECTOR_60g765 [Gonium pectorale]Gonium_pectorale 35.90 0.00

TRINITY_DN51127_c0_g1PNW88869.1hypothetical protein CHLRE_01g048400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.90 0.00

TRINITY_DN51265_c0_g2EMS62619.1ABC transporter C family member 2 [Triticum urartu]Triticum_urartu 35.90 0.00

TRINITY_DN51444_c0_g1GAX72919.1hypothetical protein CEUSTIGMA_g374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.90 0.00

TRINITY_DN52119_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.90 0.00

TRINITY_DN20816_c1_g1XP_020185805.1BTB/POZ and MATH domain-containing protein 2-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 35.80 0.00

TRINITY_DN22775_c0_g1XP_017224616.1PREDICTED: protein RAE1-like [Daucus carota subsp. sativus]Daucus_carota 35.80 0.00

TRINITY_DN24717_c0_g1XP_022954630.1sulfite exporter TauE/SafE family protein 5-like [Cucurbita moschata]Cucurbita_moschata 35.80 0.00

TRINITY_DN25930_c0_g1XP_023871238.1oxysterol-binding protein homolog C2F12.05c-like [Quercus suber]Quercus_suber 35.80 0.00

TRINITY_DN30830_c0_g1PIA63100.1hypothetical protein AQUCO_00200848v1 [Aquilegia coerulea]Aquilegia_coerulea 35.80 0.00

TRINITY_DN31691_c0_g1XP_026664641.1zinc finger CCHC domain-containing protein 9 isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 35.80 0.00

TRINITY_DN32428_c0_g1XP_007511928.1peptide deformylase [Bathycoccus prasinos]Bathycoccus_prasinos 35.80 0.00

TRINITY_DN34539_c2_g4GAX73857.1hypothetical protein CEUSTIGMA_g1307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN34577_c0_g1XP_005842860.1hypothetical protein CHLNCDRAFT_13108, partial [Chlorella variabilis]Chlorella_variabilis 35.80 0.00



TRINITY_DN34863_c0_g1GBG83419.1hypothetical protein CBR_g37133 [Chara braunii]Chara_braunii 35.80 0.00

TRINITY_DN35177_c0_g1BAJ97828.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.80 0.00

TRINITY_DN36139_c0_g5XP_016734105.1PREDICTED: malto-oligosyltrehalose trehalohydrolase-like, partial [Gossypium hirsutum]Gossypium_hirsutum 35.80 0.00

TRINITY_DN36540_c2_g3XP_015640476.1DEAD-box ATP-dependent RNA helicase 17 [Oryza sativa Japonica Group]Oryza_sativa 35.80 0.00

TRINITY_DN36708_c0_g1PON95492.1Mitogen-activated protein kinase kinase kinase [Trema orientale]Trema_orientale 35.80 0.00

TRINITY_DN37127_c0_g4XP_026411486.1protein-tyrosine-phosphatase PTP1-like [Papaver somniferum]Papaver_somniferum 35.80 0.00

TRINITY_DN37620_c0_g1PNX91875.1serine carboxypeptidase 50-like protein [Trifolium pratense]Trifolium_pratense 35.80 0.00

TRINITY_DN37700_c2_g6XP_020202669.1uncharacterized protein LOC109788373 isoform X2 [Cajanus cajan]Cajanus_cajan 35.80 0.00

TRINITY_DN38025_c1_g4EFJ14241.1hypothetical protein SELMODRAFT_120617 [Selaginella moellendorffii]Selaginella_moellendorffii 35.80 0.00

TRINITY_DN38038_c0_g4ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 35.80 0.00

TRINITY_DN38048_c1_g5PNW88712.1hypothetical protein CHLRE_01g041300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.80 0.00

TRINITY_DN38336_c1_g4OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.80 0.00

TRINITY_DN38466_c0_g3XP_023882931.1uncharacterized inositol polyphosphate kinase C970.08-like [Quercus suber]Quercus_suber 35.80 0.00

TRINITY_DN38588_c1_g2XP_024385512.1plant UBX domain-containing protein 4-like [Physcomitrella patens]Physcomitrella_patens 35.80 0.00

TRINITY_DN38800_c0_g8RMZ56147.1hypothetical protein APUTEX25_004571 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.80 0.00

TRINITY_DN38811_c0_g3PSC76913.1kinase family [Micractinium conductrix]Micractinium_conductrix 35.80 0.00

TRINITY_DN38907_c0_g1XP_013902490.1translation initiation factor eIF-3 subunit 4 [Monoraphidium neglectum]Monoraphidium_neglectum 35.80 0.00

TRINITY_DN39217_c0_g3XP_007202164.1enhanced ethylene response protein 5 [Prunus persica]Prunus_persica 35.80 0.00

TRINITY_DN39276_c0_g1GAQ80971.1GTPase-activating protein [Klebsormidium nitens]Klebsormidium_nitens 35.80 0.00

TRINITY_DN39290_c0_g2XP_003602891.1serine/threonine-protein kinase CTR1 [Medicago truncatula]Medicago_truncatula 35.80 0.00

TRINITY_DN39458_c0_g1PQP94954.1phosphoinositide 3-kinase regulatory subunit 4 isoform X1 [Prunus yedoensis var. nudiflora]Prunus_yedoensis 35.80 0.00

TRINITY_DN39645_c0_g3KXZ55303.1hypothetical protein GPECTOR_3g438 [Gonium pectorale]Gonium_pectorale 35.80 0.00

TRINITY_DN39702_c1_g3XP_001699672.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.80 0.00

TRINITY_DN39788_c0_g1XP_010688348.1PREDICTED: arginine--tRNA ligase, cytoplasmic isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.80 0.00

TRINITY_DN39858_c0_g2RDX72696.1hypothetical protein CR513_47771, partial [Mucuna pruriens]Mucuna_pruriens 35.80 0.00

TRINITY_DN39862_c0_g1KXZ42979.1hypothetical protein GPECTOR_108g174 [Gonium pectorale]Gonium_pectorale 35.80 0.00

TRINITY_DN39910_c0_g1PRW61239.1cytochrome c-type heme lyase [Chlorella sorokiniana]Chlorella_sorokiniana 35.80 0.00

TRINITY_DN39987_c1_g1KZV15127.1hypothetical protein F511_34786 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.80 0.00

TRINITY_DN40046_c0_g10KXZ56563.1hypothetical protein GPECTOR_1g505 [Gonium pectorale]Gonium_pectorale 35.80 0.00

TRINITY_DN40560_c0_g3XP_025816391.1pleckstrin homology domain-containing protein 1-like [Panicum hallii]Panicum_hallii 35.80 0.00

TRINITY_DN40991_c0_g1XP_002503103.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 35.80 0.00

TRINITY_DN41373_c0_g3XP_021887987.1EVI5-like protein isoform X1 [Carica papaya]Carica_papaya 35.80 0.00

TRINITY_DN41391_c1_g5PRW59063.1secernin-2 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 35.80 0.00

TRINITY_DN41903_c0_g1KYP37191.1hypothetical protein KK1_041637 [Cajanus cajan]Cajanus_cajan 35.80 0.00

TRINITY_DN42219_c1_g5XP_002511081.2phosphatidylinositol transfer protein 3 [Ricinus communis]Ricinus_communis 35.80 0.00

TRINITY_DN42698_c0_g3XP_024365835.1programmed cell death protein 2-like [Physcomitrella patens]Physcomitrella_patens 35.80 0.00

TRINITY_DN42748_c0_g4XP_007222253.1aldehyde dehydrogenase family 3 member H1 isoform X1 [Prunus persica]Prunus_persica 35.80 0.00

TRINITY_DN42812_c0_g3GAX80922.1hypothetical protein CEUSTIGMA_g8357.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN43362_c0_g2PSC69564.1glutathione S-transferase [Micractinium conductrix]Micractinium_conductrix 35.80 0.00

TRINITY_DN43566_c1_g1GAX74138.1hypothetical protein CEUSTIGMA_g1587.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN43913_c1_g1XP_005845004.1hypothetical protein CHLNCDRAFT_7539, partial [Chlorella variabilis]Chlorella_variabilis 35.80 0.00

TRINITY_DN44248_c1_g3XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 35.80 0.00

TRINITY_DN44461_c0_g4GAX75153.1hypothetical protein CEUSTIGMA_g2597.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN44579_c2_g4GAX80168.1hypothetical protein CEUSTIGMA_g7606.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN44810_c1_g1GAX81503.1hypothetical protein CEUSTIGMA_g8931.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN45162_c0_g3XP_002950543.1hypothetical protein VOLCADRAFT_104784 [Volvox carteri f. nagariensis]Volvox_carteri 35.80 0.00

TRINITY_DN45297_c0_g6RXH82474.1hypothetical protein DVH24_036815 [Malus domestica]Malus_domestica 35.80 0.00

TRINITY_DN45731_c0_g4GAX83455.1hypothetical protein CEUSTIGMA_g10880.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN46466_c0_g2EFJ12043.1hypothetical protein SELMODRAFT_158348 [Selaginella moellendorffii]Selaginella_moellendorffii 35.80 0.00

TRINITY_DN46600_c0_g4GAX75393.1hypothetical protein CEUSTIGMA_g2837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN46889_c0_g8GBG82427.1hypothetical protein CBR_g34803 [Chara braunii]Chara_braunii 35.80 0.00

TRINITY_DN48277_c0_g4PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 35.80 0.00

TRINITY_DN48321_c0_g5GAQ85317.1purple acid phosphatases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 35.80 0.00

TRINITY_DN48819_c0_g3GAX72927.1hypothetical protein CEUSTIGMA_g382.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN49246_c0_g2PRW58164.1PAB-dependent poly(A)-specific ribonuclease subunit 2 [Chlorella sorokiniana]Chlorella_sorokiniana 35.80 0.00

TRINITY_DN49816_c0_g1XP_021651325.1uncharacterized protein LOC110643296 [Hevea brasiliensis]Hevea_brasiliensis 35.80 0.00

TRINITY_DN49892_c0_g1BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.80 0.00

TRINITY_DN49905_c1_g1GAX74928.1hypothetical protein CEUSTIGMA_g2374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN50099_c1_g1PNW75349.1hypothetical protein CHLRE_12g523400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.80 0.00

TRINITY_DN50156_c0_g5GAQ80478.1Chromatin remodeling complex WSTF-ISWI small subunit [Klebsormidium nitens]Klebsormidium_nitens 35.80 0.00

TRINITY_DN50796_c0_g1XP_008787130.1cyclin-A3-1-like [Phoenix dactylifera]Phoenix_dactylifera 35.80 0.00

TRINITY_DN50806_c0_g2XP_019103138.1PREDICTED: large proline-rich protein BAG6 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.80 0.00

TRINITY_DN51134_c0_g1GAX77019.1hypothetical protein CEUSTIGMA_g4466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.80 0.00

TRINITY_DN51689_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.80 0.00

TRINITY_DN52418_c1_g2PNW74522.1hypothetical protein CHLRE_12g492750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.80 0.00

TRINITY_DN7459_c0_g1PPD96254.1hypothetical protein GOBAR_DD06750 [Gossypium barbadense]Gossypium_barbadense 35.80 0.00



TRINITY_DN10694_c0_g1RWR78441.1protein RAE1-like protein isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 35.70 0.00

TRINITY_DN20043_c0_g1KZV38047.1F-box/FBD/LRR-repeat protein [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.70 0.00

TRINITY_DN2066_c0_g1BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.70 0.00

TRINITY_DN21800_c0_g1ABB13529.1target of rapamycin kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.70 0.00

TRINITY_DN24107_c0_g1OAY65995.1Abscisic acid 8'-hydroxylase 3 [Ananas comosus]Ananas_comosus 35.70 0.00

TRINITY_DN25171_c0_g1PRW61182.1U3 small nucleolar RNA-associated 11 [Chlorella sorokiniana]Chlorella_sorokiniana 35.70 0.00

TRINITY_DN25718_c0_g1XP_006422948.1actin-related protein 2/3 complex subunit 5A [Citrus clementina]Citrus_clementina 35.70 0.00

TRINITY_DN25817_c0_g1XP_010415354.1PREDICTED: very-long-chain 3-oxoacyl-CoA reductase 1 isoform X1 [Camelina sativa]Camelina_sativa 35.70 0.00

TRINITY_DN25966_c0_g1OTG32444.1putative glucose/ribitol dehydrogenase [Helianthus annuus]Helianthus_annuus 35.70 0.00

TRINITY_DN26196_c0_g1XP_004951453.1serine/threonine-protein kinase EDR1 [Setaria italica]Setaria_italica 35.70 0.00

TRINITY_DN32879_c0_g2KMS94196.1hypothetical protein BVRB_023840, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.70 0.00

TRINITY_DN33001_c0_g1XP_017259144.1PREDICTED: heterogeneous nuclear ribonucleoprotein A0-like [Daucus carota subsp. sativus]Daucus_carota 35.70 0.00

TRINITY_DN34448_c0_g3XP_024362703.1uncharacterized protein LOC112276017 [Physcomitrella patens]Physcomitrella_patens 35.70 0.00

TRINITY_DN34463_c0_g1GAQ88357.1alpha-soluble NSF attachment protein [Klebsormidium nitens]Klebsormidium_nitens 35.70 0.00

TRINITY_DN34679_c0_g1PLY65117.1hypothetical protein LSAT_4X2781 [Lactuca sativa]Lactuca_sativa 35.70 0.00

TRINITY_DN35120_c0_g5XP_021297102.1conserved oligomeric Golgi complex subunit 4 [Herrania umbratica]Herrania_umbratica 35.70 0.00

TRINITY_DN35238_c0_g1XP_024520687.1serine/threonine-protein kinase 16 [Selaginella moellendorffii]Selaginella_moellendorffii 35.70 0.00

TRINITY_DN35918_c1_g10XP_024537575.1probable serine protease EDA2 [Selaginella moellendorffii]Selaginella_moellendorffii 35.70 0.00

TRINITY_DN35972_c0_g7GAX79654.1hypothetical protein CEUSTIGMA_g7095.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN36289_c0_g4OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.70 0.00

TRINITY_DN36403_c1_g7XP_013584179.1PREDICTED: dual specificity protein phosphatase 1B [Brassica oleracea var. oleracea]Brassica_oleracea 35.70 0.00

TRINITY_DN36446_c1_g6XP_005642967.1Rab8/RabE-family small GTPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 35.70 0.00

TRINITY_DN36526_c0_g3OAY77958.1ABC transporter C family member 10 [Ananas comosus]Ananas_comosus 35.70 0.00

TRINITY_DN36615_c0_g2XP_022012409.1cytochrome P450 71A4-like [Helianthus annuus]Helianthus_annuus 35.70 0.00

TRINITY_DN36695_c0_g1XP_012489174.1PREDICTED: heat shock factor protein HSF24-like [Gossypium raimondii]Gossypium_raimondii 35.70 0.00

TRINITY_DN37099_c0_g4OAE18128.1hypothetical protein AXG93_4101s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.70 0.00

TRINITY_DN37282_c0_g1XP_003566756.1probable splicing factor 3A subunit 1 [Brachypodium distachyon]Brachypodium_distachyon 35.70 0.00

TRINITY_DN37337_c1_g1XP_025800325.1ras-related protein RABA2a-like [Panicum hallii]Panicum_hallii 35.70 0.00

TRINITY_DN37442_c0_g3XP_010677625.1PREDICTED: rhomboid-like protein 15 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.70 0.00

TRINITY_DN37475_c0_g1XP_010053356.1PREDICTED: ubiquitin carboxyl-terminal hydrolase MINDY-1 [Eucalyptus grandis]Eucalyptus_grandis 35.70 0.00

TRINITY_DN37719_c1_g5KRG94167.1hypothetical protein GLYMA_19G066700 [Glycine max]Glycine_max 35.70 0.00

TRINITY_DN38003_c0_g4XP_011084599.1transmembrane protein 120 homolog isoform X1 [Sesamum indicum]Sesamum_indicum 35.70 0.00

TRINITY_DN38640_c0_g9XP_010422524.1PREDICTED: uncharacterized protein LOC104707796 [Camelina sativa]Camelina_sativa 35.70 0.00

TRINITY_DN38698_c0_g6BAJ99841.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.70 0.00

TRINITY_DN38819_c0_g3PWA92321.1BRCT domain-containing protein [Artemisia annua]Artemisia_annua 35.70 0.00

TRINITY_DN38913_c1_g2XP_013901400.1hypothetical protein MNEG_5578 [Monoraphidium neglectum]Monoraphidium_neglectum 35.70 0.00

TRINITY_DN39270_c0_g4GAX77621.1hypothetical protein CEUSTIGMA_g5065.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN39383_c0_g5GAX84730.1hypothetical protein CEUSTIGMA_g12152.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN40116_c0_g4XP_003058523.1DNA mismatch repair enzyme [Micromonas pusilla CCMP1545]Micromonas_pusilla 35.70 0.00

TRINITY_DN40443_c1_g4PNW75845.1hypothetical protein CHLRE_12g558250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.70 0.00

TRINITY_DN40687_c0_g1PNW77243.1hypothetical protein CHLRE_10g428400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.70 0.00

TRINITY_DN40693_c0_g3XP_001701776.1Qb-SNARE protein, Sec20-family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.70 0.00

TRINITY_DN41002_c0_g8XP_005648765.1Pkinase-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 35.70 0.00

TRINITY_DN41331_c0_g4XP_026388746.1E3 ubiquitin-protein ligase SHPRH-like [Papaver somniferum]Papaver_somniferum 35.70 0.00

TRINITY_DN42743_c1_g1GAX73455.1hypothetical protein CEUSTIGMA_g907.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN43772_c0_g3GBG72775.1hypothetical protein CBR_g12343 [Chara braunii]Chara_braunii 35.70 0.00

TRINITY_DN44041_c0_g1KXZ50116.1hypothetical protein GPECTOR_18g90 [Gonium pectorale]Gonium_pectorale 35.70 0.00

TRINITY_DN44233_c0_g1XP_020595535.1tubulin-folding cofactor B [Phalaenopsis equestris]Phalaenopsis_equestris 35.70 0.00

TRINITY_DN44350_c0_g2KXZ41650.1hypothetical protein GPECTOR_342g81 [Gonium pectorale]Gonium_pectorale 35.70 0.00

TRINITY_DN44545_c0_g4GAQ89192.1Putative ubiquitin-protein ligase [Klebsormidium nitens]Klebsormidium_nitens 35.70 0.00

TRINITY_DN44715_c1_g2GAX75427.1hypothetical protein CEUSTIGMA_g2871.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN45304_c1_g3PIA48346.1hypothetical protein AQUCO_01400744v1 [Aquilegia coerulea]Aquilegia_coerulea 35.70 0.00

TRINITY_DN46219_c2_g1KXZ54603.1hypothetical protein GPECTOR_4g668 [Gonium pectorale]Gonium_pectorale 35.70 0.00

TRINITY_DN46396_c1_g6KXZ51998.1hypothetical protein GPECTOR_10g1020 [Gonium pectorale]Gonium_pectorale 35.70 0.00

TRINITY_DN46405_c0_g1XP_002511732.1brefeldin A-inhibited guanine nucleotide-exchange protein 2 [Ricinus communis]Ricinus_communis 35.70 0.00

TRINITY_DN46893_c0_g1GAX83044.1hypothetical protein CEUSTIGMA_g10470.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN47116_c0_g2XP_017418248.1PREDICTED: (+)-neomenthol dehydrogenase-like isoform X1 [Vigna angularis]Vigna_angularis 35.70 0.00

TRINITY_DN48176_c1_g3GAX82616.1hypothetical protein CEUSTIGMA_g10042.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN48376_c1_g1GBF95883.1hypothetical protein Rsub_08474 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.70 0.00

TRINITY_DN48752_c0_g2GAX77546.1hypothetical protein CEUSTIGMA_g4990.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00

TRINITY_DN49393_c0_g2XP_024363490.1exonuclease V, chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 35.70 0.00

TRINITY_DN49687_c1_g4XP_006645543.1PREDICTED: phosphoenolpyruvate/phosphate translocator 3, chloroplastic-like [Oryza brachyantha]Oryza_brachyantha 35.70 0.00

TRINITY_DN49894_c0_g9XP_010249734.1PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP65-like [Nelumbo nucifera]Nelumbo_nucifera 35.70 0.00

TRINITY_DN50670_c0_g1XP_002952073.1hypothetical protein VOLCADRAFT_92601 [Volvox carteri f. nagariensis]Volvox_carteri 35.70 0.00

TRINITY_DN50847_c0_g1PNW69846.1hypothetical protein CHLRE_18g749047v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.70 0.00

TRINITY_DN51973_c1_g1GAX73363.1hypothetical protein CEUSTIGMA_g816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.70 0.00



TRINITY_DN52140_c1_g8XP_025880967.1alkylated DNA repair protein ALKBH8 homolog [Oryza sativa Japonica Group]Oryza_sativa 35.70 0.00

TRINITY_DN23551_c0_g1XP_022742506.1calcium-dependent protein kinase 1-like isoform X3 [Durio zibethinus]Durio_zibethinus 35.60 0.00

TRINITY_DN27105_c0_g1XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 35.60 0.00

TRINITY_DN30878_c0_g2XP_003082656.2Equilibrative nucleoside transporter [Ostreococcus tauri]Ostreococcus_tauri 35.60 0.00

TRINITY_DN32466_c0_g1EEF27552.1conserved hypothetical protein [Ricinus communis]Ricinus_communis 35.60 0.00

TRINITY_DN33004_c0_g1OWM90375.1hypothetical protein CDL15_Pgr014677 [Punica granatum]Punica_granatum 35.60 0.00

TRINITY_DN33155_c0_g6XP_022156843.1plant-specific TFIIB-related protein PTF2 [Momordica charantia]Momordica_charantia 35.60 0.00

TRINITY_DN33809_c0_g1XP_020674127.128 kDa ribonucleoprotein, chloroplastic-like [Dendrobium catenatum]Dendrobium_catenatum 35.60 0.00

TRINITY_DN33911_c0_g1PRW59514.1Rab family GTPase [Chlorella sorokiniana]Chlorella_sorokiniana 35.60 0.00

TRINITY_DN34587_c0_g2EFJ11300.1hypothetical protein SELMODRAFT_447079 [Selaginella moellendorffii]Selaginella_moellendorffii 35.60 0.00

TRINITY_DN34816_c1_g12GAQ87417.1hypothetical protein KFL_003510110 [Klebsormidium nitens]Klebsormidium_nitens 35.60 0.00

TRINITY_DN35600_c1_g4OAE20413.1hypothetical protein AXG93_4905s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.60 0.00

TRINITY_DN35771_c0_g3GAX74871.1hypothetical protein CEUSTIGMA_g2317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN36479_c0_g7XP_023925444.1uncharacterized protein LOC112036853 [Quercus suber]Quercus_suber 35.60 0.00

TRINITY_DN37760_c1_g2ESQ29594.1hypothetical protein EUTSA_v10023276mg [Eutrema salsugineum]Eutrema_salsugineum 35.60 0.00

TRINITY_DN37923_c0_g1GAX85355.1hypothetical protein CEUSTIGMA_g12772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN38504_c0_g1PRW56082.1TPR and ankyrin repeat-containing 1-like [Chlorella sorokiniana]Chlorella_sorokiniana 35.60 0.00

TRINITY_DN38675_c2_g1XP_002953620.1hypothetical protein VOLCADRAFT_106057 [Volvox carteri f. nagariensis]Volvox_carteri 35.60 0.00

TRINITY_DN38709_c1_g1XP_002947801.1hypothetical protein VOLCADRAFT_109637 [Volvox carteri f. nagariensis]Volvox_carteri 35.60 0.00

TRINITY_DN39467_c0_g4RZC20253.1CCR4-NOT transcription complex subunit 1, partial [Glycine soja]Glycine_soja 35.60 0.00

TRINITY_DN39769_c1_g5PNW72447.1hypothetical protein CHLRE_16g680790v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN39887_c0_g3AHF58597.1proline dehydrogenase [Chrysanthemum lavandulifolium]Chrysanthemum_lavandulifolium 35.60 0.00

TRINITY_DN40512_c0_g3XP_002499595.1catalytic LigB subunit OF aromatic ring-opening dioxygenase [Micromonas commoda]Micromonas_commoda 35.60 0.00

TRINITY_DN40535_c0_g1XP_023890661.1membrane protein TMS1-like [Quercus suber]Quercus_suber 35.60 0.00

TRINITY_DN40692_c2_g2XP_001693922.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN41411_c0_g2XP_002955699.1hypothetical protein VOLCADRAFT_106917 [Volvox carteri f. nagariensis]Volvox_carteri 35.60 0.00

TRINITY_DN41514_c0_g2GAQ87417.1hypothetical protein KFL_003510110 [Klebsormidium nitens]Klebsormidium_nitens 35.60 0.00

TRINITY_DN41656_c0_g1EMS58869.1hypothetical protein TRIUR3_09405 [Triticum urartu]Triticum_urartu 35.60 0.00

TRINITY_DN42270_c2_g3OAE24965.1hypothetical protein AXG93_3545s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.60 0.00

TRINITY_DN42352_c0_g3GBG63357.1hypothetical protein CBR_g37714 [Chara braunii]Chara_braunii 35.60 0.00

TRINITY_DN43032_c0_g2GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN43574_c0_g2GBF96836.1hypothetical protein Rsub_09692 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.60 0.00

TRINITY_DN43922_c0_g1GBF98291.1hypothetical protein Rsub_10954 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.60 0.00

TRINITY_DN44336_c0_g1XP_024369475.1uncharacterized protein LOC112279346 isoform X2 [Physcomitrella patens]Physcomitrella_patens 35.60 0.00

TRINITY_DN44547_c0_g7XP_011397910.1Protein arginine N-methyltransferase 7 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.60 0.00

TRINITY_DN44619_c0_g4PNW86317.1hypothetical protein CHLRE_02g081650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN45475_c0_g1KJB29126.1hypothetical protein B456_005G0860001, partial [Gossypium raimondii]Gossypium_raimondii 35.60 0.00

TRINITY_DN45819_c0_g2XP_001702754.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN45886_c1_g1KXZ43481.1hypothetical protein GPECTOR_89g501 [Gonium pectorale]Gonium_pectorale 35.60 0.00

TRINITY_DN45923_c0_g2PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 35.60 0.00

TRINITY_DN46172_c0_g3KCW53915.1hypothetical protein EUGRSUZ_J03127 [Eucalyptus grandis]Eucalyptus_grandis 35.60 0.00

TRINITY_DN46625_c0_g11XP_007510347.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 35.60 0.00

TRINITY_DN46879_c1_g6XP_002947839.1hypothetical protein VOLCADRAFT_88147 [Volvox carteri f. nagariensis]Volvox_carteri 35.60 0.00

TRINITY_DN47037_c1_g2XP_001691316.1RWP-RK transcription factor [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN47545_c0_g1XP_001691741.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN48034_c0_g1GBF95618.1guanylate cyclase [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.60 0.00

TRINITY_DN48135_c1_g1GAX74809.1hypothetical protein CEUSTIGMA_g2256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN48343_c1_g7KXZ52376.1hypothetical protein GPECTOR_9g420 [Gonium pectorale]Gonium_pectorale 35.60 0.00

TRINITY_DN48360_c0_g3XP_001422771.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 35.60 0.00

TRINITY_DN48524_c1_g4GAX76428.1hypothetical protein CEUSTIGMA_g3873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN48901_c0_g3XP_024389007.1diphthine--ammonia ligase-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 35.60 0.00

TRINITY_DN49045_c1_g2PNW73324.1hypothetical protein CHLRE_14g627800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.60 0.00

TRINITY_DN49047_c0_g2GAX81792.1hypothetical protein CEUSTIGMA_g9220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN49099_c0_g2XP_013461461.1zinc finger with UFM1-specific peptidase domain protein isoform X3 [Medicago truncatula]Medicago_truncatula 35.60 0.00

TRINITY_DN49588_c1_g1GAX75467.1hypothetical protein CEUSTIGMA_g2910.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN50145_c0_g7GAX79427.1hypothetical protein CEUSTIGMA_g6868.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN50927_c1_g2PSC67462.1hypothetical protein C2E20_8853 [Micractinium conductrix]Micractinium_conductrix 35.60 0.00

TRINITY_DN51349_c0_g1GAX76274.1hypothetical protein CEUSTIGMA_g3718.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN51359_c0_g3GAQ81088.1hypothetical protein KFL_000700250 [Klebsormidium nitens]Klebsormidium_nitens 35.60 0.00

TRINITY_DN51531_c1_g1GAX76701.1hypothetical protein CEUSTIGMA_g4147.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN52048_c0_g1GAX79832.1hypothetical protein CEUSTIGMA_g7272.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.60 0.00

TRINITY_DN15272_c0_g2XP_002507856.1predicted protein [Micromonas commoda]Micromonas_commoda 35.50 0.00

TRINITY_DN25096_c0_g1XP_011003774.1PREDICTED: probable receptor protein kinase TMK1 [Populus euphratica]Populus_euphratica 35.50 0.00

TRINITY_DN26011_c0_g1XP_007509050.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 35.50 0.00

TRINITY_DN2828_c0_g1AJR22386.1CBL-interacting protein kinase 28 [Triticum aestivum]Triticum_aestivum 35.50 0.00

TRINITY_DN28647_c0_g1CBI30012.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 35.50 0.00



TRINITY_DN31220_c0_g10KMZ74090.1Calmodulin [Zostera marina]Zostera_marina 35.50 0.00

TRINITY_DN32148_c0_g1EFJ19721.1hypothetical protein SELMODRAFT_418935 [Selaginella moellendorffii]Selaginella_moellendorffii 35.50 0.00

TRINITY_DN32527_c0_g1XP_020990466.1CBL-interacting serine/threonine-protein kinase 9 [Arachis duranensis]Arachis_duranensis 35.50 0.00

TRINITY_DN33407_c0_g3XP_027902962.1uncharacterized protein LOC114163084 [Vigna unguiculata]Vigna_unguiculata 35.50 0.00

TRINITY_DN34022_c0_g1XP_008813733.1uncharacterized protein LOC103724297 isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 35.50 0.00

TRINITY_DN3431_c0_g1OAE25971.1hypothetical protein AXG93_1712s1510 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.50 0.00

TRINITY_DN34770_c0_g1PRW34023.1alpha beta-hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 35.50 0.00

TRINITY_DN35098_c0_g4ESQ50071.1hypothetical protein EUTSA_v10002083mg [Eutrema salsugineum]Eutrema_salsugineum 35.50 0.00

TRINITY_DN35291_c0_g7XP_019073051.1PREDICTED: uncharacterized protein LOC100247979 isoform X3 [Vitis vinifera]Vitis_vinifera 35.50 0.00

TRINITY_DN35846_c0_g6AIU49937.1carbohydrate-binding-like fold protein, partial [Magnolia denudata]Magnolia_denudata 35.50 0.00

TRINITY_DN35927_c0_g1XP_010911354.1PREDICTED: uncharacterized protein LOC105037379, partial [Elaeis guineensis]Elaeis_guineensis 35.50 0.00

TRINITY_DN36018_c1_g3XP_021773462.17-methylguanosine phosphate-specific 5'-nucleotidase A-like [Chenopodium quinoa]Chenopodium_quinoa 35.50 0.00

TRINITY_DN36056_c0_g4XP_002308607.2putative RING-H2 finger protein ATL12 [Populus trichocarpa]Populus_trichocarpa 35.50 0.00

TRINITY_DN36352_c0_g1XP_023880819.1uncharacterized protein LOC111993193 [Quercus suber]Quercus_suber 35.50 0.00

TRINITY_DN36585_c0_g2XP_006662784.1PREDICTED: short-chain dehydrogenase TIC 32, chloroplastic-like [Oryza brachyantha]Oryza_brachyantha 35.50 0.00

TRINITY_DN36680_c0_g1XP_024381119.1ubiquitin carboxyl-terminal hydrolase 36-like [Physcomitrella patens]Physcomitrella_patens 35.50 0.00

TRINITY_DN36833_c2_g11GAQ87896.1calpain-type cysteine protease family [Klebsormidium nitens]Klebsormidium_nitens 35.50 0.00

TRINITY_DN37315_c0_g6GAU46996.1hypothetical protein TSUD_186380 [Trifolium subterraneum]Trifolium_subterraneum 35.50 0.00

TRINITY_DN37461_c1_g2PNW85243.1hypothetical protein CHLRE_03g177650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN37725_c1_g3PNH08733.1Adenylate cyclase [Tetrabaena socialis]Tetrabaena_socialis 35.50 0.00

TRINITY_DN37832_c0_g5XP_002993971.1phosphatidylinositol 4-phosphate 5-kinase 9 [Selaginella moellendorffii]Selaginella_moellendorffii 35.50 0.00

TRINITY_DN38130_c0_g1GAX81776.1hypothetical protein CEUSTIGMA_g9204.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN38459_c1_g6GBF98924.1appr-1-p processing enzyme family [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.50 0.00

TRINITY_DN38564_c0_g4EPS71918.1calcium dependent protein kinase 2 [Genlisea aurea]Genlisea_aurea 35.50 0.00

TRINITY_DN38706_c0_g6XP_021746613.1CTD small phosphatase-like protein 2 [Chenopodium quinoa]Chenopodium_quinoa 35.50 0.00

TRINITY_DN39216_c0_g2XP_024165885.1E3 ubiquitin-protein ligase UPL3 isoform X1 [Rosa chinensis]Rosa_chinensis 35.50 0.00

TRINITY_DN39249_c0_g2KXZ46847.1TTL3 protein [Gonium pectorale]Gonium_pectorale 35.50 0.00

TRINITY_DN39441_c0_g9XP_020671924.1uncharacterized protein LOC110091950 [Dendrobium catenatum]Dendrobium_catenatum 35.50 0.00

TRINITY_DN3962_c0_g2PTQ39242.1hypothetical protein MARPO_0046s0064 [Marchantia polymorpha]Marchantia_polymorpha 35.50 0.00

TRINITY_DN40555_c0_g3PNW86334.1hypothetical protein CHLRE_02g082450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN41872_c0_g6XP_004487850.1ABC transporter C family member 14-like [Cicer arietinum]Cicer_arietinum 35.50 0.00

TRINITY_DN42491_c0_g1GAX74163.1hypothetical protein CEUSTIGMA_g1612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN43144_c1_g4ERN15883.1hypothetical protein AMTR_s00039p00203500 [Amborella trichopoda]Amborella_trichopoda 35.50 0.00

TRINITY_DN43158_c0_g2XP_021673777.1cinnamoyl-CoA reductase 1-like isoform X3 [Hevea brasiliensis]Hevea_brasiliensis 35.50 0.00

TRINITY_DN43805_c0_g2GAX82896.1hypothetical protein CEUSTIGMA_g10322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN44352_c0_g8PNH11905.1Phosphoglucan, water dikinase, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 35.50 0.00

TRINITY_DN44355_c1_g6GAX80665.1hypothetical protein CEUSTIGMA_g8100.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN44408_c0_g1KZV15445.1programmed cell death 8 (apoptosis-inducing factor) [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.50 0.00

TRINITY_DN44759_c0_g7GAX72613.1hypothetical protein CEUSTIGMA_g69.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN44990_c0_g8XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 35.50 0.00

TRINITY_DN45316_c0_g1PNW87541.1hypothetical protein CHLRE_02g142353v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN45531_c0_g5XP_018719408.1PREDICTED: inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2 isoform X1 [Eucalyptus grandis]Eucalyptus_grandis 35.50 0.00

TRINITY_DN46371_c0_g1OAE20237.1hypothetical protein AXG93_3960s1280 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.50 0.00

TRINITY_DN47120_c0_g1XP_001699929.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN47345_c0_g2XP_001690795.1glycerol-3-phosphate permease-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN48393_c1_g4GAX77670.1hypothetical protein CEUSTIGMA_g5113.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN48652_c0_g1XP_010416703.1PREDICTED: tubulin--tyrosine ligase-like protein 12 isoform X1 [Camelina sativa]Camelina_sativa 35.50 0.00

TRINITY_DN48753_c0_g1XP_021844822.1serine/threonine-protein kinase STY46-like isoform X1 [Spinacia oleracea]Spinacia_oleracea 35.50 0.00

TRINITY_DN48811_c0_g7XP_020685351.1serine/threonine-protein kinase STY46-like [Dendrobium catenatum]Dendrobium_catenatum 35.50 0.00

TRINITY_DN49331_c0_g3P53385.1RecName: Full=Urocanate hydratase; Short=Urocanase; AltName: Full=Imidazolonepropionate hydrolaseTrifolium_repens 35.50 0.00

TRINITY_DN49344_c1_g8XP_002980327.1sodium transporter HKT1 [Selaginella moellendorffii]Selaginella_moellendorffii 35.50 0.00

TRINITY_DN49758_c0_g3RWW82829.1hypothetical protein BHE74_00008686 [Ensete ventricosum]Ensete_ventricosum 35.50 0.00

TRINITY_DN49802_c1_g3OAY68709.1Chromosome transmission fidelity protein [Ananas comosus]Ananas_comosus 35.50 0.00

TRINITY_DN49921_c0_g2XP_022838739.1Small GTPase superfamily, Ras type [Ostreococcus tauri]Ostreococcus_tauri 35.50 0.00

TRINITY_DN50110_c0_g1KXZ47521.1hypothetical protein GPECTOR_34g680 [Gonium pectorale]Gonium_pectorale 35.50 0.00

TRINITY_DN50318_c2_g6GAQ90022.1hypothetical protein KFL_005900080 [Klebsormidium nitens]Klebsormidium_nitens 35.50 0.00

TRINITY_DN50426_c1_g1GBG82962.1hypothetical protein CBR_g36488 [Chara braunii]Chara_braunii 35.50 0.00

TRINITY_DN50664_c0_g1GAX79192.1hypothetical protein CEUSTIGMA_g6632.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN50977_c0_g3XP_015062373.1probable enoyl-CoA hydratase 1, peroxisomal isoform X1 [Solanum pennellii]Solanum_pennellii 35.50 0.00

TRINITY_DN51262_c0_g1GAX79775.1hypothetical protein CEUSTIGMA_g7215.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.50 0.00

TRINITY_DN51499_c0_g1KXZ51077.1hypothetical protein GPECTOR_14g61 [Gonium pectorale]Gonium_pectorale 35.50 0.00

TRINITY_DN51863_c1_g1PNW73719.1hypothetical protein CHLRE_13g569801v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.50 0.00

TRINITY_DN52184_c0_g1XP_013894911.1hypothetical protein MNEG_12071 [Monoraphidium neglectum]Monoraphidium_neglectum 35.50 0.00

TRINITY_DN52285_c2_g2OWM63368.1hypothetical protein CDL15_Pgr022113 [Punica granatum]Punica_granatum 35.50 0.00

TRINITY_DN52653_c1_g1PNH10576.1Retrovirus-related Pol polyprotein from transposon [Tetrabaena socialis]Tetrabaena_socialis 35.50 0.00

TRINITY_DN53944_c0_g1RLN11964.1elongation factor 1-gamma 3-like [Panicum miliaceum]Panicum_miliaceum 35.50 0.00



TRINITY_DN19461_c0_g3GAX76741.1hypothetical protein CEUSTIGMA_g4188.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.40 0.00

TRINITY_DN21219_c0_g1OAE22293.1hypothetical protein AXG93_1504s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.40 0.00

TRINITY_DN23207_c0_g1PSS31546.1Transcription initiation factor IIA subunit 2 like [Actinidia chinensis var. chinensis]Actinidia_chinensis 35.40 0.00

TRINITY_DN23811_c0_g2XP_010552362.1PREDICTED: E3 ubiquitin-protein ligase UPL1-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 35.40 0.00

TRINITY_DN29741_c0_g1KDD72733.1GTP-binding elongation factor EF-Tu/EF-1A, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 35.40 0.00

TRINITY_DN30682_c0_g2RLN30080.1calcium-dependent protein kinase SK5-like [Panicum miliaceum]Panicum_miliaceum 35.40 0.00

TRINITY_DN31620_c0_g1KXZ42812.1hypothetical protein GPECTOR_116g344 [Gonium pectorale]Gonium_pectorale 35.40 0.00

TRINITY_DN33643_c0_g2GAQ80201.1protein with glucose dehydrogenase [Klebsormidium nitens]Klebsormidium_nitens 35.40 0.00

TRINITY_DN34067_c0_g3XP_007509050.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 35.40 0.00

TRINITY_DN34313_c0_g10XP_023926487.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 35.40 0.00

TRINITY_DN34512_c0_g1XP_001415560.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 35.40 0.00

TRINITY_DN34713_c0_g3XP_024542510.1MAPK/MAK/MRK overlapping kinase isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 35.40 0.00

TRINITY_DN34744_c0_g2XP_012840343.1PREDICTED: RGS domain-containing serine/threonine-protein kinase A-like [Erythranthe guttata]Erythranthe_guttata 35.40 0.00

TRINITY_DN3583_c0_g1GBG46512.1hypothetical protein CBR_g79910 [Chara braunii]Chara_braunii 35.40 0.00

TRINITY_DN36046_c0_g4XP_009616203.1PREDICTED: helicase and polymerase-containing protein TEBICHI isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 35.40 0.00

TRINITY_DN36415_c0_g9EFJ20989.1hypothetical protein SELMODRAFT_107448, partial [Selaginella moellendorffii]Selaginella_moellendorffii 35.40 0.00

TRINITY_DN37168_c0_g7GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 35.40 0.00

TRINITY_DN37734_c0_g1PNH07767.1hypothetical protein TSOC_005735 [Tetrabaena socialis]Tetrabaena_socialis 35.40 0.00

TRINITY_DN38390_c1_g8XP_021740355.1probable ubiquitin-like-specific protease 2B isoform X3 [Chenopodium quinoa]Chenopodium_quinoa 35.40 0.00

TRINITY_DN38469_c0_g2GBF97724.1hypothetical protein Rsub_10888 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.40 0.00

TRINITY_DN38654_c0_g1KXZ44435.1hypothetical protein GPECTOR_67g275 [Gonium pectorale]Gonium_pectorale 35.40 0.00

TRINITY_DN38679_c0_g2XP_020148239.1transcription factor bHLH140 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 35.40 0.00

TRINITY_DN38766_c0_g2XP_024384416.1pheromone-regulated membrane protein 10-like [Physcomitrella patens]Physcomitrella_patens 35.40 0.00

TRINITY_DN39172_c0_g4XP_019200337.1PREDICTED: CBL-interacting protein kinase 18-like [Ipomoea nil]Ipomoea_nil 35.40 0.00

TRINITY_DN40099_c1_g2PNW74657.1hypothetical protein CHLRE_12g488250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN40198_c0_g6XP_002504335.1predicted protein [Micromonas commoda]Micromonas_commoda 35.40 0.00

TRINITY_DN40462_c0_g2XP_001702265.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN41040_c0_g3XP_006578129.1tyrosyl-DNA phosphodiesterase 1 isoform X1 [Glycine max]Glycine_max 35.40 0.00

TRINITY_DN41074_c0_g1PSC73989.1CAMK CAMK1 kinase [Micractinium conductrix]Micractinium_conductrix 35.40 0.00

TRINITY_DN41074_c0_g4XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 35.40 0.00

TRINITY_DN41153_c0_g1BAK02869.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.40 0.00

TRINITY_DN41239_c0_g3XP_006364766.1PREDICTED: zinc finger protein 16 [Solanum tuberosum]Solanum_tuberosum 35.40 0.00

TRINITY_DN41971_c1_g15KXZ50905.1hypothetical protein GPECTOR_14g152 [Gonium pectorale]Gonium_pectorale 35.40 0.00

TRINITY_DN42270_c2_g6PSC74291.1NAD(P)-binding [Micractinium conductrix]Micractinium_conductrix 35.40 0.00

TRINITY_DN42925_c0_g2PNH03126.1hypothetical protein TSOC_010826 [Tetrabaena socialis]Tetrabaena_socialis 35.40 0.00

TRINITY_DN43624_c0_g1PNW71157.1hypothetical protein CHLRE_16g695300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN43726_c0_g1PNW77124.1hypothetical protein CHLRE_10g423050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN44499_c0_g3XP_005647636.1hypothetical protein COCSUDRAFT_15898, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 35.40 0.00

TRINITY_DN44575_c0_g5XP_020596957.1plant UBX domain-containing protein 1 isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 35.40 0.00

TRINITY_DN45204_c0_g5KCW65146.1hypothetical protein EUGRSUZ_G02647, partial [Eucalyptus grandis]Eucalyptus_grandis 35.40 0.00

TRINITY_DN45228_c0_g2GBG66666.1hypothetical protein CBR_g66801 [Chara braunii]Chara_braunii 35.40 0.00

TRINITY_DN45504_c0_g5GAX82263.1hypothetical protein CEUSTIGMA_g9691.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.40 0.00

TRINITY_DN45946_c0_g2AEJ07934.1Xilon1 gag-pol polyprotein [Zea mays subsp. mexicana]Zea_mays 35.40 0.00

TRINITY_DN46297_c0_g2XP_021894310.1RNA polymerase II subunit 5-mediating protein homolog [Carica papaya]Carica_papaya 35.40 0.00

TRINITY_DN46498_c0_g1GBG64059.1hypothetical protein CBR_g40505 [Chara braunii]Chara_braunii 35.40 0.00

TRINITY_DN46556_c0_g1EFJ32833.1hypothetical protein SELMODRAFT_84724, partial [Selaginella moellendorffii]Selaginella_moellendorffii 35.40 0.00

TRINITY_DN47623_c0_g3ACN40292.1unknown [Picea sitchensis]Picea_sitchensis 35.40 0.00

TRINITY_DN47698_c0_g1XP_024526718.1pre-mRNA-processing protein 40C [Selaginella moellendorffii]Selaginella_moellendorffii 35.40 0.00

TRINITY_DN48344_c0_g1EFJ19555.1glycosyltransferase, CAZy family GT4 [Selaginella moellendorffii]Selaginella_moellendorffii 35.40 0.00

TRINITY_DN48948_c1_g2PNH00238.1hypothetical protein TSOC_013956 [Tetrabaena socialis]Tetrabaena_socialis 35.40 0.00

TRINITY_DN48952_c0_g1XP_020688945.1aldehyde dehydrogenase family 3 member H1-like [Dendrobium catenatum]Dendrobium_catenatum 35.40 0.00

TRINITY_DN49479_c1_g4GAX82984.1hypothetical protein CEUSTIGMA_g10411.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.40 0.00

TRINITY_DN49656_c1_g12GAX80114.1hypothetical protein CEUSTIGMA_g7552.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.40 0.00

TRINITY_DN49991_c0_g5XP_020690284.1phospholipid-transporting ATPase 3 [Dendrobium catenatum]Dendrobium_catenatum 35.40 0.00

TRINITY_DN49999_c0_g7GAQ83756.1Cyclin family protein [Klebsormidium nitens]Klebsormidium_nitens 35.40 0.00

TRINITY_DN50089_c0_g4XP_009394999.1PREDICTED: CDK5RAP3-like protein [Musa acuminata subsp. malaccensis]Musa_acuminata 35.40 0.00

TRINITY_DN50213_c0_g1XP_022879360.1ABC transporter C family member 2-like isoform X2 [Olea europaea var. sylvestris]Olea_europaea 35.40 0.00

TRINITY_DN50227_c1_g3XP_001697639.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN50307_c1_g1XP_024386140.1Fanconi anemia group J protein homolog isoform X1 [Physcomitrella patens]Physcomitrella_patens 35.40 0.00

TRINITY_DN51533_c1_g1KXZ40924.1hypothetical protein GPECTOR_1291g539 [Gonium pectorale]Gonium_pectorale 35.40 0.00

TRINITY_DN52024_c0_g1XP_021997719.13-phosphoinositide-dependent protein kinase 2-like [Helianthus annuus]Helianthus_annuus 35.40 0.00

TRINITY_DN52056_c0_g4PNW74794.1hypothetical protein CHLRE_12g509550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN52228_c0_g1XP_001695960.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.40 0.00

TRINITY_DN52295_c2_g1KXZ56109.1hypothetical protein GPECTOR_2g991 [Gonium pectorale]Gonium_pectorale 35.40 0.00

TRINITY_DN5854_c0_g1GBG65685.1hypothetical protein CBR_g51985 [Chara braunii]Chara_braunii 35.40 0.00

TRINITY_DN12321_c0_g2PSC69984.1ubiquitin-UPL1 [Micractinium conductrix]Micractinium_conductrix 35.30 0.00



TRINITY_DN15432_c0_g2PRW34039.1carotene epsilon- chloroplastic isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 35.30 0.00

TRINITY_DN23376_c0_g1XP_004512302.1kinesin-like protein KIN-14I [Cicer arietinum]Cicer_arietinum 35.30 0.00

TRINITY_DN28337_c0_g2XP_023901491.1uncharacterized protein LOC112013327 [Quercus suber]Quercus_suber 35.30 0.00

TRINITY_DN28349_c0_g1GAQ81304.1hypothetical protein KFL_000760330 [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN29839_c0_g2XP_006665065.1PREDICTED: uncharacterized protein LOC102711317 [Oryza brachyantha]Oryza_brachyantha 35.30 0.00

TRINITY_DN32708_c0_g1XP_027351117.1probable protein S-acyltransferase 1 [Abrus precatorius]Abrus_precatorius 35.30 0.00

TRINITY_DN33177_c0_g1OAE30736.1hypothetical protein AXG93_402s1490 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.30 0.00

TRINITY_DN33365_c0_g1GAQ78783.1hypothetical protein KFL_000190020 [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN33529_c0_g1XP_022879480.1uncharacterized protein C9orf85 homolog isoform X1 [Olea europaea var. sylvestris]Olea_europaea 35.30 0.00

TRINITY_DN33898_c0_g1XP_010941024.1PREDICTED: decapping nuclease DXO homolog, chloroplastic [Elaeis guineensis]Elaeis_guineensis 35.30 0.00

TRINITY_DN34201_c0_g1XP_006441350.1protein REVEILLE 7 isoform X1 [Citrus clementina]Citrus_clementina 35.30 0.00

TRINITY_DN34251_c0_g1XP_001702470.1CTR type copper ion transporter [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN34269_c0_g1XP_024194129.1GTP-binding protein SAR1A-like [Rosa chinensis]Rosa_chinensis 35.30 0.00

TRINITY_DN34413_c0_g1PKI39956.1hypothetical protein CRG98_039619 [Punica granatum]Punica_granatum 35.30 0.00

TRINITY_DN34596_c0_g1KZV43575.1phosphoenolpyruvate carboxylase kinase 1-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.30 0.00

TRINITY_DN35533_c0_g2XP_019412914.1PREDICTED: H/ACA ribonucleoprotein complex non-core subunit NAF1 [Lupinus angustifolius]Lupinus_angustifolius 35.30 0.00

TRINITY_DN35757_c1_g7PIA57195.1hypothetical protein AQUCO_00600137v1 [Aquilegia coerulea]Aquilegia_coerulea 35.30 0.00

TRINITY_DN35812_c0_g1XP_024521941.1protein IMPACT isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 35.30 0.00

TRINITY_DN35898_c0_g2XP_002506757.1dynein beta chain, flagellar outer arm [Micromonas commoda]Micromonas_commoda 35.30 0.00

TRINITY_DN35899_c0_g2EEF26419.1lipid A export ATP-binding/permease protein msba, putative [Ricinus communis]Ricinus_communis 35.30 0.00

TRINITY_DN36073_c0_g3XP_016562659.1PREDICTED: nuclear pore complex protein NUP35 [Capsicum annuum]Capsicum_annuum 35.30 0.00

TRINITY_DN36284_c0_g6GAQ84205.1Transmembrane amino acid transporter family protein [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN36353_c0_g5XP_001703457.1ABC transporter, multidrug resistance associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN37353_c0_g2KNA09296.1hypothetical protein SOVF_154830 [Spinacia oleracea]Spinacia_oleracea 35.30 0.00

TRINITY_DN38063_c0_g7XP_020879418.1calcium-dependent protein kinase 7 isoform X1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 35.30 0.00

TRINITY_DN38185_c0_g1XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 35.30 0.00

TRINITY_DN38378_c0_g1GAX81528.1hypothetical protein CEUSTIGMA_g8956.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN38678_c1_g8GAX76082.1hypothetical protein CEUSTIGMA_g3525.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN38771_c0_g6XP_027345054.1uncharacterized protein LOC113857405 isoform X5 [Abrus precatorius]Abrus_precatorius 35.30 0.00

TRINITY_DN38908_c0_g2XP_010414231.1PREDICTED: acyl-coenzyme A thioesterase 9, mitochondrial-like [Camelina sativa]Camelina_sativa 35.30 0.00

TRINITY_DN39082_c1_g2GBF91551.1hypothetical protein Rsub_04291 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.30 0.00

TRINITY_DN39184_c0_g5XP_003059493.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 35.30 0.00

TRINITY_DN39591_c0_g1GBF94392.1lipase member M [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.30 0.00

TRINITY_DN40052_c0_g1XP_003616627.2cytosolic purine 5'-nucleotidase [Medicago truncatula]Medicago_truncatula 35.30 0.00

TRINITY_DN41329_c0_g2KXZ49313.1PI3kinase-like protein [Gonium pectorale]Gonium_pectorale 35.30 0.00

TRINITY_DN41367_c0_g3GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN41807_c0_g1GAQ82047.1hypothetical protein KFL_000980340 [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN42463_c1_g2XP_020171153.1protein disulfide isomerase-like 1-4 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 35.30 0.00

TRINITY_DN42896_c1_g1PNW74664.1hypothetical protein CHLRE_12g488000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN42909_c0_g2XP_002503315.1predicted protein [Micromonas commoda]Micromonas_commoda 35.30 0.00

TRINITY_DN43045_c1_g2GAX85639.1hypothetical protein CEUSTIGMA_g13054.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN43087_c0_g1KXZ49109.1hypothetical protein GPECTOR_23g4 [Gonium pectorale]Gonium_pectorale 35.30 0.00

TRINITY_DN43272_c1_g5GAX77871.1hypothetical protein CEUSTIGMA_g5313.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN43499_c0_g4GBF87715.1hypothetical protein Rsub_00426 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.30 0.00

TRINITY_DN43676_c0_g5GAX74011.1hypothetical protein CEUSTIGMA_g1461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN44171_c0_g1XP_013650516.1uncharacterized protein LOC106355043 [Brassica napus]Brassica_napus 35.30 0.00

TRINITY_DN44313_c0_g2EOY18063.13-oxo-5-alpha-steroid 4-dehydrogenase family protein, putative [Theobroma cacao]Theobroma_cacao 35.30 0.00

TRINITY_DN44949_c0_g2XP_023880049.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 35.30 0.00

TRINITY_DN45025_c0_g2XP_027123060.1protein NBR1 homolog isoform X1 [Coffea arabica]Coffea_arabica 35.30 0.00

TRINITY_DN45865_c0_g3XP_001698099.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN46043_c0_g2XP_001702413.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN46309_c0_g6XP_002949506.1hypothetical protein VOLCADRAFT_89811 [Volvox carteri f. nagariensis]Volvox_carteri 35.30 0.00

TRINITY_DN47029_c0_g2GAY34262.1hypothetical protein CUMW_010480 [Citrus unshiu]Citrus_unshiu 35.30 0.00

TRINITY_DN47281_c0_g1GAQ80045.1Predicted helicase [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN47364_c0_g4KXZ52915.1hypothetical protein GPECTOR_8g293 [Gonium pectorale]Gonium_pectorale 35.30 0.00

TRINITY_DN47430_c1_g1PNW73272.1hypothetical protein CHLRE_14g625750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN47504_c1_g1GBF92174.1hypothetical protein Rsub_05256 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.30 0.00

TRINITY_DN47605_c0_g2GAQ80671.1TOUSLED-like kinase [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN47795_c0_g1KMS65235.1hypothetical protein BVRB_038040, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.30 0.00

TRINITY_DN47959_c0_g2XP_002949347.1hypothetical protein VOLCADRAFT_89719 [Volvox carteri f. nagariensis]Volvox_carteri 35.30 0.00

TRINITY_DN48013_c0_g2GAX83509.1hypothetical protein CEUSTIGMA_g10934.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN48621_c0_g6GAQ77854.1protein transport protein SEC31, partial [Klebsormidium nitens]Klebsormidium_nitens 35.30 0.00

TRINITY_DN48624_c1_g2XP_022015914.1transcription factor MYB114-like [Helianthus annuus]Helianthus_annuus 35.30 0.00

TRINITY_DN48731_c0_g2XP_020519428.1ubiquitin carboxyl-terminal hydrolase 9 isoform X2 [Amborella trichopoda]Amborella_trichopoda 35.30 0.00

TRINITY_DN48927_c1_g1GAX79505.1hypothetical protein CEUSTIGMA_g6946.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN49038_c0_g2XP_010059876.1PREDICTED: uncharacterized protein LOC104447840 [Eucalyptus grandis]Eucalyptus_grandis 35.30 0.00



TRINITY_DN49108_c0_g4KXZ54819.1hypothetical protein GPECTOR_4g890 [Gonium pectorale]Gonium_pectorale 35.30 0.00

TRINITY_DN49317_c0_g3PNW87642.1hypothetical protein CHLRE_02g142066v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN49743_c0_g1XP_010556688.1PREDICTED: clathrin interactor EPSIN 2-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 35.30 0.00

TRINITY_DN49759_c2_g2PNW84794.1hypothetical protein CHLRE_03g159000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN49800_c1_g1XP_001703431.1haloperoxidase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.30 0.00

TRINITY_DN50233_c2_g1PNH08691.1Cytoplasmic tRNA 2-thiolation protein 2 A [Tetrabaena socialis]Tetrabaena_socialis 35.30 0.00

TRINITY_DN50625_c0_g1GAX82070.1hypothetical protein CEUSTIGMA_g9498.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN50888_c1_g1GAX77587.1hypothetical protein CEUSTIGMA_g5031.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN51321_c0_g2GAX79395.1hypothetical protein CEUSTIGMA_g6836.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.30 0.00

TRINITY_DN14378_c0_g1AOT82156.1defender against cell death 1 [Botryococcus braunii]Botryococcus_braunii 35.20 0.00

TRINITY_DN17145_c0_g1XP_023925302.1ras-related protein RABA5c-like [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN17162_c0_g2KMZ57344.1Casein kinase II subunit alpha-1 [Zostera marina]Zostera_marina 35.20 0.00

TRINITY_DN27529_c0_g1EAY91037.1hypothetical protein OsI_12642 [Oryza sativa Indica Group]Oryza_sativa 35.20 0.00

TRINITY_DN28491_c0_g3PNX95034.1hypothetical protein L195_g018216 [Trifolium pratense]Trifolium_pratense 35.20 0.00

TRINITY_DN29986_c0_g1PSC75032.1MORN repeat-containing 1 [Micractinium conductrix]Micractinium_conductrix 35.20 0.00

TRINITY_DN31266_c0_g2OAY74174.1Transformation/transcription domain-associated protein [Ananas comosus]Ananas_comosus 35.20 0.00

TRINITY_DN33362_c0_g2XP_023769832.1ras-related protein RABA5b-like [Lactuca sativa]Lactuca_sativa 35.20 0.00

TRINITY_DN34324_c1_g1XP_004242517.1probable protein phosphatase 2C 25 [Solanum lycopersicum]Solanum_lycopersicum 35.20 0.00

TRINITY_DN35051_c0_g2XP_006654032.1PREDICTED: LEC14B protein-like [Oryza brachyantha]Oryza_brachyantha 35.20 0.00

TRINITY_DN35740_c1_g2KDD73343.1hypothetical protein H632_c2272p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 35.20 0.00

TRINITY_DN35872_c0_g3PKI63013.1hypothetical protein CRG98_016652 [Punica granatum]Punica_granatum 35.20 0.00

TRINITY_DN36100_c0_g4XP_010686185.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN10 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.20 0.00

TRINITY_DN36191_c0_g1PIA26434.1hypothetical protein AQUCO_09300023v1 [Aquilegia coerulea]Aquilegia_coerulea 35.20 0.00

TRINITY_DN36637_c0_g7PTQ33039.1hypothetical protein MARPO_0092s0013 [Marchantia polymorpha]Marchantia_polymorpha 35.20 0.00

TRINITY_DN36846_c0_g15XP_027932316.1serine/threonine-protein kinase HT1-like [Vigna unguiculata]Vigna_unguiculata 35.20 0.00

TRINITY_DN36857_c0_g12XP_026435911.1pre-mRNA-processing factor 19-like [Papaver somniferum]Papaver_somniferum 35.20 0.00

TRINITY_DN36959_c1_g5XP_022874800.1hsp70 nucleotide exchange factor FES1 [Olea europaea var. sylvestris]Olea_europaea 35.20 0.00

TRINITY_DN37004_c0_g3XP_001703333.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.20 0.00

TRINITY_DN37120_c1_g2XP_011397523.1putative serine/threonine-protein kinase GCN2 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.20 0.00

TRINITY_DN37213_c0_g1PNW70333.1hypothetical protein CHLRE_17g715600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.20 0.00

TRINITY_DN37403_c0_g2GAX84594.1hypothetical protein CEUSTIGMA_g12015.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.20 0.00

TRINITY_DN37522_c0_g10GAQ90295.1hypothetical protein KFL_006230040 [Klebsormidium nitens]Klebsormidium_nitens 35.20 0.00

TRINITY_DN37892_c0_g3PNH12680.1Chlorophyllase-2, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 35.20 0.00

TRINITY_DN38065_c0_g1XP_027928890.1serine/threonine-protein kinase UCN-like [Vigna unguiculata]Vigna_unguiculata 35.20 0.00

TRINITY_DN38248_c0_g3PIN08792.1hypothetical protein CDL12_18629 [Handroanthus impetiginosus]Handroanthus_impetiginosus 35.20 0.00

TRINITY_DN38504_c0_g4GAX77011.1hypothetical protein CEUSTIGMA_g4458.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.20 0.00

TRINITY_DN38698_c1_g2XP_024924852.1triacylglycerol lipase 2-like [Ziziphus jujuba]Ziziphus_jujuba 35.20 0.00

TRINITY_DN38851_c0_g2GAX73762.1hypothetical protein CEUSTIGMA_g1213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.20 0.00

TRINITY_DN38967_c0_g1XP_026399906.1pathogenesis-related protein 1A-like [Papaver somniferum]Papaver_somniferum 35.20 0.00

TRINITY_DN39081_c0_g2XP_002958740.1hypothetical protein VOLCADRAFT_100034 [Volvox carteri f. nagariensis]Volvox_carteri 35.20 0.00

TRINITY_DN39576_c0_g8OAE26189.1hypothetical protein AXG93_3457s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.20 0.00

TRINITY_DN39581_c0_g6OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.20 0.00

TRINITY_DN39642_c0_g3PTQ27123.1hypothetical protein MARPO_0218s0003 [Marchantia polymorpha]Marchantia_polymorpha 35.20 0.00

TRINITY_DN39749_c0_g1OAE31994.1hypothetical protein AXG93_2772s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.20 0.00

TRINITY_DN39891_c2_g1GAX75994.1hypothetical protein CEUSTIGMA_g3437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.20 0.00

TRINITY_DN40034_c0_g3XP_023883172.1dihydroxyacetone phosphate acyltransferase-like [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN40368_c0_g2GAQ85937.1hypothetical protein KFL_002620040 [Klebsormidium nitens]Klebsormidium_nitens 35.20 0.00

TRINITY_DN42604_c0_g1KXZ47336.1hypothetical protein GPECTOR_36g60 [Gonium pectorale]Gonium_pectorale 35.20 0.00

TRINITY_DN42904_c0_g1XP_023872735.1pheromone-processing carboxypeptidase kex1-like [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN43262_c0_g3XP_015943010.1uncharacterized protein LOC107468236 [Arachis duranensis]Arachis_duranensis 35.20 0.00

TRINITY_DN43846_c0_g6XP_002505141.1predicted protein [Micromonas commoda]Micromonas_commoda 35.20 0.00

TRINITY_DN44267_c1_g1KXZ43981.1hypothetical protein GPECTOR_76g803 [Gonium pectorale]Gonium_pectorale 35.20 0.00

TRINITY_DN45472_c0_g1XP_001695416.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.20 0.00

TRINITY_DN45801_c0_g5XP_013645617.1uncharacterized protein LOC106350254 [Brassica napus]Brassica_napus 35.20 0.00

TRINITY_DN46096_c0_g1XP_011395527.1Beta-hexosaminidase subunit alpha [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.20 0.00

TRINITY_DN46138_c0_g1XP_023901889.1solute carrier family 25 member 40-like [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN46353_c0_g2GBF93993.11-phosphatidylinositol-3-phosphate 5-kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.20 0.00

TRINITY_DN46552_c0_g5GBG70050.1hypothetical protein CBR_g4878 [Chara braunii]Chara_braunii 35.20 0.00

TRINITY_DN46901_c0_g1GAX75040.1hypothetical protein CEUSTIGMA_g2484.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.20 0.00

TRINITY_DN46987_c0_g2XP_002948497.1hypothetical protein VOLCADRAFT_116897 [Volvox carteri f. nagariensis]Volvox_carteri 35.20 0.00

TRINITY_DN47186_c1_g2XP_023902956.1ATP-binding cassette sub-family D member 1-like [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN47931_c1_g8XP_023888820.1serine/threonine-protein phosphatase 2B catalytic subunit [Quercus suber]Quercus_suber 35.20 0.00

TRINITY_DN48881_c1_g1PNW86631.1hypothetical protein CHLRE_02g094450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.20 0.00

TRINITY_DN49032_c0_g6PNH08007.1Trafficking protein particle complex subunit 4 [Tetrabaena socialis]Tetrabaena_socialis 35.20 0.00

TRINITY_DN49080_c0_g3XP_009374847.1PREDICTED: DNA oxidative demethylase ALKBH2 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 35.20 0.00

TRINITY_DN49140_c0_g3XP_010266925.1PREDICTED: serine/threonine-protein kinase STY46 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 35.20 0.00



TRINITY_DN49331_c0_g4ATA62862.1putative zinc ion binding protein [Juniperus phoenicea]Juniperus_phoenicea 35.20 0.00

TRINITY_DN49354_c0_g1XP_013900462.1cytochrome P450 [Monoraphidium neglectum]Monoraphidium_neglectum 35.20 0.00

TRINITY_DN49866_c1_g2XP_011459087.1PREDICTED: RGS domain-containing serine/threonine-protein kinase A-like isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 35.20 0.00

TRINITY_DN50111_c0_g3RLN04145.1putative phospholipid-transporting ATPase 8 [Panicum miliaceum]Panicum_miliaceum 35.20 0.00

TRINITY_DN50615_c0_g1PNW76860.1hypothetical protein CHLRE_11g479200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.20 0.00

TRINITY_DN50845_c0_g1XP_018828368.1PREDICTED: tripeptidyl-peptidase 2-like [Juglans regia]Juglans_regia 35.20 0.00

TRINITY_DN50939_c0_g4AAT85663.1polyunsaturated fatty acid delta-5-desaturase [Marchantia polymorpha]Marchantia_polymorpha 35.20 0.00

TRINITY_DN50972_c0_g4GAQ80676.1hypothetical protein KFL_000590290 [Klebsormidium nitens]Klebsormidium_nitens 35.20 0.00

TRINITY_DN51238_c0_g3GAQ91048.1calcium-dependent phospholipid-binding Copine family protein [Klebsormidium nitens]Klebsormidium_nitens 35.20 0.00

TRINITY_DN52630_c3_g2XP_021863545.1uncharacterized protein LOC110802410 [Spinacia oleracea]Spinacia_oleracea 35.20 0.00

TRINITY_DN53139_c0_g1PWA79469.1trimeric LpxA-like protein [Artemisia annua]Artemisia_annua 35.20 0.00

TRINITY_DN53907_c0_g1XP_027336775.1uncharacterized protein LOC113850427 [Abrus precatorius]Abrus_precatorius 35.20 0.00

TRINITY_DN12543_c0_g1XP_002971606.1DNA replication complex GINS protein SLD5 [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN12898_c0_g1EPS66356.1hypothetical protein M569_08421, partial [Genlisea aurea]Genlisea_aurea 35.10 0.00

TRINITY_DN22816_c0_g1BAJ96636.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.10 0.00

TRINITY_DN23218_c0_g1XP_001690509.1NimA-related protein kinase 5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.10 0.00

TRINITY_DN26939_c0_g1GAQ81709.1hypothetical protein KFL_000880240 [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN27484_c0_g1XP_010276825.1PREDICTED: ELMO domain-containing protein A [Nelumbo nucifera]Nelumbo_nucifera 35.10 0.00

TRINITY_DN30353_c0_g1GAX76776.1hypothetical protein CEUSTIGMA_g4222.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN31870_c0_g1ABR17254.1unknown [Picea sitchensis]Picea_sitchensis 35.10 0.00

TRINITY_DN33778_c0_g1RWR71847.1biogenesis of lysosome-related organelles complex 1 subunit 1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 35.10 0.00

TRINITY_DN34026_c0_g1RWR94784.1ras-related protein RABC2a [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 35.10 0.00

TRINITY_DN34029_c0_g2XP_023911645.1rho-type GTPase-activating protein 1-like [Quercus suber]Quercus_suber 35.10 0.00

TRINITY_DN34297_c0_g1KZV17546.1multidrug resistance protein [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.10 0.00

TRINITY_DN34593_c1_g1PLY75569.1hypothetical protein LSAT_9X32220 [Lactuca sativa]Lactuca_sativa 35.10 0.00

TRINITY_DN34670_c0_g1EFJ31049.1hypothetical protein SELMODRAFT_89008 [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN35188_c0_g1KFK32337.1hypothetical protein AALP_AA6G228600 [Arabis alpina]Arabis_alpina 35.10 0.00

TRINITY_DN35332_c1_g4XP_001699103.1flagellar associated protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.10 0.00

TRINITY_DN35609_c0_g1PTQ30944.1hypothetical protein MARPO_0117s0012 [Marchantia polymorpha]Marchantia_polymorpha 35.10 0.00

TRINITY_DN35635_c0_g2GAQ78735.1alpha-amylase [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN35635_c0_g9XP_002499791.1predicted protein [Micromonas commoda]Micromonas_commoda 35.10 0.00

TRINITY_DN36412_c0_g3GAQ82062.1hypothetical protein KFL_000990110 [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN37068_c0_g1XP_005645127.1hypothetical protein COCSUDRAFT_57727 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 35.10 0.00

TRINITY_DN37196_c0_g1XP_002986108.2monothiol glutaredoxin-S17 [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN37359_c0_g3XP_009380078.1PREDICTED: probable cinnamyl alcohol dehydrogenase 9 [Musa acuminata subsp. malaccensis]Musa_acuminata 35.10 0.00

TRINITY_DN38336_c1_g1PRW55899.1kinase [Chlorella sorokiniana]Chlorella_sorokiniana 35.10 0.00

TRINITY_DN38357_c1_g5PWA58081.1protein kinase family protein [Artemisia annua]Artemisia_annua 35.10 0.00

TRINITY_DN38472_c0_g3XP_010047046.1PREDICTED: autophagy-related protein 18b [Eucalyptus grandis]Eucalyptus_grandis 35.10 0.00

TRINITY_DN38609_c0_g1PNH04000.1Proteasome assembly chaperone 2 [Tetrabaena socialis]Tetrabaena_socialis 35.10 0.00

TRINITY_DN38856_c0_g2XP_023899617.1uncharacterized protein LOC112011477 [Quercus suber]Quercus_suber 35.10 0.00

TRINITY_DN39114_c0_g1XP_002949649.1hypothetical protein VOLCADRAFT_117341 [Volvox carteri f. nagariensis]Volvox_carteri 35.10 0.00

TRINITY_DN39136_c0_g2XP_020165752.1BTB/POZ and MATH domain-containing protein 2-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 35.10 0.00

TRINITY_DN39344_c1_g2EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 35.10 0.00

TRINITY_DN40038_c0_g1KMZ60903.1CBL-interacting protein kinase 08 [Zostera marina]Zostera_marina 35.10 0.00

TRINITY_DN40210_c0_g1GAQ82936.1ABC transporter G family [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN40256_c0_g8GAQ92507.1hypothetical protein KFL_010340010 [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN40643_c0_g2XP_002963091.1SCY1-like protein 2 [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN41360_c1_g3GAX85783.1hypothetical protein CEUSTIGMA_g13198.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN42124_c0_g2XP_017438925.1PREDICTED: mitochondrial substrate carrier family protein P [Vigna angularis]Vigna_angularis 35.10 0.00

TRINITY_DN42186_c1_g11XP_002981890.1serine/threonine-protein kinase ATG1c [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN42471_c0_g1PSC73701.1NAD-dependent aldehyde dehydrogenase [Micractinium conductrix]Micractinium_conductrix 35.10 0.00

TRINITY_DN42849_c1_g9XP_007159070.1hypothetical protein PHAVU_002G205800g [Phaseolus vulgaris]Phaseolus_vulgaris 35.10 0.00

TRINITY_DN42878_c0_g1XP_001698912.1hypothetical protein CHLREDRAFT_205607 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.10 0.00

TRINITY_DN43938_c1_g1XP_024403848.1transcription factor 25-like [Physcomitrella patens]Physcomitrella_patens 35.10 0.00

TRINITY_DN44379_c0_g6GBG82681.1hypothetical protein CBR_g35046 [Chara braunii]Chara_braunii 35.10 0.00

TRINITY_DN44380_c1_g2XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 35.10 0.00

TRINITY_DN44433_c0_g2XP_025814404.1serine/threonine-protein kinase Aurora-2 [Panicum hallii]Panicum_hallii 35.10 0.00

TRINITY_DN44751_c0_g3GAX74660.1hypothetical protein CEUSTIGMA_g2108.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN44862_c0_g2GAQ81234.1Aminotransferase class-V domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 35.10 0.00

TRINITY_DN45184_c0_g4XP_020570588.1alkylated DNA repair protein alkB homolog 8 isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 35.10 0.00

TRINITY_DN45790_c0_g1GAX77467.1hypothetical protein CEUSTIGMA_g4911.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN46169_c0_g1GAX81076.1hypothetical protein CEUSTIGMA_g8511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN46625_c0_g1XP_002972719.1protein SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 35.10 0.00

TRINITY_DN46942_c0_g2BAK06922.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 35.10 0.00

TRINITY_DN47671_c0_g2XP_013892675.1hypothetical protein MNEG_14307 [Monoraphidium neglectum]Monoraphidium_neglectum 35.10 0.00

TRINITY_DN48395_c0_g8XP_023890365.1pre-mRNA-processing-splicing factor 8-like [Quercus suber]Quercus_suber 35.10 0.00



TRINITY_DN48402_c0_g6GBF96504.1hypothetical protein Rsub_09846 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.10 0.00

TRINITY_DN48433_c0_g5XP_006285376.1transcriptional adapter ADA2b isoform X1 [Capsella rubella]Capsella_rubella 35.10 0.00

TRINITY_DN48545_c0_g2XP_027184171.1LOW QUALITY PROTEIN: uncharacterized protein LOC113782478 [Coffea eugenioides]Coffea_eugenioides 35.10 0.00

TRINITY_DN49223_c0_g3PTQ36584.1hypothetical protein MARPO_0062s0011 [Marchantia polymorpha]Marchantia_polymorpha 35.10 0.00

TRINITY_DN49525_c2_g2KZV15279.1hypothetical protein F511_09367 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.10 0.00

TRINITY_DN49656_c1_g1PNW76789.1hypothetical protein CHLRE_11g476250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.10 0.00

TRINITY_DN49715_c0_g2PNH09773.1Sulfated surface glycoprotein [Tetrabaena socialis]Tetrabaena_socialis 35.10 0.00

TRINITY_DN50211_c0_g1PNH06788.1Chlorophyll a-b binding protein 8, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 35.10 0.00

TRINITY_DN50216_c0_g2XP_018486707.1PREDICTED: protein BROTHER of FT and TFL 1-like [Raphanus sativus]Raphanus_sativus 35.10 0.00

TRINITY_DN50243_c0_g5XP_019189114.1PREDICTED: tubulin-folding cofactor D [Ipomoea nil]Ipomoea_nil 35.10 0.00

TRINITY_DN50305_c0_g2XP_008800670.2LOW QUALITY PROTEIN: ubiquitin carboxyl-terminal hydrolase 9-like [Phoenix dactylifera]Phoenix_dactylifera 35.10 0.00

TRINITY_DN50528_c0_g1XP_002955828.1hypothetical protein VOLCADRAFT_96773 [Volvox carteri f. nagariensis]Volvox_carteri 35.10 0.00

TRINITY_DN50598_c0_g11CBI29214.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 35.10 0.00

TRINITY_DN51017_c1_g4PTQ39778.1hypothetical protein MARPO_0043s0035 [Marchantia polymorpha]Marchantia_polymorpha 35.10 0.00

TRINITY_DN51124_c1_g1GAX84018.1hypothetical protein CEUSTIGMA_g11443.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.10 0.00

TRINITY_DN52009_c0_g4XP_002947776.1hypothetical protein VOLCADRAFT_88000 [Volvox carteri f. nagariensis]Volvox_carteri 35.10 0.00

TRINITY_DN52214_c1_g3PON78660.1Metallo-beta-lactamase [Parasponia andersonii]Parasponia_andersonii 35.10 0.00

TRINITY_DN52644_c0_g1KXZ56031.1hypothetical protein GPECTOR_2g1583 [Gonium pectorale]Gonium_pectorale 35.10 0.00

TRINITY_DN52836_c0_g1XP_002948818.1hypothetical protein VOLCADRAFT_104023 [Volvox carteri f. nagariensis]Volvox_carteri 35.10 0.00

TRINITY_DN17086_c0_g1XP_012832795.1PREDICTED: cinnamoyl-CoA reductase 1-like [Erythranthe guttata]Erythranthe_guttata 35.00 0.00

TRINITY_DN2326_c0_g1PTQ36683.1hypothetical protein MARPO_0062s0094 [Marchantia polymorpha]Marchantia_polymorpha 35.00 0.00

TRINITY_DN27285_c0_g1XP_017248731.1PREDICTED: zinc finger CCCH domain-containing protein 11-like [Daucus carota subsp. sativus]Daucus_carota 35.00 0.00

TRINITY_DN29504_c0_g2XP_005651141.1putative actin related protein 2 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 35.00 0.00

TRINITY_DN31383_c0_g1GAX80280.1hypothetical protein CEUSTIGMA_g7718.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN31487_c0_g1KZV25292.1hypothetical protein F511_07424 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 35.00 0.00

TRINITY_DN31656_c0_g1XP_023900442.1GTP-binding protein rho2-like [Quercus suber]Quercus_suber 35.00 0.00

TRINITY_DN32659_c0_g1NP_001311680.1E3 ubiquitin-protein ligase RNF185-like [Capsicum annuum]Capsicum_annuum 35.00 0.00

TRINITY_DN33614_c0_g1XP_004306398.1PREDICTED: cystinosin homolog [Fragaria vesca subsp. vesca]Fragaria_vesca 35.00 0.00

TRINITY_DN33757_c0_g1PNW84678.1hypothetical protein CHLRE_03g154250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.00 0.00

TRINITY_DN34880_c0_g1XP_003057756.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 35.00 0.00

TRINITY_DN35737_c0_g7PRW50772.1Fanconi anemia group I [Chlorella sorokiniana]Chlorella_sorokiniana 35.00 0.00

TRINITY_DN35764_c1_g4GBG60729.1hypothetical protein CBR_g12467 [Chara braunii]Chara_braunii 35.00 0.00

TRINITY_DN35771_c0_g1PNW70067.1hypothetical protein CHLRE_17g704300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.00 0.00

TRINITY_DN35918_c1_g11XP_027345783.1probable serine protease EDA2 isoform X2 [Abrus precatorius]Abrus_precatorius 35.00 0.00

TRINITY_DN36319_c0_g2XP_013894417.1Histone deacetylase-like amidohydrolase [Monoraphidium neglectum]Monoraphidium_neglectum 35.00 0.00

TRINITY_DN36929_c0_g3GAX74044.1hypothetical protein CEUSTIGMA_g1494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN37349_c0_g1RVW52073.1Stomatin-like protein 2, mitochondrial [Vitis vinifera]Vitis_vinifera 35.00 0.00

TRINITY_DN37362_c0_g1XP_002979197.1mitochondrial adenine nucleotide transporter ADNT1 [Selaginella moellendorffii]Selaginella_moellendorffii 35.00 0.00

TRINITY_DN37460_c0_g1GAQ85806.1phosphatidylinositol-3, 4, 5-triphosphate 3-phosphatase [Klebsormidium nitens]Klebsormidium_nitens 35.00 0.00

TRINITY_DN37929_c0_g1AAO73552.1putative chromo-protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.00 0.00

TRINITY_DN38050_c0_g4GAX86120.1hypothetical protein CEUSTIGMA_g13533.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN38122_c0_g2OAE31294.1hypothetical protein AXG93_1962s1510 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.00 0.00

TRINITY_DN38679_c0_g1PNW87945.1hypothetical protein CHLRE_01g008000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.00 0.00

TRINITY_DN38691_c0_g1PRW58094.1GPN-loop GTPase 3 [Chlorella sorokiniana]Chlorella_sorokiniana 35.00 0.00

TRINITY_DN38700_c0_g4XP_002946256.1hypothetical protein VOLCADRAFT_86350 [Volvox carteri f. nagariensis]Volvox_carteri 35.00 0.00

TRINITY_DN39184_c0_g3OAE32490.1hypothetical protein AXG93_3242s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 35.00 0.00

TRINITY_DN39424_c0_g7XP_024368110.1rRNA-processing protein UTP23 homolog [Physcomitrella patens]Physcomitrella_patens 35.00 0.00

TRINITY_DN39467_c0_g3PKA46458.1hypothetical protein AXF42_Ash012590 [Apostasia shenzhenica]Apostasia_shenzhenica 35.00 0.00

TRINITY_DN40024_c0_g1GBF96838.1hypothetical protein Rsub_09694 [Raphidocelis subcapitata]Raphidocelis_subcapitata 35.00 0.00

TRINITY_DN40465_c0_g1XP_002953932.1hypothetical protein VOLCADRAFT_106190 [Volvox carteri f. nagariensis]Volvox_carteri 35.00 0.00

TRINITY_DN40497_c0_g1PNW82298.1hypothetical protein CHLRE_06g278187v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 35.00 0.00

TRINITY_DN41094_c1_g1GAX83109.1hypothetical protein CEUSTIGMA_g10535.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN41289_c0_g6GAX79974.1hypothetical protein CEUSTIGMA_g7413.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN41488_c0_g4ACF87335.1unknown [Zea mays]Zea_mays 35.00 0.00

TRINITY_DN41604_c0_g1KMZ72055.1THUMP domain-containing protein [Zostera marina]Zostera_marina 35.00 0.00

TRINITY_DN41702_c0_g2XP_010671463.1PREDICTED: protein BOBBER 1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.00 0.00

TRINITY_DN41729_c1_g2XP_017243491.1PREDICTED: RHOMBOID-like protein 3 [Daucus carota subsp. sativus]Daucus_carota 35.00 0.00

TRINITY_DN41730_c1_g6XP_026388447.1probable protein phosphatase 2C 2 [Papaver somniferum]Papaver_somniferum 35.00 0.00

TRINITY_DN41983_c0_g1GAX81772.1hypothetical protein CEUSTIGMA_g9200.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN42120_c0_g2PTQ28716.1hypothetical protein MARPO_0156s0016 [Marchantia polymorpha]Marchantia_polymorpha 35.00 0.00

TRINITY_DN42641_c0_g3GAX78082.1hypothetical protein CEUSTIGMA_g5524.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN42682_c0_g11XP_010488284.1PREDICTED: uncharacterized protein LOC104766149 [Camelina sativa]Camelina_sativa 35.00 0.00

TRINITY_DN42736_c0_g1XP_002950852.1hypothetical protein VOLCADRAFT_91252 [Volvox carteri f. nagariensis]Volvox_carteri 35.00 0.00

TRINITY_DN4279_c0_g1EFJ27745.1hypothetical protein SELMODRAFT_94618 [Selaginella moellendorffii]Selaginella_moellendorffii 35.00 0.00

TRINITY_DN43788_c1_g2XP_002947239.1hypothetical protein VOLCADRAFT_103320 [Volvox carteri f. nagariensis]Volvox_carteri 35.00 0.00

TRINITY_DN44166_c0_g3AGT17129.1embryogenesis-associated protein [Saccharum hybrid cultivar R570]Saccharum_hybrid_cultivar 35.00 0.00



TRINITY_DN44387_c0_g6GAX82073.1hypothetical protein CEUSTIGMA_g9501.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN45679_c2_g3GAX81956.1hypothetical protein CEUSTIGMA_g9384.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN45713_c1_g1XP_010683294.1PREDICTED: elongation factor 1-gamma 2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 35.00 0.00

TRINITY_DN46145_c0_g1RMZ57019.1hypothetical protein APUTEX25_002251 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 35.00 0.00

TRINITY_DN46226_c0_g2GAX79566.1hypothetical protein CEUSTIGMA_g7007.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN46342_c0_g1GAX75472.1hypothetical protein CEUSTIGMA_g2915.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN46496_c0_g1XP_023902737.1peroxide stress-activated histidine kinase mak3-like [Quercus suber]Quercus_suber 35.00 0.00

TRINITY_DN48182_c1_g2XP_020245554.1VAMP-like protein YKT61 isoform X2 [Asparagus officinalis]Asparagus_officinalis 35.00 0.00

TRINITY_DN48392_c0_g3XP_010457915.1PREDICTED: 17.8 kDa class I heat shock protein-like [Camelina sativa]Camelina_sativa 35.00 0.00

TRINITY_DN48975_c0_g1XP_023768331.1dynamin-related protein 5A-like [Lactuca sativa]Lactuca_sativa 35.00 0.00

TRINITY_DN49360_c1_g2GAX86141.1hypothetical protein CEUSTIGMA_g13554.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN49555_c0_g2GAX74727.1hypothetical protein CEUSTIGMA_g2174.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN49566_c0_g1XP_002950672.1hypothetical protein VOLCADRAFT_91086 [Volvox carteri f. nagariensis]Volvox_carteri 35.00 0.00

TRINITY_DN49731_c0_g1XP_020690269.1importin-5-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 35.00 0.00

TRINITY_DN50074_c0_g1KDD75013.1LEM3/CDC50 family protein [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 35.00 0.00

TRINITY_DN50334_c0_g1KXZ51614.1hypothetical protein GPECTOR_12g578 [Gonium pectorale]Gonium_pectorale 35.00 0.00

TRINITY_DN51590_c1_g4XP_024925447.1ADP-ribosylation factor 1-like [Ziziphus jujuba]Ziziphus_jujuba 35.00 0.00

TRINITY_DN51594_c1_g1PPR92750.1hypothetical protein GOBAR_AA27917 [Gossypium barbadense]Gossypium_barbadense 35.00 0.00

TRINITY_DN51708_c0_g3GAX77150.1hypothetical protein CEUSTIGMA_g4596.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN51900_c2_g2GAQ92442.1hypothetical protein KFL_010140020 [Klebsormidium nitens]Klebsormidium_nitens 35.00 0.00

TRINITY_DN52581_c5_g1GAX84454.1hypothetical protein CEUSTIGMA_g11874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 35.00 0.00

TRINITY_DN20496_c0_g1PSC73563.1Hydroxylamine reductase isoform C [Micractinium conductrix]Micractinium_conductrix 34.90 0.00

TRINITY_DN23774_c0_g2GAQ86025.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 34.90 0.00

TRINITY_DN30446_c0_g1XP_006343148.1PREDICTED: cyclin-A2-4-like [Solanum tuberosum]Solanum_tuberosum 34.90 0.00

TRINITY_DN30904_c0_g2XP_026426005.1high mobility group B protein 6-like [Papaver somniferum]Papaver_somniferum 34.90 0.00

TRINITY_DN32243_c0_g1PRW56435.1transport SFT2-like [Chlorella sorokiniana]Chlorella_sorokiniana 34.90 0.00

TRINITY_DN33664_c0_g1KNA03225.1hypothetical protein SOVF_211240 [Spinacia oleracea]Spinacia_oleracea 34.90 0.00

TRINITY_DN34675_c0_g1PNW71091.1hypothetical protein CHLRE_17g746247v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN34789_c0_g3PRW32579.1Cycloeucalenol cycloisomerase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 34.90 0.00

TRINITY_DN35038_c0_g1XP_002982741.12-oxoglutarate-Fe(II) type oxidoreductase hxnY isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 34.90 0.00

TRINITY_DN35389_c0_g8XP_009334459.1PREDICTED: serine/threonine-protein kinase STY46-like isoform X1 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 34.90 0.00

TRINITY_DN35661_c0_g1PRW59853.15 -nucleotidase [Chlorella sorokiniana]Chlorella_sorokiniana 34.90 0.00

TRINITY_DN35852_c0_g1PTQ31816.1hypothetical protein MARPO_0106s0017 [Marchantia polymorpha]Marchantia_polymorpha 34.90 0.00

TRINITY_DN36506_c0_g1XP_024381080.1glutathione S-transferase T1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 34.90 0.00

TRINITY_DN36887_c0_g7GAQ80206.1hypothetical protein KFL_000480470 [Klebsormidium nitens]Klebsormidium_nitens 34.90 0.00

TRINITY_DN37465_c0_g1XP_020203876.1U-box domain-containing protein 35-like [Cajanus cajan]Cajanus_cajan 34.90 0.00

TRINITY_DN37562_c0_g3XP_024367668.1glutamate--tRNA ligase, chloroplastic/mitochondrial-like [Physcomitrella patens]Physcomitrella_patens 34.90 0.00

TRINITY_DN3767_c0_g1XP_023880051.1probable cation-transporting ATPase C1672.11c [Quercus suber]Quercus_suber 34.90 0.00

TRINITY_DN37861_c1_g2XP_002502581.1hypothetical protein MICPUN_58724 [Micromonas commoda]Micromonas_commoda 34.90 0.00

TRINITY_DN38046_c0_g5GBF97256.1hypothetical protein Rsub_09947 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.90 0.00

TRINITY_DN39465_c0_g2XP_024360737.1tetratricopeptide repeat protein 5-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 34.90 0.00

TRINITY_DN39508_c0_g2XP_003591995.1embryogenesis-associated protein EMB8 [Medicago truncatula]Medicago_truncatula 34.90 0.00

TRINITY_DN39606_c1_g5PSC68433.1phosphorylase [Micractinium conductrix]Micractinium_conductrix 34.90 0.00

TRINITY_DN39693_c0_g2GAX73289.1hypothetical protein CEUSTIGMA_g743.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN39871_c0_g1GAX72962.1hypothetical protein CEUSTIGMA_g417.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN40018_c1_g2PNW84168.1hypothetical protein CHLRE_04g223900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN40908_c0_g7BAJ93178.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.90 0.00

TRINITY_DN41308_c0_g1GAQ81728.1Protein kinase-like [Klebsormidium nitens]Klebsormidium_nitens 34.90 0.00

TRINITY_DN41522_c1_g5XP_023929107.1serine/threonine-protein kinase tor2-like [Quercus suber]Quercus_suber 34.90 0.00

TRINITY_DN42345_c1_g1XP_024177168.1protein NEDD1 [Rosa chinensis]Rosa_chinensis 34.90 0.00

TRINITY_DN42823_c0_g2PNW72736.1hypothetical protein CHLRE_15g638551v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN43037_c1_g1XP_002947645.1hypothetical protein VOLCADRAFT_120505 [Volvox carteri f. nagariensis]Volvox_carteri 34.90 0.00

TRINITY_DN4307_c0_g1XP_023918941.1carrier protein YMC1, mitochondrial-like [Quercus suber]Quercus_suber 34.90 0.00

TRINITY_DN43349_c1_g1GAX80185.1hypothetical protein CEUSTIGMA_g7623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN43593_c2_g1RMZ54126.1hypothetical protein APUTEX25_005282, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 34.90 0.00

TRINITY_DN44055_c0_g5XP_004136253.1PREDICTED: neuroguidin [Cucumis sativus]Cucumis_sativus 34.90 0.00

TRINITY_DN44268_c1_g3KXZ55139.1hypothetical protein GPECTOR_3g29 [Gonium pectorale]Gonium_pectorale 34.90 0.00

TRINITY_DN44408_c0_g2KZV15445.1programmed cell death 8 (apoptosis-inducing factor) [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 34.90 0.00

TRINITY_DN44413_c1_g6KGN60062.1hypothetical protein Csa_3G874390 [Cucumis sativus]Cucumis_sativus 34.90 0.00

TRINITY_DN44505_c0_g4GBG93061.1hypothetical protein CBR_g58496 [Chara braunii]Chara_braunii 34.90 0.00

TRINITY_DN44777_c0_g1XP_024359670.1uncharacterized protein LOC112274415 isoform X3 [Physcomitrella patens]Physcomitrella_patens 34.90 0.00

TRINITY_DN45299_c0_g1KXZ45198.1hypothetical protein GPECTOR_57g488 [Gonium pectorale]Gonium_pectorale 34.90 0.00

TRINITY_DN45503_c0_g4KXZ55711.1DHC8 protein [Gonium pectorale]Gonium_pectorale 34.90 0.00

TRINITY_DN45505_c0_g8PNW78493.1hypothetical protein CHLRE_09g395200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN46082_c0_g3XP_009385957.1PREDICTED: probable protein arginine N-methyltransferase 6.2 [Musa acuminata subsp. malaccensis]Musa_acuminata 34.90 0.00

TRINITY_DN46390_c0_g3XP_002946559.1hypothetical protein VOLCADRAFT_86632 [Volvox carteri f. nagariensis]Volvox_carteri 34.90 0.00



TRINITY_DN46737_c0_g3PNH10445.1putative long-chain-alcohol O-fatty-acyltransferase 8 [Tetrabaena socialis]Tetrabaena_socialis 34.90 0.00

TRINITY_DN46830_c0_g8XP_017632967.1PREDICTED: CBL-interacting serine/threonine-protein kinase 14-like [Gossypium arboreum]Gossypium_arboreum 34.90 0.00

TRINITY_DN46844_c2_g3XP_023925376.1cullin-1-like [Quercus suber]Quercus_suber 34.90 0.00

TRINITY_DN46934_c0_g1BAJ96688.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.90 0.00

TRINITY_DN47215_c0_g4PTQ27624.1hypothetical protein MARPO_0189s0001 [Marchantia polymorpha]Marchantia_polymorpha 34.90 0.00

TRINITY_DN47477_c0_g2XP_013903298.1hypothetical protein MNEG_3680 [Monoraphidium neglectum]Monoraphidium_neglectum 34.90 0.00

TRINITY_DN48098_c0_g4XP_013680848.1ras-related protein RABA5c [Brassica napus]Brassica_napus 34.90 0.00

TRINITY_DN48203_c1_g4XP_016754152.1PREDICTED: CBL-interacting serine/threonine-protein kinase 20-like [Gossypium hirsutum]Gossypium_hirsutum 34.90 0.00

TRINITY_DN48377_c0_g5GAX76742.1hypothetical protein CEUSTIGMA_g4189.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN48463_c0_g1XP_001693430.1solanesyl diphosphate synthase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN48966_c0_g2GAX81325.1hypothetical protein CEUSTIGMA_g8756.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN49268_c1_g3RVW70653.1Retrovirus-related Pol polyprotein from transposon 17.6 [Vitis vinifera]Vitis_vinifera 34.90 0.00

TRINITY_DN49738_c1_g2GAX75393.1hypothetical protein CEUSTIGMA_g2837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN50284_c1_g1PNW86099.1hypothetical protein CHLRE_02g073250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.90 0.00

TRINITY_DN50357_c0_g5AIU49038.1LOS4, partial [Illicium henryi]Illicium_henryi 34.90 0.00

TRINITY_DN50492_c0_g4XP_020179835.1U3 small nucleolar RNA-associated protein 18 homolog [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 34.90 0.00

TRINITY_DN50805_c0_g3GBG00107.1hypothetical protein Rsub_12848 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.90 0.00

TRINITY_DN50923_c0_g1GAX77497.1hypothetical protein CEUSTIGMA_g4941.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN51392_c0_g5PRW56431.1Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asp aragine amidase [Chlorella sorokiniana]Chlorella_sorokiniana 34.90 0.00

TRINITY_DN51736_c0_g1PNH03819.1hypothetical protein TSOC_010085 [Tetrabaena socialis]Tetrabaena_socialis 34.90 0.00

TRINITY_DN52606_c3_g1XP_013906761.1hypothetical protein MNEG_0211 [Monoraphidium neglectum]Monoraphidium_neglectum 34.90 0.00

TRINITY_DN52612_c1_g1GAX76125.1hypothetical protein CEUSTIGMA_g3568.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.90 0.00

TRINITY_DN14418_c0_g1BAJ95402.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.80 0.00

TRINITY_DN14969_c0_g2XP_021305956.1uncharacterized protein LOC8081279 [Sorghum bicolor]Sorghum_bicolor 34.80 0.00

TRINITY_DN17006_c0_g2OAE25115.1hypothetical protein AXG93_3217s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.80 0.00

TRINITY_DN23835_c0_g1XP_024402122.1protein argonaute 4B-like [Physcomitrella patens]Physcomitrella_patens 34.80 0.00

TRINITY_DN27885_c1_g1XP_015957384.2LOW QUALITY PROTEIN: E3 ubiquitin-protein ligase UPL1-like [Arachis duranensis]Arachis_duranensis 34.80 0.00

TRINITY_DN31144_c0_g1PRW60250.1ser thr phosphatase family [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN31761_c0_g1XP_020594551.1LOW QUALITY PROTEIN: calcium-dependent protein kinase 3-like [Phalaenopsis equestris]Phalaenopsis_equestris 34.80 0.00

TRINITY_DN32791_c0_g2XP_010417828.1PREDICTED: probable ethanolamine kinase [Camelina sativa]Camelina_sativa 34.80 0.00

TRINITY_DN33106_c0_g2GBG92058.1hypothetical protein CBR_g54313 [Chara braunii]Chara_braunii 34.80 0.00

TRINITY_DN33526_c1_g1PHT83098.1hypothetical protein T459_11541 [Capsicum annuum]Capsicum_annuum 34.80 0.00

TRINITY_DN33766_c0_g2KXZ44781.1hypothetical protein GPECTOR_62g896 [Gonium pectorale]Gonium_pectorale 34.80 0.00

TRINITY_DN34816_c1_g3GAQ87417.1hypothetical protein KFL_003510110 [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN35201_c0_g1GAQ88885.1NAD-dependent epimerase/dehydratase [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN35364_c0_g1PRW61158.1GTPase Der [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN35811_c2_g6ACO50733.1NADH dehydrogenase subunit 4 (mitochondrion) [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.80 0.00

TRINITY_DN35862_c1_g4KXZ53246.1hypothetical protein GPECTOR_7g1140 [Gonium pectorale]Gonium_pectorale 34.80 0.00

TRINITY_DN36538_c2_g6GAQ80689.1Serine Threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN36620_c0_g1XP_020682177.1putative MO25-like protein At5g47540 isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 34.80 0.00

TRINITY_DN36729_c0_g1XP_016206039.1synaptotagmin-2-like [Arachis ipaensis]Arachis_ipaensis 34.80 0.00

TRINITY_DN37383_c0_g3XP_002946513.1hypothetical protein VOLCADRAFT_115914 [Volvox carteri f. nagariensis]Volvox_carteri 34.80 0.00

TRINITY_DN37448_c0_g5PRW59174.1calcium homeostasis endoplasmic reticulum isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN37468_c0_g8GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN37623_c1_g2PNW79650.1hypothetical protein CHLRE_08g361551v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.80 0.00

TRINITY_DN37700_c1_g1PNH11697.1Bifunctional apoptosis regulator [Tetrabaena socialis]Tetrabaena_socialis 34.80 0.00

TRINITY_DN38365_c1_g4PRW60243.1charged multivesicular body 1-like [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN38651_c0_g1XP_001699207.1Qc-SNARE protein, USE1 family [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.80 0.00

TRINITY_DN38952_c0_g3OAE18657.1hypothetical protein AXG93_3810s1280 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.80 0.00

TRINITY_DN39233_c0_g1GAQ86100.1cation efflux family protein [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN39432_c0_g1XP_002951570.1hypothetical protein VOLCADRAFT_92015 [Volvox carteri f. nagariensis]Volvox_carteri 34.80 0.00

TRINITY_DN39480_c0_g1XP_021738565.1phospholipase A-2-activating protein-like [Chenopodium quinoa]Chenopodium_quinoa 34.80 0.00

TRINITY_DN39492_c0_g1BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.80 0.00

TRINITY_DN39562_c0_g2KXZ50586.1hypothetical protein GPECTOR_16g761 [Gonium pectorale]Gonium_pectorale 34.80 0.00

TRINITY_DN40351_c1_g11XP_001417186.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.80 0.00

TRINITY_DN40579_c0_g3PIA36270.1hypothetical protein AQUCO_03400283v1 [Aquilegia coerulea]Aquilegia_coerulea 34.80 0.00

TRINITY_DN40764_c0_g7PRW56585.1Vacuolar sorting-associated 13A isoform C [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN40869_c0_g7XP_022956598.1RNA-binding protein 25-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 34.80 0.00

TRINITY_DN40995_c2_g3XP_013897114.1F-box protein SKIP5 [Monoraphidium neglectum]Monoraphidium_neglectum 34.80 0.00

TRINITY_DN41611_c0_g5GAX77840.1hypothetical protein CEUSTIGMA_g5282.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.80 0.00

TRINITY_DN41676_c0_g1XP_002953943.1hypothetical protein VOLCADRAFT_121243 [Volvox carteri f. nagariensis]Volvox_carteri 34.80 0.00

TRINITY_DN41965_c0_g2XP_006357228.1PREDICTED: phospholipid-transporting ATPase 3-like isoform X1 [Solanum tuberosum]Solanum_tuberosum 34.80 0.00

TRINITY_DN42267_c0_g5BAK02517.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.80 0.00

TRINITY_DN42390_c0_g2XP_022953570.1probable receptor-like protein kinase At4g39110 [Cucurbita moschata]Cucurbita_moschata 34.80 0.00

TRINITY_DN42610_c0_g1GAX77686.1hypothetical protein CEUSTIGMA_g5129.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.80 0.00

TRINITY_DN42617_c0_g5GAX75480.1hypothetical protein CEUSTIGMA_g2923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.80 0.00



TRINITY_DN42865_c1_g6PIA55620.1hypothetical protein AQUCO_00700139v1 [Aquilegia coerulea]Aquilegia_coerulea 34.80 0.00

TRINITY_DN43262_c1_g1PNH11466.1hypothetical protein TSOC_001719 [Tetrabaena socialis]Tetrabaena_socialis 34.80 0.00

TRINITY_DN43326_c0_g9AFK47672.1unknown [Medicago truncatula]Medicago_truncatula 34.80 0.00

TRINITY_DN43365_c0_g1GAX84397.1hypothetical protein CEUSTIGMA_g11819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.80 0.00

TRINITY_DN43397_c0_g4OAE19282.1hypothetical protein AXG93_909s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.80 0.00

TRINITY_DN43440_c1_g1XP_002947567.1hypothetical protein VOLCADRAFT_116468 [Volvox carteri f. nagariensis]Volvox_carteri 34.80 0.00

TRINITY_DN43513_c0_g3XP_001691087.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.80 0.00

TRINITY_DN43825_c1_g8XP_012489384.1PREDICTED: chloride channel protein CLC-c-like [Gossypium raimondii]Gossypium_raimondii 34.80 0.00

TRINITY_DN43944_c2_g7RWR87709.1ABC transporter B family member 11-like protein isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 34.80 0.00

TRINITY_DN43955_c0_g2XP_002946551.1ATM/ATR-like kinase [Volvox carteri f. nagariensis]Volvox_carteri 34.80 0.00

TRINITY_DN44108_c0_g3RWR94741.1putative E3 ubiquitin-protein ligase LUL4 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 34.80 0.00

TRINITY_DN44930_c0_g9XP_005849973.1hypothetical protein CHLNCDRAFT_141868 [Chlorella variabilis]Chlorella_variabilis 34.80 0.00

TRINITY_DN45191_c0_g3XP_023878837.1uncharacterized protein C19F5.03-like [Quercus suber]Quercus_suber 34.80 0.00

TRINITY_DN45479_c1_g1GAX82852.1hypothetical protein CEUSTIGMA_g10278.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.80 0.00

TRINITY_DN45758_c0_g2RYR10172.1hypothetical protein Ahy_B05g078649 isoform A [Arachis hypogaea]Arachis_hypogaea 34.80 0.00

TRINITY_DN46105_c0_g3PSC69443.1arginine methyltransferase [Micractinium conductrix]Micractinium_conductrix 34.80 0.00

TRINITY_DN46178_c0_g4RID50338.1hypothetical protein BRARA_H01075 [Brassica rapa]Brassica_rapa 34.80 0.00

TRINITY_DN47367_c0_g2XP_005648685.1DnaJ-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.80 0.00

TRINITY_DN48206_c0_g2XP_024400265.1calpain-type cysteine protease DEK1-like [Physcomitrella patens]Physcomitrella_patens 34.80 0.00

TRINITY_DN48327_c0_g2RZC00664.1Calcium-transporting ATPase 9, plasma membrane-type isoform A [Glycine soja]Glycine_soja 34.80 0.00

TRINITY_DN48493_c0_g4XP_002867300.1pathogenesis-related protein PRB1-3 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 34.80 0.00

TRINITY_DN49115_c2_g1GAQ80969.1M13 family peptidase [Klebsormidium nitens]Klebsormidium_nitens 34.80 0.00

TRINITY_DN51054_c0_g1PRW59001.15 -3 exoribonuclease 1 [Chlorella sorokiniana]Chlorella_sorokiniana 34.80 0.00

TRINITY_DN51075_c1_g1RMZ55176.1hypothetical protein APUTEX25_005454, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 34.80 0.00

TRINITY_DN51075_c1_g3AIU41625.1ABC transporter family protein [Hevea brasiliensis]Hevea_brasiliensis 34.80 0.00

TRINITY_DN13863_c0_g1OWM63830.1hypothetical protein CDL15_Pgr006092 [Punica granatum]Punica_granatum 34.70 0.00

TRINITY_DN25158_c0_g1OAE25971.1hypothetical protein AXG93_1712s1510 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.70 0.00

TRINITY_DN25348_c0_g1XP_025791756.1serine/threonine-protein kinase ATG1c-like isoform X2 [Panicum hallii]Panicum_hallii 34.70 0.00

TRINITY_DN26196_c0_g2OAE29578.1hypothetical protein AXG93_702s1320 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.70 0.00

TRINITY_DN31918_c0_g1XP_021673793.1tetraketide alpha-pyrone reductase 1-like [Hevea brasiliensis]Hevea_brasiliensis 34.70 0.00

TRINITY_DN32195_c0_g2XP_012081353.1probable ubiquitin-like-specific protease 2A isoform X1 [Jatropha curcas]Jatropha_curcas 34.70 0.00

TRINITY_DN32769_c0_g1KXZ43020.1hypothetical protein GPECTOR_106g114 [Gonium pectorale]Gonium_pectorale 34.70 0.00

TRINITY_DN33384_c0_g1XP_023926182.1DNA mismatch repair protein msh-2-like [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN33536_c0_g1AML79306.1putative LOV domain-containing protein [Prasinococcus capsulatus]Prasinococcus_capsulatus 34.70 0.00

TRINITY_DN34093_c0_g1XP_011624406.1BTB/POZ and MATH domain-containing protein 4 [Amborella trichopoda]Amborella_trichopoda 34.70 0.00

TRINITY_DN34140_c0_g1GAQ91651.1hypothetical protein KFL_008260030 [Klebsormidium nitens]Klebsormidium_nitens 34.70 0.00

TRINITY_DN34285_c0_g1XP_015629405.1mitochondrial import inner membrane translocase subunit TIM17-1 isoform X3 [Oryza sativa Japonica Group]Oryza_sativa 34.70 0.00

TRINITY_DN34516_c0_g1PSC76800.1alpha beta-hydrolase [Micractinium conductrix]Micractinium_conductrix 34.70 0.00

TRINITY_DN34899_c0_g1PPD81087.1hypothetical protein GOBAR_DD21982 [Gossypium barbadense]Gossypium_barbadense 34.70 0.00

TRINITY_DN36220_c1_g9EMS51360.1WD and tetratricopeptide repeats protein 1 [Triticum urartu]Triticum_urartu 34.70 0.00

TRINITY_DN36314_c0_g1GBG88259.1hypothetical protein CBR_g46825 [Chara braunii]Chara_braunii 34.70 0.00

TRINITY_DN3660_c0_g1XP_002446484.1histone-lysine N-methyltransferase ASHH1 isoform X1 [Sorghum bicolor]Sorghum_bicolor 34.70 0.00

TRINITY_DN36801_c0_g1XP_017237224.1PREDICTED: zinc finger AN1 and C2H2 domain-containing stress-associated protein 13 [Daucus carota subsp. sativus]Daucus_carota 34.70 0.00

TRINITY_DN36852_c0_g1XP_023888690.1protein btn-1-like [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN37187_c1_g12XP_020244018.1rac-like GTP-binding protein RAC2 [Asparagus officinalis]Asparagus_officinalis 34.70 0.00

TRINITY_DN37284_c0_g5KJB41909.1hypothetical protein B456_007G127600 [Gossypium raimondii]Gossypium_raimondii 34.70 0.00

TRINITY_DN37522_c1_g3XP_023877281.1ubiquitin-conjugating enzyme E2 35-like [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN37607_c0_g4XP_022865401.1calcineurin B-like protein 10 [Olea europaea var. sylvestris]Olea_europaea 34.70 0.00

TRINITY_DN37615_c0_g2EFJ20520.1hypothetical protein SELMODRAFT_443867 [Selaginella moellendorffii]Selaginella_moellendorffii 34.70 0.00

TRINITY_DN37858_c0_g5GAQ87866.1sphingomyelin phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 34.70 0.00

TRINITY_DN38025_c1_g3RAL39094.1hypothetical protein DM860_011580 [Cuscuta australis]Cuscuta_australis 34.70 0.00

TRINITY_DN38430_c1_g3PNH12661.1Acyl-protein thioesterase 1 [Tetrabaena socialis]Tetrabaena_socialis 34.70 0.00

TRINITY_DN38849_c0_g1XP_003061474.1Aspartate/tyrosine/aromatic aminotransferase [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.70 0.00

TRINITY_DN39056_c0_g2PIN13672.1Zuotin [Handroanthus impetiginosus]Handroanthus_impetiginosus 34.70 0.00

TRINITY_DN39063_c2_g1OAE24418.1hypothetical protein AXG93_4530s1200 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.70 0.00

TRINITY_DN39770_c1_g3XP_024365260.1serine/threonine-protein kinase AtPK2/AtPK19-like [Physcomitrella patens]Physcomitrella_patens 34.70 0.00

TRINITY_DN39826_c0_g5XP_001418489.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.70 0.00

TRINITY_DN40573_c0_g3XP_023889176.1alpha-actinin-like protein 1 [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN41128_c0_g1EFJ37202.1hypothetical protein SELMODRAFT_403379 [Selaginella moellendorffii]Selaginella_moellendorffii 34.70 0.00

TRINITY_DN41253_c0_g2XP_002951892.1hypothetical protein VOLCADRAFT_92526 [Volvox carteri f. nagariensis]Volvox_carteri 34.70 0.00

TRINITY_DN41678_c0_g2GAX80924.1hypothetical protein CEUSTIGMA_g8359.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN42016_c0_g1GAX75920.1hypothetical protein CEUSTIGMA_g3363.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN42627_c0_g4XP_005645436.1hypothetical protein COCSUDRAFT_67285 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.70 0.00

TRINITY_DN42686_c0_g4GAQ86359.1exoribonuclease [Klebsormidium nitens]Klebsormidium_nitens 34.70 0.00

TRINITY_DN43326_c0_g1XP_020275124.1uncharacterized protein C6C3.02c-like isoform X2 [Asparagus officinalis]Asparagus_officinalis 34.70 0.00

TRINITY_DN43642_c0_g5GBG59058.1hypothetical protein CBR_g24404 [Chara braunii]Chara_braunii 34.70 0.00



TRINITY_DN43668_c0_g2GAX79861.1hypothetical protein CEUSTIGMA_g7301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN44400_c1_g3OAE27627.1hypothetical protein AXG93_2520s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.70 0.00

TRINITY_DN44703_c0_g6XP_002314099.3phosphoinositide phospholipase C 1 isoform X1 [Populus trichocarpa]Populus_trichocarpa 34.70 0.00

TRINITY_DN44960_c0_g1XP_002953442.1hypothetical protein VOLCADRAFT_94255 [Volvox carteri f. nagariensis]Volvox_carteri 34.70 0.00

TRINITY_DN45014_c1_g5OMO58898.1hypothetical protein CCACVL1_25275 [Corchorus capsularis]Corchorus_capsularis 34.70 0.00

TRINITY_DN45678_c0_g2GAX72674.1hypothetical protein CEUSTIGMA_g130.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN45738_c1_g9OAE25558.1hypothetical protein AXG93_2022s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.70 0.00

TRINITY_DN46278_c0_g1XP_027065208.1mRNA-decapping enzyme-like protein [Coffea arabica]Coffea_arabica 34.70 0.00

TRINITY_DN46316_c0_g2XP_006837325.1anaphase-promoting complex subunit 8 [Amborella trichopoda]Amborella_trichopoda 34.70 0.00

TRINITY_DN46988_c0_g1XP_001420306.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.70 0.00

TRINITY_DN47091_c0_g3XP_021764254.1ankyrin-1-like [Chenopodium quinoa]Chenopodium_quinoa 34.70 0.00

TRINITY_DN47154_c0_g1XP_023871853.1DNA repair and recombination protein RAD54B-like [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN47306_c0_g2XP_024391117.1ATP-dependent RNA helicase eIF4A-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 34.70 0.00

TRINITY_DN47543_c1_g13XP_020187207.1protein transport protein Sec24-like CEF [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 34.70 0.00

TRINITY_DN47717_c0_g1PNW77589.1hypothetical protein CHLRE_10g443350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.70 0.00

TRINITY_DN48203_c1_g5XP_021729694.1CBL-interacting serine/threonine-protein kinase 6-like [Chenopodium quinoa]Chenopodium_quinoa 34.70 0.00

TRINITY_DN48203_c1_g9VDD57848.1unnamed protein product [Brassica oleracea]Brassica_oleracea 34.70 0.00

TRINITY_DN48360_c0_g4PKA66564.1Serine/threonine-protein kinase CTR1 [Apostasia shenzhenica]Apostasia_shenzhenica 34.70 0.00

TRINITY_DN48450_c0_g1GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN48718_c0_g5GBF94592.1hypothetical protein Rsub_06707 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.70 0.00

TRINITY_DN48952_c1_g1XP_002946702.1hypothetical protein VOLCADRAFT_120346 [Volvox carteri f. nagariensis]Volvox_carteri 34.70 0.00

TRINITY_DN48952_c1_g2XP_013895999.1hypothetical protein MNEG_10985 [Monoraphidium neglectum]Monoraphidium_neglectum 34.70 0.00

TRINITY_DN49860_c0_g3BAK01777.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.70 0.00

TRINITY_DN50732_c0_g2XP_023871071.1uncharacterized protein LOC111983641 [Quercus suber]Quercus_suber 34.70 0.00

TRINITY_DN50780_c0_g2PRW61266.1DNAJ heat shock N-terminal domain-containing [Chlorella sorokiniana]Chlorella_sorokiniana 34.70 0.00

TRINITY_DN50928_c0_g2GAX74504.1hypothetical protein CEUSTIGMA_g1953.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN51391_c1_g3GBF96601.1hypothetical protein Rsub_09347 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.70 0.00

TRINITY_DN52020_c0_g1GAX74225.1hypothetical protein CEUSTIGMA_g1674.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.70 0.00

TRINITY_DN6041_c0_g2PWA93176.1Protein kinase, ATP binding site-containing protein [Artemisia annua]Artemisia_annua 34.70 0.00

TRINITY_DN12148_c0_g1KMZ59491.1E3 ubiquitin-protein ligase, ATL family [Zostera marina]Zostera_marina 34.60 0.00

TRINITY_DN1924_c0_g1XP_024391109.1uncharacterized protein LOC112289776 [Physcomitrella patens]Physcomitrella_patens 34.60 0.00

TRINITY_DN1983_c0_g1XP_012827810.1PREDICTED: serine carboxypeptidase-like 50 [Erythranthe guttata]Erythranthe_guttata 34.60 0.00

TRINITY_DN26902_c0_g1GBF92932.1cytochrome P450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.60 0.00

TRINITY_DN28548_c0_g2OAE32485.1hypothetical protein AXG93_3242s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.60 0.00

TRINITY_DN29559_c0_g1PSC69933.1Copper homeostasis [Micractinium conductrix]Micractinium_conductrix 34.60 0.00

TRINITY_DN32077_c1_g3GAX78658.1hypothetical protein CEUSTIGMA_g6096.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN32299_c0_g1GBG91147.1hypothetical protein CBR_g52028 [Chara braunii]Chara_braunii 34.60 0.00

TRINITY_DN32736_c0_g1XP_010446189.1PREDICTED: calcium-dependent protein kinase 11-like [Camelina sativa]Camelina_sativa 34.60 0.00

TRINITY_DN34158_c0_g7GAX83898.1hypothetical protein CEUSTIGMA_g11322.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN34322_c0_g1PLY97708.1hypothetical protein LSAT_8X5421 [Lactuca sativa]Lactuca_sativa 34.60 0.00

TRINITY_DN34442_c0_g1XP_021743769.1actin-7-like [Chenopodium quinoa]Chenopodium_quinoa 34.60 0.00

TRINITY_DN34585_c0_g1XP_007513625.1PHD transcription factor [Bathycoccus prasinos]Bathycoccus_prasinos 34.60 0.00

TRINITY_DN34913_c0_g2XP_017216817.1PREDICTED: DNA-directed RNA polymerase III subunit RPC5-like [Daucus carota subsp. sativus]Daucus_carota 34.60 0.00

TRINITY_DN35696_c0_g3XP_007509050.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 34.60 0.00

TRINITY_DN35815_c1_g2XP_015946413.1peroxisome biogenesis factor 10 [Arachis duranensis]Arachis_duranensis 34.60 0.00

TRINITY_DN35975_c1_g7XP_021740355.1probable ubiquitin-like-specific protease 2B isoform X3 [Chenopodium quinoa]Chenopodium_quinoa 34.60 0.00

TRINITY_DN36279_c0_g1XP_005846416.1hypothetical protein CHLNCDRAFT_135528 [Chlorella variabilis]Chlorella_variabilis 34.60 0.00

TRINITY_DN37253_c0_g5PRW61266.1DNAJ heat shock N-terminal domain-containing [Chlorella sorokiniana]Chlorella_sorokiniana 34.60 0.00

TRINITY_DN37601_c0_g4XP_027368875.1very-long-chain 3-oxoacyl-CoA reductase-like protein At1g24470 [Abrus precatorius]Abrus_precatorius 34.60 0.00

TRINITY_DN37921_c0_g3OMO73191.1hypothetical protein CCACVL1_17424 [Corchorus capsularis]Corchorus_capsularis 34.60 0.00

TRINITY_DN38012_c2_g8GAX80386.1hypothetical protein CEUSTIGMA_g7825.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN38177_c0_g1PNW84275.1hypothetical protein CHLRE_04g227800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.60 0.00

TRINITY_DN38205_c2_g6KXZ54073.1hypothetical protein GPECTOR_5g18 [Gonium pectorale]Gonium_pectorale 34.60 0.00

TRINITY_DN38457_c0_g1XP_020549077.1LETM1 and EF-hand domain-containing protein 1, mitochondrial isoform X2 [Sesamum indicum]Sesamum_indicum 34.60 0.00

TRINITY_DN38511_c0_g2GBF92692.1hypothetical protein Rsub_05061 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.60 0.00

TRINITY_DN38812_c0_g4GAQ91048.1calcium-dependent phospholipid-binding Copine family protein [Klebsormidium nitens]Klebsormidium_nitens 34.60 0.00

TRINITY_DN38875_c0_g5OWM69130.1hypothetical protein CDL15_Pgr025317 [Punica granatum]Punica_granatum 34.60 0.00

TRINITY_DN38883_c0_g3BAK02199.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.60 0.00

TRINITY_DN38884_c0_g4XP_023909934.1cell division control protein 25-like [Quercus suber]Quercus_suber 34.60 0.00

TRINITY_DN39615_c1_g3GAX84576.1hypothetical protein CEUSTIGMA_g11997.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN40446_c2_g5EFJ09634.1hypothetical protein SELMODRAFT_129597 [Selaginella moellendorffii]Selaginella_moellendorffii 34.60 0.00

TRINITY_DN40601_c0_g3GBF88102.1hypothetical protein Rsub_00814 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.60 0.00

TRINITY_DN40643_c0_g4XP_002980242.1SCY1-like protein 2 [Selaginella moellendorffii]Selaginella_moellendorffii 34.60 0.00

TRINITY_DN41190_c1_g1KXZ48406.1hypothetical protein GPECTOR_28g813 [Gonium pectorale]Gonium_pectorale 34.60 0.00

TRINITY_DN41723_c0_g2XP_005849840.1hypothetical protein CHLNCDRAFT_56079 [Chlorella variabilis]Chlorella_variabilis 34.60 0.00

TRINITY_DN41761_c0_g1GAQ89894.1hypothetical protein KFL_005740050 [Klebsormidium nitens]Klebsormidium_nitens 34.60 0.00



TRINITY_DN41834_c0_g5XP_006645862.1PREDICTED: importin subunit alpha-1b-like [Oryza brachyantha]Oryza_brachyantha 34.60 0.00

TRINITY_DN41966_c0_g3PNW73070.1hypothetical protein CHLRE_14g617700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.60 0.00

TRINITY_DN42316_c0_g2PNW69893.1hypothetical protein CHLRE_17g697150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.60 0.00

TRINITY_DN42354_c1_g6XP_013896244.1hypothetical protein MNEG_10739 [Monoraphidium neglectum]Monoraphidium_neglectum 34.60 0.00

TRINITY_DN42712_c0_g6PTQ36290.1hypothetical protein MARPO_0065s0086 [Marchantia polymorpha]Marchantia_polymorpha 34.60 0.00

TRINITY_DN42774_c1_g2PNR60134.1hypothetical protein PHYPA_002927 [Physcomitrella patens]Physcomitrella_patens 34.60 0.00

TRINITY_DN43590_c0_g2KXZ50060.1hypothetical protein GPECTOR_18g4 [Gonium pectorale]Gonium_pectorale 34.60 0.00

TRINITY_DN44314_c0_g1PNH11580.1Serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit gamma [Tetrabaena socialis]Tetrabaena_socialis 34.60 0.00

TRINITY_DN44363_c0_g3XP_020247868.1uncharacterized protein LOC109825422 [Asparagus officinalis]Asparagus_officinalis 34.60 0.00

TRINITY_DN44440_c1_g3GAX73278.1hypothetical protein CEUSTIGMA_g732.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00



TRINITY_DN45193_c0_g1XP_005648212.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.60 0.00

TRINITY_DN45376_c0_g1XP_013904730.1hypothetical protein MNEG_2243 [Monoraphidium neglectum]Monoraphidium_neglectum 34.60 0.00

TRINITY_DN46150_c0_g3XP_002947801.1hypothetical protein VOLCADRAFT_109637 [Volvox carteri f. nagariensis]Volvox_carteri 34.60 0.00

TRINITY_DN46151_c0_g4XP_024545267.1gem-associated protein 2 [Selaginella moellendorffii]Selaginella_moellendorffii 34.60 0.00

TRINITY_DN46227_c0_g2GAX82819.1hypothetical protein CEUSTIGMA_g10245.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN46407_c1_g1GAX74638.1hypothetical protein CEUSTIGMA_g2086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN47033_c1_g3GAX83733.1hypothetical protein CEUSTIGMA_g11158.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN47077_c0_g1GAX75953.1hypothetical protein CEUSTIGMA_g3396.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN47180_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.60 0.00

TRINITY_DN47789_c0_g6GAX78420.1hypothetical protein CEUSTIGMA_g5862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN48272_c2_g5PWA87868.1multiple myeloma tumor-associated protein 2 [Artemisia annua]Artemisia_annua 34.60 0.00

TRINITY_DN48402_c0_g9GBF96504.1hypothetical protein Rsub_09846 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.60 0.00

TRINITY_DN48897_c1_g1GBG64284.1hypothetical protein CBR_g41204 [Chara braunii]Chara_braunii 34.60 0.00

TRINITY_DN49615_c0_g5GAX76701.1hypothetical protein CEUSTIGMA_g4147.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN50018_c0_g1GAX81919.1hypothetical protein CEUSTIGMA_g9347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.60 0.00

TRINITY_DN50705_c0_g6XP_002952127.1hypothetical protein VOLCADRAFT_92718 [Volvox carteri f. nagariensis]Volvox_carteri 34.60 0.00

TRINITY_DN51064_c1_g6XP_013905756.1putative urea active transporter 1 [Monoraphidium neglectum]Monoraphidium_neglectum 34.60 0.00

TRINITY_DN52042_c0_g1PNW77025.1hypothetical protein CHLRE_10g419200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.60 0.00

TRINITY_DN8489_c0_g1XP_003061029.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.60 0.00

TRINITY_DN25158_c0_g2OAE25971.1hypothetical protein AXG93_1712s1510 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.50 0.00

TRINITY_DN27235_c0_g2GAQ82371.1GTPase activating protein [Klebsormidium nitens]Klebsormidium_nitens 34.50 0.00

TRINITY_DN28874_c0_g1RHN39974.1putative small GTPase superfamily, P-loop containing nucleoside triphosphate hydrolase [Medicago truncatula]Medicago_truncatula 34.50 0.00

TRINITY_DN29579_c0_g1KXZ43308.1hypothetical protein GPECTOR_95g697 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN31697_c0_g1XP_021720530.1leucine-rich repeat-containing protein 40-like [Chenopodium quinoa]Chenopodium_quinoa 34.50 0.00

TRINITY_DN32108_c0_g1KDO66095.1hypothetical protein CISIN_1g022265mg [Citrus sinensis]Citrus_sinensis 34.50 0.00

TRINITY_DN32239_c0_g1GAQ81947.1hypothetical protein KFL_000950230 [Klebsormidium nitens]Klebsormidium_nitens 34.50 0.00

TRINITY_DN32380_c0_g1PHT85503.126S proteasome non-ATPase regulatory subunit 13 -like protein B [Capsicum annuum]Capsicum_annuum 34.50 0.00

TRINITY_DN32672_c0_g1GAX74136.1hypothetical protein CEUSTIGMA_g1585.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN33538_c0_g1XP_002505503.1predicted protein [Micromonas commoda]Micromonas_commoda 34.50 0.00

TRINITY_DN34988_c0_g1EFJ31049.1hypothetical protein SELMODRAFT_89008 [Selaginella moellendorffii]Selaginella_moellendorffii 34.50 0.00

TRINITY_DN35696_c0_g2XP_010436810.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN11-like [Camelina sativa]Camelina_sativa 34.50 0.00

TRINITY_DN36769_c0_g1GAV64616.1PB1 domain-containing protein/ZZ domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 34.50 0.00

TRINITY_DN36947_c1_g1XP_023901491.1uncharacterized protein LOC112013327 [Quercus suber]Quercus_suber 34.50 0.00

TRINITY_DN37258_c0_g1XP_021627853.1lysosomal Pro-X carboxypeptidase-like [Manihot esculenta]Manihot_esculenta 34.50 0.00

TRINITY_DN37390_c0_g5ADE76687.1unknown [Picea sitchensis]Picea_sitchensis 34.50 0.00

TRINITY_DN37864_c0_g6XP_010916125.1PREDICTED: ABC transporter B family member 9-like isoform X2 [Elaeis guineensis]Elaeis_guineensis 34.50 0.00

TRINITY_DN37994_c0_g1GBG82820.1hypothetical protein CBR_g36351 [Chara braunii]Chara_braunii 34.50 0.00

TRINITY_DN38178_c0_g4KXZ41383.1hypothetical protein GPECTOR_506g472 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN38710_c0_g3KXZ47488.1hypothetical protein GPECTOR_35g926 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN38725_c1_g5XP_023871034.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 34.50 0.00

TRINITY_DN39880_c0_g1XP_023910114.1protein app1-like [Quercus suber]Quercus_suber 34.50 0.00

TRINITY_DN39989_c0_g2GAX85390.1hypothetical protein CEUSTIGMA_g12806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN40321_c0_g2XP_005848617.1hypothetical protein CHLNCDRAFT_144120 [Chlorella variabilis]Chlorella_variabilis 34.50 0.00

TRINITY_DN40540_c0_g5XP_009132803.1PREDICTED: probable glutathione peroxidase 2 [Brassica rapa]Brassica_rapa 34.50 0.00

TRINITY_DN40884_c0_g6PNR50004.1hypothetical protein PHYPA_011901 [Physcomitrella patens]Physcomitrella_patens 34.50 0.00

TRINITY_DN40990_c1_g1XP_002991532.1cyclin-dependent kinase C-3 [Selaginella moellendorffii]Selaginella_moellendorffii 34.50 0.00

TRINITY_DN41111_c0_g3XP_001691926.1component of the exocyst complex, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.50 0.00

TRINITY_DN41453_c0_g1GAX79306.1hypothetical protein CEUSTIGMA_g6747.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN41502_c1_g5XP_009618006.1PREDICTED: poly [ADP-ribose] polymerase 2 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 34.50 0.00

TRINITY_DN42874_c2_g6XP_016666712.1PREDICTED: kelch domain-containing protein 3-like isoform X5 [Gossypium hirsutum]Gossypium_hirsutum 34.50 0.00

TRINITY_DN42892_c0_g1GAX83518.1hypothetical protein CEUSTIGMA_g10943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN42914_c0_g7XP_024443033.111-beta-hydroxysteroid dehydrogenase-like 4A [Populus trichocarpa]Populus_trichocarpa 34.50 0.00

TRINITY_DN44218_c0_g1XP_006394945.1uncharacterized protein LOC18011787 [Eutrema salsugineum]Eutrema_salsugineum 34.50 0.00

TRINITY_DN44516_c2_g2XP_001418703.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.50 0.00

TRINITY_DN44765_c2_g1OEL34482.1hypothetical protein BAE44_0004499 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 34.50 0.00

TRINITY_DN45951_c1_g7XP_004296971.1PREDICTED: uncharacterized protein LOC101299950 [Fragaria vesca subsp. vesca]Fragaria_vesca 34.50 0.00

TRINITY_DN46008_c1_g8KZV46855.1hypothetical protein F511_08616 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 34.50 0.00

TRINITY_DN46793_c0_g3GAX77579.1hypothetical protein CEUSTIGMA_g5023.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN47033_c1_g2GAX83734.1hypothetical protein CEUSTIGMA_g11159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN47240_c0_g3XP_003062066.1voltage-gated ion channel superfamily, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.50 0.00

TRINITY_DN47684_c0_g1XP_012574681.1protein DETOXIFICATION 16-like [Cicer arietinum]Cicer_arietinum 34.50 0.00

TRINITY_DN48019_c0_g5XP_015898861.1TLD domain-containing protein 1 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 34.50 0.00

TRINITY_DN48077_c0_g1XP_002502940.1predicted protein [Micromonas commoda]Micromonas_commoda 34.50 0.00

TRINITY_DN48135_c1_g3OMO74958.1Zinc finger, RanBP2-type [Corchorus olitorius]Corchorus_olitorius 34.50 0.00

TRINITY_DN48141_c1_g4KXZ47757.1hypothetical protein GPECTOR_33g639 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN48321_c0_g2XP_002504645.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 34.50 0.00



TRINITY_DN48343_c1_g5NP_001237016.1phosphoenolpyruvate-carboxylase kinase [Glycine max]Glycine_max 34.50 0.00

TRINITY_DN48567_c0_g1PNH12852.1hypothetical protein TSOC_000191 [Tetrabaena socialis]Tetrabaena_socialis 34.50 0.00

TRINITY_DN48682_c0_g3GAX80199.1hypothetical protein CEUSTIGMA_g7637.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN49316_c0_g1XP_025817121.1probable NADPH:quinone oxidoreductase 2 [Panicum hallii]Panicum_hallii 34.50 0.00

TRINITY_DN49364_c0_g1XP_001701651.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.50 0.00

TRINITY_DN49508_c0_g2GAQ90902.1hypothetical protein KFL_007000010 [Klebsormidium nitens]Klebsormidium_nitens 34.50 0.00

TRINITY_DN49654_c0_g3GAX77149.1hypothetical protein CEUSTIGMA_g4595.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN50017_c0_g2XP_005649932.1DUF1740-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.50 0.00

TRINITY_DN5040_c0_g1OWM66448.1hypothetical protein CDL15_Pgr013665 [Punica granatum]Punica_granatum 34.50 0.00

TRINITY_DN50951_c0_g4KXZ50242.1hypothetical protein GPECTOR_17g880 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN51155_c1_g5CAA74646.1putative serine/threonine protein kinase [Sorghum bicolor]Sorghum_bicolor 34.50 0.00

TRINITY_DN51186_c0_g4NP_172735.1RHOMBOID-like protein 6 [Arabidopsis thaliana]Arabidopsis_thaliana 34.50 0.00

TRINITY_DN51327_c0_g1OAE30878.1hypothetical protein AXG93_3943s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.50 0.00

TRINITY_DN51524_c0_g2GAX76948.1hypothetical protein CEUSTIGMA_g4395.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN51898_c0_g3XP_005646775.1HD-domain/PDEase-like protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.50 0.00

TRINITY_DN52095_c2_g1GAX79021.1hypothetical protein CEUSTIGMA_g6461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN52456_c1_g1XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.50 0.00

TRINITY_DN52490_c1_g4GAX75618.1hypothetical protein CEUSTIGMA_g3062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.50 0.00

TRINITY_DN52596_c4_g2KXZ51342.1hypothetical protein GPECTOR_13g830 [Gonium pectorale]Gonium_pectorale 34.50 0.00

TRINITY_DN9589_c0_g1XP_001700235.1cytochrome c oxidase assembly protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.50 0.00

TRINITY_DN28867_c0_g2XP_019180760.1PREDICTED: eukaryotic translation initiation factor 3 subunit F [Ipomoea nil]Ipomoea_nil 34.40 0.00

TRINITY_DN32320_c0_g1XP_005652222.1vesicle-associated membrane protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.40 0.00

TRINITY_DN32705_c0_g1XP_002283485.1PREDICTED: elicitor-responsive protein 1 [Vitis vinifera]Vitis_vinifera 34.40 0.00

TRINITY_DN32993_c0_g1KMZ58530.1Ras-related protein RIC1 [Zostera marina]Zostera_marina 34.40 0.00

TRINITY_DN33167_c0_g1XP_023902927.1uncharacterized protein LOC112014769 [Quercus suber]Quercus_suber 34.40 0.00

TRINITY_DN33988_c0_g1GAQ81947.1hypothetical protein KFL_000950230 [Klebsormidium nitens]Klebsormidium_nitens 34.40 0.00

TRINITY_DN34016_c0_g1XP_015070905.1bidirectional sugar transporter N3-like isoform X1 [Solanum pennellii]Solanum_pennellii 34.40 0.00

TRINITY_DN34134_c0_g1GAQ87866.1sphingomyelin phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 34.40 0.00

TRINITY_DN34495_c0_g3XP_001418183.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.40 0.00

TRINITY_DN34619_c0_g4XP_019446353.1PREDICTED: transmembrane protein 234 homolog [Lupinus angustifolius]Lupinus_angustifolius 34.40 0.00

TRINITY_DN34754_c0_g1XP_010326362.1mRNA-capping enzyme-like isoform X3 [Solanum lycopersicum]Solanum_lycopersicum 34.40 0.00

TRINITY_DN35387_c0_g1PTQ30079.1hypothetical protein MARPO_0130s0032 [Marchantia polymorpha]Marchantia_polymorpha 34.40 0.00

TRINITY_DN35868_c0_g9PSC68725.1ubiquitin carboxyl-terminal hydrolase 26 [Micractinium conductrix]Micractinium_conductrix 34.40 0.00

TRINITY_DN35972_c0_g11PNR46824.1hypothetical protein PHYPA_013944 [Physcomitrella patens]Physcomitrella_patens 34.40 0.00

TRINITY_DN36345_c0_g3NP_179974.2Class I glutamine amidotransferase-like superfamily protein [Arabidopsis thaliana]Arabidopsis_thaliana 34.40 0.00

TRINITY_DN36452_c0_g1XP_002958654.1hypothetical protein VOLCADRAFT_110092 [Volvox carteri f. nagariensis]Volvox_carteri 34.40 0.00

TRINITY_DN36732_c0_g1XP_010941512.1PREDICTED: E3 ubiquitin-protein ligase UPL6 isoform X2 [Elaeis guineensis]Elaeis_guineensis 34.40 0.00

TRINITY_DN36898_c0_g8XP_019162652.1PREDICTED: serine/threonine-protein kinase ATG1c isoform X1 [Ipomoea nil]Ipomoea_nil 34.40 0.00

TRINITY_DN36959_c1_g10XP_001416574.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.40 0.00

TRINITY_DN37896_c0_g1GBF97446.1bifunctional riboflavin kinase FMN phosphatase-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.40 0.00

TRINITY_DN38083_c0_g4PRW05922.1melanotransferrin isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 34.40 0.00

TRINITY_DN38202_c0_g3XP_002954358.1hypothetical protein VOLCADRAFT_118717 [Volvox carteri f. nagariensis]Volvox_carteri 34.40 0.00

TRINITY_DN38504_c0_g6PPS10070.1hypothetical protein GOBAR_AA10578 [Gossypium barbadense]Gossypium_barbadense 34.40 0.00

TRINITY_DN38506_c1_g1PNH04196.1putative serine/threonine-protein kinase, partial [Tetrabaena socialis]Tetrabaena_socialis 34.40 0.00

TRINITY_DN38658_c0_g1CBI20751.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 34.40 0.00

TRINITY_DN38940_c0_g5OMO70040.1hypothetical protein CCACVL1_19130, partial [Corchorus capsularis]Corchorus_capsularis 34.40 0.00

TRINITY_DN39147_c0_g3XP_020268717.1beta-adaptin-like protein A [Asparagus officinalis]Asparagus_officinalis 34.40 0.00

TRINITY_DN39676_c0_g1GAQ81728.1Protein kinase-like [Klebsormidium nitens]Klebsormidium_nitens 34.40 0.00

TRINITY_DN40207_c0_g5PNW85045.1hypothetical protein CHLRE_03g169300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.40 0.00

TRINITY_DN40550_c0_g1GAX84082.1hypothetical protein CEUSTIGMA_g11506.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN41057_c0_g2GAX78478.1hypothetical protein CEUSTIGMA_g5917.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN41171_c0_g2GBF99180.1eukaryotic translation initiation factor 3 subunit K [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.40 0.00

TRINITY_DN41538_c1_g1XP_004970523.1ubiquitin-conjugating enzyme E2 7 isoform X1 [Setaria italica]Setaria_italica 34.40 0.00

TRINITY_DN41824_c2_g4RMZ52078.1hypothetical protein APUTEX25_001272 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 34.40 0.00

TRINITY_DN42021_c0_g4XP_021714520.1ADP-ribosylation factor-like protein 2 [Chenopodium quinoa]Chenopodium_quinoa 34.40 0.00

TRINITY_DN42368_c1_g4GBF94631.1peptidyl-prolyl cis-trans isomerase [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.40 0.00

TRINITY_DN43218_c0_g1VDD57322.1unnamed protein product [Brassica oleracea]Brassica_oleracea 34.40 0.00

TRINITY_DN44296_c0_g7OMP07783.1hypothetical protein COLO4_07047 [Corchorus olitorius]Corchorus_olitorius 34.40 0.00

TRINITY_DN44477_c0_g4OAE35701.1hypothetical protein AXG93_1154s1550 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.40 0.00

TRINITY_DN45143_c1_g1PNW81355.1hypothetical protein CHLRE_07g352450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.40 0.00

TRINITY_DN45618_c0_g1PWA78543.1Alkaline phosphatase-like, alpha/beta/alpha [Artemisia annua]Artemisia_annua 34.40 0.00

TRINITY_DN45619_c0_g4KXZ43220.1hypothetical protein GPECTOR_97g758 [Gonium pectorale]Gonium_pectorale 34.40 0.00

TRINITY_DN45720_c0_g1XP_011397175.1E3 ubiquitin-protein ligase SHPRH [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 34.40 0.00

TRINITY_DN45726_c0_g2GAX77327.1hypothetical protein CEUSTIGMA_g4773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN46222_c2_g3XP_025816391.1pleckstrin homology domain-containing protein 1-like [Panicum hallii]Panicum_hallii 34.40 0.00

TRINITY_DN46274_c0_g2XP_020884067.1RNA-binding protein 28 isoform X1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 34.40 0.00



TRINITY_DN46285_c0_g1XP_010661263.1PREDICTED: translation initiation factor eIF-2B subunit epsilon [Vitis vinifera]Vitis_vinifera 34.40 0.00

TRINITY_DN46370_c0_g1GBF91973.1methyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.40 0.00

TRINITY_DN46433_c0_g1PNW77586.1hypothetical protein CHLRE_10g443150v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.40 0.00

TRINITY_DN46902_c2_g5GAX78232.1hypothetical protein CEUSTIGMA_g5674.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN46903_c0_g9GAQ91048.1calcium-dependent phospholipid-binding Copine family protein [Klebsormidium nitens]Klebsormidium_nitens 34.40 0.00

TRINITY_DN46966_c0_g2XP_002947396.1hypothetical protein VOLCADRAFT_79700 [Volvox carteri f. nagariensis]Volvox_carteri 34.40 0.00

TRINITY_DN47826_c1_g4XP_005646906.1hypothetical protein COCSUDRAFT_56052 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.40 0.00

TRINITY_DN47878_c0_g1GAQ79408.1Prolyl oligopeptidase family protein [Klebsormidium nitens]Klebsormidium_nitens 34.40 0.00

TRINITY_DN48333_c1_g2KXZ41385.1hypothetical protein GPECTOR_504g469 [Gonium pectorale]Gonium_pectorale 34.40 0.00

TRINITY_DN48632_c0_g3XP_009393818.1PREDICTED: ultraviolet-B receptor UVR8-like [Musa acuminata subsp. malaccensis]Musa_acuminata 34.40 0.00

TRINITY_DN48762_c1_g3GAX78797.1hypothetical protein CEUSTIGMA_g6234.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN48836_c1_g2PSC71405.1zinc phosphodiesterase ELAC 2-like [Micractinium conductrix]Micractinium_conductrix 34.40 0.00

TRINITY_DN49204_c0_g3XP_002958484.1hypothetical protein VOLCADRAFT_69505 [Volvox carteri f. nagariensis]Volvox_carteri 34.40 0.00

TRINITY_DN49829_c1_g2KXZ43867.1hypothetical protein GPECTOR_78g55 [Gonium pectorale]Gonium_pectorale 34.40 0.00

TRINITY_DN50043_c1_g2XP_002958608.1hypothetical protein VOLCADRAFT_121727 [Volvox carteri f. nagariensis]Volvox_carteri 34.40 0.00

TRINITY_DN51189_c0_g5GBF90055.1hypothetical protein Rsub_02763 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.40 0.00

TRINITY_DN51252_c0_g2XP_022838600.1TLDc [Ostreococcus tauri]Ostreococcus_tauri 34.40 0.00

TRINITY_DN52341_c1_g4XP_026422441.1uncharacterized protein At1g03900-like [Papaver somniferum]Papaver_somniferum 34.40 0.00

TRINITY_DN52381_c0_g1GAX85402.1hypothetical protein CEUSTIGMA_g12818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN52644_c1_g1XP_001695855.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.40 0.00

TRINITY_DN53017_c0_g1GAX83532.1hypothetical protein CEUSTIGMA_g10957.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.40 0.00

TRINITY_DN13875_c0_g1XP_021610760.1ras-related protein RIC1-like [Manihot esculenta]Manihot_esculenta 34.30 0.00

TRINITY_DN22967_c0_g1OEL34352.1Nucleosome assembly protein 1-1 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 34.30 0.00

TRINITY_DN25654_c0_g1AJR22386.1CBL-interacting protein kinase 28 [Triticum aestivum]Triticum_aestivum 34.30 0.00

TRINITY_DN32097_c0_g1XP_011006685.1PREDICTED: uncharacterized protein LOC105112626 isoform X1 [Populus euphratica]Populus_euphratica 34.30 0.00

TRINITY_DN32894_c0_g1BAT76333.1hypothetical protein VIGAN_01431600 [Vigna angularis var. angularis]Vigna_angularis 34.30 0.00

TRINITY_DN33992_c0_g1XP_025611018.1mitochondrial arginine transporter BAC2-like [Arachis hypogaea]Arachis_hypogaea 34.30 0.00

TRINITY_DN34177_c0_g1XP_015957035.1eukaryotic translation initiation factor 3 subunit G [Arachis duranensis]Arachis_duranensis 34.30 0.00

TRINITY_DN34208_c1_g1XP_005845665.1hypothetical protein CHLNCDRAFT_136713 [Chlorella variabilis]Chlorella_variabilis 34.30 0.00

TRINITY_DN34572_c0_g1XP_022946857.1uncharacterized protein C3F10.06c isoform X1 [Cucurbita moschata]Cucurbita_moschata 34.30 0.00

TRINITY_DN34799_c0_g2XP_023871155.1nitrogen metabolite repression protein nmrA-like [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN35362_c0_g1PIA60094.1hypothetical protein AQUCO_00400762v1 [Aquilegia coerulea]Aquilegia_coerulea 34.30 0.00

TRINITY_DN35717_c1_g3RXH91446.1hypothetical protein DVH24_020469 [Malus domestica]Malus_domestica 34.30 0.00

TRINITY_DN36059_c0_g8XP_027935772.1polyadenylate-binding protein 7 [Vigna unguiculata]Vigna_unguiculata 34.30 0.00

TRINITY_DN36114_c0_g4RID66076.1hypothetical protein BRARA_D01242 [Brassica rapa]Brassica_rapa 34.30 0.00

TRINITY_DN36303_c1_g1GAQ88861.1hypothetical protein KFL_004650060 [Klebsormidium nitens]Klebsormidium_nitens 34.30 0.00

TRINITY_DN36586_c0_g1XP_011094551.1serine carboxypeptidase-like [Sesamum indicum]Sesamum_indicum 34.30 0.00

TRINITY_DN37095_c0_g1XP_015880395.1C2 and GRAM domain-containing protein At1g03370 [Ziziphus jujuba]Ziziphus_jujuba 34.30 0.00

TRINITY_DN37166_c0_g1GAX74019.1hypothetical protein CEUSTIGMA_g1469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN37192_c0_g2OAE28567.1hypothetical protein AXG93_2175s1510 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.30 0.00

TRINITY_DN37321_c0_g2GAX82928.1hypothetical protein CEUSTIGMA_g10355.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN37558_c0_g1XP_019153209.1PREDICTED: 1-acylglycerol-3-phosphate O-acyltransferase-like [Ipomoea nil]Ipomoea_nil 34.30 0.00

TRINITY_DN37564_c0_g4PNH03236.1putative beta-1,3-galactosyltransferase 13 [Tetrabaena socialis]Tetrabaena_socialis 34.30 0.00

TRINITY_DN37934_c0_g2GAX75037.1hypothetical protein CEUSTIGMA_g2481.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN38246_c0_g1XP_021679281.1uncharacterized protein LOC110664060 [Hevea brasiliensis]Hevea_brasiliensis 34.30 0.00

TRINITY_DN38254_c1_g1GAX73443.1hypothetical protein CEUSTIGMA_g895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN38305_c1_g4XP_005845907.1hypothetical protein CHLNCDRAFT_136510 [Chlorella variabilis]Chlorella_variabilis 34.30 0.00

TRINITY_DN38343_c1_g2XP_002508254.1predicted protein [Micromonas commoda]Micromonas_commoda 34.30 0.00

TRINITY_DN38563_c0_g1XP_023878906.1uncharacterized protein LOC111991361 [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN38584_c0_g1XP_010058970.1PREDICTED: zingipain-2 [Eucalyptus grandis]Eucalyptus_grandis 34.30 0.00

TRINITY_DN38704_c0_g9XP_007511811.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 34.30 0.00

TRINITY_DN39529_c1_g1XP_002500527.1predicted protein [Micromonas commoda]Micromonas_commoda 34.30 0.00

TRINITY_DN40101_c0_g5KXZ46829.1hypothetical protein GPECTOR_40g563 [Gonium pectorale]Gonium_pectorale 34.30 0.00

TRINITY_DN40104_c0_g5XP_002949155.1hypothetical protein VOLCADRAFT_89588 [Volvox carteri f. nagariensis]Volvox_carteri 34.30 0.00

TRINITY_DN40779_c0_g1PNW81296.1hypothetical protein CHLRE_07g350050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.30 0.00

TRINITY_DN40836_c0_g2XP_013902175.1molybdenum cofactor synthesis 1 [Monoraphidium neglectum]Monoraphidium_neglectum 34.30 0.00

TRINITY_DN40951_c1_g7CDY43337.1BnaC04g25190D [Brassica napus]Brassica_napus 34.30 0.00

TRINITY_DN41046_c0_g1ADU04612.1NADH dehydrogenase subunit 4 (mitochondrion) [Mesostigma viride]Mesostigma_viride 34.30 0.00

TRINITY_DN41047_c0_g1XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 34.30 0.00

TRINITY_DN41287_c0_g5KXZ55096.1hypothetical protein GPECTOR_3g250 [Gonium pectorale]Gonium_pectorale 34.30 0.00

TRINITY_DN41525_c0_g8EFJ33766.1hypothetical protein SELMODRAFT_83225, partial [Selaginella moellendorffii]Selaginella_moellendorffii 34.30 0.00

TRINITY_DN41718_c0_g1GAX80100.1hypothetical protein CEUSTIGMA_g7538.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN42114_c0_g2XP_023895897.1H(+)/Cl(-) exchange transporter 5-like [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN42151_c0_g9KDD75181.1hypothetical protein H632_c823p1 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 34.30 0.00

TRINITY_DN42584_c0_g7KCW87633.1hypothetical protein EUGRSUZ_A00036 [Eucalyptus grandis]Eucalyptus_grandis 34.30 0.00

TRINITY_DN42719_c0_g3PTQ47780.1hypothetical protein MARPO_0007s0176 [Marchantia polymorpha]Marchantia_polymorpha 34.30 0.00



TRINITY_DN42753_c1_g3GBF91882.1hypothetical protein Rsub_04987 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.30 0.00

TRINITY_DN43136_c0_g3OMO62505.1hypothetical protein CCACVL1_22782 [Corchorus capsularis]Corchorus_capsularis 34.30 0.00

TRINITY_DN43588_c1_g4XP_023889338.1uncharacterized protein LOC112001405 [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN43667_c2_g2XP_004228496.1COP9 signalosome complex subunit 2 [Solanum lycopersicum]Solanum_lycopersicum 34.30 0.00

TRINITY_DN43888_c0_g4GAX76299.1hypothetical protein CEUSTIGMA_g3744.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN44017_c0_g2GAX85521.1hypothetical protein CEUSTIGMA_g12937.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN44437_c0_g5BAK01753.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.30 0.00

TRINITY_DN44486_c0_g6XP_003063273.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.30 0.00

TRINITY_DN44819_c0_g3AAV44205.1unknow protein [Oryza sativa Japonica Group]Oryza_sativa 34.30 0.00

TRINITY_DN44991_c0_g1EFJ33366.1hypothetical protein SELMODRAFT_407112 [Selaginella moellendorffii]Selaginella_moellendorffii 34.30 0.00

TRINITY_DN45014_c1_g6RZC25114.1RNA-binding protein BRN1 isoform B [Glycine soja]Glycine_soja 34.30 0.00

TRINITY_DN45406_c0_g1KXZ55275.1hypothetical protein GPECTOR_3g412 [Gonium pectorale]Gonium_pectorale 34.30 0.00

TRINITY_DN45781_c0_g1XP_024388157.1serine/threonine-protein kinase GRIK1-like isoform X5 [Physcomitrella patens]Physcomitrella_patens 34.30 0.00

TRINITY_DN46240_c1_g2XP_005647450.1hypothetical protein COCSUDRAFT_66447 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.30 0.00

TRINITY_DN46367_c0_g2AVY91638.1cytosine-specific DNA methylase [Saccharum hybrid cultivar SP80-3280]Saccharum_hybrid_cultivar 34.30 0.00

TRINITY_DN46500_c0_g2GAQ77653.1ATMRK serine/threonine protein kinase-like domain [Klebsormidium nitens]Klebsormidium_nitens 34.30 0.00

TRINITY_DN46610_c0_g1OEL14116.1BTB/POZ and MATH domain-containing protein 1 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 34.30 0.00

TRINITY_DN46847_c0_g2GAQ89753.1hypothetical protein KFL_005580050 [Klebsormidium nitens]Klebsormidium_nitens 34.30 0.00

TRINITY_DN46921_c1_g2XP_023006487.1nuclear export mediator factor Nemf [Cucurbita maxima]Cucurbita_maxima 34.30 0.00

TRINITY_DN47203_c0_g2EFJ13715.1hypothetical protein SELMODRAFT_157072 [Selaginella moellendorffii]Selaginella_moellendorffii 34.30 0.00

TRINITY_DN48122_c0_g7XP_006282452.1translation initiation factor eIF-2B subunit epsilon [Capsella rubella]Capsella_rubella 34.30 0.00

TRINITY_DN48125_c0_g1XP_024032796.1serine/threonine-protein kinase STY17 [Morus notabilis]Morus_notabilis 34.30 0.00

TRINITY_DN48129_c2_g9XP_021295121.1transcription factor GTE12 isoform X1 [Herrania umbratica]Herrania_umbratica 34.30 0.00

TRINITY_DN48296_c0_g2KXZ56765.1hypothetical protein GPECTOR_1g69 [Gonium pectorale]Gonium_pectorale 34.30 0.00

TRINITY_DN48646_c0_g1XP_013901971.1E3 ubiquitin-protein ligase MYCBP2 [Monoraphidium neglectum]Monoraphidium_neglectum 34.30 0.00

TRINITY_DN48720_c0_g6PNW70994.1hypothetical protein CHLRE_17g741950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.30 0.00

TRINITY_DN49029_c1_g4GAX77702.1hypothetical protein CEUSTIGMA_g5145.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN49105_c0_g5GAX78636.1hypothetical protein CEUSTIGMA_g6074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN49502_c0_g2VDC99524.1unnamed protein product [Brassica rapa]Brassica_rapa 34.30 0.00

TRINITY_DN49680_c0_g1GAX79231.1hypothetical protein CEUSTIGMA_g6671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN50016_c0_g4GAX83375.1hypothetical protein CEUSTIGMA_g10800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN50111_c0_g1XP_023926487.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN50481_c0_g1XP_017418248.1PREDICTED: (+)-neomenthol dehydrogenase-like isoform X1 [Vigna angularis]Vigna_angularis 34.30 0.00

TRINITY_DN50960_c0_g1GAX82124.1hypothetical protein CEUSTIGMA_g9552.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN51209_c0_g1XP_023872676.1probable E3 ubiquitin-protein ligase hulA [Quercus suber]Quercus_suber 34.30 0.00

TRINITY_DN51967_c0_g1KXZ49466.1hypothetical protein GPECTOR_21g692 [Gonium pectorale]Gonium_pectorale 34.30 0.00

TRINITY_DN52402_c0_g2GAX72842.1hypothetical protein CEUSTIGMA_g297.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.30 0.00

TRINITY_DN14939_c0_g3PKA63668.1Nudix hydrolase 8 [Apostasia shenzhenica]Apostasia_shenzhenica 34.20 0.00

TRINITY_DN21426_c0_g1PQM39420.1sodium-coupled neutral amino acid transporter 4-like [Prunus yedoensis var. nudiflora]Prunus_yedoensis 34.20 0.00

TRINITY_DN23414_c0_g1XP_023877825.1autophagy-related protein 8i-like [Quercus suber]Quercus_suber 34.20 0.00

TRINITY_DN27279_c0_g1PWA74077.1alcohol dehydrogenase superfamily, zinc-type [Artemisia annua]Artemisia_annua 34.20 0.00

TRINITY_DN27529_c0_g2XP_020877834.1SEC1 family transport protein SLY1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 34.20 0.00

TRINITY_DN29122_c0_g1XP_009412105.1PREDICTED: serine/threonine-protein phosphatase PP1-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 34.20 0.00

TRINITY_DN29620_c0_g1XP_006303557.114-3-3-like protein GF14 iota [Capsella rubella]Capsella_rubella 34.20 0.00

TRINITY_DN30931_c0_g2ONK73449.1uncharacterized protein A4U43_C04F31610, partial [Asparagus officinalis]Asparagus_officinalis 34.20 0.00

TRINITY_DN33319_c0_g1VDC72783.1unnamed protein product [Brassica rapa]Brassica_rapa 34.20 0.00

TRINITY_DN33733_c0_g3XP_009390557.1PREDICTED: formin-like protein 13 [Musa acuminata subsp. malaccensis]Musa_acuminata 34.20 0.00

TRINITY_DN34336_c0_g1GAQ91586.16-phosphogluconolactonase [Klebsormidium nitens]Klebsormidium_nitens 34.20 0.00

TRINITY_DN35642_c0_g8XP_001418427.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 34.20 0.00

TRINITY_DN35753_c0_g3XP_019439617.1PREDICTED: CBL-interacting serine/threonine-protein kinase 20-like [Lupinus angustifolius]Lupinus_angustifolius 34.20 0.00

TRINITY_DN35771_c0_g2XP_002502868.1flagellar associated protein [Micromonas commoda]Micromonas_commoda 34.20 0.00

TRINITY_DN36034_c0_g7OAE27783.1hypothetical protein AXG93_2167s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.20 0.00

TRINITY_DN36086_c0_g1XP_006284119.1short-chain dehydrogenase TIC 32, chloroplastic [Capsella rubella]Capsella_rubella 34.20 0.00

TRINITY_DN36202_c0_g5XP_003625137.2ABC transporter A family member 1 isoform X1 [Medicago truncatula]Medicago_truncatula 34.20 0.00

TRINITY_DN36260_c0_g1EEC71347.1hypothetical protein OsI_03416 [Oryza sativa Indica Group]Oryza_sativa 34.20 0.00

TRINITY_DN36599_c0_g2XP_024402376.1uncharacterized protein LOC112295274 [Physcomitrella patens]Physcomitrella_patens 34.20 0.00

TRINITY_DN36646_c1_g7CDY67484.1BnaCnng55220D [Brassica napus]Brassica_napus 34.20 0.00

TRINITY_DN37091_c0_g6XP_003061165.1basal body protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 34.20 0.00

TRINITY_DN37152_c2_g6GAQ78241.1cytochrome P450 [Klebsormidium nitens]Klebsormidium_nitens 34.20 0.00

TRINITY_DN37296_c0_g3XP_005644704.1DUF833-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.20 0.00

TRINITY_DN37396_c0_g5XP_002507083.1outer dynein arm docking complex 3 [Micromonas commoda]Micromonas_commoda 34.20 0.00

TRINITY_DN37478_c0_g1PNR45081.1hypothetical protein PHYPA_014852 [Physcomitrella patens]Physcomitrella_patens 34.20 0.00

TRINITY_DN37805_c1_g5GAX77354.1hypothetical protein CEUSTIGMA_g4800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN37891_c0_g1XP_020246457.1trans-resveratrol di-O-methyltransferase-like [Asparagus officinalis]Asparagus_officinalis 34.20 0.00

TRINITY_DN38118_c0_g4XP_018487987.1PREDICTED: 11-beta-hydroxysteroid dehydrogenase-like 3 [Raphanus sativus]Raphanus_sativus 34.20 0.00

TRINITY_DN38532_c1_g3XP_027191562.1serine/threonine-protein kinase EDR1 isoform X2 [Cicer arietinum]Cicer_arietinum 34.20 0.00



TRINITY_DN38930_c0_g3XP_017646174.1PREDICTED: serine/threonine-protein kinase AtPK2/AtPK19-like [Gossypium arboreum]Gossypium_arboreum 34.20 0.00

TRINITY_DN39323_c0_g5XP_002971294.1sphingolipid delta(4)-desaturase DES1-like [Selaginella moellendorffii]Selaginella_moellendorffii 34.20 0.00

TRINITY_DN40101_c0_g3GAX80288.1hypothetical protein CEUSTIGMA_g7726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN40407_c0_g1GAX73983.1hypothetical protein CEUSTIGMA_g1433.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN41743_c0_g5GAX82524.1hypothetical protein CEUSTIGMA_g9951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN42004_c0_g3KXZ55369.1hypothetical protein GPECTOR_3g498 [Gonium pectorale]Gonium_pectorale 34.20 0.00

TRINITY_DN42456_c0_g2PNH00402.1hypothetical protein TSOC_013780 [Tetrabaena socialis]Tetrabaena_socialis 34.20 0.00

TRINITY_DN42656_c0_g4PKA60957.1alcohol dehydrogenase [Apostasia shenzhenica]Apostasia_shenzhenica 34.20 0.00

TRINITY_DN42843_c1_g1GAX85012.1hypothetical protein CEUSTIGMA_g12433.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN428_c0_g1KJB70285.1hypothetical protein B456_011G066900 [Gossypium raimondii]Gossypium_raimondii 34.20 0.00

TRINITY_DN43454_c0_g4PRW59105.1iodothyronine deiodinase [Chlorella sorokiniana]Chlorella_sorokiniana 34.20 0.00

TRINITY_DN43491_c0_g2GAX83386.1hypothetical protein CEUSTIGMA_g10811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN43716_c0_g7XP_024375384.1probable NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5, mitochondrial [Physcomitrella patens]Physcomitrella_patens 34.20 0.00

TRINITY_DN44704_c0_g8XP_021861361.1SNF1-related protein kinase catalytic subunit alpha KIN10-like [Spinacia oleracea]Spinacia_oleracea 34.20 0.00

TRINITY_DN44753_c0_g2GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 34.20 0.00

TRINITY_DN44843_c0_g1GAX78374.1hypothetical protein CEUSTIGMA_g5816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN44880_c0_g6XP_001692825.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.20 0.00

TRINITY_DN45722_c1_g2GAX75692.1hypothetical protein CEUSTIGMA_g3135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN45725_c0_g5PNX79740.1putative E3 ubiquitin-protein ligase RNF144A-like protein [Trifolium pratense]Trifolium_pratense 34.20 0.00

TRINITY_DN46057_c0_g2XP_010548046.1PREDICTED: LOW QUALITY PROTEIN: probable E3 ubiquitin-protein ligase ARI2 [Tarenaya hassleriana]Tarenaya_hassleriana 34.20 0.00

TRINITY_DN46209_c1_g1GBF98601.1hypothetical protein Rsub_11326 [Raphidocelis subcapitata]Raphidocelis_subcapitata 34.20 0.00

TRINITY_DN46405_c0_g3CBI38863.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 34.20 0.00

TRINITY_DN47296_c1_g1XP_013902702.1guanylate kinase [Monoraphidium neglectum]Monoraphidium_neglectum 34.20 0.00

TRINITY_DN47381_c0_g2XP_001703183.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.20 0.00

TRINITY_DN47734_c0_g7XP_010247443.1PREDICTED: ras-related protein RABA4d-like [Nelumbo nucifera]Nelumbo_nucifera 34.20 0.00

TRINITY_DN47852_c0_g5XP_015955542.1uncharacterized protein LOC107479942 isoform X1 [Arachis duranensis]Arachis_duranensis 34.20 0.00

TRINITY_DN47854_c1_g1XP_002948708.1hypothetical protein VOLCADRAFT_104036 [Volvox carteri f. nagariensis]Volvox_carteri 34.20 0.00

TRINITY_DN48109_c0_g2XP_002970495.1protein kinase and PP2C-like domain-containing protein [Selaginella moellendorffii]Selaginella_moellendorffii 34.20 0.00

TRINITY_DN48294_c0_g4PNW77306.1hypothetical protein CHLRE_10g430700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.20 0.00

TRINITY_DN48610_c0_g2XP_006838036.1uncharacterized protein LOC18428655 [Amborella trichopoda]Amborella_trichopoda 34.20 0.00

TRINITY_DN48733_c0_g2GAX83657.1hypothetical protein CEUSTIGMA_g11082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN48900_c0_g2GAX84849.1hypothetical protein CEUSTIGMA_g12270.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN49248_c0_g1XP_008457266.1PREDICTED: putative nuclease HARBI1 [Cucumis melo]Cucumis_melo 34.20 0.00

TRINITY_DN49263_c0_g3XP_002946519.1hypothetical protein VOLCADRAFT_86539 [Volvox carteri f. nagariensis]Volvox_carteri 34.20 0.00

TRINITY_DN49320_c0_g2GAX77232.1hypothetical protein CEUSTIGMA_g4678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN50073_c0_g2KXZ43615.1hypothetical protein GPECTOR_85g345 [Gonium pectorale]Gonium_pectorale 34.20 0.00

TRINITY_DN50278_c0_g4GAV82588.1zf-DHHC domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 34.20 0.00

TRINITY_DN50561_c1_g10XP_027091484.1V-type proton ATPase subunit a3-like [Coffea arabica]Coffea_arabica 34.20 0.00

TRINITY_DN50677_c0_g1PNW78527.1hypothetical protein CHLRE_09g393650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.20 0.00

TRINITY_DN50698_c1_g5XP_020091287.1protein disulfide isomerase-like 2-3 [Ananas comosus]Ananas_comosus 34.20 0.00

TRINITY_DN51192_c0_g1GAX80735.1hypothetical protein CEUSTIGMA_g8170.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN51223_c2_g5PNG99787.1hypothetical protein TSOC_014432 [Tetrabaena socialis]Tetrabaena_socialis 34.20 0.00

TRINITY_DN51652_c2_g2AEP39605.1heat shock protein 90 [Haematococcus lacustris]Haematococcus_lacustris 34.20 0.00

TRINITY_DN52211_c2_g1GAX82662.1hypothetical protein CEUSTIGMA_g10088.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.20 0.00

TRINITY_DN52523_c5_g1XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.20 0.00

TRINITY_DN52541_c1_g2ONM39222.1hypothetical protein ZEAMMB73_Zm00001d043844 [Zea mays]Zea_mays 34.20 0.00

TRINITY_DN24718_c0_g1KYP64267.1Neurobeachin-like protein 2 [Cajanus cajan]Cajanus_cajan 34.10 0.00

TRINITY_DN30842_c0_g2BAA95359.1S-like RNase [Volvox carteri f. nagariensis]Volvox_carteri 34.10 0.00

TRINITY_DN31754_c0_g3EFJ25810.1hypothetical protein SELMODRAFT_442094 [Selaginella moellendorffii]Selaginella_moellendorffii 34.10 0.00

TRINITY_DN33259_c0_g6AML77083.1putative LOV domain-containing protein [Interfilum paradoxum]Interfilum_paradoxum 34.10 0.00

TRINITY_DN33336_c0_g2XP_002967312.13-phosphoinositide-dependent protein kinase 1 [Selaginella moellendorffii]Selaginella_moellendorffii 34.10 0.00

TRINITY_DN33554_c0_g2KZV18018.1hypothetical protein F511_40132 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 34.10 0.00

TRINITY_DN34247_c0_g2XP_020571385.1G patch domain-containing protein 8 [Phalaenopsis equestris]Phalaenopsis_equestris 34.10 0.00

TRINITY_DN34530_c0_g1XP_001699270.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.10 0.00

TRINITY_DN35396_c3_g1KFK44002.1hypothetical protein AALP_AA1G202100 [Arabis alpina]Arabis_alpina 34.10 0.00

TRINITY_DN36279_c0_g4XP_005846416.1hypothetical protein CHLNCDRAFT_135528 [Chlorella variabilis]Chlorella_variabilis 34.10 0.00

TRINITY_DN36863_c0_g6XP_024403575.1uncharacterized protein LOC112295824 isoform X2 [Physcomitrella patens]Physcomitrella_patens 34.10 0.00

TRINITY_DN36918_c0_g6XP_022766442.1lecithin-cholesterol acyltransferase-like 1 [Durio zibethinus]Durio_zibethinus 34.10 0.00

TRINITY_DN37016_c0_g2XP_022838394.1ABC transporter, conserved site [Ostreococcus tauri]Ostreococcus_tauri 34.10 0.00

TRINITY_DN37051_c2_g3GAX75393.1hypothetical protein CEUSTIGMA_g2837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN37065_c0_g1XP_001696156.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.10 0.00

TRINITY_DN37337_c1_g2ESQ46946.1hypothetical protein EUTSA_v10028117mg [Eutrema salsugineum]Eutrema_salsugineum 34.10 0.00

TRINITY_DN37545_c0_g7KXZ54829.1hypothetical protein GPECTOR_4g900 [Gonium pectorale]Gonium_pectorale 34.10 0.00

TRINITY_DN37672_c0_g4PNR60001.1hypothetical protein PHYPA_002793 [Physcomitrella patens]Physcomitrella_patens 34.10 0.00

TRINITY_DN37815_c1_g1GAQ91212.1Calcium lipid-binding phosphatase [Klebsormidium nitens]Klebsormidium_nitens 34.10 0.00

TRINITY_DN3825_c0_g1XP_023929170.1ras-related C3 botulinum toxin substrate 1-like isoform X2 [Quercus suber]Quercus_suber 34.10 0.00



TRINITY_DN38316_c0_g3GAX77494.1hypothetical protein CEUSTIGMA_g4938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN38447_c0_g1OAE27907.1hypothetical protein AXG93_3309s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.10 0.00

TRINITY_DN38725_c1_g1GAX75550.1hypothetical protein CEUSTIGMA_g2993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN38814_c0_g2XP_017620334.1PREDICTED: protein GDAP2 homolog isoform X1 [Gossypium arboreum]Gossypium_arboreum 34.10 0.00

TRINITY_DN38883_c0_g2PTQ31203.1hypothetical protein MARPO_0114s0023 [Marchantia polymorpha]Marchantia_polymorpha 34.10 0.00

TRINITY_DN38935_c0_g1GAX74808.1hypothetical protein CEUSTIGMA_g2255.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN38963_c0_g8XP_019431124.1PREDICTED: translation machinery-associated protein 22-like isoform X4 [Lupinus angustifolius]Lupinus_angustifolius 34.10 0.00

TRINITY_DN39172_c0_g5XP_023893987.1wiskott-Aldrich syndrome protein homolog 1-like [Quercus suber]Quercus_suber 34.10 0.00

TRINITY_DN39260_c0_g2OAE21466.1hypothetical protein AXG93_613s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.10 0.00

TRINITY_DN39363_c0_g2PNH02921.1hypothetical protein TSOC_011066 [Tetrabaena socialis]Tetrabaena_socialis 34.10 0.00

TRINITY_DN39432_c0_g2XP_002951570.1hypothetical protein VOLCADRAFT_92015 [Volvox carteri f. nagariensis]Volvox_carteri 34.10 0.00

TRINITY_DN39793_c0_g2XP_020203592.1uncharacterized protein LOC109789119 [Cajanus cajan]Cajanus_cajan 34.10 0.00

TRINITY_DN40716_c0_g5XP_023520254.1coiled-coil domain-containing protein 12-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 34.10 0.00

TRINITY_DN41241_c0_g1XP_002953490.1hypothetical protein VOLCADRAFT_82191 [Volvox carteri f. nagariensis]Volvox_carteri 34.10 0.00

TRINITY_DN41753_c0_g1XP_002947514.1hypothetical protein VOLCADRAFT_108932 [Volvox carteri f. nagariensis]Volvox_carteri 34.10 0.00

TRINITY_DN41893_c1_g2XP_022840219.1RNA (C5-cytosine) methyltransferase [Ostreococcus tauri]Ostreococcus_tauri 34.10 0.00

TRINITY_DN41924_c0_g3KXZ56527.1hypothetical protein GPECTOR_1g473 [Gonium pectorale]Gonium_pectorale 34.10 0.00

TRINITY_DN42337_c0_g5GAQ83255.1GTP-binding ADP-ribosylation factor [Klebsormidium nitens]Klebsormidium_nitens 34.10 0.00

TRINITY_DN42382_c0_g2XP_026435412.1probable protein phosphatase 2C 2 [Papaver somniferum]Papaver_somniferum 34.10 0.00

TRINITY_DN42655_c0_g2XP_024390764.1nicalin-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 34.10 0.00

TRINITY_DN43209_c0_g3XP_005850842.1hypothetical protein CHLNCDRAFT_34059 [Chlorella variabilis]Chlorella_variabilis 34.10 0.00

TRINITY_DN43373_c0_g2GAX73934.1hypothetical protein CEUSTIGMA_g1384.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN43992_c0_g8XP_021275656.1uncharacterized protein LOC110410336 [Herrania umbratica]Herrania_umbratica 34.10 0.00

TRINITY_DN44647_c0_g1EFJ32996.1hypothetical protein SELMODRAFT_84735 [Selaginella moellendorffii]Selaginella_moellendorffii 34.10 0.00

TRINITY_DN44694_c0_g8GAX73857.1hypothetical protein CEUSTIGMA_g1307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN44728_c0_g5XP_024539504.1spindle assembly abnormal protein 6 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 34.10 0.00

TRINITY_DN45712_c1_g4OWM78939.1hypothetical protein CDL15_Pgr003110 [Punica granatum]Punica_granatum 34.10 0.00

TRINITY_DN45713_c1_g10XP_007515773.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 34.10 0.00

TRINITY_DN46246_c1_g4XP_002958781.1chaperonin complex component [Volvox carteri f. nagariensis]Volvox_carteri 34.10 0.00

TRINITY_DN46547_c0_g3GAX83699.1hypothetical protein CEUSTIGMA_g11124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN47012_c0_g5GAX80336.1hypothetical protein CEUSTIGMA_g7774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN47518_c1_g6KXZ49870.1hypothetical protein GPECTOR_19g321 [Gonium pectorale]Gonium_pectorale 34.10 0.00

TRINITY_DN47617_c0_g1PSC69491.1Magnesium transporter MRS2-4 [Micractinium conductrix]Micractinium_conductrix 34.10 0.00

TRINITY_DN47642_c0_g1XP_024519395.1nucleolar protein 14-like isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 34.10 0.00

TRINITY_DN48156_c1_g6XP_019455206.1PREDICTED: elicitor-responsive protein 1-like [Lupinus angustifolius]Lupinus_angustifolius 34.10 0.00

TRINITY_DN48417_c0_g2XP_010516618.1PREDICTED: ABC transporter C family member 2 [Camelina sativa]Camelina_sativa 34.10 0.00

TRINITY_DN48649_c0_g6ACY06317.1class II chitinase 2-1 [Pseudotsuga menziesii]Pseudotsuga_menziesii 34.10 0.00

TRINITY_DN48827_c0_g4XP_020094514.1peflin-like isoform X1 [Ananas comosus]Ananas_comosus 34.10 0.00

TRINITY_DN48924_c1_g2XP_024383278.1uncharacterized protein C4F10.09c-like [Physcomitrella patens]Physcomitrella_patens 34.10 0.00

TRINITY_DN49003_c0_g4PNW72281.1hypothetical protein CHLRE_16g674700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.10 0.00

TRINITY_DN49153_c0_g1GAX80322.1hypothetical protein CEUSTIGMA_g7760.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN49175_c0_g3PNH01454.1hypothetical protein TSOC_012655 [Tetrabaena socialis]Tetrabaena_socialis 34.10 0.00

TRINITY_DN49456_c0_g2XP_021679841.1uncharacterized protein LOC110664450 [Hevea brasiliensis]Hevea_brasiliensis 34.10 0.00

TRINITY_DN49826_c0_g10XP_024359835.1CCR4-NOT transcription complex subunit 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 34.10 0.00

TRINITY_DN50040_c0_g1GBG80731.1hypothetical protein CBR_g31286 [Chara braunii]Chara_braunii 34.10 0.00

TRINITY_DN50462_c0_g1GAX78799.1hypothetical protein CEUSTIGMA_g6236.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN50479_c1_g2GAX77748.1hypothetical protein CEUSTIGMA_g5191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN51084_c1_g1GAX84639.1hypothetical protein CEUSTIGMA_g12060.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.10 0.00

TRINITY_DN26651_c0_g3CDO98674.1unnamed protein product [Coffea canephora]Coffea_canephora 34.00 0.00

TRINITY_DN29046_c0_g2XP_018472162.1PREDICTED: FAM10 family protein At4g22670-like [Raphanus sativus]Raphanus_sativus 34.00 0.00

TRINITY_DN29122_c0_g2XP_002503579.1predicted protein [Micromonas commoda]Micromonas_commoda 34.00 0.00

TRINITY_DN2974_c0_g1RXH94652.1hypothetical protein DVH24_024336 [Malus domestica]Malus_domestica 34.00 0.00

TRINITY_DN29993_c0_g1XP_024365886.1embryogenesis-associated protein EMB8-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 34.00 0.00

TRINITY_DN31559_c0_g1XP_010914976.1PREDICTED: probable protein phosphatase 2C 57 [Elaeis guineensis]Elaeis_guineensis 34.00 0.00

TRINITY_DN31933_c0_g1XP_021746760.1ribonuclease 1-like [Chenopodium quinoa]Chenopodium_quinoa 34.00 0.00

TRINITY_DN32463_c0_g3OVA12268.1Telomere reverse transcriptase [Macleaya cordata]Macleaya_cordata 34.00 0.00

TRINITY_DN33658_c0_g1AIY60755.1rhomboid protein Alipl2962, partial [Alisma plantago-aquatica]Alisma_plantago-aquatica 34.00 0.00

TRINITY_DN33715_c0_g1XP_023900086.1WD repeat-containing protein 75 [Quercus suber]Quercus_suber 34.00 0.00

TRINITY_DN33942_c0_g1XP_024373824.1E3 ubiquitin-protein ligase RNF170-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 34.00 0.00

TRINITY_DN33963_c0_g1XP_005846230.1hypothetical protein CHLNCDRAFT_13944, partial [Chlorella variabilis]Chlorella_variabilis 34.00 0.00

TRINITY_DN34037_c0_g2KDD72284.1NLI interacting factor-like phosphatase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 34.00 0.00

TRINITY_DN34414_c0_g1XP_002950537.1eukaryotic translation initiation factor 5A [Volvox carteri f. nagariensis]Volvox_carteri 34.00 0.00

TRINITY_DN35619_c0_g1GAX75393.1hypothetical protein CEUSTIGMA_g2837.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00

TRINITY_DN35753_c0_g2XP_019159824.1PREDICTED: CBL-interacting protein kinase 2-like [Ipomoea nil]Ipomoea_nil 34.00 0.00

TRINITY_DN35846_c0_g8XP_020700628.1nodal modulator 1 [Dendrobium catenatum]Dendrobium_catenatum 34.00 0.00

TRINITY_DN36059_c0_g6GAX83376.1hypothetical protein CEUSTIGMA_g10801.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00



TRINITY_DN36471_c0_g4XP_001698200.1sodium/phosphate symporter PTB6b [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.00 0.00

TRINITY_DN36574_c0_g1KZV47203.1serine carboxypeptidase-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 34.00 0.00

TRINITY_DN37229_c0_g11XP_021615716.1ABC transporter C family member 12-like [Manihot esculenta]Manihot_esculenta 34.00 0.00

TRINITY_DN38143_c0_g1AAQ07255.1putative sensor kinase PK4 [Oryza sativa Japonica Group]Oryza_sativa 34.00 0.00

TRINITY_DN38298_c0_g8PSC74621.1Phospholipase B-like 1 isoform B [Micractinium conductrix]Micractinium_conductrix 34.00 0.00

TRINITY_DN38661_c0_g4KDD76370.1pyridoxal binding domain of pyridoxal-dependent decarboxylase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 34.00 0.00

TRINITY_DN39410_c0_g2XP_024384801.1methyltransferase-like protein 17, mitochondrial [Physcomitrella patens]Physcomitrella_patens 34.00 0.00

TRINITY_DN39444_c0_g8KXZ51014.1hypothetical protein GPECTOR_14g255 [Gonium pectorale]Gonium_pectorale 34.00 0.00

TRINITY_DN40009_c0_g3XP_005850979.1hypothetical protein CHLNCDRAFT_140772 [Chlorella variabilis]Chlorella_variabilis 34.00 0.00

TRINITY_DN40181_c1_g6XP_023883612.1uncharacterized protein LOC111995899 [Quercus suber]Quercus_suber 34.00 0.00

TRINITY_DN40651_c0_g1XP_020096843.1polyubiquitin-C-like isoform X2 [Ananas comosus]Ananas_comosus 34.00 0.00

TRINITY_DN40773_c0_g6GBG79985.1hypothetical protein CBR_g30246 [Chara braunii]Chara_braunii 34.00 0.00

TRINITY_DN41401_c0_g3GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 34.00 0.00

TRINITY_DN41456_c0_g4KDP39615.1hypothetical protein JCGZ_02635 [Jatropha curcas]Jatropha_curcas 34.00 0.00

TRINITY_DN42019_c0_g2XP_015625803.1guanylate-binding protein 4 [Oryza sativa Japonica Group]Oryza_sativa 34.00 0.00

TRINITY_DN42281_c2_g1PON33097.1Ribophorin I [Parasponia andersonii]Parasponia_andersonii 34.00 0.00

TRINITY_DN42956_c0_g4XP_022141943.1RNA polymerase II transcription factor B subunit 4 isoform X1 [Momordica charantia]Momordica_charantia 34.00 0.00

TRINITY_DN43078_c0_g2GAU35392.1hypothetical protein TSUD_160430 [Trifolium subterraneum]Trifolium_subterraneum 34.00 0.00

TRINITY_DN43139_c0_g6XP_005845378.1hypothetical protein CHLNCDRAFT_58571 [Chlorella variabilis]Chlorella_variabilis 34.00 0.00

TRINITY_DN43183_c0_g1PNY16455.1sphingosine kinase A-like protein [Trifolium pratense]Trifolium_pratense 34.00 0.00

TRINITY_DN43398_c0_g3XP_022038564.1metal transporter Nramp5-like [Helianthus annuus]Helianthus_annuus 34.00 0.00

TRINITY_DN43497_c0_g1XP_001694772.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.00 0.00

TRINITY_DN43839_c0_g7GAX77641.1hypothetical protein CEUSTIGMA_g5084.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00

TRINITY_DN43967_c0_g6XP_022874620.1casein kinase 1-like protein 10 isoform X1 [Olea europaea var. sylvestris]Olea_europaea 34.00 0.00

TRINITY_DN43971_c0_g4XP_010938828.1PREDICTED: ABC transporter B family member 21-like [Elaeis guineensis]Elaeis_guineensis 34.00 0.00

TRINITY_DN44717_c0_g7XP_010509676.1PREDICTED: UDP-N-acetylglucosamine diphosphorylase 2-like isoform X2 [Camelina sativa]Camelina_sativa 34.00 0.00

TRINITY_DN45204_c0_g1XP_002951624.1hypothetical protein VOLCADRAFT_92146 [Volvox carteri f. nagariensis]Volvox_carteri 34.00 0.00

TRINITY_DN45560_c2_g1KXZ53253.1hypothetical protein GPECTOR_7g1147 [Gonium pectorale]Gonium_pectorale 34.00 0.00

TRINITY_DN45934_c0_g1XP_023518912.1phosphoinositide phosphatase SAC7-like isoform X1 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 34.00 0.00

TRINITY_DN46685_c2_g5GAQ80294.1calcium-dependent cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 34.00 0.00

TRINITY_DN47056_c0_g1XP_021720060.1GPI transamidase component PIG-T-like [Chenopodium quinoa]Chenopodium_quinoa 34.00 0.00

TRINITY_DN47459_c0_g1BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 34.00 0.00

TRINITY_DN47488_c0_g2GAX78575.1hypothetical protein CEUSTIGMA_g6014.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00

TRINITY_DN48019_c0_g1GBG68706.1hypothetical protein CBR_g3248 [Chara braunii]Chara_braunii 34.00 0.00

TRINITY_DN48273_c0_g11GAQ81443.1Spc97 / Spc98 family of spindle pole body component [Klebsormidium nitens]Klebsormidium_nitens 34.00 0.00

TRINITY_DN48410_c1_g3PNH05534.1Sulfated glycoprotein 1 [Tetrabaena socialis]Tetrabaena_socialis 34.00 0.00

TRINITY_DN48550_c0_g3PON99467.1Phosphatidylinositol 3-kinase, Vps34 type [Trema orientale]Trema_orientale 34.00 0.00

TRINITY_DN48614_c0_g5GAX76558.1hypothetical protein CEUSTIGMA_g4004.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00

TRINITY_DN48989_c0_g1PSS33168.1Serine/threonine protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 34.00 0.00

TRINITY_DN49001_c0_g3OAE31917.1hypothetical protein AXG93_4485s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.00 0.00

TRINITY_DN49337_c0_g2GAX75056.1hypothetical protein CEUSTIGMA_g2500.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 34.00 0.00

TRINITY_DN49375_c0_g1KVH90510.1MORN motif-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 34.00 0.00

TRINITY_DN50560_c0_g1XP_005651430.1AP2-domain-containing protein, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.00 0.00

TRINITY_DN51008_c0_g1KXZ57015.1hypothetical protein GPECTOR_1g917 [Gonium pectorale]Gonium_pectorale 34.00 0.00

TRINITY_DN51045_c0_g2XP_001692725.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.00 0.00

TRINITY_DN51083_c1_g1XP_005646503.1Rft-1-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 34.00 0.00

TRINITY_DN51606_c0_g2XP_002948242.1hypothetical protein VOLCADRAFT_103856 [Volvox carteri f. nagariensis]Volvox_carteri 34.00 0.00

TRINITY_DN51819_c2_g7GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 34.00 0.00

TRINITY_DN52003_c0_g2XP_027937909.1beta-hexosaminidase 1-like isoform X3 [Vigna unguiculata]Vigna_unguiculata 34.00 0.00

TRINITY_DN52232_c0_g1OAE30546.1hypothetical protein AXG93_977s1320 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 34.00 0.00

TRINITY_DN52531_c0_g2XP_005848530.1hypothetical protein CHLNCDRAFT_145047 [Chlorella variabilis]Chlorella_variabilis 34.00 0.00

TRINITY_DN7554_c0_g1XP_001697293.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 34.00 0.00

TRINITY_DN10915_c0_g1XP_003607450.1uncharacterized protein LOC11444445 [Medicago truncatula]Medicago_truncatula 33.90 0.00

TRINITY_DN19972_c0_g1XP_020084027.1serine/threonine-protein kinase STY46-like isoform X2 [Ananas comosus]Ananas_comosus 33.90 0.00

TRINITY_DN28746_c0_g1GAX77354.1hypothetical protein CEUSTIGMA_g4800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN29744_c0_g1XP_024018181.1tRNA:m(4)X modification enzyme TRM13 homolog [Morus notabilis]Morus_notabilis 33.90 0.00

TRINITY_DN30227_c0_g2OAE34901.1hypothetical protein AXG93_1587s1320 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.90 0.00

TRINITY_DN31516_c0_g3XP_017218941.1PREDICTED: lipase [Daucus carota subsp. sativus]Daucus_carota 33.90 0.00

TRINITY_DN31907_c0_g1XP_026438802.1uncharacterized protein LOC113337299 isoform X1 [Papaver somniferum]Papaver_somniferum 33.90 0.00

TRINITY_DN33050_c0_g1XP_019447647.1PREDICTED: CBL-interacting serine/threonine-protein kinase 25-like [Lupinus angustifolius]Lupinus_angustifolius 33.90 0.00

TRINITY_DN33619_c0_g1EFJ20958.1hypothetical protein SELMODRAFT_108289 [Selaginella moellendorffii]Selaginella_moellendorffii 33.90 0.00

TRINITY_DN33714_c0_g1XP_006846088.1uncharacterized protein LOC18435993 [Amborella trichopoda]Amborella_trichopoda 33.90 0.00

TRINITY_DN34054_c0_g1PIA61902.1hypothetical protein AQUCO_00200118v1 [Aquilegia coerulea]Aquilegia_coerulea 33.90 0.00

TRINITY_DN34126_c0_g2XP_018433836.1PREDICTED: F-box/kelch-repeat protein SKIP30-like [Raphanus sativus]Raphanus_sativus 33.90 0.00

TRINITY_DN35452_c0_g1GAQ89611.1hypothetical protein KFL_005420020 [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN35635_c0_g10GBF97600.1acidstable alpha-amylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.90 0.00



TRINITY_DN35753_c0_g1XP_010683541.1PREDICTED: CBL-interacting protein kinase 18 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 33.90 0.00

TRINITY_DN36306_c0_g1XP_019200337.1PREDICTED: CBL-interacting protein kinase 18-like [Ipomoea nil]Ipomoea_nil 33.90 0.00

TRINITY_DN36630_c0_g1KZV15121.1protein ssnA [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 33.90 0.00

TRINITY_DN36712_c1_g4PSC76762.1phospholipase A I isoform X1 [Micractinium conductrix]Micractinium_conductrix 33.90 0.00

TRINITY_DN36716_c0_g1GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN36720_c0_g9XP_027063639.1cytochrome P450 CYP72A219-like [Coffea arabica]Coffea_arabica 33.90 0.00

TRINITY_DN37148_c0_g6XP_009771138.1PREDICTED: broad-range acid phosphatase DET1-like [Nicotiana sylvestris]Nicotiana_sylvestris 33.90 0.00

TRINITY_DN37168_c0_g5GAQ90140.1hypothetical protein KFL_006050030 [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN37330_c0_g2GAX76357.1hypothetical protein CEUSTIGMA_g3803.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN37506_c0_g3GAQ87836.1RNA-binding protein [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN37576_c0_g1XP_002946522.1hypothetical protein VOLCADRAFT_79034 [Volvox carteri f. nagariensis]Volvox_carteri 33.90 0.00

TRINITY_DN37872_c0_g7GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN38168_c0_g6GAV82938.1RdRP domain-containing protein/RRM_6 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.90 0.00

TRINITY_DN38668_c1_g3OAE21302.1hypothetical protein AXG93_868s1400 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.90 0.00

TRINITY_DN38678_c1_g1XP_002440414.1tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A [Sorghum bicolor]Sorghum_bicolor 33.90 0.00

TRINITY_DN38807_c1_g3XP_027925736.1(+)-neomenthol dehydrogenase-like, partial [Vigna unguiculata]Vigna_unguiculata 33.90 0.00

TRINITY_DN39006_c0_g2GAX81169.1hypothetical protein CEUSTIGMA_g8602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN39067_c0_g5GBG72983.1hypothetical protein CBR_g12701 [Chara braunii]Chara_braunii 33.90 0.00

TRINITY_DN39130_c0_g2KXZ47488.1hypothetical protein GPECTOR_35g926 [Gonium pectorale]Gonium_pectorale 33.90 0.00

TRINITY_DN39197_c0_g2KXZ55097.1hypothetical protein GPECTOR_3g251 [Gonium pectorale]Gonium_pectorale 33.90 0.00

TRINITY_DN39733_c0_g1XP_023745193.1phosphoacetylglucosamine mutase [Lactuca sativa]Lactuca_sativa 33.90 0.00

TRINITY_DN39997_c2_g5GAX81803.1hypothetical protein CEUSTIGMA_g9231.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN40019_c0_g3XP_005642655.1hypothetical protein COCSUDRAFT_49414 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.90 0.00

TRINITY_DN40037_c0_g7P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 33.90 0.00

TRINITY_DN40381_c0_g3XP_022959418.1purple acid phosphatase 15-like [Cucurbita moschata]Cucurbita_moschata 33.90 0.00

TRINITY_DN40791_c1_g1PNW88875.1hypothetical protein CHLRE_01g048701v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN41401_c0_g2GBG68238.1hypothetical protein CBR_g2789 [Chara braunii]Chara_braunii 33.90 0.00

TRINITY_DN41456_c0_g2GAQ92914.1hypothetical protein KFL_011990010, partial [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN41535_c0_g4KXZ42878.1hypothetical protein GPECTOR_113g290 [Gonium pectorale]Gonium_pectorale 33.90 0.00

TRINITY_DN41803_c0_g1XP_016700174.1PREDICTED: wall-associated receptor kinase 2-like [Gossypium hirsutum]Gossypium_hirsutum 33.90 0.00

TRINITY_DN42079_c1_g1GAX82660.1hypothetical protein CEUSTIGMA_g10086.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN42123_c1_g4PNW72981.1hypothetical protein CHLRE_14g614151v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN42312_c1_g2GAX73010.1hypothetical protein CEUSTIGMA_g462.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN42358_c1_g1XP_004296909.1PREDICTED: ARM REPEAT PROTEIN INTERACTING WITH ABF2 [Fragaria vesca subsp. vesca]Fragaria_vesca 33.90 0.00

TRINITY_DN42572_c0_g2XP_002501083.1predicted protein [Micromonas commoda]Micromonas_commoda 33.90 0.00

TRINITY_DN42717_c0_g3XP_002442035.1calcium-dependent protein kinase 29 [Sorghum bicolor]Sorghum_bicolor 33.90 0.00

TRINITY_DN43368_c0_g5XP_002946129.1hypothetical protein VOLCADRAFT_127368 [Volvox carteri f. nagariensis]Volvox_carteri 33.90 0.00

TRINITY_DN44087_c0_g5GAV57778.1Cyclin domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.90 0.00

TRINITY_DN44788_c0_g1PTQ32022.1hypothetical protein MARPO_0103s0004 [Marchantia polymorpha]Marchantia_polymorpha 33.90 0.00

TRINITY_DN44940_c0_g1XP_002954230.1hypothetical protein VOLCADRAFT_95074 [Volvox carteri f. nagariensis]Volvox_carteri 33.90 0.00

TRINITY_DN45024_c1_g3PNW82605.1hypothetical protein CHLRE_06g285850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN45348_c0_g4GBF97638.1hypothetical protein Rsub_10514 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.90 0.00

TRINITY_DN45374_c0_g1PNW70584.1hypothetical protein CHLRE_17g725950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN46061_c1_g4GAX79810.1hypothetical protein CEUSTIGMA_g7250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN46197_c0_g1GAX77511.1hypothetical protein CEUSTIGMA_g4955.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN46756_c0_g1XP_014628639.1pre-mRNA-processing protein 40A isoform X2 [Glycine max]Glycine_max 33.90 0.00

TRINITY_DN46918_c0_g1XP_001695596.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN47108_c1_g8NP_001105406.1glossy 8 [Zea mays]Zea_mays 33.90 0.00

TRINITY_DN47438_c0_g2GAX81995.1hypothetical protein CEUSTIGMA_g9423.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN47954_c1_g7XP_023754556.1dehydrogenase/reductase SDR family member 7 isoform X2 [Lactuca sativa]Lactuca_sativa 33.90 0.00

TRINITY_DN48060_c1_g1XP_001703508.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN48193_c0_g3XP_020891332.1succinate-semialdehyde dehydrogenase, mitochondrial [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 33.90 0.00

TRINITY_DN48429_c0_g1XP_001699982.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.90 0.00

TRINITY_DN48626_c1_g3GAQ86060.1hypothetical protein KFL_002680060 [Klebsormidium nitens]Klebsormidium_nitens 33.90 0.00

TRINITY_DN48704_c0_g4XP_015634236.1elicitor-responsive protein 3 [Oryza sativa Japonica Group]Oryza_sativa 33.90 0.00

TRINITY_DN49098_c0_g1KXZ45571.1hypothetical protein GPECTOR_53g157 [Gonium pectorale]Gonium_pectorale 33.90 0.00

TRINITY_DN49618_c0_g2NP_001338681.1E2F-associated phosphoprotein [Zea mays]Zea_mays 33.90 0.00

TRINITY_DN50155_c1_g1XP_022038280.1serine/threonine-protein kinase STY46-like isoform X2 [Helianthus annuus]Helianthus_annuus 33.90 0.00

TRINITY_DN50663_c1_g1KXZ51586.1hypothetical protein GPECTOR_12g549 [Gonium pectorale]Gonium_pectorale 33.90 0.00

TRINITY_DN52079_c2_g1GAX84515.1hypothetical protein CEUSTIGMA_g11935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.90 0.00

TRINITY_DN7191_c0_g1XP_011033516.1PREDICTED: poly [ADP-ribose] polymerase 2 [Populus euphratica]Populus_euphratica 33.90 0.00

TRINITY_DN23122_c0_g1XP_010928870.1PREDICTED: ER membrane protein complex subunit 3 [Elaeis guineensis]Elaeis_guineensis 33.80 0.00

TRINITY_DN27844_c0_g3PIN21311.1Dipeptidyl aminopeptidase [Handroanthus impetiginosus]Handroanthus_impetiginosus 33.80 0.00

TRINITY_DN30411_c0_g1XP_023889199.1protein N-terminal amidase-like [Quercus suber]Quercus_suber 33.80 0.00

TRINITY_DN33536_c0_g3AAQ07255.1putative sensor kinase PK4 [Oryza sativa Japonica Group]Oryza_sativa 33.80 0.00

TRINITY_DN33852_c0_g1XP_001417968.1DMT family transporter: glucose-6-phosphate/phosphate [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.80 0.00



TRINITY_DN34491_c0_g1GBG73951.1hypothetical protein CBR_g17666 [Chara braunii]Chara_braunii 33.80 0.00

TRINITY_DN34537_c0_g1KXZ49739.1hypothetical protein GPECTOR_20phG10 [Gonium pectorale]Gonium_pectorale 33.80 0.00

TRINITY_DN35090_c0_g1EFJ31049.1hypothetical protein SELMODRAFT_89008 [Selaginella moellendorffii]Selaginella_moellendorffii 33.80 0.00

TRINITY_DN35756_c0_g1XP_023870842.1leucine aminopeptidase 1-like [Quercus suber]Quercus_suber 33.80 0.00

TRINITY_DN35954_c0_g10OMO86503.1Peptidase M1, alanine aminopeptidase/leukotriene A4 hydrolase [Corchorus olitorius]Corchorus_olitorius 33.80 0.00

TRINITY_DN36710_c0_g2XP_010917667.1PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 2-B isoform X1 [Elaeis guineensis]Elaeis_guineensis 33.80 0.00

TRINITY_DN37134_c0_g1XP_002948490.1hypothetical protein VOLCADRAFT_120649 [Volvox carteri f. nagariensis]Volvox_carteri 33.80 0.00

TRINITY_DN37139_c0_g2XP_002503159.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 33.80 0.00

TRINITY_DN37261_c0_g1PWA49209.1thiol protease [Artemisia annua]Artemisia_annua 33.80 0.00

TRINITY_DN37576_c0_g3XP_001701977.1protofilament ribbon protein of flagellar microtubules [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.80 0.00

TRINITY_DN38676_c1_g6KXZ43482.1hypothetical protein GPECTOR_89g502 [Gonium pectorale]Gonium_pectorale 33.80 0.00

TRINITY_DN39108_c2_g1GBF99650.1hypothetical protein Rsub_12587 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.80 0.00

TRINITY_DN39149_c0_g1XP_023909881.1kynurenine 3-monooxygenase-like [Quercus suber]Quercus_suber 33.80 0.00

TRINITY_DN39270_c0_g1GAX77621.1hypothetical protein CEUSTIGMA_g5065.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.80 0.00

TRINITY_DN39834_c0_g2GAQ87315.1F-box and WD-40 domain protein 7 [Klebsormidium nitens]Klebsormidium_nitens 33.80 0.00

TRINITY_DN40317_c0_g2GAU29243.1hypothetical protein TSUD_362330 [Trifolium subterraneum]Trifolium_subterraneum 33.80 0.00

TRINITY_DN41036_c0_g2PWA48295.1protein phosphatase 2C family protein [Artemisia annua]Artemisia_annua 33.80 0.00

TRINITY_DN41368_c0_g6OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.80 0.00

TRINITY_DN41467_c0_g2GAX78754.1hypothetical protein CEUSTIGMA_g6191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.80 0.00

TRINITY_DN41572_c0_g1XP_023878772.1E3 ubiquitin-protein ligase dbl4-like [Quercus suber]Quercus_suber 33.80 0.00

TRINITY_DN41897_c0_g3EOY26294.1Long-chain base1 isoform 1 [Theobroma cacao]Theobroma_cacao 33.80 0.00

TRINITY_DN42016_c0_g3GAV88905.1Abhydrolase_6 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.80 0.00

TRINITY_DN42017_c0_g3XP_015074910.1PH, RCC1 and FYVE domains-containing protein 1-like [Solanum pennellii]Solanum_pennellii 33.80 0.00

TRINITY_DN42036_c0_g2GBF95819.1hypothetical protein Rsub_08255 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.80 0.00

TRINITY_DN42124_c0_g3EFJ18068.1hypothetical protein SELMODRAFT_444647 [Selaginella moellendorffii]Selaginella_moellendorffii 33.80 0.00

TRINITY_DN42130_c0_g3XP_001697513.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.80 0.00

TRINITY_DN42162_c0_g2PNW84538.1hypothetical protein CHLRE_03g146807v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.80 0.00

TRINITY_DN42572_c0_g1XP_002501083.1predicted protein [Micromonas commoda]Micromonas_commoda 33.80 0.00

TRINITY_DN42676_c0_g1XP_002956349.1hypothetical protein VOLCADRAFT_119365 [Volvox carteri f. nagariensis]Volvox_carteri 33.80 0.00

TRINITY_DN42993_c0_g3XP_002955844.1hypothetical protein VOLCADRAFT_106980 [Volvox carteri f. nagariensis]Volvox_carteri 33.80 0.00

TRINITY_DN43340_c1_g4PKI60808.1hypothetical protein CRG98_018797 [Punica granatum]Punica_granatum 33.80 0.00

TRINITY_DN44457_c0_g3EFJ35022.1WD repeat domain-containing protein [Selaginella moellendorffii]Selaginella_moellendorffii 33.80 0.00

TRINITY_DN44598_c1_g3KMS65405.1hypothetical protein BVRB_036320, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 33.80 0.00

TRINITY_DN44898_c0_g3XP_002501405.1Drug/Metabolite transporter superfamily [Micromonas commoda]Micromonas_commoda 33.80 0.00

TRINITY_DN44909_c1_g3XP_020225643.160S ribosomal protein L28-2-like [Cajanus cajan]Cajanus_cajan 33.80 0.00

TRINITY_DN44929_c0_g2EPS60640.1hypothetical protein M569_14162 [Genlisea aurea]Genlisea_aurea 33.80 0.00

TRINITY_DN45721_c0_g2XP_010539295.1PREDICTED: plant UBX domain-containing protein 4-like [Tarenaya hassleriana]Tarenaya_hassleriana 33.80 0.00

TRINITY_DN46085_c1_g1GAX84653.1hypothetical protein CEUSTIGMA_g12074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.80 0.00

TRINITY_DN46466_c0_g5GAQ85536.1Nuclear transport receptor RANBP7/RANBP8 [Klebsormidium nitens]Klebsormidium_nitens 33.80 0.00

TRINITY_DN47859_c0_g1PNW84488.1hypothetical protein CHLRE_03g145867v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.80 0.00

TRINITY_DN47888_c0_g2GBF94364.1hypothetical protein Rsub_06986 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.80 0.00

TRINITY_DN48358_c0_g2XP_010646779.1PREDICTED: endonuclease 4 [Vitis vinifera]Vitis_vinifera 33.80 0.00

TRINITY_DN48397_c0_g2XP_024526893.1phosphatidylinositol-3-phosphatase myotubularin-1 [Selaginella moellendorffii]Selaginella_moellendorffii 33.80 0.00

TRINITY_DN49521_c0_g10PRW58749.1vacuolar sorting-associated 2-like protein 1-like [Chlorella sorokiniana]Chlorella_sorokiniana 33.80 0.00

TRINITY_DN49859_c0_g3XP_019423883.1PREDICTED: serine/threonine-protein kinase STY8-like isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 33.80 0.00

TRINITY_DN50813_c0_g2GAX76083.1hypothetical protein CEUSTIGMA_g3526.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.80 0.00

TRINITY_DN51242_c0_g1XP_013906273.1putative Protein YIPF1 like protein [Monoraphidium neglectum]Monoraphidium_neglectum 33.80 0.00

TRINITY_DN51740_c0_g5GAX76039.1hypothetical protein CEUSTIGMA_g3482.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.80 0.00

TRINITY_DN52490_c0_g1KXZ44293.1hypothetical protein GPECTOR_70g524 [Gonium pectorale]Gonium_pectorale 33.80 0.00

TRINITY_DN52552_c1_g1GAQ90198.1DEAD/DEAH box helicase domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 33.80 0.00

TRINITY_DN9677_c0_g1XP_023906485.1L-2-aminoadipate reductase large subunit-like [Quercus suber]Quercus_suber 33.80 0.00

TRINITY_DN12781_c0_g1XP_022922894.1ribonuclease 2-like [Cucurbita moschata]Cucurbita_moschata 33.70 0.00

TRINITY_DN23170_c0_g2RWR78659.1squamous cell carcinoma antigen recognized by T-cells 3-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 33.70 0.00

TRINITY_DN30517_c0_g1GAX75317.1hypothetical protein CEUSTIGMA_g2762.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN30616_c0_g2OMO83525.1Condensin complex subunit 2/barren [Corchorus capsularis]Corchorus_capsularis 33.70 0.00

TRINITY_DN32542_c0_g2XP_023895907.1guanine nucleotide-binding protein subunit alpha-like [Quercus suber]Quercus_suber 33.70 0.00

TRINITY_DN34323_c0_g1XP_011400220.1Protein atp11, mitochondrial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 33.70 0.00

TRINITY_DN34458_c0_g1XP_010230830.1lysophospholipid acyltransferase LPEAT1 isoform X3 [Brachypodium distachyon]Brachypodium_distachyon 33.70 0.00

TRINITY_DN34475_c0_g1OAY84163.1putative tRNA (guanine(26)-N(2))-dimethyltransferase 1 [Ananas comosus]Ananas_comosus 33.70 0.00

TRINITY_DN34870_c0_g2XP_001699889.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.70 0.00

TRINITY_DN35098_c0_g3XP_005645139.1hypothetical protein COCSUDRAFT_37819 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.70 0.00

TRINITY_DN35243_c0_g1XP_024364790.1uncharacterized protein LOC112277051 [Physcomitrella patens]Physcomitrella_patens 33.70 0.00

TRINITY_DN35288_c0_g1OUS41880.1ankyrin repeat-containing domain protein, partial [Ostreococcus tauri]Ostreococcus_tauri 33.70 0.00

TRINITY_DN35881_c0_g1XP_021724294.1sugar transport protein 8-like [Chenopodium quinoa]Chenopodium_quinoa 33.70 0.00

TRINITY_DN35918_c1_g13OUS48339.1peptidase M16C associated-domain-containing protein [Ostreococcus tauri]Ostreococcus_tauri 33.70 0.00

TRINITY_DN36004_c1_g1XP_023870842.1leucine aminopeptidase 1-like [Quercus suber]Quercus_suber 33.70 0.00



TRINITY_DN36181_c0_g9XP_002282429.1PREDICTED: alpha-xylosidase 1 [Vitis vinifera]Vitis_vinifera 33.70 0.00

TRINITY_DN36404_c0_g4BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.70 0.00

TRINITY_DN36474_c2_g4AIT94139.1probable transport protein (chloroplast) [Marsupiomonas sp. NIES 1824]Marsupiomonas_sp._NIES_1824 33.70 0.00

TRINITY_DN36499_c0_g14XP_010556696.1PREDICTED: uncharacterized protein LOC104825940 [Tarenaya hassleriana]Tarenaya_hassleriana 33.70 0.00

TRINITY_DN36776_c1_g5XP_024400597.1uncharacterized protein LOC112294431 [Physcomitrella patens]Physcomitrella_patens 33.70 0.00

TRINITY_DN37219_c0_g1GAX82126.1hypothetical protein CEUSTIGMA_g9554.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN37435_c1_g2XP_001694289.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.70 0.00

TRINITY_DN37565_c0_g3GAX72829.1hypothetical protein CEUSTIGMA_g284.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN37618_c0_g1GAX81059.1hypothetical protein CEUSTIGMA_g8494.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN38590_c1_g1XP_021613123.1uncharacterized protein LOC110615536 [Manihot esculenta]Manihot_esculenta 33.70 0.00

TRINITY_DN38735_c0_g1KXZ52061.1hypothetical protein GPECTOR_10g1084 [Gonium pectorale]Gonium_pectorale 33.70 0.00

TRINITY_DN38868_c0_g1XP_002951527.1hypothetical protein VOLCADRAFT_81516 [Volvox carteri f. nagariensis]Volvox_carteri 33.70 0.00

TRINITY_DN39045_c0_g3XP_010549154.1PREDICTED: nucleolin 1 isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 33.70 0.00

TRINITY_DN39190_c0_g1GAX80360.1hypothetical protein CEUSTIGMA_g7799.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN40663_c0_g3GBF98142.1hypothetical protein Rsub_10554 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.70 0.00

TRINITY_DN41290_c1_g3XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 33.70 0.00

TRINITY_DN41396_c0_g2GAX82253.1hypothetical protein CEUSTIGMA_g9681.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN41471_c1_g3GBG72173.1hypothetical protein CBR_g11106 [Chara braunii]Chara_braunii 33.70 0.00

TRINITY_DN41587_c0_g1GAX80129.1hypothetical protein CEUSTIGMA_g7567.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN41595_c0_g1XP_021992220.1actin-depolymerizing factor 1-like [Helianthus annuus]Helianthus_annuus 33.70 0.00

TRINITY_DN41996_c0_g1XP_001695406.1radial spoke protein 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.70 0.00

TRINITY_DN42069_c0_g5GAV66326.1Pyr_redox_2 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.70 0.00

TRINITY_DN42506_c0_g5XP_011398226.1E3 ISG15-protein ligase HERC5 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 33.70 0.00

TRINITY_DN42879_c0_g1GBF87987.1hypothetical protein Rsub_00699 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.70 0.00

TRINITY_DN43814_c1_g3GAQ80294.1calcium-dependent cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 33.70 0.00

TRINITY_DN45063_c3_g1PWA74912.1aspartic peptidase A1 family, Aspartic peptidase domain protein [Artemisia annua]Artemisia_annua 33.70 0.00

TRINITY_DN45248_c0_g1XP_002522616.1serine/threonine-protein kinase PEPKR2 [Ricinus communis]Ricinus_communis 33.70 0.00

TRINITY_DN45743_c0_g2XP_018674689.1PREDICTED: LOW QUALITY PROTEIN: ABC transporter B family member 10-like [Musa acuminata subsp. malaccensis]Musa_acuminata 33.70 0.00

TRINITY_DN46483_c0_g3GAQ82936.1ABC transporter G family [Klebsormidium nitens]Klebsormidium_nitens 33.70 0.00

TRINITY_DN46867_c0_g2PWA94916.1C2 calcium-dependent membrane targeting [Artemisia annua]Artemisia_annua 33.70 0.00

TRINITY_DN46938_c1_g3GAU20147.1hypothetical protein TSUD_352090 [Trifolium subterraneum]Trifolium_subterraneum 33.70 0.00

TRINITY_DN47603_c2_g1PNW72745.1hypothetical protein CHLRE_15g638100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.70 0.00

TRINITY_DN48126_c2_g3GAX84352.1hypothetical protein CEUSTIGMA_g11774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN48876_c0_g5GAQ81526.1Zinc finger ZZ-type domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 33.70 0.00

TRINITY_DN49347_c1_g1PNW88549.1hypothetical protein CHLRE_01g034200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.70 0.00

TRINITY_DN50158_c1_g2XP_002956494.1hypothetical protein VOLCADRAFT_119422 [Volvox carteri f. nagariensis]Volvox_carteri 33.70 0.00

TRINITY_DN50576_c0_g2GAX84888.1hypothetical protein CEUSTIGMA_g12309.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN50706_c0_g3KMZ57392.1Exosome complex exonuclease 1 [Zostera marina]Zostera_marina 33.70 0.00

TRINITY_DN50868_c0_g1GAX75417.1hypothetical protein CEUSTIGMA_g2861.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.70 0.00

TRINITY_DN50927_c1_g4XP_026393243.1ABC transporter C family member 2-like [Papaver somniferum]Papaver_somniferum 33.70 0.00

TRINITY_DN12704_c0_g1XP_012830680.1PREDICTED: NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 [Erythranthe guttata]Erythranthe_guttata 33.60 0.00

TRINITY_DN28101_c0_g1XP_023897267.1PITH domain-containing protein P35G2.02-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN30867_c0_g1XP_021718041.1gamma carbonic anhydrase 1, mitochondrial-like [Chenopodium quinoa]Chenopodium_quinoa 33.60 0.00

TRINITY_DN32569_c0_g2PSC73951.1hypothetical protein C2E20_2953 [Micractinium conductrix]Micractinium_conductrix 33.60 0.00

TRINITY_DN32690_c0_g1PNH09427.1FGFR1 oncogene partner [Tetrabaena socialis]Tetrabaena_socialis 33.60 0.00

TRINITY_DN33341_c0_g1XP_010060551.1PREDICTED: non-canonical poly(A) RNA polymerase PAPD7 [Eucalyptus grandis]Eucalyptus_grandis 33.60 0.00

TRINITY_DN33449_c0_g4XP_020177264.1nitrile-specifier protein 5 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 33.60 0.00

TRINITY_DN33987_c0_g1RAL39962.1hypothetical protein DM860_008102 [Cuscuta australis]Cuscuta_australis 33.60 0.00

TRINITY_DN34030_c0_g1PRW56764.1Golgi apparatus [Chlorella sorokiniana]Chlorella_sorokiniana 33.60 0.00

TRINITY_DN34470_c0_g1XP_012847286.1PREDICTED: anamorsin homolog [Erythranthe guttata]Erythranthe_guttata 33.60 0.00

TRINITY_DN34690_c0_g4XP_003059565.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.60 0.00

TRINITY_DN35232_c0_g1PPS07213.1hypothetical protein GOBAR_AA13440 [Gossypium barbadense]Gossypium_barbadense 33.60 0.00

TRINITY_DN35335_c0_g14RZB55578.1CBL-interacting serine/threonine-protein kinase 21 isoform A [Glycine soja]Glycine_soja 33.60 0.00

TRINITY_DN35668_c0_g2XP_021279294.1E3 ubiquitin-protein ligase listerin isoform X1 [Herrania umbratica]Herrania_umbratica 33.60 0.00

TRINITY_DN35696_c0_g4RLN09150.1CBL-interacting protein kinase 31 [Panicum miliaceum]Panicum_miliaceum 33.60 0.00

TRINITY_DN35710_c2_g4ONM41602.1CBL-interacting serine/threonine-protein kinase 8 [Zea mays]Zea_mays 33.60 0.00

TRINITY_DN35787_c0_g3OMP00818.1Transcription factor, K-box [Corchorus olitorius]Corchorus_olitorius 33.60 0.00

TRINITY_DN35787_c0_g7XP_004970544.1ATP-dependent zinc metalloprotease FTSH 3, mitochondrial [Setaria italica]Setaria_italica 33.60 0.00

TRINITY_DN35884_c0_g5BAJ96920.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.60 0.00

TRINITY_DN35950_c0_g1XP_023926332.1threonylcarbamoyl-AMP synthase-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN36027_c0_g1XP_021757454.1lysosomal Pro-X carboxypeptidase-like [Chenopodium quinoa]Chenopodium_quinoa 33.60 0.00

TRINITY_DN36532_c0_g1XP_019156718.1PREDICTED: transcription initiation factor IIF subunit beta-like isoform X1 [Ipomoea nil]Ipomoea_nil 33.60 0.00

TRINITY_DN36727_c0_g2XP_004310011.1PREDICTED: very-long-chain 3-oxoacyl-CoA reductase-like protein At1g24470 [Fragaria vesca subsp. vesca]Fragaria_vesca 33.60 0.00

TRINITY_DN36767_c0_g1GBG91863.1hypothetical protein CBR_g53754 [Chara braunii]Chara_braunii 33.60 0.00

TRINITY_DN37168_c0_g2GAQ90139.1hypothetical protein KFL_006050020 [Klebsormidium nitens]Klebsormidium_nitens 33.60 0.00

TRINITY_DN37381_c1_g14XP_021302011.1putative CCA tRNA nucleotidyltransferase 2 isoform X1 [Sorghum bicolor]Sorghum_bicolor 33.60 0.00



TRINITY_DN37792_c0_g5XP_014500297.1probable receptor-like protein kinase At1g80640 [Vigna radiata var. radiata]Vigna_radiata 33.60 0.00

TRINITY_DN37839_c0_g4XP_023899534.1uncharacterized protein LOC112011395 [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN37864_c0_g2PSC73607.1D-aspartate oxidase [Micractinium conductrix]Micractinium_conductrix 33.60 0.00

TRINITY_DN38511_c0_g10XP_024380788.1uncharacterized protein LOC112284787 isoform X1 [Physcomitrella patens]Physcomitrella_patens 33.60 0.00

TRINITY_DN38588_c1_g4XP_003612000.1nucleolar protein 6 [Medicago truncatula]Medicago_truncatula 33.60 0.00

TRINITY_DN38698_c1_g1GAV62311.1Abhydro_lipase domain-containing protein, partial [Cephalotus follicularis]Cephalotus_follicularis 33.60 0.00

TRINITY_DN38704_c0_g3XP_024377727.1DNA repair protein RAD5A-like [Physcomitrella patens]Physcomitrella_patens 33.60 0.00

TRINITY_DN39526_c0_g1GAQ79773.1nitric oxide dioxygenase [Klebsormidium nitens]Klebsormidium_nitens 33.60 0.00

TRINITY_DN39582_c0_g11XP_023905209.1nuclear protein localization protein 4-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN39598_c0_g10XP_017611920.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 8 [Gossypium arboreum]Gossypium_arboreum 33.60 0.00

TRINITY_DN39649_c0_g1XP_023880515.1serine/threonine-protein kinase pakA-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN39673_c0_g1XP_015900807.1probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 5 isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 33.60 0.00

TRINITY_DN40013_c0_g4GAQ80916.1Calcium-dependent lipid-binding protein [Klebsormidium nitens]Klebsormidium_nitens 33.60 0.00

TRINITY_DN40946_c0_g1GAQ87896.1calpain-type cysteine protease family [Klebsormidium nitens]Klebsormidium_nitens 33.60 0.00

TRINITY_DN40950_c1_g1XP_023880386.1dnaJ-related protein SCJ1-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN42065_c0_g1XP_009383458.1PREDICTED: rho GTPase-activating protein 5-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 33.60 0.00

TRINITY_DN42593_c1_g12GBG89287.1hypothetical protein CBR_g48996 [Chara braunii]Chara_braunii 33.60 0.00

TRINITY_DN42625_c0_g8XP_012089229.1pollen-specific protein SF21 [Jatropha curcas]Jatropha_curcas 33.60 0.00

TRINITY_DN42779_c0_g3PNW72516.1hypothetical protein CHLRE_16g687406v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.60 0.00

TRINITY_DN42874_c2_g8GAV80141.1Kelch_3 domain-containing protein/Kelch_4 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.60 0.00

TRINITY_DN43436_c0_g4GAQ91638.1DnaJ heat shock family protein [Klebsormidium nitens]Klebsormidium_nitens 33.60 0.00

TRINITY_DN44116_c0_g1GAX83568.1hypothetical protein CEUSTIGMA_g10993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN44633_c0_g1XP_005648719.1hypothetical protein COCSUDRAFT_41460 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.60 0.00

TRINITY_DN44728_c0_g2GBG65193.1hypothetical protein CBR_g49985 [Chara braunii]Chara_braunii 33.60 0.00

TRINITY_DN44749_c0_g1PNW71810.1hypothetical protein CHLRE_16g689050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.60 0.00

TRINITY_DN44874_c1_g2PLY97048.1hypothetical protein LSAT_4X173381 [Lactuca sativa]Lactuca_sativa 33.60 0.00

TRINITY_DN45001_c0_g1GAX81575.1hypothetical protein CEUSTIGMA_g9003.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN45658_c2_g3KXZ53935.1hypothetical protein GPECTOR_6g853 [Gonium pectorale]Gonium_pectorale 33.60 0.00

TRINITY_DN45987_c0_g2XP_024980609.1histidine kinase 2-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 33.60 0.00

TRINITY_DN46022_c0_g3XP_017249848.1PREDICTED: syntaxin-41-like isoform X1 [Daucus carota subsp. sativus]Daucus_carota 33.60 0.00

TRINITY_DN46126_c0_g3PRW60634.1SCF ubiquitin ligase complex subunit CDC4 [Chlorella sorokiniana]Chlorella_sorokiniana 33.60 0.00

TRINITY_DN46418_c0_g5XP_027104670.1protein EIN4 [Coffea arabica]Coffea_arabica 33.60 0.00

TRINITY_DN46429_c0_g1XP_018845616.1PREDICTED: uncharacterized protein LOC109009552 isoform X2 [Juglans regia]Juglans_regia 33.60 0.00

TRINITY_DN46587_c0_g3XP_023870925.1uncharacterized protein C12G12.12-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN47060_c0_g5KZN08737.1hypothetical protein DCAR_001393 [Daucus carota subsp. sativus]Daucus_carota 33.60 0.00

TRINITY_DN47087_c0_g2XP_002963525.1ultraviolet-B receptor UVR8 [Selaginella moellendorffii]Selaginella_moellendorffii 33.60 0.00

TRINITY_DN47097_c0_g2XP_021679840.1helicase and polymerase-containing protein TEBICHI isoform X3 [Hevea brasiliensis]Hevea_brasiliensis 33.60 0.00

TRINITY_DN47213_c0_g1EFJ23314.1hypothetical protein SELMODRAFT_442877 [Selaginella moellendorffii]Selaginella_moellendorffii 33.60 0.00

TRINITY_DN47237_c0_g2GAX77647.1hypothetical protein CEUSTIGMA_g5090.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN47383_c0_g4XP_008805905.1plant cysteine oxidase 3-like [Phoenix dactylifera]Phoenix_dactylifera 33.60 0.00

TRINITY_DN47477_c0_g5PNR27012.1hypothetical protein PHYPA_030493 [Physcomitrella patens]Physcomitrella_patens 33.60 0.00

TRINITY_DN48090_c0_g5AAT02516.1unknown [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.60 0.00

TRINITY_DN48322_c0_g2PSC70001.1DIS3-like exonuclease 2 [Micractinium conductrix]Micractinium_conductrix 33.60 0.00

TRINITY_DN48376_c1_g8RLN05552.1hypothetical protein C2845_PM13G06550 [Panicum miliaceum]Panicum_miliaceum 33.60 0.00

TRINITY_DN48402_c0_g1GAX82823.1hypothetical protein CEUSTIGMA_g10249.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN48872_c0_g2RQO90484.1hypothetical protein POPTR_005G136300 [Populus trichocarpa]Populus_trichocarpa 33.60 0.00

TRINITY_DN49202_c0_g3GAX82974.1hypothetical protein CEUSTIGMA_g10401.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN49242_c1_g1XP_005644516.1S1-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.60 0.00

TRINITY_DN49371_c0_g1GBF93585.1hypothetical protein Rsub_06305 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.60 0.00

TRINITY_DN49384_c0_g6XP_002947465.1hypothetical protein VOLCADRAFT_103422 [Volvox carteri f. nagariensis]Volvox_carteri 33.60 0.00

TRINITY_DN49487_c1_g1XP_024370462.1uncharacterized protein LOC112279923 isoform X2 [Physcomitrella patens]Physcomitrella_patens 33.60 0.00

TRINITY_DN49572_c0_g5XP_006390921.1uncharacterized protein LOC18008917 [Eutrema salsugineum]Eutrema_salsugineum 33.60 0.00

TRINITY_DN49609_c0_g1XP_016727097.1PREDICTED: THO complex subunit 4A-like [Gossypium hirsutum]Gossypium_hirsutum 33.60 0.00

TRINITY_DN49878_c0_g2GAX75558.1hypothetical protein CEUSTIGMA_g3001.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN50045_c0_g1XP_023757117.1DNA repair protein RAD16 [Lactuca sativa]Lactuca_sativa 33.60 0.00

TRINITY_DN50260_c0_g4XP_023878772.1E3 ubiquitin-protein ligase dbl4-like [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN50423_c0_g4XP_023909621.1uncharacterized protein LOC112021286 [Quercus suber]Quercus_suber 33.60 0.00

TRINITY_DN50451_c0_g7XP_024398728.1phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1-like [Physcomitrella patens]Physcomitrella_patens 33.60 0.00

TRINITY_DN50794_c0_g4GAX79702.1hypothetical protein CEUSTIGMA_g7143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.60 0.00

TRINITY_DN51122_c1_g1GBF91824.1hypothetical protein Rsub_04929 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.60 0.00

TRINITY_DN51924_c2_g5GBF96249.1adenylate kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.60 0.00

TRINITY_DN32221_c0_g1PPD67014.1hypothetical protein GOBAR_DD36103 [Gossypium barbadense]Gossypium_barbadense 33.50 0.00

TRINITY_DN32242_c0_g1XP_024368541.1haloacid dehalogenase-like hydrolase domain-containing protein 3 [Physcomitrella patens]Physcomitrella_patens 33.50 0.00

TRINITY_DN35281_c0_g1XP_023901491.1uncharacterized protein LOC112013327 [Quercus suber]Quercus_suber 33.50 0.00

TRINITY_DN35996_c0_g2XP_022021057.1heat stress transcription factor A-4c-like [Helianthus annuus]Helianthus_annuus 33.50 0.00

TRINITY_DN36400_c1_g5XP_024964112.1ras-related protein Rab7-like isoform X2 [Cynara cardunculus var. scolymus]Cynara_cardunculus 33.50 0.00



TRINITY_DN36672_c0_g1OTG34339.1putative CRAL-TRIO lipid binding domain-containing protein [Helianthus annuus]Helianthus_annuus 33.50 0.00

TRINITY_DN37306_c0_g8XP_023887220.1tripeptidyl-peptidase sed3-like [Quercus suber]Quercus_suber 33.50 0.00

TRINITY_DN37663_c0_g2RXH67346.1hypothetical protein DVH24_027466, partial [Malus domestica]Malus_domestica 33.50 0.00

TRINITY_DN37962_c0_g1XP_002503603.1flagellar radial spoke protein 3 [Micromonas commoda]Micromonas_commoda 33.50 0.00

TRINITY_DN38074_c1_g2EAZ05999.1hypothetical protein OsI_28244 [Oryza sativa Indica Group]Oryza_sativa 33.50 0.00

TRINITY_DN38496_c0_g1PRQ49332.1putative polynucleotide adenylyltransferase [Rosa chinensis]Rosa_chinensis 33.50 0.00

TRINITY_DN38826_c0_g2PIA44693.1hypothetical protein AQUCO_01700353v1 [Aquilegia coerulea]Aquilegia_coerulea 33.50 0.00

TRINITY_DN38917_c0_g1XP_023547964.1nuclear export mediator factor Nemf [Cucurbita pepo subsp. pepo]Cucurbita_pepo 33.50 0.00

TRINITY_DN39090_c0_g4OVA07343.1Protein kinase domain [Macleaya cordata]Macleaya_cordata 33.50 0.00

TRINITY_DN39239_c0_g4XP_023888180.1probable aminotransferase TAT2 isoform X1 [Quercus suber]Quercus_suber 33.50 0.00

TRINITY_DN39586_c0_g1GAX74319.1hypothetical protein CEUSTIGMA_g1768.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN39733_c0_g3OAE30986.1hypothetical protein AXG93_2018s1530 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.50 0.00

TRINITY_DN40280_c0_g2PNW88634.1hypothetical protein CHLRE_01g038000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.50 0.00

TRINITY_DN41018_c1_g3XP_024365870.1uncharacterized protein LOC112277585 isoform X1 [Physcomitrella patens]Physcomitrella_patens 33.50 0.00

TRINITY_DN41144_c0_g5XP_004137849.1PREDICTED: phosphatidylinositol 4-phosphate 5-kinase 9 [Cucumis sativus]Cucumis_sativus 33.50 0.00

TRINITY_DN41242_c0_g5XP_020990466.1CBL-interacting serine/threonine-protein kinase 9 [Arachis duranensis]Arachis_duranensis 33.50 0.00

TRINITY_DN41250_c0_g2XP_002949296.1hypothetical protein VOLCADRAFT_46640 [Volvox carteri f. nagariensis]Volvox_carteri 33.50 0.00

TRINITY_DN41432_c1_g6GAQ86502.1eukaryotic translation initiation factor eIF-3 subunit I [Klebsormidium nitens]Klebsormidium_nitens 33.50 0.00

TRINITY_DN41959_c0_g2XP_013905354.1hypothetical protein MNEG_1617, partial [Monoraphidium neglectum]Monoraphidium_neglectum 33.50 0.00

TRINITY_DN42156_c0_g1GBF89222.1hypothetical protein Rsub_02099 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.50 0.00

TRINITY_DN42297_c2_g2XP_011397088.1putative ATP-dependent RNA helicase DDX11 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 33.50 0.00

TRINITY_DN42413_c0_g1XP_006302148.1transmembrane protein 87A [Capsella rubella]Capsella_rubella 33.50 0.00

TRINITY_DN42631_c0_g1PKA49899.1hypothetical protein AXF42_Ash019215 [Apostasia shenzhenica]Apostasia_shenzhenica 33.50 0.00

TRINITY_DN43239_c0_g8NP_001312745.1eukaryotic translation initiation factor NCBP-like [Nicotiana tabacum]Nicotiana_tabacum 33.50 0.00

TRINITY_DN43855_c0_g4GAX85335.1hypothetical protein CEUSTIGMA_g12752.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN43942_c0_g4GBG75741.1hypothetical protein CBR_g20988 [Chara braunii]Chara_braunii 33.50 0.00

TRINITY_DN43955_c0_g3XP_003529613.1dual specificity protein phosphatase 1 [Glycine max]Glycine_max 33.50 0.00

TRINITY_DN44265_c0_g1XP_011076860.1apoptosis-inducing factor homolog A-like [Sesamum indicum]Sesamum_indicum 33.50 0.00

TRINITY_DN44368_c0_g2XP_001702977.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.50 0.00

TRINITY_DN44714_c0_g1BAJ94976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.50 0.00

TRINITY_DN45218_c0_g5XP_024360393.1beta-1,3-galactosyltransferase 6-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 33.50 0.00

TRINITY_DN45402_c0_g1GAX79456.1hypothetical protein CEUSTIGMA_g6897.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN45428_c0_g2XP_005648060.1V0/A0 complex, 116-kDa subunit of ATPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.50 0.00

TRINITY_DN45858_c1_g3PSC67589.1type A von Willebrand factor domain-containing isoform B [Micractinium conductrix]Micractinium_conductrix 33.50 0.00

TRINITY_DN45897_c1_g2GAQ85119.1hypothetical protein KFL_002200055 [Klebsormidium nitens]Klebsormidium_nitens 33.50 0.00

TRINITY_DN45915_c0_g2RWR78865.1importin-11 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 33.50 0.00

TRINITY_DN46005_c0_g2GAQ80683.1hypothetical protein KFL_000590360 [Klebsormidium nitens]Klebsormidium_nitens 33.50 0.00

TRINITY_DN46314_c0_g1GAX77298.1hypothetical protein CEUSTIGMA_g4744.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN46934_c0_g2XP_001418418.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.50 0.00

TRINITY_DN47088_c0_g1PRW05759.1phospholipid glycerol acyltransferase family [Chlorella sorokiniana]Chlorella_sorokiniana 33.50 0.00

TRINITY_DN48011_c1_g1PRW32970.1hypothetical protein C2E21_7987 [Chlorella sorokiniana]Chlorella_sorokiniana 33.50 0.00

TRINITY_DN48553_c0_g1GAX78151.1hypothetical protein CEUSTIGMA_g5593.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN48788_c0_g3OAE29281.1hypothetical protein AXG93_3102s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.50 0.00

TRINITY_DN49629_c0_g2XP_008368355.2PREDICTED: LOW QUALITY PROTEIN: importin subunit alpha-2-like [Malus domestica]Malus_domestica 33.50 0.00

TRINITY_DN49959_c0_g1XP_023907158.1tuberous sclerosis 2 protein homolog [Quercus suber]Quercus_suber 33.50 0.00

TRINITY_DN49983_c0_g3EYU25999.1hypothetical protein MIMGU_mgv1a023650mg [Erythranthe guttata]Erythranthe_guttata 33.50 0.00

TRINITY_DN50005_c0_g1KXZ44705.1hypothetical protein GPECTOR_63g32 [Gonium pectorale]Gonium_pectorale 33.50 0.00

TRINITY_DN50123_c0_g3GAX73176.1hypothetical protein CEUSTIGMA_g629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN50171_c0_g1GBG69278.1hypothetical protein CBR_g3977 [Chara braunii]Chara_braunii 33.50 0.00

TRINITY_DN50576_c0_g3PPD82142.1hypothetical protein GOBAR_DD20926 [Gossypium barbadense]Gossypium_barbadense 33.50 0.00

TRINITY_DN50814_c0_g2GAX78184.1hypothetical protein CEUSTIGMA_g5626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.50 0.00

TRINITY_DN51401_c1_g1XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.50 0.00

TRINITY_DN52682_c3_g1XP_005644355.1hypothetical protein COCSUDRAFT_19213 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.50 0.00

TRINITY_DN19854_c0_g1PRW45199.1carboxylic ester hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 33.40 0.00

TRINITY_DN33489_c0_g1PIN17500.1Protein disulfide isomerase (prolyl 4-hydroxylase beta subunit) [Handroanthus impetiginosus]Handroanthus_impetiginosus 33.40 0.00

TRINITY_DN36357_c0_g2XP_008236778.1PREDICTED: protein CASP [Prunus mume]Prunus_mume 33.40 0.00

TRINITY_DN37401_c0_g2AAV31083.11,2-diacyl-sn-glycerol:acyl-CoA acyltransferase [Euonymus alatus]Euonymus_alatus 33.40 0.00

TRINITY_DN37434_c0_g1XP_002983831.1choline/ethanolaminephosphotransferase 1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 33.40 0.00

TRINITY_DN37633_c0_g5EFJ29409.1hypothetical protein SELMODRAFT_91571, partial [Selaginella moellendorffii]Selaginella_moellendorffii 33.40 0.00

TRINITY_DN39402_c0_g1BAK01192.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.40 0.00

TRINITY_DN39550_c0_g2GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 33.40 0.00

TRINITY_DN39978_c0_g2GAX72708.1hypothetical protein CEUSTIGMA_g164.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.40 0.00

TRINITY_DN40026_c1_g6PNW85044.1hypothetical protein CHLRE_03g169300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.40 0.00

TRINITY_DN40292_c1_g2GAX84676.1hypothetical protein CEUSTIGMA_g12097.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.40 0.00

TRINITY_DN43628_c2_g3XP_002952040.1hypothetical protein VOLCADRAFT_81727 [Volvox carteri f. nagariensis]Volvox_carteri 33.40 0.00

TRINITY_DN44247_c1_g2GAX72828.1hypothetical protein CEUSTIGMA_g283.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.40 0.00



TRINITY_DN44477_c0_g2XP_006359210.1PREDICTED: DNA repair endonuclease UVH1 [Solanum tuberosum]Solanum_tuberosum 33.40 0.00

TRINITY_DN44571_c1_g6KDO81726.1hypothetical protein CISIN_1g009184mg [Citrus sinensis]Citrus_sinensis 33.40 0.00

TRINITY_DN45366_c0_g1XP_001690631.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.40 0.00

TRINITY_DN45897_c1_g1XP_006856117.1uncharacterized protein LOC18445929 [Amborella trichopoda]Amborella_trichopoda 33.40 0.00

TRINITY_DN46036_c0_g3GAX79694.1hypothetical protein CEUSTIGMA_g7135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.40 0.00

TRINITY_DN46147_c0_g1XP_008806233.1transcription initiation factor TFIID subunit 1 [Phoenix dactylifera]Phoenix_dactylifera 33.40 0.00

TRINITY_DN47249_c0_g1XP_022852661.1uncharacterized protein LOC111374241 [Olea europaea var. sylvestris]Olea_europaea 33.40 0.00

TRINITY_DN47802_c1_g2XP_021862788.1putative ABC1 protein At2g40090 [Spinacia oleracea]Spinacia_oleracea 33.40 0.00

TRINITY_DN48076_c0_g2KXZ45697.1hypothetical protein GPECTOR_51g682 [Gonium pectorale]Gonium_pectorale 33.40 0.00

TRINITY_DN49361_c0_g1XP_024545102.1DEAD-box ATP-dependent RNA helicase 13 [Selaginella moellendorffii]Selaginella_moellendorffii 33.40 0.00

TRINITY_DN49444_c1_g8GAY44382.1hypothetical protein CUMW_081740 [Citrus unshiu]Citrus_unshiu 33.40 0.00

TRINITY_DN49799_c0_g4GAX72663.1hypothetical protein CEUSTIGMA_g119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.40 0.00

TRINITY_DN51518_c1_g3GBF94005.1MFS transporter [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.40 0.00

TRINITY_DN11879_c0_g1PNR42031.1hypothetical protein PHYPA_016860 [Physcomitrella patens]Physcomitrella_patens 33.30 0.00

TRINITY_DN26146_c0_g1XP_021295446.1macrophage erythroblast attacher [Herrania umbratica]Herrania_umbratica 33.30 0.00

TRINITY_DN28232_c0_g2XP_015885775.1protein translocase subunit SECA2, chloroplastic isoform X4 [Ziziphus jujuba]Ziziphus_jujuba 33.30 0.00

TRINITY_DN31568_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.30 0.00

TRINITY_DN31690_c0_g1XP_020591409.1LOW QUALITY PROTEIN: zinc finger protein 511 [Phalaenopsis equestris]Phalaenopsis_equestris 33.30 0.00

TRINITY_DN32393_c0_g1RLM91381.1hypothetical protein C2845_PM08G23020 [Panicum miliaceum]Panicum_miliaceum 33.30 0.00

TRINITY_DN32774_c0_g2XP_023909820.1elongator complex protein 2-like [Quercus suber]Quercus_suber 33.30 0.00

TRINITY_DN32888_c0_g1XP_006341830.1PREDICTED: tRNA (guanine(10)-N2)-methyltransferase homolog [Solanum tuberosum]Solanum_tuberosum 33.30 0.00

TRINITY_DN33512_c0_g1XP_002503603.1flagellar radial spoke protein 3 [Micromonas commoda]Micromonas_commoda 33.30 0.00

TRINITY_DN33564_c0_g1PIA39155.1hypothetical protein AQUCO_02700377v1 [Aquilegia coerulea]Aquilegia_coerulea 33.30 0.00

TRINITY_DN33645_c0_g2XP_001418261.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.30 0.00

TRINITY_DN34199_c0_g2GAX76680.1hypothetical protein CEUSTIGMA_g4126.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN34608_c0_g1XP_023919732.1uncharacterized protein LOC112031280 [Quercus suber]Quercus_suber 33.30 0.00

TRINITY_DN34734_c0_g1XP_005643922.1hypothetical protein COCSUDRAFT_44718 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.30 0.00

TRINITY_DN34777_c0_g2XP_026457088.1CBL-interacting serine/threonine-protein kinase 14-like [Papaver somniferum]Papaver_somniferum 33.30 0.00

TRINITY_DN34914_c0_g3XP_009768488.1PREDICTED: cleavage and polyadenylation specificity factor CPSF30-like isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 33.30 0.00

TRINITY_DN35131_c0_g2XP_003063509.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.30 0.00

TRINITY_DN35221_c0_g1GBG74227.1hypothetical protein CBR_g17939 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN35494_c0_g1XP_005642835.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.30 0.00

TRINITY_DN35532_c0_g1XP_006413756.1endonuclease 3 [Eutrema salsugineum]Eutrema_salsugineum 33.30 0.00

TRINITY_DN35648_c1_g3XP_023901699.1sphingomyelin phosphodiesterase 1-like [Quercus suber]Quercus_suber 33.30 0.00

TRINITY_DN35786_c0_g4XP_021678892.1ARF guanine-nucleotide exchange factor GNOM-like [Hevea brasiliensis]Hevea_brasiliensis 33.30 0.00

TRINITY_DN35798_c0_g5EOA14509.1hypothetical protein CARUB_v10027729mg [Capsella rubella]Capsella_rubella 33.30 0.00

TRINITY_DN35848_c0_g6XP_001421492.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.30 0.00

TRINITY_DN35884_c0_g1GAX77538.1hypothetical protein CEUSTIGMA_g4982.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN35887_c0_g7PPR91250.1hypothetical protein GOBAR_AA29431 [Gossypium barbadense]Gossypium_barbadense 33.30 0.00

TRINITY_DN36013_c2_g1XP_015634613.1DNA repair protein RAD5B [Oryza sativa Japonica Group]Oryza_sativa 33.30 0.00

TRINITY_DN36216_c0_g1EFJ29489.1hypothetical protein SELMODRAFT_170833 [Selaginella moellendorffii]Selaginella_moellendorffii 33.30 0.00

TRINITY_DN36615_c0_g5BAJ88019.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.30 0.00

TRINITY_DN36918_c0_g8RRT65836.1hypothetical protein B296_00011552 [Ensete ventricosum]Ensete_ventricosum 33.30 0.00

TRINITY_DN37003_c0_g1OAE22058.1hypothetical protein AXG93_3719s1380 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.30 0.00

TRINITY_DN37086_c0_g2XP_008645887.1protein NBR1 homolog isoform X2 [Zea mays]Zea_mays 33.30 0.00

TRINITY_DN37411_c0_g8XP_025804770.1myosin-2-like isoform X1 [Panicum hallii]Panicum_hallii 33.30 0.00

TRINITY_DN37452_c0_g1OAE32074.1hypothetical protein AXG93_2278s1540 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.30 0.00

TRINITY_DN37658_c2_g2RID61715.1hypothetical protein BRARA_E00844 [Brassica rapa]Brassica_rapa 33.30 0.00

TRINITY_DN37761_c0_g3GAX79760.1hypothetical protein CEUSTIGMA_g7201.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN37885_c0_g5XP_001698255.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.30 0.00

TRINITY_DN37936_c0_g9GAX73064.1hypothetical protein CEUSTIGMA_g517.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN38005_c0_g1GBG69057.1hypothetical protein CBR_g3755 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN38140_c0_g9XP_013903927.1hypothetical protein MNEG_3051 [Monoraphidium neglectum]Monoraphidium_neglectum 33.30 0.00

TRINITY_DN38240_c0_g8XP_027359197.1cystinosin homolog isoform X1 [Abrus precatorius]Abrus_precatorius 33.30 0.00

TRINITY_DN38321_c1_g2GBG59166.1hypothetical protein CBR_g32182 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN38461_c0_g2XP_022715003.1peroxisome biogenesis protein 2-like isoform X1 [Durio zibethinus]Durio_zibethinus 33.30 0.00

TRINITY_DN38648_c0_g4XP_024392610.1uncharacterized protein LOC112290515 [Physcomitrella patens]Physcomitrella_patens 33.30 0.00

TRINITY_DN38708_c0_g2XP_011399746.1Kelch-like protein 5 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 33.30 0.00

TRINITY_DN38782_c0_g1XP_025792998.1probable protein S-acyltransferase 17 [Panicum hallii]Panicum_hallii 33.30 0.00

TRINITY_DN38827_c0_g1GBF99416.1hypothetical protein Rsub_12248 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.30 0.00

TRINITY_DN39073_c0_g1GBG62946.1hypothetical protein CBR_g34317 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN39280_c0_g1AGT16210.1CIPK-like protein [Saccharum hybrid cultivar R570]Saccharum_hybrid_cultivar 33.30 0.00

TRINITY_DN39410_c0_g5XP_013897033.1hypothetical protein MNEG_9950 [Monoraphidium neglectum]Monoraphidium_neglectum 33.30 0.00

TRINITY_DN39733_c0_g4XP_020092514.1serine/threonine-protein kinase STY46-like isoform X1 [Ananas comosus]Ananas_comosus 33.30 0.00

TRINITY_DN39749_c0_g2XP_022012661.1serine carboxypeptidase-like 50 [Helianthus annuus]Helianthus_annuus 33.30 0.00

TRINITY_DN39749_c0_g8PWA96831.1Peptidase S10, serine carboxypeptidase [Artemisia annua]Artemisia_annua 33.30 0.00



TRINITY_DN40376_c0_g1GAQ92768.1hypothetical protein KFL_011290010 [Klebsormidium nitens]Klebsormidium_nitens 33.30 0.00

TRINITY_DN40514_c0_g7XP_026455660.1mitotic checkpoint protein BUB3.1 [Papaver somniferum]Papaver_somniferum 33.30 0.00

TRINITY_DN40590_c0_g2XP_024389348.1putative fucosyltransferase-like protein [Physcomitrella patens]Physcomitrella_patens 33.30 0.00

TRINITY_DN40757_c0_g2GBG91360.1hypothetical protein CBR_g52247 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN41301_c0_g2GAX85076.1hypothetical protein CEUSTIGMA_g12496.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN41496_c0_g6GAX84148.1hypothetical protein CEUSTIGMA_g11571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN41609_c0_g10KHF99017.1Shaggy-related protein kinase delta [Gossypium arboreum]Gossypium_arboreum 33.30 0.00

TRINITY_DN41720_c0_g1KZV14877.1hypothetical protein F511_08517 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 33.30 0.00

TRINITY_DN41905_c0_g1XP_015388353.1protein BCCIP homolog isoform X1 [Citrus sinensis]Citrus_sinensis 33.30 0.00

TRINITY_DN41940_c1_g2XP_010529111.1PREDICTED: 8-hydroxygeraniol dehydrogenase-like [Tarenaya hassleriana]Tarenaya_hassleriana 33.30 0.00

TRINITY_DN42009_c1_g4PTQ41643.1hypothetical protein MARPO_0033s0056 [Marchantia polymorpha]Marchantia_polymorpha 33.30 0.00

TRINITY_DN42097_c0_g1XP_006829315.1BTB/POZ domain-containing protein At4g08455 [Amborella trichopoda]Amborella_trichopoda 33.30 0.00

TRINITY_DN42486_c0_g3PRW32860.1retinol dehydrogenase 13-like [Chlorella sorokiniana]Chlorella_sorokiniana 33.30 0.00

TRINITY_DN42655_c0_g4XP_014503012.1elicitor-responsive protein 1-like [Vigna radiata var. radiata]Vigna_radiata 33.30 0.00

TRINITY_DN42671_c0_g1XP_020548883.1CBL-interacting protein kinase 2 [Sesamum indicum]Sesamum_indicum 33.30 0.00

TRINITY_DN43093_c1_g5XP_018820843.1PREDICTED: CBL-interacting serine/threonine-protein kinase 21-like isoform X1 [Juglans regia]Juglans_regia 33.30 0.00

TRINITY_DN43107_c1_g2GBF94053.1hypothetical protein Rsub_07321 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.30 0.00

TRINITY_DN43351_c0_g3GAX82247.1hypothetical protein CEUSTIGMA_g9675.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN43588_c1_g3XP_015584245.1ethylene receptor 1-like, partial [Ricinus communis]Ricinus_communis 33.30 0.00

TRINITY_DN43649_c0_g1PSC76081.1serine protease chloroplastic [Micractinium conductrix]Micractinium_conductrix 33.30 0.00

TRINITY_DN44028_c0_g1KXZ47713.1hypothetical protein GPECTOR_33g595 [Gonium pectorale]Gonium_pectorale 33.30 0.00

TRINITY_DN44078_c1_g2XP_023890273.1tyrosinase-like [Quercus suber]Quercus_suber 33.30 0.00

TRINITY_DN44148_c0_g2OAE28738.1hypothetical protein AXG93_1617s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.30 0.00

TRINITY_DN44213_c0_g4GAX75100.1hypothetical protein CEUSTIGMA_g2544.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN44604_c1_g1GAX82143.1hypothetical protein CEUSTIGMA_g9571.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN44775_c0_g2KXZ49182.1hypothetical protein GPECTOR_22g772 [Gonium pectorale]Gonium_pectorale 33.30 0.00

TRINITY_DN44807_c1_g8OAE18745.1hypothetical protein AXG93_854s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.30 0.00

TRINITY_DN45152_c0_g1XP_007051453.2PREDICTED: probable protein S-acyltransferase 12 [Theobroma cacao]Theobroma_cacao 33.30 0.00

TRINITY_DN45367_c0_g2GAX77459.1hypothetical protein CEUSTIGMA_g4903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN45395_c0_g5GAX78947.1hypothetical protein CEUSTIGMA_g6387.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN45399_c0_g1PIA39155.1hypothetical protein AQUCO_02700377v1 [Aquilegia coerulea]Aquilegia_coerulea 33.30 0.00

TRINITY_DN45468_c0_g1XP_014498471.1uncharacterized protein LOC106759688 isoform X1 [Vigna radiata var. radiata]Vigna_radiata 33.30 0.00

TRINITY_DN45491_c0_g1PNT71083.1hypothetical protein BRADI_2g22820v3 [Brachypodium distachyon]Brachypodium_distachyon 33.30 0.00

TRINITY_DN45552_c0_g3XP_015575229.1V-type proton ATPase subunit H [Ricinus communis]Ricinus_communis 33.30 0.00

TRINITY_DN45717_c1_g2PSC71129.1serine threonine-kinase ATM isoform X1 [Micractinium conductrix]Micractinium_conductrix 33.30 0.00

TRINITY_DN45846_c0_g3XP_024377684.1thyroid adenoma-associated protein homolog [Physcomitrella patens]Physcomitrella_patens 33.30 0.00

TRINITY_DN45902_c0_g2XP_024359634.1long chain acyl-CoA synthetase 6, peroxisomal-like [Physcomitrella patens]Physcomitrella_patens 33.30 0.00

TRINITY_DN45993_c1_g1XP_013905690.1hypothetical protein MNEG_1285 [Monoraphidium neglectum]Monoraphidium_neglectum 33.30 0.00

TRINITY_DN46127_c0_g1XP_023905209.1nuclear protein localization protein 4-like [Quercus suber]Quercus_suber 33.30 0.00

TRINITY_DN46654_c0_g4BAJ91090.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.30 0.00

TRINITY_DN46676_c0_g5PNH09305.1Glycolipid 2-alpha-mannosyltransferase [Tetrabaena socialis]Tetrabaena_socialis 33.30 0.00

TRINITY_DN47786_c1_g1GAX72905.1hypothetical protein CEUSTIGMA_g360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN47856_c0_g4KXZ50158.1hypothetical protein GPECTOR_17g794 [Gonium pectorale]Gonium_pectorale 33.30 0.00

TRINITY_DN47972_c0_g1XP_022927425.1zinc finger protein ZPR1-like [Cucurbita moschata]Cucurbita_moschata 33.30 0.00

TRINITY_DN48019_c0_g2GBG68706.1hypothetical protein CBR_g3248 [Chara braunii]Chara_braunii 33.30 0.00

TRINITY_DN48393_c1_g1XP_001692964.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.30 0.00

TRINITY_DN48458_c0_g3GAQ85937.1hypothetical protein KFL_002620040 [Klebsormidium nitens]Klebsormidium_nitens 33.30 0.00

TRINITY_DN48840_c0_g3KQK03777.1hypothetical protein BRADI_2g09800v3 [Brachypodium distachyon]Brachypodium_distachyon 33.30 0.00

TRINITY_DN48993_c0_g2GAX79807.1hypothetical protein CEUSTIGMA_g7247.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN50339_c0_g1XP_005652283.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 33.30 0.00

TRINITY_DN50420_c0_g3XP_009109541.1PREDICTED: E3 ubiquitin-protein ligase UPL3 [Brassica rapa]Brassica_rapa 33.30 0.00

TRINITY_DN50486_c2_g4PNH10188.1Myelin expression factor 2 [Tetrabaena socialis]Tetrabaena_socialis 33.30 0.00

TRINITY_DN50636_c2_g3PNH00527.1hypothetical protein TSOC_013646, partial [Tetrabaena socialis]Tetrabaena_socialis 33.30 0.00

TRINITY_DN50667_c0_g4GAX72764.1hypothetical protein CEUSTIGMA_g220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN51640_c1_g7XP_002509786.1glutathione S-transferase T1 [Ricinus communis]Ricinus_communis 33.30 0.00

TRINITY_DN51847_c0_g1GAX77910.1hypothetical protein CEUSTIGMA_g5352.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN52477_c2_g1GAX74410.1hypothetical protein CEUSTIGMA_g1858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.30 0.00

TRINITY_DN52598_c0_g2XP_002955748.1hypothetical protein VOLCADRAFT_119188 [Volvox carteri f. nagariensis]Volvox_carteri 33.30 0.00

TRINITY_DN16168_c0_g1XP_002502887.1predicted protein [Micromonas commoda]Micromonas_commoda 33.20 0.00

TRINITY_DN32017_c0_g1GAX76103.1hypothetical protein CEUSTIGMA_g3546.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN32869_c0_g1PSC71625.1fungal [Micractinium conductrix]Micractinium_conductrix 33.20 0.00

TRINITY_DN34850_c0_g4XP_007138914.1hypothetical protein PHAVU_009G248400g [Phaseolus vulgaris]Phaseolus_vulgaris 33.20 0.00

TRINITY_DN35036_c0_g2XP_021603360.1sulfite exporter TauE/SafE family protein 3-like isoform X1 [Manihot esculenta]Manihot_esculenta 33.20 0.00

TRINITY_DN35150_c0_g1OVA14646.1Tetratricopeptide repeat-containing domain [Macleaya cordata]Macleaya_cordata 33.20 0.00

TRINITY_DN35571_c0_g1XP_024543314.1flagellar radial spoke protein 4 [Selaginella moellendorffii]Selaginella_moellendorffii 33.20 0.00

TRINITY_DN35958_c0_g4XP_022715754.1CBL-interacting serine/threonine-protein kinase 12-like [Durio zibethinus]Durio_zibethinus 33.20 0.00



TRINITY_DN36402_c0_g2GAX75815.1hypothetical protein CEUSTIGMA_g3258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN36634_c0_g6XP_001416911.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.20 0.00

TRINITY_DN37340_c2_g1ADE77590.1unknown [Picea sitchensis]Picea_sitchensis 33.20 0.00

TRINITY_DN37720_c0_g2XP_008444450.1PREDICTED: CTD small phosphatase-like protein 2 isoform X1 [Cucumis melo]Cucumis_melo 33.20 0.00

TRINITY_DN38305_c1_g2XP_024367232.1uncharacterized protein LOC112278252 [Physcomitrella patens]Physcomitrella_patens 33.20 0.00

TRINITY_DN38437_c0_g8XP_021273594.1serine/threonine-protein kinase STY17 isoform X2 [Herrania umbratica]Herrania_umbratica 33.20 0.00

TRINITY_DN38764_c0_g4XP_023899600.1methyltransferase trt5-like [Quercus suber]Quercus_suber 33.20 0.00

TRINITY_DN39357_c0_g2PNW79243.1hypothetical protein CHLRE_09g407400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.20 0.00

TRINITY_DN39728_c1_g2EFJ34954.1hypothetical protein SELMODRAFT_61333, partial [Selaginella moellendorffii]Selaginella_moellendorffii 33.20 0.00

TRINITY_DN39737_c0_g5BAJ94976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.20 0.00

TRINITY_DN39770_c1_g1XP_024365260.1serine/threonine-protein kinase AtPK2/AtPK19-like [Physcomitrella patens]Physcomitrella_patens 33.20 0.00

TRINITY_DN39929_c0_g1XP_001697295.1component of dynein regulatory complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.20 0.00

TRINITY_DN40009_c0_g1PSC73189.1barwin-like endoglucanase [Micractinium conductrix]Micractinium_conductrix 33.20 0.00

TRINITY_DN41236_c0_g3GAX80514.1hypothetical protein CEUSTIGMA_g7952.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN41321_c1_g3XP_002953203.1hypothetical protein VOLCADRAFT_93893 [Volvox carteri f. nagariensis]Volvox_carteri 33.20 0.00

TRINITY_DN41531_c0_g2XP_013905834.1hypothetical protein MNEG_1132 [Monoraphidium neglectum]Monoraphidium_neglectum 33.20 0.00

TRINITY_DN41730_c1_g3GAX81284.1hypothetical protein CEUSTIGMA_g8716.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN42465_c0_g2XP_013902196.1Serine/arginine repetitive matrix protein 1 [Monoraphidium neglectum]Monoraphidium_neglectum 33.20 0.00

TRINITY_DN44131_c0_g5XP_002462389.126S proteasome non-ATPase regulatory subunit 9 [Sorghum bicolor]Sorghum_bicolor 33.20 0.00

TRINITY_DN44387_c0_g1GAX78964.1hypothetical protein CEUSTIGMA_g6404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN45355_c0_g1GAX75513.1hypothetical protein CEUSTIGMA_g2956.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN45446_c0_g2XP_024526893.1phosphatidylinositol-3-phosphatase myotubularin-1 [Selaginella moellendorffii]Selaginella_moellendorffii 33.20 0.00

TRINITY_DN45850_c1_g4GAX79865.1hypothetical protein CEUSTIGMA_g7305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN46068_c0_g6PRW58725.1putative 1-acylglycerol-3-phosphate O-acyltransferase [Chlorella sorokiniana]Chlorella_sorokiniana 33.20 0.00

TRINITY_DN46122_c1_g2XP_024518066.1E3 ubiquitin-protein ligase makorin [Selaginella moellendorffii]Selaginella_moellendorffii 33.20 0.00

TRINITY_DN46747_c0_g5XP_023873436.1peroxisomal membrane protein PMP47B-like [Quercus suber]Quercus_suber 33.20 0.00

TRINITY_DN47527_c0_g2XP_002951270.1hypothetical protein VOLCADRAFT_91776 [Volvox carteri f. nagariensis]Volvox_carteri 33.20 0.00

TRINITY_DN47792_c1_g3XP_018684188.1PREDICTED: protein BTR1, partial [Musa acuminata subsp. malaccensis]Musa_acuminata 33.20 0.00

TRINITY_DN48594_c0_g1PKA59391.1putative lysine-specific demethylase JMJ14 [Apostasia shenzhenica]Apostasia_shenzhenica 33.20 0.00

TRINITY_DN49815_c0_g3XP_010493589.1PREDICTED: polyubiquitin-like [Camelina sativa]Camelina_sativa 33.20 0.00

TRINITY_DN49853_c0_g1GAX79856.1hypothetical protein CEUSTIGMA_g7296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.20 0.00

TRINITY_DN50067_c0_g1KXZ47672.1hypothetical protein GPECTOR_33g554 [Gonium pectorale]Gonium_pectorale 33.20 0.00

TRINITY_DN51170_c0_g2ABR16149.1unknown [Picea sitchensis]Picea_sitchensis 33.20 0.00

TRINITY_DN9199_c0_g1XP_005851277.1hypothetical protein CHLNCDRAFT_19312 [Chlorella variabilis]Chlorella_variabilis 33.20 0.00

TRINITY_DN1311_c0_g1XP_009403677.1PREDICTED: putative HVA22-like protein g [Musa acuminata subsp. malaccensis]Musa_acuminata 33.10 0.00

TRINITY_DN19834_c0_g1XP_010669820.1PREDICTED: CBL-interacting serine/threonine-protein kinase 6 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 33.10 0.00

TRINITY_DN28484_c0_g3XP_003063388.1dihydropryrimidine dehydrogenase [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.10 0.00

TRINITY_DN30404_c0_g1XP_024365605.1carbonyl reductase [NADPH] 1-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 33.10 0.00

TRINITY_DN31336_c0_g1OAE24892.1hypothetical protein AXG93_2931s1350 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.10 0.00

TRINITY_DN31721_c0_g1VDD20602.1unnamed protein product [Brassica oleracea]Brassica_oleracea 33.10 0.00

TRINITY_DN33409_c0_g1PIN11902.1putative membrane protein [Handroanthus impetiginosus]Handroanthus_impetiginosus 33.10 0.00

TRINITY_DN33765_c0_g2PRW56764.1Golgi apparatus [Chlorella sorokiniana]Chlorella_sorokiniana 33.10 0.00

TRINITY_DN33822_c1_g13XP_001695981.1flagellar associated protein, protease inhibitor-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.10 0.00

TRINITY_DN35189_c0_g1OAE29281.1hypothetical protein AXG93_3102s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 33.10 0.00

TRINITY_DN35903_c0_g3GAX77716.1hypothetical protein CEUSTIGMA_g5159.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN36107_c0_g1KYP77380.1UPF0341-like protein [Cajanus cajan]Cajanus_cajan 33.10 0.00

TRINITY_DN36115_c0_g1GBF96988.1nucleolin-like [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.10 0.00

TRINITY_DN36413_c0_g2XP_002502882.1predicted protein [Micromonas commoda]Micromonas_commoda 33.10 0.00

TRINITY_DN37089_c0_g3XP_008437512.1PREDICTED: SKP1-like protein 21 isoform X1 [Cucumis melo]Cucumis_melo 33.10 0.00

TRINITY_DN37880_c0_g5EFJ12042.1hypothetical protein SELMODRAFT_124879 [Selaginella moellendorffii]Selaginella_moellendorffii 33.10 0.00

TRINITY_DN37904_c0_g6XP_024634795.1SNF1-related protein kinase catalytic subunit alpha KIN11 [Medicago truncatula]Medicago_truncatula 33.10 0.00

TRINITY_DN38120_c1_g1PRW55936.1baculoviral IAP repeat-containing 6-like [Chlorella sorokiniana]Chlorella_sorokiniana 33.10 0.00

TRINITY_DN38518_c1_g4XP_002500167.1predicted protein [Micromonas commoda]Micromonas_commoda 33.10 0.00

TRINITY_DN38809_c0_g1RQP02555.1hypothetical protein POPTR_018G025000 [Populus trichocarpa]Populus_trichocarpa 33.10 0.00

TRINITY_DN39920_c0_g5XP_001418716.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 33.10 0.00

TRINITY_DN40532_c0_g4XP_024381739.1snurportin-1-like [Physcomitrella patens]Physcomitrella_patens 33.10 0.00

TRINITY_DN40669_c0_g1GAX82950.1hypothetical protein CEUSTIGMA_g10377.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN40827_c0_g1XP_003562230.1flavin-containing monooxygenase FMO GS-OX-like 4 isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 33.10 0.00

TRINITY_DN40928_c1_g2XP_021986744.1CBL-interacting serine/threonine-protein kinase 14-like, partial [Helianthus annuus]Helianthus_annuus 33.10 0.00

TRINITY_DN40929_c0_g4XP_020085680.1chromatin structure-remodeling complex protein BSH isoform X1 [Ananas comosus]Ananas_comosus 33.10 0.00

TRINITY_DN41547_c1_g7PRW59743.1non-canonical poly(A) RNA polymerase PAPD5 [Chlorella sorokiniana]Chlorella_sorokiniana 33.10 0.00

TRINITY_DN42042_c0_g4KXZ45198.1hypothetical protein GPECTOR_57g488 [Gonium pectorale]Gonium_pectorale 33.10 0.00

TRINITY_DN42561_c0_g6CAI99406.1P-type ATPase [Flabellia petiolata]Flabellia_petiolata 33.10 0.00

TRINITY_DN43029_c0_g7XP_006408038.1syntaxin-43 [Eutrema salsugineum]Eutrema_salsugineum 33.10 0.00

TRINITY_DN43249_c0_g6XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 33.10 0.00

TRINITY_DN43822_c0_g6KMZ61122.1Cytokinin hydroxylase [Zostera marina]Zostera_marina 33.10 0.00



TRINITY_DN43836_c0_g1OAO89123.1hypothetical protein AXX17_ATUG04220 [Arabidopsis thaliana]Arabidopsis_thaliana 33.10 0.00

TRINITY_DN43948_c0_g3XP_005851306.1hypothetical protein CHLNCDRAFT_138137 [Chlorella variabilis]Chlorella_variabilis 33.10 0.00

TRINITY_DN44660_c1_g8XP_009364759.1PREDICTED: random slug protein 5-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 33.10 0.00

TRINITY_DN44716_c0_g1XP_002954485.1hypothetical protein VOLCADRAFT_106422 [Volvox carteri f. nagariensis]Volvox_carteri 33.10 0.00

TRINITY_DN45101_c2_g3XP_007034617.1PREDICTED: dual specificity protein phosphatase 1B isoform X1 [Theobroma cacao]Theobroma_cacao 33.10 0.00

TRINITY_DN45456_c0_g5GAX74598.1hypothetical protein CEUSTIGMA_g2046.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN45952_c0_g2XP_024359345.1calcium load-activated calcium channel-like [Physcomitrella patens]Physcomitrella_patens 33.10 0.00

TRINITY_DN46045_c0_g2KXZ42796.1hypothetical protein GPECTOR_117g361 [Gonium pectorale]Gonium_pectorale 33.10 0.00

TRINITY_DN46606_c0_g2KXZ56559.1hypothetical protein GPECTOR_1g501 [Gonium pectorale]Gonium_pectorale 33.10 0.00

TRINITY_DN47525_c0_g2XP_013901452.1hypothetical protein MNEG_5525 [Monoraphidium neglectum]Monoraphidium_neglectum 33.10 0.00



TRINITY_DN47607_c2_g2GAX82796.1hypothetical protein CEUSTIGMA_g10222.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN48259_c0_g3BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.10 0.00

TRINITY_DN48890_c0_g1XP_002948811.1hypothetical protein VOLCADRAFT_104017 [Volvox carteri f. nagariensis]Volvox_carteri 33.10 0.00

TRINITY_DN48989_c0_g2XP_020678106.1calmodulin-like protein 11 [Dendrobium catenatum]Dendrobium_catenatum 33.10 0.00

TRINITY_DN49125_c1_g1GAX83766.1hypothetical protein CEUSTIGMA_g11191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN49227_c0_g1XP_002949577.1hypothetical protein VOLCADRAFT_89960 [Volvox carteri f. nagariensis]Volvox_carteri 33.10 0.00

TRINITY_DN49344_c1_g6XP_024537732.1probable cation transporter HKT9 [Selaginella moellendorffii]Selaginella_moellendorffii 33.10 0.00

TRINITY_DN50014_c0_g4XP_021767243.1uncharacterized membrane protein At4g09580-like [Chenopodium quinoa]Chenopodium_quinoa 33.10 0.00

TRINITY_DN50200_c0_g2XP_022039576.1nodal modulator 1 [Helianthus annuus]Helianthus_annuus 33.10 0.00

TRINITY_DN50201_c1_g8XP_001701792.1flagella associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 33.10 0.00

TRINITY_DN50276_c0_g3GAX78280.1hypothetical protein CEUSTIGMA_g5722.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN50331_c0_g4RXI02505.1hypothetical protein DVH24_002583 [Malus domestica]Malus_domestica 33.10 0.00

TRINITY_DN50595_c0_g1GAX74520.1hypothetical protein CEUSTIGMA_g1969.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.10 0.00

TRINITY_DN50767_c0_g1GAQ93136.1hypothetical protein KFL_013190020, partial [Klebsormidium nitens]Klebsormidium_nitens 33.10 0.00

TRINITY_DN52742_c0_g1XP_023899500.1cytochrome c1, heme protein, mitochondrial-like [Quercus suber]Quercus_suber 33.10 0.00

TRINITY_DN53529_c0_g1XP_003055527.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.10 0.00

TRINITY_DN28387_c0_g1XP_017227343.1PREDICTED: uncharacterized protein LOC108203111 isoform X1 [Daucus carota subsp. sativus]Daucus_carota 33.00 0.00

TRINITY_DN30774_c0_g1GAX83523.1hypothetical protein CEUSTIGMA_g10948.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00

TRINITY_DN32092_c0_g1XP_024393824.1guanylate-binding protein 2-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 33.00 0.00

TRINITY_DN32363_c0_g1XP_023881629.1UBP9-binding protein bun107-like [Quercus suber]Quercus_suber 33.00 0.00

TRINITY_DN33000_c0_g1XP_023893973.1succinate/fumarate mitochondrial transporter-like [Quercus suber]Quercus_suber 33.00 0.00

TRINITY_DN33904_c0_g1XP_026383790.1BTB/POZ domain-containing protein At2g24240-like [Papaver somniferum]Papaver_somniferum 33.00 0.00

TRINITY_DN35239_c0_g1XP_002444894.1survival of motor neuron-related-splicing factor 30 [Sorghum bicolor]Sorghum_bicolor 33.00 0.00

TRINITY_DN36177_c0_g6RCV04909.1hypothetical protein SETIT_1G039300v2 [Setaria italica]Setaria_italica 33.00 0.00

TRINITY_DN36317_c2_g3XP_016732953.1PREDICTED: endoribonuclease YbeY-like [Gossypium hirsutum]Gossypium_hirsutum 33.00 0.00

TRINITY_DN36589_c0_g1XP_013893669.1hypothetical protein MNEG_13312 [Monoraphidium neglectum]Monoraphidium_neglectum 33.00 0.00

TRINITY_DN36817_c0_g6XP_003056003.1zeaxanthin epoxidase [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.00 0.00

TRINITY_DN37071_c0_g2PTQ41864.1hypothetical protein MARPO_0032s0059 [Marchantia polymorpha]Marchantia_polymorpha 33.00 0.00

TRINITY_DN37135_c0_g2GAX75978.1hypothetical protein CEUSTIGMA_g3421.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00

TRINITY_DN37506_c0_g5XP_022041042.1RNA-binding protein BRN1-like [Helianthus annuus]Helianthus_annuus 33.00 0.00

TRINITY_DN38047_c0_g1GBF98210.1hypothetical protein Rsub_10710 [Raphidocelis subcapitata]Raphidocelis_subcapitata 33.00 0.00

TRINITY_DN38091_c0_g2XP_023731856.1probable E3 ubiquitin-protein ligase RNF144A-A [Lactuca sativa]Lactuca_sativa 33.00 0.00

TRINITY_DN38131_c0_g2XP_003061342.1zinc permease family [Micromonas pusilla CCMP1545]Micromonas_pusilla 33.00 0.00

TRINITY_DN38232_c1_g1XP_024404112.1serine/threonine-protein kinase ATG1a-like [Physcomitrella patens]Physcomitrella_patens 33.00 0.00

TRINITY_DN38325_c1_g3PLY67262.1hypothetical protein LSAT_5X58221 [Lactuca sativa]Lactuca_sativa 33.00 0.00

TRINITY_DN38726_c0_g1XP_021599919.1endonuclease 4-like [Manihot esculenta]Manihot_esculenta 33.00 0.00

TRINITY_DN38835_c0_g1GAV66462.1Sterile domain-containing protein/NAD_binding_4 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 33.00 0.00

TRINITY_DN39194_c0_g6GAX81343.1hypothetical protein CEUSTIGMA_g8774.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00

TRINITY_DN39461_c1_g2KMZ73461.1Two pore calcium channel protein 1 [Zostera marina]Zostera_marina 33.00 0.00

TRINITY_DN39648_c0_g4EEC67665.1hypothetical protein OsI_35084 [Oryza sativa Indica Group]Oryza_sativa 33.00 0.00

TRINITY_DN40750_c0_g1XP_013901502.1hypothetical protein MNEG_5478 [Monoraphidium neglectum]Monoraphidium_neglectum 33.00 0.00

TRINITY_DN42447_c1_g9PPD66493.1hypothetical protein GOBAR_DD36634 [Gossypium barbadense]Gossypium_barbadense 33.00 0.00

TRINITY_DN42530_c1_g5XP_016540252.1PREDICTED: CBL-interacting serine/threonine-protein kinase 14-like [Capsicum annuum]Capsicum_annuum 33.00 0.00

TRINITY_DN42834_c0_g3RWR81001.1NADH dehydrogenase ubiquinone 1 alpha subcomplex assembly factor 3 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 33.00 0.00

TRINITY_DN42988_c0_g1XP_002957340.1hypothetical protein VOLCADRAFT_107640 [Volvox carteri f. nagariensis]Volvox_carteri 33.00 0.00

TRINITY_DN43062_c0_g1OWM88268.1hypothetical protein CDL15_Pgr003680 [Punica granatum]Punica_granatum 33.00 0.00

TRINITY_DN44119_c0_g2KXZ56410.1hypothetical protein GPECTOR_1g365 [Gonium pectorale]Gonium_pectorale 33.00 0.00

TRINITY_DN44126_c0_g8XP_007513814.1ubiquitin-protein ligase (Tom1), putative [Bathycoccus prasinos]Bathycoccus_prasinos 33.00 0.00

TRINITY_DN44254_c1_g9GAX76182.1hypothetical protein CEUSTIGMA_g3626.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00

TRINITY_DN44690_c0_g6XP_020599944.1glutathione S-transferase T1-like [Phalaenopsis equestris]Phalaenopsis_equestris 33.00 0.00

TRINITY_DN44701_c1_g4EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 33.00 0.00

TRINITY_DN45070_c0_g6XP_006285019.1SNF1-related protein kinase catalytic subunit alpha KIN11 [Capsella rubella]Capsella_rubella 33.00 0.00

TRINITY_DN45106_c1_g4EYU29219.1hypothetical protein MIMGU_mgv1a022131mg [Erythranthe guttata]Erythranthe_guttata 33.00 0.00

TRINITY_DN45319_c0_g9ADK89558.1spermidine synthase [Marsilea vestita]Marsilea_vestita 33.00 0.00

TRINITY_DN45747_c0_g3PIA57513.1hypothetical protein AQUCO_00600317v1 [Aquilegia coerulea]Aquilegia_coerulea 33.00 0.00

TRINITY_DN46736_c0_g6GBG66199.1hypothetical protein CBR_g57078 [Chara braunii]Chara_braunii 33.00 0.00

TRINITY_DN47047_c0_g5XP_002945949.1hypothetical protein VOLCADRAFT_120248 [Volvox carteri f. nagariensis]Volvox_carteri 33.00 0.00

TRINITY_DN47451_c2_g2PHT40617.1Glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Capsicum baccatum]Capsicum_baccatum 33.00 0.00

TRINITY_DN47459_c0_g3BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 33.00 0.00

TRINITY_DN47978_c0_g2KXZ46436.1hypothetical protein GPECTOR_43g872 [Gonium pectorale]Gonium_pectorale 33.00 0.00

TRINITY_DN48465_c0_g5PTQ35196.1hypothetical protein MARPO_0073s0070 [Marchantia polymorpha]Marchantia_polymorpha 33.00 0.00

TRINITY_DN48879_c1_g3XP_010443706.1PREDICTED: mannose-P-dolichol utilization defect 1 protein homolog 1-like [Camelina sativa]Camelina_sativa 33.00 0.00

TRINITY_DN48899_c0_g1KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 33.00 0.00

TRINITY_DN49234_c0_g2GAX74523.1hypothetical protein CEUSTIGMA_g1972.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00

TRINITY_DN49993_c0_g2XP_022718837.1plant cysteine oxidase 2-like [Durio zibethinus]Durio_zibethinus 33.00 0.00

TRINITY_DN50035_c0_g1GAX76023.1hypothetical protein CEUSTIGMA_g3466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 33.00 0.00



TRINITY_DN51692_c0_g2KXZ47463.1hypothetical protein GPECTOR_35g901 [Gonium pectorale]Gonium_pectorale 33.00 0.00

TRINITY_DN51909_c0_g4OVA12789.1Ubiquitin carboxyl-terminal hydrolases family 2 [Macleaya cordata]Macleaya_cordata 33.00 0.00

TRINITY_DN51914_c0_g1KXZ51476.1hypothetical protein GPECTOR_12g439 [Gonium pectorale]Gonium_pectorale 33.00 0.00

TRINITY_DN52576_c0_g4PNH10932.1Protein tesmin/TSO1-like CXC 2 [Tetrabaena socialis]Tetrabaena_socialis 33.00 0.00

TRINITY_DN53411_c0_g1XP_002506744.1dynein light chain Tctex1 [Micromonas commoda]Micromonas_commoda 33.00 0.00

TRINITY_DN7775_c0_g2XP_006650853.1PREDICTED: tRNA:m(4)X modification enzyme TRM13 homolog [Oryza brachyantha]Oryza_brachyantha 33.00 0.00

TRINITY_DN12007_c0_g1KCW54990.1hypothetical protein EUGRSUZ_I00967 [Eucalyptus grandis]Eucalyptus_grandis 32.90 0.00

TRINITY_DN14924_c0_g1XP_021724198.1probable calcium-binding protein CML49 [Chenopodium quinoa]Chenopodium_quinoa 32.90 0.00

TRINITY_DN22026_c0_g1XP_026453523.1putative ubiquitin-like-specific protease 1B [Papaver somniferum]Papaver_somniferum 32.90 0.00

TRINITY_DN31734_c0_g3XP_006652477.1PREDICTED: protein CHROMOSOME TRANSMISSION FIDELITY 7 [Oryza brachyantha]Oryza_brachyantha 32.90 0.00

TRINITY_DN33014_c0_g1OAE20594.1hypothetical protein AXG93_517s1070 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 32.90 0.00

TRINITY_DN33516_c0_g1XP_005651561.1hypothetical protein COCSUDRAFT_83576 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.90 0.00

TRINITY_DN33822_c0_g3XP_002499844.1alpha-2 macroglobulin family-like protein [Micromonas commoda]Micromonas_commoda 32.90 0.00

TRINITY_DN34571_c0_g1XP_021769011.1protein FIZZY-RELATED 3-like [Chenopodium quinoa]Chenopodium_quinoa 32.90 0.00

TRINITY_DN35414_c0_g3GBF95241.1TKL kinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.90 0.00

TRINITY_DN35426_c0_g6GBG63601.1hypothetical protein CBR_g38667 [Chara braunii]Chara_braunii 32.90 0.00

TRINITY_DN35696_c0_g8XP_019200337.1PREDICTED: CBL-interacting protein kinase 18-like [Ipomoea nil]Ipomoea_nil 32.90 0.00

TRINITY_DN35704_c0_g2KMZ75388.1putative Exportin-T [Zostera marina]Zostera_marina 32.90 0.00

TRINITY_DN35757_c1_g6GAQ87539.1hypothetical protein KFL_003590130 [Klebsormidium nitens]Klebsormidium_nitens 32.90 0.00

TRINITY_DN36077_c0_g2PRW56285.1T-complex 1 subunit delta [Chlorella sorokiniana]Chlorella_sorokiniana 32.90 0.00

TRINITY_DN36863_c0_g1XP_006360497.2PREDICTED: dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial [Solanum tuberosum]Solanum_tuberosum 32.90 0.00

TRINITY_DN37947_c0_g4GBF90113.1hypothetical protein Rsub_02821 [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.90 0.00

TRINITY_DN37976_c0_g2XP_021763347.1DNA-directed RNA polymerase II subunit 4-like [Chenopodium quinoa]Chenopodium_quinoa 32.90 0.00

TRINITY_DN38168_c0_g2XP_024193312.1probable RNA-dependent RNA polymerase 1 isoform X2 [Rosa chinensis]Rosa_chinensis 32.90 0.00

TRINITY_DN38460_c0_g6RAL54657.1hypothetical protein DM860_001785 [Cuscuta australis]Cuscuta_australis 32.90 0.00

TRINITY_DN38949_c1_g2XP_024366130.1gamma-glutamyl hydrolase 1-like [Physcomitrella patens]Physcomitrella_patens 32.90 0.00

TRINITY_DN38962_c0_g10XP_002950796.1hypothetical protein VOLCADRAFT_91352 [Volvox carteri f. nagariensis]Volvox_carteri 32.90 0.00

TRINITY_DN39163_c0_g4OAO98862.1SMO1-2 [Arabidopsis thaliana]Arabidopsis_thaliana 32.90 0.00

TRINITY_DN39423_c0_g2PNW85360.1hypothetical protein CHLRE_03g182750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.90 0.00

TRINITY_DN39852_c0_g1XP_024544704.1transcription factor MYB61-like [Selaginella moellendorffii]Selaginella_moellendorffii 32.90 0.00

TRINITY_DN40365_c0_g1RYR36980.1hypothetical protein Ahy_A09g041911 isoform F [Arachis hypogaea]Arachis_hypogaea 32.90 0.00

TRINITY_DN40480_c2_g1PNH00238.1hypothetical protein TSOC_013956 [Tetrabaena socialis]Tetrabaena_socialis 32.90 0.00

TRINITY_DN41253_c0_g4GAX77617.1hypothetical protein CEUSTIGMA_g5061.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN41432_c1_g4RWR77919.1pathogenesis-related protein PRB1-3-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.90 0.00

TRINITY_DN42165_c0_g1GAX84835.1hypothetical protein CEUSTIGMA_g12256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN42219_c1_g3XP_002968991.1gamma carbonic anhydrase 1, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 32.90 0.00

TRINITY_DN42715_c0_g3XP_008788499.1uncharacterized protein LOC103706229 [Phoenix dactylifera]Phoenix_dactylifera 32.90 0.00

TRINITY_DN42836_c0_g3GAX76238.1hypothetical protein CEUSTIGMA_g3682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN43148_c0_g2KZV14877.1hypothetical protein F511_08517 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 32.90 0.00

TRINITY_DN43958_c0_g6XP_016677199.1PREDICTED: peroxisomal acyl-coenzyme A oxidase 1-like [Gossypium hirsutum]Gossypium_hirsutum 32.90 0.00

TRINITY_DN46037_c0_g2OAE31917.1hypothetical protein AXG93_4485s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 32.90 0.00

TRINITY_DN46167_c0_g5GAX73248.1hypothetical protein CEUSTIGMA_g702.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN46420_c0_g4XP_024525198.1uncharacterized protein LOC112344551 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 32.90 0.00

TRINITY_DN46734_c0_g2XP_008388564.1PREDICTED: F-box protein At1g55000 [Malus domestica]Malus_domestica 32.90 0.00

TRINITY_DN47034_c0_g9GAX74229.1hypothetical protein CEUSTIGMA_g1678.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN47285_c0_g2GAQ79924.1Putative histidine kinase containing cheY-homologous receiver domain and PAS domain [Klebsormidium nitens]Klebsormidium_nitens 32.90 0.00

TRINITY_DN47907_c0_g2GBG74077.1hypothetical protein CBR_g17788 [Chara braunii]Chara_braunii 32.90 0.00

TRINITY_DN48063_c1_g7PNH09815.1Peroxisome biogenesis factor 10 [Tetrabaena socialis]Tetrabaena_socialis 32.90 0.00

TRINITY_DN48103_c0_g1PRW58436.1anaphase-promoting complex subunit 2 [Chlorella sorokiniana]Chlorella_sorokiniana 32.90 0.00

TRINITY_DN48129_c2_g2XP_003057772.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 32.90 0.00

TRINITY_DN48152_c0_g1XP_027932560.1guanylate-binding protein 1-like [Vigna unguiculata]Vigna_unguiculata 32.90 0.00

TRINITY_DN48444_c1_g1GAX83697.1hypothetical protein CEUSTIGMA_g11122.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN48562_c0_g2GAX84285.1hypothetical protein CEUSTIGMA_g11707.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN49451_c1_g1XP_010522421.1PREDICTED: transcriptional corepressor LEUNIG_HOMOLOG isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 32.90 0.00

TRINITY_DN49638_c0_g4OWM77237.1hypothetical protein CDL15_Pgr028874 [Punica granatum]Punica_granatum 32.90 0.00

TRINITY_DN51725_c0_g1GAX78878.1hypothetical protein CEUSTIGMA_g6317.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.90 0.00

TRINITY_DN52332_c0_g1XP_010677883.1PREDICTED: snurportin-1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 32.90 0.00

TRINITY_DN52625_c0_g1XP_013906433.1Putative 2-oxoglutarate/malatecarrier protein [Monoraphidium neglectum]Monoraphidium_neglectum 32.90 0.00

TRINITY_DN11507_c0_g1XP_019174737.1PREDICTED: uncharacterized protein LOC109170196 isoform X2 [Ipomoea nil]Ipomoea_nil 32.80 0.00

TRINITY_DN15926_c0_g1XP_018831975.1PREDICTED: HIPL1 protein-like [Juglans regia]Juglans_regia 32.80 0.00

TRINITY_DN18716_c0_g1XP_024373646.1E3 ubiquitin-protein ligase TRIM37-like [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN20070_c0_g2BAK00506.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.80 0.00

TRINITY_DN20768_c0_g2XP_024390857.1zinc finger MYND domain-containing protein 10-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN23701_c0_g1XP_010062606.1PREDICTED: calcineurin B-like protein 9 [Eucalyptus grandis]Eucalyptus_grandis 32.80 0.00

TRINITY_DN24878_c0_g2PRW58161.1TBC1 domain family member 1 [Chlorella sorokiniana]Chlorella_sorokiniana 32.80 0.00

TRINITY_DN26788_c0_g1XP_023759708.1uncharacterized protein At1g32220, chloroplastic-like [Lactuca sativa]Lactuca_sativa 32.80 0.00



TRINITY_DN31026_c0_g1XP_022838394.1ABC transporter, conserved site [Ostreococcus tauri]Ostreococcus_tauri 32.80 0.00

TRINITY_DN3141_c0_g1XP_018437132.1PREDICTED: E3 ubiquitin-protein ligase RNF170-like [Raphanus sativus]Raphanus_sativus 32.80 0.00

TRINITY_DN32374_c0_g1XP_023905322.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 32.80 0.00

TRINITY_DN32811_c0_g1PNW71310.1hypothetical protein CHLRE_16g648850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.80 0.00

TRINITY_DN34087_c0_g1GAQ89319.1hypothetical protein KFL_005110010 [Klebsormidium nitens]Klebsormidium_nitens 32.80 0.00

TRINITY_DN34471_c0_g1XP_020584918.1protein ENHANCED DISEASE RESISTANCE 2-like [Phalaenopsis equestris]Phalaenopsis_equestris 32.80 0.00

TRINITY_DN34965_c0_g1XP_024544856.1choline/ethanolaminephosphotransferase 1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 32.80 0.00

TRINITY_DN35181_c0_g1XP_022770622.111-beta-hydroxysteroid dehydrogenase 1B-like [Durio zibethinus]Durio_zibethinus 32.80 0.00

TRINITY_DN35314_c0_g1RDY05625.1hypothetical protein CR513_10521 [Mucuna pruriens]Mucuna_pruriens 32.80 0.00

TRINITY_DN35416_c0_g4XP_010267296.1PREDICTED: protein SHOOT GRAVITROPISM 6 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 32.80 0.00

TRINITY_DN35606_c1_g13GBG83232.1hypothetical protein CBR_g36847 [Chara braunii]Chara_braunii 32.80 0.00

TRINITY_DN36336_c0_g11XP_005652341.1hypothetical protein COCSUDRAFT_55779 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.80 0.00

TRINITY_DN36397_c0_g4XP_005646336.1GBP-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.80 0.00

TRINITY_DN36445_c0_g9GAX84137.1hypothetical protein CEUSTIGMA_g11560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN36716_c0_g5PNR55113.1hypothetical protein PHYPA_006006 [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN36775_c1_g6ADE77317.1unknown [Picea sitchensis]Picea_sitchensis 32.80 0.00

TRINITY_DN37060_c0_g7XP_026419063.1ER membrane protein complex subunit 2-A-like [Papaver somniferum]Papaver_somniferum 32.80 0.00

TRINITY_DN37171_c0_g1XP_006660246.1PREDICTED: elongator complex protein 2 [Oryza brachyantha]Oryza_brachyantha 32.80 0.00

TRINITY_DN37179_c0_g3PNH11695.1hypothetical protein TSOC_001461, partial [Tetrabaena socialis]Tetrabaena_socialis 32.80 0.00

TRINITY_DN37804_c0_g1XP_020087470.1uncharacterized protein LOC109709583 [Ananas comosus]Ananas_comosus 32.80 0.00

TRINITY_DN38051_c0_g2OAY33385.1hypothetical protein MANES_13G091400 [Manihot esculenta]Manihot_esculenta 32.80 0.00

TRINITY_DN38343_c1_g1EFJ33436.1hypothetical protein SELMODRAFT_84824 [Selaginella moellendorffii]Selaginella_moellendorffii 32.80 0.00

TRINITY_DN38547_c0_g2GAX74762.1hypothetical protein CEUSTIGMA_g2209.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN38648_c0_g3RWW44487.1hypothetical protein BHE74_00049742 [Ensete ventricosum]Ensete_ventricosum 32.80 0.00

TRINITY_DN38766_c0_g1KDD75434.13-beta hydroxysteroid dehydrogenase/isomerase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 32.80 0.00

TRINITY_DN38774_c0_g3XP_020249684.1SNF1-related protein kinase catalytic subunit alpha KIN10-like [Asparagus officinalis]Asparagus_officinalis 32.80 0.00

TRINITY_DN38899_c0_g5XP_018843768.1PREDICTED: ABC transporter C family member 13 [Juglans regia]Juglans_regia 32.80 0.00

TRINITY_DN39721_c0_g4GAQ81709.1hypothetical protein KFL_000880240 [Klebsormidium nitens]Klebsormidium_nitens 32.80 0.00

TRINITY_DN40448_c0_g1GAQ88752.1hypothetical protein KFL_004560130 [Klebsormidium nitens]Klebsormidium_nitens 32.80 0.00

TRINITY_DN40684_c0_g2PLY70996.1hypothetical protein LSAT_9X60281 [Lactuca sativa]Lactuca_sativa 32.80 0.00

TRINITY_DN40827_c0_g2XP_019456522.1PREDICTED: ARM REPEAT PROTEIN INTERACTING WITH ABF2-like [Lupinus angustifolius]Lupinus_angustifolius 32.80 0.00

TRINITY_DN41290_c1_g2XP_020094773.1uncharacterized protein LOC109714512 [Ananas comosus]Ananas_comosus 32.80 0.00

TRINITY_DN41595_c0_g10XP_024367121.1actin-depolymerizing factor 8-like [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN41802_c0_g1AFK42216.1unknown [Medicago truncatula]Medicago_truncatula 32.80 0.00

TRINITY_DN42124_c0_g6EFJ18068.1hypothetical protein SELMODRAFT_444647 [Selaginella moellendorffii]Selaginella_moellendorffii 32.80 0.00

TRINITY_DN42637_c0_g2XP_016669396.1PREDICTED: eukaryotic translation initiation factor 3 subunit C-like [Gossypium hirsutum]Gossypium_hirsutum 32.80 0.00

TRINITY_DN43043_c0_g4XP_007510214.1thioredoxin [Bathycoccus prasinos]Bathycoccus_prasinos 32.80 0.00

TRINITY_DN43453_c0_g1GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 32.80 0.00

TRINITY_DN43672_c1_g6XP_026407808.1protein DENND6A-like [Papaver somniferum]Papaver_somniferum 32.80 0.00

TRINITY_DN44160_c1_g1XP_002501829.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 32.80 0.00

TRINITY_DN44307_c0_g2XP_023871321.1PQ-loop repeat-containing protein 1-like [Quercus suber]Quercus_suber 32.80 0.00

TRINITY_DN45927_c0_g3XP_005851398.1hypothetical protein CHLNCDRAFT_137647 [Chlorella variabilis]Chlorella_variabilis 32.80 0.00

TRINITY_DN46029_c0_g1GAX82808.1hypothetical protein CEUSTIGMA_g10234.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN46033_c1_g10XP_024541075.1uncharacterized protein LOC112349971 [Selaginella moellendorffii]Selaginella_moellendorffii 32.80 0.00

TRINITY_DN46416_c0_g6RRT53118.1hypothetical protein B296_00034980 [Ensete ventricosum]Ensete_ventricosum 32.80 0.00

TRINITY_DN46913_c0_g1GAX82115.1hypothetical protein CEUSTIGMA_g9543.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN46966_c0_g3GAQ78781.1hypothetical protein KFL_000180630 [Klebsormidium nitens]Klebsormidium_nitens 32.80 0.00

TRINITY_DN46987_c0_g1VDD16223.1unnamed protein product [Brassica rapa]Brassica_rapa 32.80 0.00

TRINITY_DN47163_c1_g1GAX76252.1hypothetical protein CEUSTIGMA_g3696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN47939_c0_g5GAX82307.1hypothetical protein CEUSTIGMA_g9736.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN48118_c0_g9RWR89080.1Peptidase S10 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.80 0.00

TRINITY_DN48428_c1_g1PNH11652.1Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B [Tetrabaena socialis]Tetrabaena_socialis 32.80 0.00

TRINITY_DN49301_c0_g2PNW88685.1hypothetical protein CHLRE_01g040379v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.80 0.00

TRINITY_DN49433_c0_g1XP_023906762.1oxysterol-binding protein homolog 1-like [Quercus suber]Quercus_suber 32.80 0.00

TRINITY_DN49738_c1_g5XP_024388251.1purple acid phosphatase 17-like [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN50248_c0_g8XP_024384170.1probable histidine kinase 6 [Physcomitrella patens]Physcomitrella_patens 32.80 0.00

TRINITY_DN50780_c1_g2XP_027356310.1putative lipase YDR444W [Abrus precatorius]Abrus_precatorius 32.80 0.00

TRINITY_DN52141_c0_g4GAX76506.1hypothetical protein CEUSTIGMA_g3951.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.80 0.00

TRINITY_DN28157_c0_g1GAQ84546.13'-5'-exoribonuclease family protein [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN32276_c0_g1XP_005651875.1hypothetical protein COCSUDRAFT_64176 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.70 0.00

TRINITY_DN33525_c0_g2XP_009129406.1PREDICTED: golgin candidate 6-like isoform X1 [Brassica rapa]Brassica_rapa 32.70 0.00

TRINITY_DN34591_c0_g1PPD89155.1hypothetical protein GOBAR_DD13912 [Gossypium barbadense]Gossypium_barbadense 32.70 0.00

TRINITY_DN34674_c0_g1XP_020185852.1BTB/POZ and MATH domain-containing protein 1-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 32.70 0.00

TRINITY_DN34776_c0_g6XP_017224616.1PREDICTED: protein RAE1-like [Daucus carota subsp. sativus]Daucus_carota 32.70 0.00

TRINITY_DN35254_c0_g3BAF95745.1ethylene receptor homolog [Physcomitrella patens]Physcomitrella_patens 32.70 0.00

TRINITY_DN35328_c0_g2XP_010923904.1PREDICTED: probable protein phosphatase 2C 62 [Elaeis guineensis]Elaeis_guineensis 32.70 0.00



TRINITY_DN36366_c0_g1RAL42333.1hypothetical protein DM860_012116 [Cuscuta australis]Cuscuta_australis 32.70 0.00

TRINITY_DN36714_c0_g4GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN36840_c0_g11GBG90679.1hypothetical protein CBR_g51027 [Chara braunii]Chara_braunii 32.70 0.00

TRINITY_DN36886_c0_g2XP_023911380.1ATP-binding cassette sub-family G member 2-like [Quercus suber]Quercus_suber 32.70 0.00

TRINITY_DN36960_c0_g2GAQ83887.1CCR4-NOT transcription complex subunit 4 [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN37316_c0_g1KVI05274.1Nucleotide-binding, alpha-beta plait [Cynara cardunculus var. scolymus]Cynara_cardunculus 32.70 0.00

TRINITY_DN37353_c0_g4XP_007138451.1hypothetical protein PHAVU_009G210100g [Phaseolus vulgaris]Phaseolus_vulgaris 32.70 0.00

TRINITY_DN37660_c0_g6XP_021624022.1activator of 90 kDa heat shock protein ATPase homolog 1 [Manihot esculenta]Manihot_esculenta 32.70 0.00

TRINITY_DN37965_c0_g3KXZ51053.1hypothetical protein GPECTOR_14g4 [Gonium pectorale]Gonium_pectorale 32.70 0.00

TRINITY_DN38422_c0_g4XP_002948113.1hypothetical protein VOLCADRAFT_88405 [Volvox carteri f. nagariensis]Volvox_carteri 32.70 0.00

TRINITY_DN38429_c0_g2XP_007511550.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 32.70 0.00

TRINITY_DN38436_c0_g1CDM85205.1unnamed protein product [Triticum aestivum]Triticum_aestivum 32.70 0.00

TRINITY_DN38606_c0_g4XP_020243307.1UTP:RNA uridylyltransferase 1 isoform X2 [Asparagus officinalis]Asparagus_officinalis 32.70 0.00

TRINITY_DN38632_c0_g5XP_016567914.1PREDICTED: protein FIZZY-RELATED 2-like [Capsicum annuum]Capsicum_annuum 32.70 0.00

TRINITY_DN38796_c1_g3GAX73700.1hypothetical protein CEUSTIGMA_g1152.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN39515_c1_g5XP_020242267.1major facilitator superfamily domain-containing protein 12-like [Asparagus officinalis]Asparagus_officinalis 32.70 0.00

TRINITY_DN39659_c0_g2GAQ77643.1hypothetical protein KFL_000020040 [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN40409_c2_g4XP_026436468.1importin subunit alpha-like isoform X1 [Papaver somniferum]Papaver_somniferum 32.70 0.00

TRINITY_DN40453_c1_g4RMZ53807.1hypothetical protein APUTEX25_003946, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 32.70 0.00

TRINITY_DN40515_c3_g10ONM07807.1Cox19-like CHCH family protein [Zea mays]Zea_mays 32.70 0.00

TRINITY_DN41659_c1_g3XP_019091913.1PREDICTED: formamidopyrimidine-DNA glycosylase-like isoform X2 [Camelina sativa]Camelina_sativa 32.70 0.00

TRINITY_DN41824_c2_g12XP_024371022.1heat shock 70 kDa protein 12A-like [Physcomitrella patens]Physcomitrella_patens 32.70 0.00

TRINITY_DN42031_c0_g1GAX80690.1hypothetical protein CEUSTIGMA_g8125.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN42320_c1_g4GAX80909.1hypothetical protein CEUSTIGMA_g8344.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN42485_c1_g4XP_021888551.1BRCA1-associated RING domain protein 1 isoform X2 [Carica papaya]Carica_papaya 32.70 0.00

TRINITY_DN42501_c1_g2XP_005652074.1hypothetical protein COCSUDRAFT_64276 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.70 0.00

TRINITY_DN43296_c0_g4ABJ91223.1CBL-interacting protein kinase 16 [Populus trichocarpa]Populus_trichocarpa 32.70 0.00

TRINITY_DN43454_c0_g2GAQ78720.1Notchless-like WD40 repeat-containing protein [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN44153_c1_g5PIA61740.1hypothetical protein AQUCO_00200021v1 [Aquilegia coerulea]Aquilegia_coerulea 32.70 0.00

TRINITY_DN44385_c0_g3GAX74185.1hypothetical protein CEUSTIGMA_g1634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN44595_c0_g6XP_004980473.1BTB/POZ and MATH domain-containing protein 2 [Setaria italica]Setaria_italica 32.70 0.00

TRINITY_DN44817_c0_g3XP_019158877.1PREDICTED: cytochrome P450 CYP72A219-like [Ipomoea nil]Ipomoea_nil 32.70 0.00

TRINITY_DN45396_c0_g2GAQ89752.1hypothetical protein KFL_005580040 [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN45419_c1_g2KXZ56197.1hypothetical protein GPECTOR_1g170 [Gonium pectorale]Gonium_pectorale 32.70 0.00

TRINITY_DN45544_c0_g2XP_021726561.1aromatic-L-amino-acid decarboxylase-like [Chenopodium quinoa]Chenopodium_quinoa 32.70 0.00

TRINITY_DN45687_c1_g2RLN27910.1membrane magnesium transporter [Panicum miliaceum]Panicum_miliaceum 32.70 0.00

TRINITY_DN45976_c0_g2OMO81374.1hypothetical protein COLO4_23637 [Corchorus olitorius]Corchorus_olitorius 32.70 0.00

TRINITY_DN46397_c0_g1GAQ89753.1hypothetical protein KFL_005580050 [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN46851_c0_g4PNW85111.1hypothetical protein CHLRE_03g172200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.70 0.00

TRINITY_DN47110_c1_g5GAQ79411.1carbonic anhydrase [Klebsormidium nitens]Klebsormidium_nitens 32.70 0.00

TRINITY_DN47272_c0_g1XP_002958783.1hypothetical protein VOLCADRAFT_100088 [Volvox carteri f. nagariensis]Volvox_carteri 32.70 0.00

TRINITY_DN47909_c1_g1GAX78299.1hypothetical protein CEUSTIGMA_g5741.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN48057_c1_g1GAX83384.1hypothetical protein CEUSTIGMA_g10809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN48193_c0_g1OMO62797.1Kelch repeat type 1 [Corchorus olitorius]Corchorus_olitorius 32.70 0.00

TRINITY_DN48604_c0_g1PNH03179.1hypothetical protein TSOC_010773 [Tetrabaena socialis]Tetrabaena_socialis 32.70 0.00

TRINITY_DN49050_c0_g1XP_023899343.1inositol phosphoceramide mannosyltransferase 1-like [Quercus suber]Quercus_suber 32.70 0.00

TRINITY_DN49376_c1_g3XP_005648099.1GTP-binding protein Era [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.70 0.00

TRINITY_DN49448_c0_g1KZV31707.1hypothetical protein F511_00511 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 32.70 0.00

TRINITY_DN49916_c0_g1XP_002946567.1hypothetical protein VOLCADRAFT_102993 [Volvox carteri f. nagariensis]Volvox_carteri 32.70 0.00

TRINITY_DN50041_c0_g1XP_019229282.1PREDICTED: alpha-mannosidase isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 32.70 0.00

TRINITY_DN50405_c0_g2PNW84545.1hypothetical protein CHLRE_03g148050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.70 0.00

TRINITY_DN50718_c1_g3KZV14882.1penicillin-binding protein [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 32.70 0.00

TRINITY_DN50837_c1_g1XP_023901531.1uncharacterized protein LOC112013368 [Quercus suber]Quercus_suber 32.70 0.00

TRINITY_DN51080_c0_g2EYU38602.1hypothetical protein MIMGU_mgv1a006828mg [Erythranthe guttata]Erythranthe_guttata 32.70 0.00

TRINITY_DN51274_c0_g1XP_019069059.1ADP-ribosylation factor isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 32.70 0.00

TRINITY_DN51585_c1_g1XP_002503995.1predicted protein [Micromonas commoda]Micromonas_commoda 32.70 0.00

TRINITY_DN51776_c1_g3GAX83998.1hypothetical protein CEUSTIGMA_g11423.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.70 0.00

TRINITY_DN25080_c0_g1XP_024017414.1ras-related protein Rab7 isoform X1 [Morus notabilis]Morus_notabilis 32.60 0.00

TRINITY_DN25622_c0_g2RRT72140.1hypothetical protein B296_00004557 [Ensete ventricosum]Ensete_ventricosum 32.60 0.00

TRINITY_DN28787_c0_g1XP_022776364.1sphingosine-1-phosphate lyase-like isoform X1 [Durio zibethinus]Durio_zibethinus 32.60 0.00

TRINITY_DN29865_c0_g2XP_024357329.1uncharacterized protein LOC112273128 isoform X2 [Physcomitrella patens]Physcomitrella_patens 32.60 0.00

TRINITY_DN30558_c0_g1XP_017231266.1PREDICTED: E3 ubiquitin-protein ligase RNF170-like isoform X2 [Daucus carota subsp. sativus]Daucus_carota 32.60 0.00

TRINITY_DN31870_c0_g2XP_016169734.1ultraviolet-B receptor UVR8 [Arachis ipaensis]Arachis_ipaensis 32.60 0.00

TRINITY_DN32064_c0_g1XP_008678547.1ABC transporter A family member 7 [Zea mays]Zea_mays 32.60 0.00

TRINITY_DN32095_c0_g1XP_019160080.1PREDICTED: protein BCCIP homolog [Ipomoea nil]Ipomoea_nil 32.60 0.00

TRINITY_DN32876_c0_g3PWZ53940.1Cation/calcium exchanger 1 [Zea mays]Zea_mays 32.60 0.00



TRINITY_DN32995_c0_g1XP_002947101.1hypothetical protein VOLCADRAFT_120430 [Volvox carteri f. nagariensis]Volvox_carteri 32.60 0.00

TRINITY_DN34091_c0_g1OUS43849.1leucine-rich repeat-containing 6 like-protein [Ostreococcus tauri]Ostreococcus_tauri 32.60 0.00

TRINITY_DN34264_c0_g1OVA07140.1Pyridine nucleotide-disulfide oxidoreductase [Macleaya cordata]Macleaya_cordata 32.60 0.00

TRINITY_DN34500_c0_g1XP_015622076.1CBL-interacting protein kinase 1 [Oryza sativa Japonica Group]Oryza_sativa 32.60 0.00

TRINITY_DN34750_c0_g1XP_005649263.1NAD(P)-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.60 0.00

TRINITY_DN35010_c0_g1XP_011400414.1Epoxide hydrolase 4 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 32.60 0.00

TRINITY_DN35042_c1_g2GBG88259.1hypothetical protein CBR_g46825 [Chara braunii]Chara_braunii 32.60 0.00

TRINITY_DN35846_c0_g5OAE26797.1hypothetical protein AXG93_2097s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 32.60 0.00

TRINITY_DN35959_c0_g2GAX74997.1hypothetical protein CEUSTIGMA_g2443.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN35995_c0_g1XP_023893858.1ran-binding protein 9-like [Quercus suber]Quercus_suber 32.60 0.00

TRINITY_DN36177_c0_g4XP_002508929.1voltage-gated ion channel superfamily [Micromonas commoda]Micromonas_commoda 32.60 0.00

TRINITY_DN36299_c0_g1XP_022896819.1uncharacterized protein LOC111410617 [Olea europaea var. sylvestris]Olea_europaea 32.60 0.00

TRINITY_DN36608_c0_g2XP_024366130.1gamma-glutamyl hydrolase 1-like [Physcomitrella patens]Physcomitrella_patens 32.60 0.00

TRINITY_DN36662_c0_g1EPS57898.1hypothetical protein M569_16919 [Genlisea aurea]Genlisea_aurea 32.60 0.00

TRINITY_DN36737_c0_g2GAX78374.1hypothetical protein CEUSTIGMA_g5816.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN36759_c0_g6XP_022886195.1ATP-dependent DNA helicase 2 subunit KU80 [Olea europaea var. sylvestris]Olea_europaea 32.60 0.00

TRINITY_DN37256_c0_g1EPS64880.1hypothetical protein M569_09899 [Genlisea aurea]Genlisea_aurea 32.60 0.00

TRINITY_DN37658_c2_g3XP_010542823.1PREDICTED: cathepsin B-like [Tarenaya hassleriana]Tarenaya_hassleriana 32.60 0.00

TRINITY_DN37958_c0_g4XP_011401299.1hypothetical protein F751_1564 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 32.60 0.00

TRINITY_DN37995_c0_g6XP_010522210.1PREDICTED: importin beta-like SAD2 [Tarenaya hassleriana]Tarenaya_hassleriana 32.60 0.00

TRINITY_DN38315_c0_g1PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 32.60 0.00

TRINITY_DN38382_c1_g3XP_010931289.1PREDICTED: ABC transporter A family member 2-like isoform X2 [Elaeis guineensis]Elaeis_guineensis 32.60 0.00

TRINITY_DN38534_c1_g2XP_023889219.1saccharopine dehydrogenase [NADP(+), L-glutamate-forming]-like [Quercus suber]Quercus_suber 32.60 0.00

TRINITY_DN38710_c0_g5PRW20805.1glutamate receptor [Chlorella sorokiniana]Chlorella_sorokiniana 32.60 0.00

TRINITY_DN39248_c0_g3XP_024524218.1uncharacterized protein LOC112344166 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 32.60 0.00

TRINITY_DN39249_c0_g3XP_023928995.1D-xylose 1-dehydrogenase (NADP(+))-like [Quercus suber]Quercus_suber 32.60 0.00

TRINITY_DN39315_c0_g3XP_005848269.1hypothetical protein CHLNCDRAFT_144875 [Chlorella variabilis]Chlorella_variabilis 32.60 0.00

TRINITY_DN39353_c0_g1XP_022879276.1C2 and GRAM domain-containing protein At1g03370-like [Olea europaea var. sylvestris]Olea_europaea 32.60 0.00

TRINITY_DN39495_c0_g1XP_013636176.1PREDICTED: uncharacterized protein LOC106341962 [Brassica oleracea var. oleracea]Brassica_oleracea 32.60 0.00

TRINITY_DN39948_c1_g4PWZ20812.1CBL-interacting protein kinase 9 [Zea mays]Zea_mays 32.60 0.00

TRINITY_DN40347_c0_g5XP_011396312.1Importin subunit alpha-1 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 32.60 0.00

TRINITY_DN41297_c0_g4XP_023917517.1uncharacterized protein LOC112029058 [Quercus suber]Quercus_suber 32.60 0.00

TRINITY_DN43075_c1_g6GAX77845.1hypothetical protein CEUSTIGMA_g5287.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN43259_c0_g10XP_002968113.2uncharacterized protein LOC9631257 [Selaginella moellendorffii]Selaginella_moellendorffii 32.60 0.00

TRINITY_DN43289_c0_g2XP_002504447.1predicted protein [Micromonas commoda]Micromonas_commoda 32.60 0.00

TRINITY_DN44001_c0_g1PSC70167.1beta-aspartyl asparaginyl family [Micractinium conductrix]Micractinium_conductrix 32.60 0.00

TRINITY_DN44048_c0_g1GAX74960.1hypothetical protein CEUSTIGMA_g2406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN44877_c0_g1XP_002954731.1hypothetical protein VOLCADRAFT_106514 [Volvox carteri f. nagariensis]Volvox_carteri 32.60 0.00

TRINITY_DN44936_c1_g3KXZ47296.1hypothetical protein GPECTOR_36g22 [Gonium pectorale]Gonium_pectorale 32.60 0.00

TRINITY_DN44993_c0_g4PNY13150.1sterol 14-demethylase-like protein [Trifolium pratense]Trifolium_pratense 32.60 0.00

TRINITY_DN45187_c1_g2RLM73830.1BTB/POZ and MATH domain-containing protein 2-like [Panicum miliaceum]Panicum_miliaceum 32.60 0.00

TRINITY_DN45356_c0_g6PTQ32556.1hypothetical protein MARPO_0097s0040 [Marchantia polymorpha]Marchantia_polymorpha 32.60 0.00

TRINITY_DN46023_c0_g4GAX74920.1hypothetical protein CEUSTIGMA_g2366.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN46841_c0_g5XP_002946266.1hypothetical protein VOLCADRAFT_115835 [Volvox carteri f. nagariensis]Volvox_carteri 32.60 0.00

TRINITY_DN47164_c1_g2PNH11454.1Microtubule-associated protein 4 [Tetrabaena socialis]Tetrabaena_socialis 32.60 0.00

TRINITY_DN47195_c0_g6XP_011092462.1gamma-glutamyl peptidase 5-like [Sesamum indicum]Sesamum_indicum 32.60 0.00

TRINITY_DN47494_c0_g4XP_002953449.1hypothetical protein VOLCADRAFT_105972 [Volvox carteri f. nagariensis]Volvox_carteri 32.60 0.00

TRINITY_DN47555_c0_g4XP_005648575.1hypothetical protein COCSUDRAFT_65707 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.60 0.00

TRINITY_DN47635_c1_g3PPD85795.1hypothetical protein GOBAR_DD17276 [Gossypium barbadense]Gossypium_barbadense 32.60 0.00

TRINITY_DN47921_c0_g3PSC71341.1putative acyl-activating enzyme peroxisomal isoform X1 [Micractinium conductrix]Micractinium_conductrix 32.60 0.00

TRINITY_DN47968_c0_g7XP_024537666.1cAMP-dependent protein kinase regulatory subunit [Selaginella moellendorffii]Selaginella_moellendorffii 32.60 0.00

TRINITY_DN48133_c0_g1XP_001700259.1flagellar associated coiled-coil protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.60 0.00

TRINITY_DN48891_c0_g4XP_001421787.1ZIP family transporter: zinc ion [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 32.60 0.00

TRINITY_DN49758_c0_g2XP_024024562.1serine/threonine-protein kinase STY46 isoform X1 [Morus notabilis]Morus_notabilis 32.60 0.00

TRINITY_DN49785_c0_g1XP_001703560.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.60 0.00

TRINITY_DN49898_c0_g2GAQ91585.1RNA polymerase I-associated factor PAF67 [Klebsormidium nitens]Klebsormidium_nitens 32.60 0.00

TRINITY_DN50272_c0_g1GAX75074.1hypothetical protein CEUSTIGMA_g2518.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.60 0.00

TRINITY_DN50340_c0_g2PAN13885.1hypothetical protein PAHAL_2G370700 [Panicum hallii]Panicum_hallii 32.60 0.00

TRINITY_DN50685_c0_g6OAE18128.1hypothetical protein AXG93_4101s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 32.60 0.00

TRINITY_DN51502_c0_g6XP_009407936.1PREDICTED: ADP-ribosylation factor GTPase-activating protein AGD4 [Musa acuminata subsp. malaccensis]Musa_acuminata 32.60 0.00

TRINITY_DN51705_c0_g1XP_024540573.1WASH complex subunit 2 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 32.60 0.00

TRINITY_DN51718_c1_g4XP_005646660.1hypothetical protein COCSUDRAFT_66465 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.60 0.00

TRINITY_DN829_c0_g1XP_011028422.1PREDICTED: squamous cell carcinoma antigen recognized by T-cells 3-like [Populus euphratica]Populus_euphratica 32.60 0.00

TRINITY_DN23811_c0_g3ACR38892.1ubiquitin ligase type E3 [Apopellia endiviifolia (species B)]Apopellia_endiviifolia_(species_B) 32.50 0.00

TRINITY_DN26093_c0_g1XP_012839961.1PREDICTED: ras-related protein RABD2a-like [Erythranthe guttata]Erythranthe_guttata 32.50 0.00

TRINITY_DN30666_c0_g3NP_187223.1importin alpha isoform 7 [Arabidopsis thaliana]Arabidopsis_thaliana 32.50 0.00



TRINITY_DN32801_c0_g3GAQ81971.1oxidoreductase, FAD-binding [Klebsormidium nitens]Klebsormidium_nitens 32.50 0.00

TRINITY_DN32815_c0_g1AKM76746.1RNA-binding (RRM/RBD/RNP motifs) family protein [Pelargonium x hortorum]Pelargonium_x_hortorum 32.50 0.00

TRINITY_DN33867_c0_g2XP_019084101.1PREDICTED: ran-binding protein 10-like [Camelina sativa]Camelina_sativa 32.50 0.00

TRINITY_DN34065_c0_g1KXZ45674.1hypothetical protein GPECTOR_52g71 [Gonium pectorale]Gonium_pectorale 32.50 0.00

TRINITY_DN34293_c0_g1PNW79876.1hypothetical protein CHLRE_08g370200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.50 0.00

TRINITY_DN35272_c0_g1XP_025618487.1uncharacterized protein At4g17910-like isoform X1 [Arachis hypogaea]Arachis_hypogaea 32.50 0.00

TRINITY_DN35992_c0_g3RLM55768.1hypothetical protein C2845_PM10G06840 [Panicum miliaceum]Panicum_miliaceum 32.50 0.00

TRINITY_DN36103_c0_g6PLY75891.1hypothetical protein LSAT_1X115221 [Lactuca sativa]Lactuca_sativa 32.50 0.00

TRINITY_DN36691_c0_g4PRW58436.1anaphase-promoting complex subunit 2 [Chlorella sorokiniana]Chlorella_sorokiniana 32.50 0.00

TRINITY_DN36723_c1_g3BAB56080.1putative ubiquitin carboxyl-terminal hydrolase 7 [Oryza sativa Japonica Group]Oryza_sativa 32.50 0.00

TRINITY_DN37190_c1_g1GAQ87108.1cellulose synthase containing protein [Klebsormidium nitens]Klebsormidium_nitens 32.50 0.00

TRINITY_DN37198_c0_g1EEF22628.1carbonic anhydrase, putative [Ricinus communis]Ricinus_communis 32.50 0.00

TRINITY_DN37362_c0_g2OVA12656.1Protein kinase domain [Macleaya cordata]Macleaya_cordata 32.50 0.00

TRINITY_DN37827_c2_g3XP_001698127.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.50 0.00

TRINITY_DN37945_c0_g8KHG14289.1putative plastid-lipid-associated 8, chloroplastic -like protein [Gossypium arboreum]Gossypium_arboreum 32.50 0.00

TRINITY_DN38018_c0_g3XP_008369470.1PREDICTED: phosphatidylinositol glycan anchor biosynthesis class U protein isoform X1 [Malus domestica]Malus_domestica 32.50 0.00

TRINITY_DN38207_c1_g2GAX79692.1hypothetical protein CEUSTIGMA_g7133.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.50 0.00

TRINITY_DN38402_c0_g1GAQ81520.1Vesicle coat complex COPII [Klebsormidium nitens]Klebsormidium_nitens 32.50 0.00

TRINITY_DN38644_c0_g4GBG69057.1hypothetical protein CBR_g3755 [Chara braunii]Chara_braunii 32.50 0.00

TRINITY_DN38650_c0_g2XP_027189705.1uncharacterized protein LOC101511031 isoform X3 [Cicer arietinum]Cicer_arietinum 32.50 0.00

TRINITY_DN38817_c0_g1GAQ86734.1hypothetical protein KFL_003080050 [Klebsormidium nitens]Klebsormidium_nitens 32.50 0.00

TRINITY_DN39060_c0_g4GAX78193.1hypothetical protein CEUSTIGMA_g5635.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.50 0.00

TRINITY_DN39132_c0_g1XP_010060106.1PREDICTED: serine/threonine-protein kinase CTR1 [Eucalyptus grandis]Eucalyptus_grandis 32.50 0.00

TRINITY_DN39303_c0_g3XP_012835408.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 3-like [Erythranthe guttata]Erythranthe_guttata 32.50 0.00

TRINITY_DN39847_c0_g2PNW82547.1hypothetical protein CHLRE_06g283400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.50 0.00

TRINITY_DN40006_c0_g7PIN17452.1WD40 repeat-containing protein [Handroanthus impetiginosus]Handroanthus_impetiginosus 32.50 0.00

TRINITY_DN40040_c0_g8XP_018624920.1PREDICTED: vesicular-fusion protein SEC18-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 32.50 0.00

TRINITY_DN40514_c0_g2GBF88757.1hypothetical protein Rsub_01658 [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.50 0.00

TRINITY_DN41032_c0_g1GBF90850.1DEAD-box ATP-dependent RNA helicase 29 [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.50 0.00

TRINITY_DN41143_c0_g5XP_016571342.1PREDICTED: E3 ubiquitin-protein ligase ARIH2-like [Capsicum annuum]Capsicum_annuum 32.50 0.00

TRINITY_DN41368_c0_g5PTQ39059.1hypothetical protein MARPO_0047s0042 [Marchantia polymorpha]Marchantia_polymorpha 32.50 0.00

TRINITY_DN41411_c0_g4PTQ28049.1hypothetical protein MARPO_0175s0011 [Marchantia polymorpha]Marchantia_polymorpha 32.50 0.00

TRINITY_DN41656_c0_g2OAE29487.1hypothetical protein AXG93_1433s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 32.50 0.00

TRINITY_DN42009_c1_g2XP_002953889.1hypothetical protein VOLCADRAFT_118510 [Volvox carteri f. nagariensis]Volvox_carteri 32.50 0.00

TRINITY_DN42036_c0_g1GAX83118.1hypothetical protein CEUSTIGMA_g10544.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.50 0.00

TRINITY_DN42364_c0_g7XP_002307065.3ultraviolet-B receptor UVR8 isoform X1 [Populus trichocarpa]Populus_trichocarpa 32.50 0.00

TRINITY_DN42825_c0_g7AML78291.1putative LOV domain-containing protein [Pleurastrum insigne]Pleurastrum_insigne 32.50 0.00

TRINITY_DN43160_c0_g3GAX76354.1hypothetical protein CEUSTIGMA_g3800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.50 0.00

TRINITY_DN43284_c0_g1PNH05340.1hypothetical protein TSOC_008416 [Tetrabaena socialis]Tetrabaena_socialis 32.50 0.00

TRINITY_DN43447_c1_g4RWR88626.1HSP-interacting protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.50 0.00

TRINITY_DN43822_c0_g1KYP49184.1Cytochrome P450 71A2 [Cajanus cajan]Cajanus_cajan 32.50 0.00

TRINITY_DN43850_c0_g3XP_023537085.1lysine-specific histone demethylase 1 homolog 3-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 32.50 0.00

TRINITY_DN43864_c0_g1XP_005847692.1hypothetical protein CHLNCDRAFT_134121 [Chlorella variabilis]Chlorella_variabilis 32.50 0.00

TRINITY_DN44156_c0_g5RXH86950.1hypothetical protein DVH24_022223 [Malus domestica]Malus_domestica 32.50 0.00

TRINITY_DN44179_c1_g7XP_006450623.1protein sym-1 [Citrus clementina]Citrus_clementina 32.50 0.00

TRINITY_DN44307_c0_g3XP_019173052.1PREDICTED: protein RMD5 homolog A-like [Ipomoea nil]Ipomoea_nil 32.50 0.00

TRINITY_DN45481_c0_g1XP_002946618.1hypothetical protein VOLCADRAFT_116030 [Volvox carteri f. nagariensis]Volvox_carteri 32.50 0.00

TRINITY_DN46780_c1_g2XP_024517294.1probable ubiquitin carboxyl-terminal hydrolase FAF-X [Selaginella moellendorffii]Selaginella_moellendorffii 32.50 0.00

TRINITY_DN47745_c0_g4BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.50 0.00

TRINITY_DN48249_c0_g1KMZ73651.1hypothetical protein ZOSMA_144G00110 [Zostera marina]Zostera_marina 32.50 0.00

TRINITY_DN48723_c0_g2GAQ83207.1vacuolar protein sorting-associated protein 53 [Klebsormidium nitens]Klebsormidium_nitens 32.50 0.00

TRINITY_DN49066_c0_g1XP_002958177.1hypothetical protein VOLCADRAFT_119886 [Volvox carteri f. nagariensis]Volvox_carteri 32.50 0.00

TRINITY_DN49111_c0_g4XP_003080866.1Peptidase C2, calpain family [Ostreococcus tauri]Ostreococcus_tauri 32.50 0.00

TRINITY_DN49664_c0_g4XP_019200337.1PREDICTED: CBL-interacting protein kinase 18-like [Ipomoea nil]Ipomoea_nil 32.50 0.00

TRINITY_DN50235_c0_g1PTQ40678.1hypothetical protein MARPO_0038s0034 [Marchantia polymorpha]Marchantia_polymorpha 32.50 0.00

TRINITY_DN50738_c0_g1XP_002957292.1hypothetical protein VOLCADRAFT_107623 [Volvox carteri f. nagariensis]Volvox_carteri 32.50 0.00

TRINITY_DN51030_c0_g3XP_019241088.1PREDICTED: glycine-rich domain-containing protein 2-like isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 32.50 0.00

TRINITY_DN52123_c0_g4XP_024995377.1vesicle-associated protein 2-1-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 32.50 0.00

TRINITY_DN183_c0_g1XP_003622733.2serine carboxypeptidase-like 20 [Medicago truncatula]Medicago_truncatula 32.40 0.00

TRINITY_DN23051_c0_g1XP_010547722.1PREDICTED: protein Dr1 homolog isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 32.40 0.00

TRINITY_DN23575_c0_g2XP_001701562.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.40 0.00

TRINITY_DN25655_c0_g1PWA32416.1PDI-like 1-4 [Artemisia annua]Artemisia_annua 32.40 0.00

TRINITY_DN28048_c0_g1XP_018489216.1PREDICTED: probable serine/threonine protein kinase IRE [Raphanus sativus]Raphanus_sativus 32.40 0.00

TRINITY_DN28743_c0_g1XP_009418733.1PREDICTED: probable 1-acylglycerol-3-phosphate O-acyltransferase [Musa acuminata subsp. malaccensis]Musa_acuminata 32.40 0.00

TRINITY_DN29099_c0_g1XP_024181333.1mitochondrial arginine transporter BAC2-like [Rosa chinensis]Rosa_chinensis 32.40 0.00

TRINITY_DN29148_c0_g1XP_001697295.1component of dynein regulatory complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.40 0.00



TRINITY_DN30091_c0_g1XP_021292405.1protein DENND6A [Herrania umbratica]Herrania_umbratica 32.40 0.00

TRINITY_DN31207_c0_g1XP_017255107.1PREDICTED: 50S ribosomal protein L13 [Daucus carota subsp. sativus]Daucus_carota 32.40 0.00

TRINITY_DN31421_c0_g1GAX85451.1hypothetical protein CEUSTIGMA_g12867.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.40 0.00

TRINITY_DN31633_c0_g2XP_011045038.1PREDICTED: 3-hydroxyisobutyryl-CoA hydrolase 1-like [Populus euphratica]Populus_euphratica 32.40 0.00

TRINITY_DN34455_c0_g1XP_010911146.1PREDICTED: uncharacterized protein LOC105037149 [Elaeis guineensis]Elaeis_guineensis 32.40 0.00

TRINITY_DN34498_c0_g5PLY86912.1hypothetical protein LSAT_5X137681 [Lactuca sativa]Lactuca_sativa 32.40 0.00

TRINITY_DN34945_c0_g1XP_023909479.1uncharacterized mitochondrial carrier YMR166C-like [Quercus suber]Quercus_suber 32.40 0.00

TRINITY_DN35293_c0_g4EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 32.40 0.00

TRINITY_DN35719_c0_g5XP_006429551.1CBL-interacting serine/threonine-protein kinase 14 [Citrus clementina]Citrus_clementina 32.40 0.00

TRINITY_DN35867_c0_g1PTQ27799.1hypothetical protein MARPO_0183s0005 [Marchantia polymorpha]Marchantia_polymorpha 32.40 0.00

TRINITY_DN36267_c0_g6XP_026445557.1BTB/POZ domain-containing protein At4g08455-like [Papaver somniferum]Papaver_somniferum 32.40 0.00

TRINITY_DN36583_c0_g1KXZ52656.1hypothetical protein GPECTOR_9g701 [Gonium pectorale]Gonium_pectorale 32.40 0.00

TRINITY_DN36587_c0_g1XP_023915291.160 kDa lysophospholipase-like [Quercus suber]Quercus_suber 32.40 0.00

TRINITY_DN36796_c2_g6PSC68623.1acidstable alpha-amylase [Micractinium conductrix]Micractinium_conductrix 32.40 0.00

TRINITY_DN36914_c0_g7BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.40 0.00

TRINITY_DN37127_c0_g5XP_023902847.1guanine nucleotide-binding protein subunit alpha [Quercus suber]Quercus_suber 32.40 0.00

TRINITY_DN37245_c1_g1PNW75767.1hypothetical protein CHLRE_12g561400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.40 0.00

TRINITY_DN37836_c0_g3XP_002500724.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 32.40 0.00

TRINITY_DN38052_c0_g4GAQ79704.1hypothetical protein KFL_000360200 [Klebsormidium nitens]Klebsormidium_nitens 32.40 0.00

TRINITY_DN38433_c0_g8XP_023872784.1bifunctional polynucleotide phosphatase/kinase-like [Quercus suber]Quercus_suber 32.40 0.00

TRINITY_DN38572_c0_g1XP_002508228.1DEK_C domain protein [Micromonas commoda]Micromonas_commoda 32.40 0.00

TRINITY_DN38614_c0_g1XP_012086139.1calcium-dependent protein kinase 32 [Jatropha curcas]Jatropha_curcas 32.40 0.00

TRINITY_DN38873_c0_g2GBF95304.1mitochondrial carrier protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.40 0.00

TRINITY_DN39135_c1_g6XP_020105528.1DENN domain and WD repeat-containing protein SCD1 [Ananas comosus]Ananas_comosus 32.40 0.00

TRINITY_DN39772_c0_g1XP_005647470.1hypothetical protein COCSUDRAFT_53702 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.40 0.00

TRINITY_DN39782_c1_g3PRW45104.1inactive purple acid phosphatase 2 [Chlorella sorokiniana]Chlorella_sorokiniana 32.40 0.00

TRINITY_DN40247_c0_g2XP_002501829.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 32.40 0.00

TRINITY_DN40325_c2_g6GAX79865.1hypothetical protein CEUSTIGMA_g7305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.40 0.00

TRINITY_DN40659_c0_g12XP_005649540.1hypothetical protein COCSUDRAFT_46553 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.40 0.00

TRINITY_DN41006_c0_g1GAX81387.1hypothetical protein CEUSTIGMA_g8818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.40 0.00

TRINITY_DN41365_c0_g2RWR78785.1arginyl-tRNA--protein transferase 2 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.40 0.00

TRINITY_DN41377_c0_g2XP_005847425.1hypothetical protein CHLNCDRAFT_134308 [Chlorella variabilis]Chlorella_variabilis 32.40 0.00

TRINITY_DN41650_c1_g3KXZ43777.1hypothetical protein GPECTOR_81g227 [Gonium pectorale]Gonium_pectorale 32.40 0.00

TRINITY_DN42194_c1_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.40 0.00

TRINITY_DN42272_c0_g3XP_026658451.1probable leucine-rich repeat receptor-like protein kinase At5g49770 isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 32.40 0.00

TRINITY_DN42445_c1_g2PNW84145.1hypothetical protein CHLRE_04g223000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.40 0.00

TRINITY_DN42733_c1_g7XP_021635413.1calcineurin B-like protein 10 [Hevea brasiliensis]Hevea_brasiliensis 32.40 0.00

TRINITY_DN42979_c0_g3XP_022147613.1WD repeat-containing protein VIP3 [Momordica charantia]Momordica_charantia 32.40 0.00

TRINITY_DN44009_c0_g1OUS43119.15'-nucleotidase/2',3'-cyclic phosphodiesterase and related esterase [Ostreococcus tauri]Ostreococcus_tauri 32.40 0.00

TRINITY_DN44233_c0_g2XP_020595535.1tubulin-folding cofactor B [Phalaenopsis equestris]Phalaenopsis_equestris 32.40 0.00

TRINITY_DN44468_c0_g4XP_024362991.1ribonuclease P protein subunit p30-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 32.40 0.00

TRINITY_DN45392_c0_g2XP_021725647.1probable aquaporin NIP5-1 [Chenopodium quinoa]Chenopodium_quinoa 32.40 0.00

TRINITY_DN45763_c0_g3XP_021743825.1probable 1-acylglycerol-3-phosphate O-acyltransferase [Chenopodium quinoa]Chenopodium_quinoa 32.40 0.00

TRINITY_DN45815_c0_g4XP_024388621.1THO complex subunit 2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 32.40 0.00

TRINITY_DN45923_c0_g3XP_022142293.1probable protein phosphatase 2C 60 [Momordica charantia]Momordica_charantia 32.40 0.00

TRINITY_DN46395_c0_g2XP_005647642.1hypothetical protein COCSUDRAFT_47495 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.40 0.00

TRINITY_DN47259_c0_g2XP_019419245.1PREDICTED: heterogeneous nuclear ribonucleoprotein Q-like [Lupinus angustifolius]Lupinus_angustifolius 32.40 0.00

TRINITY_DN47860_c1_g3XP_020223590.1leishmanolysin-like peptidase [Cajanus cajan]Cajanus_cajan 32.40 0.00

TRINITY_DN49324_c1_g5XP_015159996.1PREDICTED: DNA repair protein XRCC2 homolog isoform X1 [Solanum tuberosum]Solanum_tuberosum 32.40 0.00

TRINITY_DN49572_c0_g4XP_019194207.1PREDICTED: uncharacterized protein LOC109188124 [Ipomoea nil]Ipomoea_nil 32.40 0.00

TRINITY_DN49641_c0_g9KZV15121.1protein ssnA [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 32.40 0.00

TRINITY_DN49797_c0_g1GAX81830.1hypothetical protein CEUSTIGMA_g9258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.40 0.00

TRINITY_DN49871_c2_g6KXZ52927.1hypothetical protein GPECTOR_8g303 [Gonium pectorale]Gonium_pectorale 32.40 0.00

TRINITY_DN51435_c1_g1KXZ55594.1hypothetical protein GPECTOR_2g1144 [Gonium pectorale]Gonium_pectorale 32.40 0.00

TRINITY_DN51651_c0_g1XP_005649189.1hypothetical protein COCSUDRAFT_62074 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.40 0.00

TRINITY_DN16023_c0_g1XP_016562971.1PREDICTED: ABC transporter C family member 13 [Capsicum annuum]Capsicum_annuum 32.30 0.00

TRINITY_DN16215_c0_g1RQM04000.1hypothetical protein DY000_00030525 [Brassica cretica]Brassica_cretica 32.30 0.00

TRINITY_DN18447_c0_g1XP_010685966.1PREDICTED: CBL-interacting protein kinase 2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 32.30 0.00

TRINITY_DN19778_c0_g1XP_019200337.1PREDICTED: CBL-interacting protein kinase 18-like [Ipomoea nil]Ipomoea_nil 32.30 0.00

TRINITY_DN30004_c0_g1XP_023896274.1uncharacterized WD repeat-containing protein C3H5.08c-like [Quercus suber]Quercus_suber 32.30 0.00

TRINITY_DN30151_c0_g1XP_005645859.1AMPKBI-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.30 0.00

TRINITY_DN32246_c0_g1XP_002981877.1COP9 signalosome complex subunit 7 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 32.30 0.00

TRINITY_DN32467_c0_g1EFH57729.1binding protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 32.30 0.00

TRINITY_DN32508_c0_g1GAQ90140.1hypothetical protein KFL_006050030 [Klebsormidium nitens]Klebsormidium_nitens 32.30 0.00

TRINITY_DN32810_c0_g1VDD33173.1unnamed protein product [Brassica oleracea]Brassica_oleracea 32.30 0.00

TRINITY_DN34504_c0_g1XP_023882142.1delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, peroxisomal [Quercus suber]Quercus_suber 32.30 0.00



TRINITY_DN34827_c0_g2XP_024395317.1acyl-CoA-binding domain-containing protein 6-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 32.30 0.00

TRINITY_DN34881_c0_g1GAX78863.1hypothetical protein CEUSTIGMA_g6301.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN35212_c0_g4GAX79903.1hypothetical protein CEUSTIGMA_g7343.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN35317_c0_g1GAX86324.1hypothetical protein CEUSTIGMA_g13736.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN35753_c0_g4XP_027117443.1phosphoenolpyruvate carboxylase kinase 2-like [Coffea arabica]Coffea_arabica 32.30 0.00

TRINITY_DN36313_c0_g2RLN34136.1synaptotagmin-1-like [Panicum miliaceum]Panicum_miliaceum 32.30 0.00

TRINITY_DN36322_c1_g4XP_016651764.1PREDICTED: cell cycle checkpoint protein RAD17 isoform X1 [Prunus mume]Prunus_mume 32.30 0.00

TRINITY_DN36841_c0_g4KMZ57039.1Varicose-related protein [Zostera marina]Zostera_marina 32.30 0.00

TRINITY_DN37099_c0_g2PNW78294.1hypothetical protein CHLRE_09g403200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.30 0.00

TRINITY_DN37134_c0_g9GAQ89579.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 32.30 0.00

TRINITY_DN37280_c0_g4AJT59571.1GABAT2 [Veratrum californicum]Veratrum_californicum 32.30 0.00

TRINITY_DN38132_c0_g2KZV15308.1alpha-amylase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 32.30 0.00

TRINITY_DN38237_c0_g1GBF91111.1water dikinase [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.30 0.00

TRINITY_DN38364_c0_g1OMO61411.1Endoplasmic reticulum-adenine nucleotide transporter [Corchorus capsularis]Corchorus_capsularis 32.30 0.00

TRINITY_DN38965_c0_g5GAX72893.1hypothetical protein CEUSTIGMA_g348.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN39090_c0_g1XP_022716904.1embryogenesis-associated protein EMB8-like [Durio zibethinus]Durio_zibethinus 32.30 0.00

TRINITY_DN39226_c1_g3GAX78245.1hypothetical protein CEUSTIGMA_g5687.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN39544_c0_g2PRW59996.1serine threonine- phosphatase BSL3 [Chlorella sorokiniana]Chlorella_sorokiniana 32.30 0.00

TRINITY_DN39582_c0_g12ADE76140.1unknown [Picea sitchensis]Picea_sitchensis 32.30 0.00

TRINITY_DN40691_c1_g7XP_019175211.1PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP62-like isoform X1 [Ipomoea nil]Ipomoea_nil 32.30 0.00

TRINITY_DN40731_c0_g1GAX84678.1hypothetical protein CEUSTIGMA_g12099.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN41185_c0_g1XP_023912140.1cytoplasmic dynein 1 intermediate chain 2-like [Quercus suber]Quercus_suber 32.30 0.00

TRINITY_DN41220_c0_g2XP_010277176.1PREDICTED: pumilio homolog 12-like [Nelumbo nucifera]Nelumbo_nucifera 32.30 0.00

TRINITY_DN41310_c0_g4PTQ33009.1hypothetical protein MARPO_0093s0076 [Marchantia polymorpha]Marchantia_polymorpha 32.30 0.00

TRINITY_DN41803_c1_g1XP_004248187.1transcription factor GTE4 isoform X2 [Solanum lycopersicum]Solanum_lycopersicum 32.30 0.00

TRINITY_DN41933_c0_g2OTG12379.1putative autoinhibited Ca(2+)-ATPase 9 [Helianthus annuus]Helianthus_annuus 32.30 0.00

TRINITY_DN42020_c1_g5PIA37221.1hypothetical protein AQUCO_03000067v1 [Aquilegia coerulea]Aquilegia_coerulea 32.30 0.00

TRINITY_DN42075_c0_g4XP_024522419.1enoyl-[acyl-carrier-protein] reductase, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 32.30 0.00

TRINITY_DN42379_c0_g3XP_021635149.1probable protein phosphatase 2C 74 isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 32.30 0.00

TRINITY_DN44436_c0_g1XP_024972183.1protein ROOT HAIR DEFECTIVE 3-like isoform X1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 32.30 0.00

TRINITY_DN44847_c0_g2XP_018679952.1PREDICTED: putative RNA-binding protein Luc7-like 1 isoform X2 [Musa acuminata subsp. malaccensis]Musa_acuminata 32.30 0.00

TRINITY_DN45576_c0_g1GAX83986.1hypothetical protein CEUSTIGMA_g11411.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN45602_c2_g2XP_004305641.1PREDICTED: IAA-amino acid hydrolase ILR1-like 3 [Fragaria vesca subsp. vesca]Fragaria_vesca 32.30 0.00

TRINITY_DN46035_c0_g2XP_002975921.1intraflagellar transport protein 22 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 32.30 0.00

TRINITY_DN46218_c0_g1XP_001698367.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.30 0.00

TRINITY_DN46379_c0_g5XP_026402696.1kelch domain-containing protein 4-like isoform X1 [Papaver somniferum]Papaver_somniferum 32.30 0.00

TRINITY_DN46587_c0_g6KCW64455.1hypothetical protein EUGRSUZ_G02072, partial [Eucalyptus grandis]Eucalyptus_grandis 32.30 0.00

TRINITY_DN46629_c0_g3KMZ65276.1Deoxyhypusine hydroxylase [Zostera marina]Zostera_marina 32.30 0.00

TRINITY_DN46771_c0_g3XP_023878668.1calcium-binding protein NCS-1-like [Quercus suber]Quercus_suber 32.30 0.00

TRINITY_DN46903_c0_g10XP_023750573.1nudix hydrolase 14, chloroplastic [Lactuca sativa]Lactuca_sativa 32.30 0.00

TRINITY_DN47114_c1_g3GAX80971.1hypothetical protein CEUSTIGMA_g8406.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN47212_c1_g6XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 32.30 0.00

TRINITY_DN47440_c1_g1XP_024357549.1probable histidine kinase 6 isoform X1 [Physcomitrella patens]Physcomitrella_patens 32.30 0.00

TRINITY_DN47566_c1_g5XP_004973939.1BTB/POZ and MATH domain-containing protein 1 [Setaria italica]Setaria_italica 32.30 0.00

TRINITY_DN47634_c0_g1PNW78545.1hypothetical protein CHLRE_09g392750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.30 0.00

TRINITY_DN48634_c0_g1XP_010473779.1PREDICTED: uncharacterized protein LOC104753188 [Camelina sativa]Camelina_sativa 32.30 0.00

TRINITY_DN48794_c0_g1XP_001689512.1tRNA (uracil-5-)-methyltransferase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.30 0.00

TRINITY_DN49603_c0_g2GAX78814.1hypothetical protein CEUSTIGMA_g6251.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN49684_c0_g1GAX75631.1hypothetical protein CEUSTIGMA_g3075.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN50002_c1_g3GAX76527.1hypothetical protein CEUSTIGMA_g3973.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN50986_c0_g8GAX84396.1hypothetical protein CEUSTIGMA_g11818.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN51095_c0_g1PNW87622.1hypothetical protein CHLRE_02g141806v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.30 0.00

TRINITY_DN51205_c0_g1AAD51632.1KNOX1 homeodomain protein [Acetabularia acetabulum]Acetabularia_acetabulum 32.30 0.00

TRINITY_DN51218_c1_g1XP_024638610.1tobamovirus multiplication protein 1 isoform X3 [Medicago truncatula]Medicago_truncatula 32.30 0.00

TRINITY_DN51293_c0_g1XP_019154013.1PREDICTED: lysine-specific histone demethylase 1 homolog 2 [Ipomoea nil]Ipomoea_nil 32.30 0.00

TRINITY_DN52205_c1_g1PNH11552.130S ribosomal protein S1, chloroplastic [Tetrabaena socialis]Tetrabaena_socialis 32.30 0.00

TRINITY_DN52389_c1_g2GAX75916.1hypothetical protein CEUSTIGMA_g3359.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN52465_c1_g1GAX81130.1hypothetical protein CEUSTIGMA_g8564.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.30 0.00

TRINITY_DN6750_c0_g1PTQ37557.1hypothetical protein MARPO_0056s0033 [Marchantia polymorpha]Marchantia_polymorpha 32.30 0.00

TRINITY_DN9462_c0_g1XP_016492560.1PREDICTED: EVI5-like protein isoform X1 [Nicotiana tabacum]Nicotiana_tabacum 32.30 0.00

TRINITY_DN24168_c0_g1XP_024359709.1ATP synthase mitochondrial F1 complex assembly factor 2-like [Physcomitrella patens]Physcomitrella_patens 32.20 0.00

TRINITY_DN29016_c0_g1XP_018465599.1PREDICTED: protein QUIRKY-like, partial [Raphanus sativus]Raphanus_sativus 32.20 0.00

TRINITY_DN29481_c0_g1PNX93661.1ABC transporter B family member, partial [Trifolium pratense]Trifolium_pratense 32.20 0.00

TRINITY_DN34473_c0_g8EFJ33436.1hypothetical protein SELMODRAFT_84824 [Selaginella moellendorffii]Selaginella_moellendorffii 32.20 0.00

TRINITY_DN35426_c0_g3XP_024454772.1ABC transporter C family member 12 isoform X2 [Populus trichocarpa]Populus_trichocarpa 32.20 0.00

TRINITY_DN35448_c0_g3XP_022896840.1tubulin-folding cofactor B isoform X1 [Olea europaea var. sylvestris]Olea_europaea 32.20 0.00



TRINITY_DN35652_c0_g1PWA43300.1protein disulfide-isomerase A6 [Artemisia annua]Artemisia_annua 32.20 0.00

TRINITY_DN35917_c0_g14EFJ09255.1hypothetical protein SELMODRAFT_130241, partial [Selaginella moellendorffii]Selaginella_moellendorffii 32.20 0.00

TRINITY_DN36467_c0_g2XP_023535358.1ran-binding protein M homolog [Cucurbita pepo subsp. pepo]Cucurbita_pepo 32.20 0.00

TRINITY_DN36716_c0_g3GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 32.20 0.00

TRINITY_DN36870_c1_g8XP_022012661.1serine carboxypeptidase-like 50 [Helianthus annuus]Helianthus_annuus 32.20 0.00

TRINITY_DN37031_c0_g7XP_004234525.1ran-binding protein M homolog [Solanum lycopersicum]Solanum_lycopersicum 32.20 0.00

TRINITY_DN37224_c0_g1GAQ87866.1sphingomyelin phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 32.20 0.00

TRINITY_DN37268_c0_g5XP_002957753.1hypothetical protein VOLCADRAFT_107792 [Volvox carteri f. nagariensis]Volvox_carteri 32.20 0.00

TRINITY_DN37457_c0_g3PWA80288.1SKP1/BTB/POZ domain-containing protein [Artemisia annua]Artemisia_annua 32.20 0.00

TRINITY_DN37531_c0_g4PSC72510.1multidrug transporter [Micractinium conductrix]Micractinium_conductrix 32.20 0.00

TRINITY_DN37704_c0_g3XP_024393592.1ATP synthase mitochondrial F1 complex assembly factor 1-like [Physcomitrella patens]Physcomitrella_patens 32.20 0.00

TRINITY_DN37851_c0_g1XP_012476419.1PREDICTED: uncharacterized protein LOC105792404 [Gossypium raimondii]Gossypium_raimondii 32.20 0.00

TRINITY_DN38400_c0_g4XP_013899484.1hypothetical protein MNEG_7496 [Monoraphidium neglectum]Monoraphidium_neglectum 32.20 0.00

TRINITY_DN38666_c0_g5XP_016899108.1PREDICTED: rRNA-processing protein EFG1 [Cucumis melo]Cucumis_melo 32.20 0.00

TRINITY_DN38840_c0_g12GAX77356.1hypothetical protein CEUSTIGMA_g4802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN39424_c0_g6GAX74176.1hypothetical protein CEUSTIGMA_g1625.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN39829_c0_g3PRW33814.1transcription elongation factor B polypeptide 3 [Chlorella sorokiniana]Chlorella_sorokiniana 32.20 0.00

TRINITY_DN40811_c0_g5GAX81121.1hypothetical protein CEUSTIGMA_g8555.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN40954_c0_g1GAX73776.1hypothetical protein CEUSTIGMA_g1227.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN41372_c0_g3XP_018490464.1PREDICTED: probable E3 ubiquitin-protein ligase RNF217 [Raphanus sativus]Raphanus_sativus 32.20 0.00

TRINITY_DN41772_c0_g9OIW21653.1hypothetical protein TanjilG_07179 [Lupinus angustifolius]Lupinus_angustifolius 32.20 0.00

TRINITY_DN41824_c2_g6KXZ46271.1hypothetical protein GPECTOR_45g141 [Gonium pectorale]Gonium_pectorale 32.20 0.00

TRINITY_DN42060_c1_g3PNW85360.1hypothetical protein CHLRE_03g182750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.20 0.00

TRINITY_DN42716_c0_g3XP_023880052.1transcriptional repressor rco-1-like [Quercus suber]Quercus_suber 32.20 0.00

TRINITY_DN42725_c1_g1OVA08360.1Cytochrome P450 [Macleaya cordata]Macleaya_cordata 32.20 0.00

TRINITY_DN43049_c1_g5XP_023925515.1protein arginine N-methyltransferase SFM1-like [Quercus suber]Quercus_suber 32.20 0.00

TRINITY_DN43339_c0_g6KEH40092.1metalloendopeptidase/zinc ion-binding protein [Medicago truncatula]Medicago_truncatula 32.20 0.00

TRINITY_DN43582_c2_g3GAX76083.1hypothetical protein CEUSTIGMA_g3526.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN43641_c0_g1XP_020097762.1uncharacterized protein LOC109716634 [Ananas comosus]Ananas_comosus 32.20 0.00

TRINITY_DN43872_c0_g1PNW80778.1hypothetical protein CHLRE_07g329350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.20 0.00

TRINITY_DN44248_c1_g1GAQ88426.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 32.20 0.00

TRINITY_DN44271_c0_g1XP_023905230.1myosin-1-like [Quercus suber]Quercus_suber 32.20 0.00

TRINITY_DN44292_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.20 0.00

TRINITY_DN44855_c1_g2GAX83518.1hypothetical protein CEUSTIGMA_g10943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN45080_c0_g4XP_018491361.1PREDICTED: ribosome maturation protein SBDS [Raphanus sativus]Raphanus_sativus 32.20 0.00

TRINITY_DN46712_c0_g1XP_009790710.1PREDICTED: uncharacterized protein LOC104238130 [Nicotiana sylvestris]Nicotiana_sylvestris 32.20 0.00

TRINITY_DN47751_c0_g5GAX80310.1hypothetical protein CEUSTIGMA_g7748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN48447_c0_g3GBF98921.1serine protease [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.20 0.00

TRINITY_DN48518_c2_g4XP_015624438.1uncharacterized protein LOC9269313 [Oryza sativa Japonica Group]Oryza_sativa 32.20 0.00

TRINITY_DN49352_c0_g1GAX80614.1hypothetical protein CEUSTIGMA_g8049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN49570_c0_g1GAX84395.1hypothetical protein CEUSTIGMA_g11817.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN49783_c0_g2AJR22386.1CBL-interacting protein kinase 28 [Triticum aestivum]Triticum_aestivum 32.20 0.00

TRINITY_DN50118_c0_g1XP_005648316.1hypothetical protein COCSUDRAFT_29004 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.20 0.00

TRINITY_DN50750_c1_g3XP_002948962.1hypothetical protein VOLCADRAFT_89362 [Volvox carteri f. nagariensis]Volvox_carteri 32.20 0.00

TRINITY_DN51120_c0_g2KXZ55667.1hypothetical protein GPECTOR_2g1217 [Gonium pectorale]Gonium_pectorale 32.20 0.00

TRINITY_DN51404_c0_g1GAX77786.1hypothetical protein CEUSTIGMA_g5229.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.20 0.00

TRINITY_DN776_c0_g1GBG83419.1hypothetical protein CBR_g37133 [Chara braunii]Chara_braunii 32.20 0.00

TRINITY_DN16229_c0_g1GAQ91534.1hypothetical protein KFL_008020040 [Klebsormidium nitens]Klebsormidium_nitens 32.10 0.00

TRINITY_DN29477_c0_g1GBF97371.1hypothetical protein Rsub_11018 [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.10 0.00

TRINITY_DN30277_c0_g1XP_007513140.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 32.10 0.00

TRINITY_DN31037_c0_g1ADE76485.1unknown [Picea sitchensis]Picea_sitchensis 32.10 0.00

TRINITY_DN31876_c0_g1XP_023878668.1calcium-binding protein NCS-1-like [Quercus suber]Quercus_suber 32.10 0.00

TRINITY_DN32072_c0_g2GAQ81618.1ABC transporter G family member 40 [Klebsormidium nitens]Klebsormidium_nitens 32.10 0.00

TRINITY_DN32171_c0_g1RWW90888.1hypothetical protein BHE74_00002015 [Ensete ventricosum]Ensete_ventricosum 32.10 0.00

TRINITY_DN33030_c0_g1XP_024387725.1alkaline ceramidase-like [Physcomitrella patens]Physcomitrella_patens 32.10 0.00

TRINITY_DN34892_c0_g1XP_012831026.1PREDICTED: proteasome assembly chaperone 2 [Erythranthe guttata]Erythranthe_guttata 32.10 0.00

TRINITY_DN35419_c0_g1EFJ09914.1hypothetical protein SELMODRAFT_129274 [Selaginella moellendorffii]Selaginella_moellendorffii 32.10 0.00

TRINITY_DN36305_c1_g5PPR89305.1hypothetical protein GOBAR_AA31376 [Gossypium barbadense]Gossypium_barbadense 32.10 0.00

TRINITY_DN36464_c0_g9GAX72875.1hypothetical protein CEUSTIGMA_g330.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN36547_c0_g1XP_026455362.1BTB/POZ domain-containing protein At4g08455-like [Papaver somniferum]Papaver_somniferum 32.10 0.00

TRINITY_DN36664_c0_g11XP_016483269.1PREDICTED: two-component response regulator ARR22-like [Nicotiana tabacum]Nicotiana_tabacum 32.10 0.00

TRINITY_DN36809_c0_g1RWW90788.1hypothetical protein BHE74_00036530 [Ensete ventricosum]Ensete_ventricosum 32.10 0.00

TRINITY_DN36995_c0_g1GBF87540.1serine protease ABC transporter B family tagA [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.10 0.00

TRINITY_DN37065_c0_g4PNW76588.1hypothetical protein CHLRE_11g467714v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.10 0.00

TRINITY_DN37212_c0_g8PUZ45244.1hypothetical protein GQ55_8G205700 [Panicum hallii var. hallii]Panicum_hallii 32.10 0.00

TRINITY_DN37228_c0_g1XP_013899551.1hypothetical protein MNEG_7428 [Monoraphidium neglectum]Monoraphidium_neglectum 32.10 0.00



TRINITY_DN37329_c0_g7XP_017250904.1PREDICTED: uncharacterized N-acetyltransferase YoaA-like [Daucus carota subsp. sativus]Daucus_carota 32.10 0.00

TRINITY_DN37366_c0_g2XP_024390594.1serine/threonine-protein phosphatase 6 regulatory subunit 2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 32.10 0.00

TRINITY_DN37480_c0_g3XP_003055437.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 32.10 0.00

TRINITY_DN37511_c0_g1XP_015959124.1C2 and GRAM domain-containing protein At1g03370 [Arachis duranensis]Arachis_duranensis 32.10 0.00

TRINITY_DN37847_c0_g9XP_011469708.1PREDICTED: calmodulin-like [Fragaria vesca subsp. vesca]Fragaria_vesca 32.10 0.00

TRINITY_DN38698_c0_g4XP_027190376.1triacylglycerol lipase 2-like [Cicer arietinum]Cicer_arietinum 32.10 0.00

TRINITY_DN38774_c0_g9OWM65262.1hypothetical protein CDL15_Pgr008852 [Punica granatum]Punica_granatum 32.10 0.00

TRINITY_DN39183_c0_g1BAK01536.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.10 0.00

TRINITY_DN39218_c0_g5XP_019414707.1PREDICTED: alpha-ketoglutarate-dependent dioxygenase alkB isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 32.10 0.00

TRINITY_DN39316_c0_g6XP_020575997.1ubiquitin carboxyl-terminal hydrolase 23-like [Phalaenopsis equestris]Phalaenopsis_equestris 32.10 0.00

TRINITY_DN39541_c0_g3KXZ56254.1hypothetical protein GPECTOR_1g221 [Gonium pectorale]Gonium_pectorale 32.10 0.00

TRINITY_DN39965_c0_g1XP_026665553.1pectin acetylesterase 8-like [Phoenix dactylifera]Phoenix_dactylifera 32.10 0.00

TRINITY_DN41001_c0_g2XP_018837168.1PREDICTED: calpain-type cysteine protease DEK1 [Juglans regia]Juglans_regia 32.10 0.00

TRINITY_DN41007_c0_g1PTQ37558.1hypothetical protein MARPO_0056s0034 [Marchantia polymorpha]Marchantia_polymorpha 32.10 0.00

TRINITY_DN41261_c1_g6XP_022891827.1ubiquitin carboxyl-terminal hydrolase 12-like [Olea europaea var. sylvestris]Olea_europaea 32.10 0.00

TRINITY_DN41378_c0_g4KJB24464.1hypothetical protein B456_004G146700, partial [Gossypium raimondii]Gossypium_raimondii 32.10 0.00

TRINITY_DN41927_c0_g2KXZ48826.1hypothetical protein GPECTOR_25g411 [Gonium pectorale]Gonium_pectorale 32.10 0.00

TRINITY_DN42501_c1_g1XP_002954981.1hypothetical protein VOLCADRAFT_118894 [Volvox carteri f. nagariensis]Volvox_carteri 32.10 0.00

TRINITY_DN43204_c0_g1GAX83502.1hypothetical protein CEUSTIGMA_g10927.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN43311_c0_g6OUS44004.1hypothetical protein BE221DRAFT_207302 [Ostreococcus tauri]Ostreococcus_tauri 32.10 0.00

TRINITY_DN43401_c1_g3GAX76015.1hypothetical protein CEUSTIGMA_g3458.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN43445_c0_g1PNH07438.1hypothetical protein TSOC_006113 [Tetrabaena socialis]Tetrabaena_socialis 32.10 0.00

TRINITY_DN43603_c1_g3XP_001690472.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.10 0.00

TRINITY_DN44835_c1_g2AIF73520.1WD40 protein [Volvox ferrisii]Volvox_ferrisii 32.10 0.00

TRINITY_DN44923_c0_g1XP_020146436.1GTPase-activating protein GYP1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 32.10 0.00

TRINITY_DN45099_c1_g1XP_021992797.1nudix hydrolase 22, chloroplastic-like isoform X2 [Helianthus annuus]Helianthus_annuus 32.10 0.00

TRINITY_DN45153_c0_g1GAQ77855.1S1 RNA binding domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 32.10 0.00

TRINITY_DN45530_c0_g10PNT39989.2hypothetical protein POPTR_004G071100 [Populus trichocarpa]Populus_trichocarpa 32.10 0.00

TRINITY_DN46070_c0_g2XP_012479019.1PREDICTED: putative clathrin assembly protein At2g01600 [Gossypium raimondii]Gossypium_raimondii 32.10 0.00

TRINITY_DN46762_c0_g5GAX83758.1hypothetical protein CEUSTIGMA_g11183.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN47415_c0_g6XP_015621627.1CBL-interacting protein kinase 11 [Oryza sativa Japonica Group]Oryza_sativa 32.10 0.00

TRINITY_DN47655_c0_g1RWR78527.1EPS15 EH [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.10 0.00

TRINITY_DN48234_c0_g5GAX78297.1hypothetical protein CEUSTIGMA_g5739.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN48353_c0_g4XP_009348165.1PREDICTED: uncharacterized protein LOC103939774 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 32.10 0.00

TRINITY_DN48498_c0_g2XP_014512885.1SNF1-related protein kinase catalytic subunit alpha KIN10 isoform X1 [Vigna radiata var. radiata]Vigna_radiata 32.10 0.00

TRINITY_DN48649_c0_g1ACR09632.1chitinase, partial [Capsicum chinense]Capsicum_chinense 32.10 0.00

TRINITY_DN49857_c0_g1GAX77017.1hypothetical protein CEUSTIGMA_g4464.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN49971_c1_g10RMZ55400.1hypothetical protein APUTEX25_003524, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 32.10 0.00

TRINITY_DN51196_c1_g6PSC68179.1Acyl-coenzyme A thioesterase THEM4 isoform B [Micractinium conductrix]Micractinium_conductrix 32.10 0.00

TRINITY_DN51513_c1_g1BAK00769.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 32.10 0.00

TRINITY_DN51575_c0_g1XP_005651196.1cysteine proteinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.10 0.00

TRINITY_DN51616_c2_g5XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 32.10 0.00

TRINITY_DN51671_c0_g3GAX84105.1hypothetical protein CEUSTIGMA_g11528.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.10 0.00

TRINITY_DN51843_c0_g1GBG91646.1hypothetical protein CBR_g52681 [Chara braunii]Chara_braunii 32.10 0.00

TRINITY_DN51884_c0_g1XP_024545643.1E3 ubiquitin-protein ligase SHPRH [Selaginella moellendorffii]Selaginella_moellendorffii 32.10 0.00

TRINITY_DN52003_c0_g3XP_015070190.1beta-hexosaminidase 2 [Solanum pennellii]Solanum_pennellii 32.10 0.00

TRINITY_DN52177_c0_g1XP_001702676.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.10 0.00

TRINITY_DN52566_c3_g1GBF87540.1serine protease ABC transporter B family tagA [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.10 0.00

TRINITY_DN52608_c0_g2XP_001692136.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.10 0.00

TRINITY_DN52642_c1_g2PNH04175.1Tiny macrocysts protein C, partial [Tetrabaena socialis]Tetrabaena_socialis 32.10 0.00

TRINITY_DN19630_c0_g2RWR92909.1hypothetical protein CKAN_02213600 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 32.00 0.00

TRINITY_DN20387_c0_g1XP_009391461.1PREDICTED: myosin-15 isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 32.00 0.00

TRINITY_DN21416_c0_g1XP_011008383.1PREDICTED: vacuolar protein sorting-associated protein 26B-like isoform X1 [Populus euphratica]Populus_euphratica 32.00 0.00

TRINITY_DN27774_c0_g1NP_181609.4RING-finger, DEAD-like helicase, PHD and SNF2 domain-containing protein [Arabidopsis thaliana]Arabidopsis_thaliana 32.00 0.00

TRINITY_DN28816_c0_g1XP_003571198.1probable inactive nicotinamidase At3g16190 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 32.00 0.00

TRINITY_DN32706_c0_g1ABK25616.1unknown [Picea sitchensis]Picea_sitchensis 32.00 0.00

TRINITY_DN33083_c0_g1XP_007509050.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 32.00 0.00

TRINITY_DN34119_c0_g1XP_026377406.1DExH-box ATP-dependent RNA helicase DExH14-like [Papaver somniferum]Papaver_somniferum 32.00 0.00

TRINITY_DN34850_c0_g3XP_007138914.1hypothetical protein PHAVU_009G248400g [Phaseolus vulgaris]Phaseolus_vulgaris 32.00 0.00

TRINITY_DN35101_c2_g7XP_023878780.1uncharacterized protein LOC111991231 [Quercus suber]Quercus_suber 32.00 0.00

TRINITY_DN35309_c0_g2XP_009607363.1PREDICTED: actin-100-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 32.00 0.00

TRINITY_DN35335_c0_g10XP_001690881.1glycogen synthase kinase 3 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.00 0.00

TRINITY_DN35543_c0_g2XP_005650017.1F1F0 ATP synthase gamma subunit [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.00 0.00

TRINITY_DN36168_c0_g1XP_024372044.1phosphoinositide phosphatase SAC6-like [Physcomitrella patens]Physcomitrella_patens 32.00 0.00

TRINITY_DN36186_c0_g4XP_020586057.1BTB/POZ and MATH domain-containing protein 4-like isoform X5 [Phalaenopsis equestris]Phalaenopsis_equestris 32.00 0.00

TRINITY_DN36270_c0_g2XP_008801626.1methylsterol monooxygenase 2-2-like isoform X1 [Phoenix dactylifera]Phoenix_dactylifera 32.00 0.00



TRINITY_DN36336_c0_g5XP_005646475.1eIF2A-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.00 0.00

TRINITY_DN36853_c1_g8XP_022888422.1uncharacterized protein LOC111403961 isoform X1 [Olea europaea var. sylvestris]Olea_europaea 32.00 0.00

TRINITY_DN37243_c0_g3GAQ84563.1hypothetical protein KFL_001940200 [Klebsormidium nitens]Klebsormidium_nitens 32.00 0.00

TRINITY_DN37370_c0_g3EFJ29529.1hypothetical protein SELMODRAFT_440680 [Selaginella moellendorffii]Selaginella_moellendorffii 32.00 0.00

TRINITY_DN37428_c0_g3PNW73085.1hypothetical protein CHLRE_14g618400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.00 0.00

TRINITY_DN37972_c1_g1PNW84649.1hypothetical protein CHLRE_03g152950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 32.00 0.00

TRINITY_DN38216_c0_g4XP_024372585.1autocrine proliferation repressor protein A-like [Physcomitrella patens]Physcomitrella_patens 32.00 0.00

TRINITY_DN38476_c0_g4XP_003062122.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 32.00 0.00

TRINITY_DN38518_c1_g6GAX84542.1hypothetical protein CEUSTIGMA_g11963.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN38737_c1_g6XP_023871313.1GTP-binding protein gtr2-like [Quercus suber]Quercus_suber 32.00 0.00

TRINITY_DN40156_c2_g6XP_005652202.1NAD(P)-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 32.00 0.00

TRINITY_DN40522_c0_g1XP_010531615.1PREDICTED: mannosyl-oligosaccharide glucosidase GCS1 [Tarenaya hassleriana]Tarenaya_hassleriana 32.00 0.00

TRINITY_DN41372_c0_g1XP_013585419.1PREDICTED: E3 ubiquitin-protein ligase RNF144A [Brassica oleracea var. oleracea]Brassica_oleracea 32.00 0.00

TRINITY_DN41391_c1_g8NP_001170042.1putative CBL-interacting protein kinase family protein [Zea mays]Zea_mays 32.00 0.00

TRINITY_DN41797_c1_g2GAX72787.1hypothetical protein CEUSTIGMA_g243.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN42853_c2_g3GAX79837.1hypothetical protein CEUSTIGMA_g7277.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN42931_c0_g2GAX77336.1hypothetical protein CEUSTIGMA_g4782.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN43483_c0_g4XP_010230830.1lysophospholipid acyltransferase LPEAT1 isoform X3 [Brachypodium distachyon]Brachypodium_distachyon 32.00 0.00

TRINITY_DN43529_c0_g2GBF94787.1hypothetical protein Rsub_07959 [Raphidocelis subcapitata]Raphidocelis_subcapitata 32.00 0.00

TRINITY_DN45119_c1_g1GAX74786.1hypothetical protein CEUSTIGMA_g2233.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN45391_c2_g1XP_015577984.1LOW QUALITY PROTEIN: uncharacterized protein LOC8269524 [Ricinus communis]Ricinus_communis 32.00 0.00

TRINITY_DN45913_c0_g2GAX82840.1hypothetical protein CEUSTIGMA_g10266.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN46070_c0_g3XP_023881132.1vacuolar amino acid transporter 3-like [Quercus suber]Quercus_suber 32.00 0.00

TRINITY_DN46363_c0_g2GAQ88152.1Pumilio RNA-binding repeat proteins [Klebsormidium nitens]Klebsormidium_nitens 32.00 0.00

TRINITY_DN47365_c1_g4KNA03261.1hypothetical protein SOVF_210900 [Spinacia oleracea]Spinacia_oleracea 32.00 0.00

TRINITY_DN47545_c1_g3XP_004308164.1PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP53 [Fragaria vesca subsp. vesca]Fragaria_vesca 32.00 0.00

TRINITY_DN47860_c0_g4XP_022026114.1uncharacterized protein LOC110926717 [Helianthus annuus]Helianthus_annuus 32.00 0.00

TRINITY_DN48086_c0_g2GAX79942.1hypothetical protein CEUSTIGMA_g7382.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN49038_c0_g10XP_019165298.1PREDICTED: casein kinase 1-like protein 11 [Ipomoea nil]Ipomoea_nil 32.00 0.00

TRINITY_DN49087_c1_g7XP_014509090.1ribonuclease TUDOR 1 [Vigna radiata var. radiata]Vigna_radiata 32.00 0.00

TRINITY_DN49141_c0_g1XP_026406369.1C2 and GRAM domain-containing protein At1g03370-like [Papaver somniferum]Papaver_somniferum 32.00 0.00

TRINITY_DN49632_c1_g5XP_010481340.1PREDICTED: palmitoyl-protein thioesterase 1 [Camelina sativa]Camelina_sativa 32.00 0.00

TRINITY_DN49814_c0_g1XP_024446752.1E3 ubiquitin-protein ligase SHPRH isoform X1 [Populus trichocarpa]Populus_trichocarpa 32.00 0.00

TRINITY_DN50682_c1_g1PNH12703.1HEAT repeat-containing protein 2, partial [Tetrabaena socialis]Tetrabaena_socialis 32.00 0.00

TRINITY_DN51136_c0_g3CDY42101.1BnaA09g28590D [Brassica napus]Brassica_napus 32.00 0.00

TRINITY_DN51146_c1_g2XP_023902222.1protease KEX1-like [Quercus suber]Quercus_suber 32.00 0.00

TRINITY_DN51205_c0_g2KXZ52318.1hypothetical protein GPECTOR_10g950 [Gonium pectorale]Gonium_pectorale 32.00 0.00

TRINITY_DN51207_c0_g2GAX85978.1hypothetical protein CEUSTIGMA_g13394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN51939_c1_g1GAX82496.1hypothetical protein CEUSTIGMA_g9923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 32.00 0.00

TRINITY_DN52185_c1_g7XP_004297480.1PREDICTED: pantothenate kinase 1 [Fragaria vesca subsp. vesca]Fragaria_vesca 32.00 0.00

TRINITY_DN15107_c0_g1XP_020583261.1serine/threonine-protein phosphatase 4 regulatory subunit 2 isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 31.90 0.00

TRINITY_DN24918_c0_g1XP_027152439.1serine carboxypeptidase-like 50 [Coffea eugenioides]Coffea_eugenioides 31.90 0.00

TRINITY_DN28497_c0_g1XP_024398246.1ras-related protein RABB1c-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 31.90 0.00

TRINITY_DN28857_c0_g1XP_002879908.1calmodulin-like protein 12 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 31.90 0.00

TRINITY_DN29489_c0_g3OWM81532.1hypothetical protein CDL15_Pgr007570 [Punica granatum]Punica_granatum 31.90 0.00

TRINITY_DN29801_c0_g1GAQ86466.1putative A/G-specific adenine DNA glycosylase [Klebsormidium nitens]Klebsormidium_nitens 31.90 0.00

TRINITY_DN30115_c0_g1XP_002964825.1vacuolar protein sorting-associated protein 25 [Selaginella moellendorffii]Selaginella_moellendorffii 31.90 0.00

TRINITY_DN31282_c0_g2XP_015692280.1PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein LOC102703674 [Oryza brachyantha]Oryza_brachyantha 31.90 0.00

TRINITY_DN31410_c0_g2XP_023919701.1queuine tRNA-ribosyltransferase catalytic subunit-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN32445_c0_g3XP_020085549.1tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit trm6 isoform X2 [Ananas comosus]Ananas_comosus 31.90 0.00

TRINITY_DN32875_c0_g1XP_005649810.1Emopamil-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.90 0.00

TRINITY_DN34004_c0_g1PNY10868.1NAD kinase 2 chloroplastic-like [Trifolium pratense]Trifolium_pratense 31.90 0.00

TRINITY_DN34087_c0_g2XP_019182507.1PREDICTED: septin and tuftelin-interacting protein 1 homolog 1-like [Ipomoea nil]Ipomoea_nil 31.90 0.00

TRINITY_DN35075_c0_g2PRW45201.1WD repeat-containing 32 [Chlorella sorokiniana]Chlorella_sorokiniana 31.90 0.00

TRINITY_DN35389_c0_g7KZV16058.1hypothetical protein F511_26187 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 31.90 0.00

TRINITY_DN35903_c0_g2KXZ50592.1hypothetical protein GPECTOR_16g767 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN36163_c0_g5XP_001420953.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.90 0.00

TRINITY_DN36412_c0_g4GAQ89697.1hypothetical protein KFL_005520040 [Klebsormidium nitens]Klebsormidium_nitens 31.90 0.00

TRINITY_DN36445_c0_g4GAX84124.1hypothetical protein CEUSTIGMA_g11547.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.90 0.00

TRINITY_DN36459_c0_g1PWA74502.1Chaperone, tailless complex polypeptide 1 [Artemisia annua]Artemisia_annua 31.90 0.00

TRINITY_DN36505_c0_g2XP_003055485.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.90 0.00

TRINITY_DN36522_c0_g4XP_027919542.1calcineurin B-like protein 9 [Vigna unguiculata]Vigna_unguiculata 31.90 0.00

TRINITY_DN36551_c0_g1NP_001150492.1uncharacterized protein LOC100284123 [Zea mays]Zea_mays 31.90 0.00

TRINITY_DN36601_c0_g1GAQ80087.1hypothetical protein KFL_000450440 [Klebsormidium nitens]Klebsormidium_nitens 31.90 0.00

TRINITY_DN36901_c0_g1BAJ89288.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.90 0.00

TRINITY_DN37080_c0_g3XP_015934784.1F-box protein At1g78280 isoform X1 [Arachis duranensis]Arachis_duranensis 31.90 0.00



TRINITY_DN37087_c0_g1XP_020108991.1cinnamoyl-CoA reductase 1-like isoform X1 [Ananas comosus]Ananas_comosus 31.90 0.00

TRINITY_DN37265_c0_g1NP_001267915.1probable E3 ubiquitin-protein ligase HERC1-like [Vitis vinifera]Vitis_vinifera 31.90 0.00

TRINITY_DN37590_c2_g2XP_017424234.1PREDICTED: RHOMBOID-like protein 1 [Vigna angularis]Vigna_angularis 31.90 0.00

TRINITY_DN38408_c0_g2XP_019455206.1PREDICTED: elicitor-responsive protein 1-like [Lupinus angustifolius]Lupinus_angustifolius 31.90 0.00

TRINITY_DN38588_c0_g1PRW56330.1nucleolar 6 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 31.90 0.00

TRINITY_DN38669_c0_g5KXZ43366.1hypothetical protein GPECTOR_92g589 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN38771_c0_g3XP_005646932.1RNB-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.90 0.00

TRINITY_DN38833_c0_g1VDD47242.1unnamed protein product [Brassica oleracea]Brassica_oleracea 31.90 0.00

TRINITY_DN38856_c0_g5GAQ89685.1Eukaryotic translation initiation factor eIF2A family protein [Klebsormidium nitens]Klebsormidium_nitens 31.90 0.00

TRINITY_DN39113_c0_g1XP_023902600.1endosomal protein P24B-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN39206_c0_g3PIA56733.1hypothetical protein AQUCO_00700825v1 [Aquilegia coerulea]Aquilegia_coerulea 31.90 0.00

TRINITY_DN39213_c0_g6XP_003058056.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.90 0.00

TRINITY_DN39871_c0_g5KNA07012.1hypothetical protein SOVF_175830 [Spinacia oleracea]Spinacia_oleracea 31.90 0.00

TRINITY_DN40201_c0_g3EPS67712.1hypothetical protein M569_07062, partial [Genlisea aurea]Genlisea_aurea 31.90 0.00

TRINITY_DN40631_c0_g1XP_023897255.1nuclear distribution protein PAC1-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN40913_c0_g1KZV42210.1Para-nitrobenzyl esterase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 31.90 0.00

TRINITY_DN41095_c1_g2XP_005845400.1hypothetical protein CHLNCDRAFT_136960 [Chlorella variabilis]Chlorella_variabilis 31.90 0.00

TRINITY_DN41564_c0_g7XP_005643700.1TLD-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.90 0.00

TRINITY_DN42382_c0_g5XP_021666071.1probable protein phosphatase 2C 27 [Hevea brasiliensis]Hevea_brasiliensis 31.90 0.00

TRINITY_DN42831_c0_g1XP_002952723.1hypothetical protein VOLCADRAFT_105635 [Volvox carteri f. nagariensis]Volvox_carteri 31.90 0.00

TRINITY_DN42947_c0_g1GAX81182.1hypothetical protein CEUSTIGMA_g8615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.90 0.00

TRINITY_DN42985_c1_g6XP_015648635.1E3 ubiquitin-protein ligase CHIP [Oryza sativa Japonica Group]Oryza_sativa 31.90 0.00

TRINITY_DN44223_c0_g2XP_005844258.1hypothetical protein CHLNCDRAFT_139325 [Chlorella variabilis]Chlorella_variabilis 31.90 0.00

TRINITY_DN44333_c0_g1PWA50475.1plant UBX domain-containing protein 2 [Artemisia annua]Artemisia_annua 31.90 0.00

TRINITY_DN45404_c0_g1GAU44553.1hypothetical protein TSUD_400170 [Trifolium subterraneum]Trifolium_subterraneum 31.90 0.00

TRINITY_DN45442_c1_g1KXZ45820.1hypothetical protein GPECTOR_50g614 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN46004_c1_g2KXZ48565.1hypothetical protein GPECTOR_26g468 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN46135_c0_g4XP_023895897.1H(+)/Cl(-) exchange transporter 5-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN46212_c0_g1XP_023902848.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN46362_c0_g1XP_023899355.1hydrolase tropI-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN46804_c1_g2GAX83723.1hypothetical protein CEUSTIGMA_g11148.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.90 0.00

TRINITY_DN46890_c0_g1PLY67089.1hypothetical protein LSAT_5X146840 [Lactuca sativa]Lactuca_sativa 31.90 0.00

TRINITY_DN47109_c0_g1PTQ35997.1hypothetical protein MARPO_0067s0074 [Marchantia polymorpha]Marchantia_polymorpha 31.90 0.00

TRINITY_DN47372_c0_g1KXZ43577.1hypothetical protein GPECTOR_86g370 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN47508_c0_g1XP_021758985.1condensin complex subunit 2-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 31.90 0.00

TRINITY_DN49186_c0_g9GBG77779.1hypothetical protein CBR_g24227 [Chara braunii]Chara_braunii 31.90 0.00

TRINITY_DN49501_c0_g2XP_006391967.1chaperone protein dnaJ 50 [Eutrema salsugineum]Eutrema_salsugineum 31.90 0.00

TRINITY_DN49584_c1_g8XP_023887669.1SWI/SNF and RSC complexes subunit ssr2-like [Quercus suber]Quercus_suber 31.90 0.00

TRINITY_DN49597_c1_g3GAX78755.1hypothetical protein CEUSTIGMA_g6192.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.90 0.00

TRINITY_DN50148_c1_g4PNT48810.1hypothetical protein POPTR_002G097000 [Populus trichocarpa]Populus_trichocarpa 31.90 0.00

TRINITY_DN51024_c1_g6XP_024516599.1ABC transporter A family member 1 [Selaginella moellendorffii]Selaginella_moellendorffii 31.90 0.00

TRINITY_DN51353_c1_g6XP_009392488.1PREDICTED: sphingosine kinase 1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 31.90 0.00

TRINITY_DN51548_c0_g9KXZ49710.1hypothetical protein GPECTOR_20g567 [Gonium pectorale]Gonium_pectorale 31.90 0.00

TRINITY_DN52584_c1_g2GAX83134.1hypothetical protein CEUSTIGMA_g10560.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.90 0.00

TRINITY_DN6261_c0_g1KMZ58723.1putative Vesicle-associated membrane protein [Zostera marina]Zostera_marina 31.90 0.00

TRINITY_DN8163_c0_g1XP_009354978.1PREDICTED: probable carboxylesterase SOBER1-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 31.90 0.00

TRINITY_DN26435_c0_g2XP_001418772.1predicted protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.80 0.00

TRINITY_DN27156_c0_g1XP_002947814.1hypothetical protein VOLCADRAFT_103594 [Volvox carteri f. nagariensis]Volvox_carteri 31.80 0.00

TRINITY_DN32250_c0_g1XP_002501311.1predicted protein [Micromonas commoda]Micromonas_commoda 31.80 0.00

TRINITY_DN33295_c0_g2XP_005648770.1small rab-related GTPase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.80 0.00

TRINITY_DN34108_c0_g1GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN34558_c0_g1XP_020706114.15'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 2-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 31.80 0.00

TRINITY_DN34893_c0_g13XP_024367243.1uncharacterized protein LOC112278258 [Physcomitrella patens]Physcomitrella_patens 31.80 0.00

TRINITY_DN35078_c0_g2XP_010087468.1binding partner of ACD11 1 [Morus notabilis]Morus_notabilis 31.80 0.00

TRINITY_DN35420_c0_g1XP_004514161.1carbon catabolite repressor protein 4 homolog 2-like [Cicer arietinum]Cicer_arietinum 31.80 0.00

TRINITY_DN35791_c0_g8KMZ66699.1C-4 methylsterol oxidase [Zostera marina]Zostera_marina 31.80 0.00

TRINITY_DN35906_c0_g1XP_023876632.1geranylgeranyl pyrophosphate synthase-like [Quercus suber]Quercus_suber 31.80 0.00

TRINITY_DN36416_c0_g2KXZ55795.1hypothetical protein GPECTOR_2g1345 [Gonium pectorale]Gonium_pectorale 31.80 0.00

TRINITY_DN36543_c0_g2XP_003078868.1Glutathione S-transferase, N-terminal [Ostreococcus tauri]Ostreococcus_tauri 31.80 0.00

TRINITY_DN36731_c1_g6PTQ27799.1hypothetical protein MARPO_0183s0005 [Marchantia polymorpha]Marchantia_polymorpha 31.80 0.00

TRINITY_DN36820_c0_g5GAQ86824.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN37215_c0_g1GBF89766.1hypothetical protein Rsub_02936 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.80 0.00

TRINITY_DN37439_c1_g16KDD76756.1hypothetical protein H632_c117p3 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 31.80 0.00

TRINITY_DN37571_c0_g2XP_002951684.1hypothetical protein VOLCADRAFT_105200 [Volvox carteri f. nagariensis]Volvox_carteri 31.80 0.00

TRINITY_DN37833_c0_g7XP_002501695.1predicted protein [Micromonas commoda]Micromonas_commoda 31.80 0.00

TRINITY_DN38141_c0_g1XP_024372585.1autocrine proliferation repressor protein A-like [Physcomitrella patens]Physcomitrella_patens 31.80 0.00



TRINITY_DN38191_c2_g1XP_001698282.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.80 0.00

TRINITY_DN38222_c0_g2PWA95992.1taxilin [Artemisia annua]Artemisia_annua 31.80 0.00

TRINITY_DN38299_c0_g8XP_013899390.1leishmanolysin [Monoraphidium neglectum]Monoraphidium_neglectum 31.80 0.00

TRINITY_DN38307_c0_g7GAQ86326.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN38328_c0_g10GBF87697.1hypothetical protein Rsub_00408 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.80 0.00

TRINITY_DN38590_c1_g2XP_020686786.1CBL-interacting serine/threonine-protein kinase 11-like [Dendrobium catenatum]Dendrobium_catenatum 31.80 0.00

TRINITY_DN38715_c0_g3XP_002948248.1PR-1 like protein [Volvox carteri f. nagariensis]Volvox_carteri 31.80 0.00

TRINITY_DN39144_c1_g5XP_002953587.1hypothetical protein VOLCADRAFT_106026 [Volvox carteri f. nagariensis]Volvox_carteri 31.80 0.00

TRINITY_DN39169_c0_g2KMZ63204.1putative Serine carboxypeptidase [Zostera marina]Zostera_marina 31.80 0.00

TRINITY_DN39187_c1_g7XP_003588823.1CBL-interacting serine/threonine-protein kinase 25 [Medicago truncatula]Medicago_truncatula 31.80 0.00

TRINITY_DN39801_c0_g3XP_020232596.1inositol polyphosphate multikinase beta-like [Cajanus cajan]Cajanus_cajan 31.80 0.00

TRINITY_DN39906_c0_g6CDY43337.1BnaC04g25190D [Brassica napus]Brassica_napus 31.80 0.00

TRINITY_DN40114_c0_g1GAQ88067.1Iron transporter [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN40227_c0_g2XP_001699212.1BAH protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.80 0.00

TRINITY_DN40330_c0_g2XP_021609110.1uncharacterized protein LOC110612619 [Manihot esculenta]Manihot_esculenta 31.80 0.00

TRINITY_DN40650_c0_g7GAX74319.1hypothetical protein CEUSTIGMA_g1768.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.80 0.00

TRINITY_DN40654_c1_g8KXZ51653.1hypothetical protein GPECTOR_11g107 [Gonium pectorale]Gonium_pectorale 31.80 0.00

TRINITY_DN41170_c0_g2KXZ54625.1hypothetical protein GPECTOR_4g690 [Gonium pectorale]Gonium_pectorale 31.80 0.00

TRINITY_DN41269_c0_g9XP_002437579.1calcium and calcium/calmodulin-dependent serine/threonine-protein kinase isoform X2 [Sorghum bicolor]Sorghum_bicolor 31.80 0.00

TRINITY_DN41297_c0_g1GAQ85937.1hypothetical protein KFL_002620040 [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN41321_c1_g8GAX74864.1hypothetical protein CEUSTIGMA_g2310.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.80 0.00

TRINITY_DN42216_c0_g1VDD05088.1unnamed protein product [Brassica rapa]Brassica_rapa 31.80 0.00

TRINITY_DN42287_c0_g3PNW79000.1hypothetical protein CHLRE_09g397216v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.80 0.00

TRINITY_DN42647_c0_g3PTQ40821.1hypothetical protein MARPO_0037s0010 [Marchantia polymorpha]Marchantia_polymorpha 31.80 0.00

TRINITY_DN42816_c0_g5XP_023882486.1protein mesA-like [Quercus suber]Quercus_suber 31.80 0.00

TRINITY_DN43029_c0_g2XP_003078078.2Methyltransferase domain [Ostreococcus tauri]Ostreococcus_tauri 31.80 0.00

TRINITY_DN43347_c0_g1RAL46952.1hypothetical protein DM860_016586 [Cuscuta australis]Cuscuta_australis 31.80 0.00

TRINITY_DN44212_c1_g2XP_024388985.1apolipoprotein D-like [Physcomitrella patens]Physcomitrella_patens 31.80 0.00

TRINITY_DN44219_c0_g2XP_020588220.1serine/threonine-protein kinase ATG1c-like [Phalaenopsis equestris]Phalaenopsis_equestris 31.80 0.00

TRINITY_DN44496_c0_g3XP_015941161.1ras-related protein RABC2a [Arachis duranensis]Arachis_duranensis 31.80 0.00

TRINITY_DN44595_c0_g2PNW79267.1hypothetical protein CHLRE_09g408550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.80 0.00

TRINITY_DN45659_c0_g3XP_013898429.1hypothetical protein MNEG_8552 [Monoraphidium neglectum]Monoraphidium_neglectum 31.80 0.00

TRINITY_DN45668_c1_g4GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN46243_c0_g1GAX74811.1hypothetical protein CEUSTIGMA_g2258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.80 0.00

TRINITY_DN46504_c1_g2XP_010482984.1PREDICTED: fimbrin-3 [Camelina sativa]Camelina_sativa 31.80 0.00

TRINITY_DN47133_c0_g1XP_010528677.1PREDICTED: septin and tuftelin-interacting protein 1 homolog 1-like [Tarenaya hassleriana]Tarenaya_hassleriana 31.80 0.00

TRINITY_DN48201_c0_g2PRW57748.1nuclear receptor coactivator 7-like isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 31.80 0.00

TRINITY_DN48541_c0_g5PRW59937.1Oxysterol-binding 9 [Chlorella sorokiniana]Chlorella_sorokiniana 31.80 0.00

TRINITY_DN48603_c0_g3PNW81974.1hypothetical protein CHLRE_06g268650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.80 0.00

TRINITY_DN48835_c1_g1GAQ86072.1hypothetical protein KFL_002680180 [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN48883_c3_g1CAH67156.1H0717B12.3 [Oryza sativa]Oryza_sativa 31.80 0.00

TRINITY_DN50136_c0_g1XP_024388159.1ABC transporter C family member 8-like [Physcomitrella patens]Physcomitrella_patens 31.80 0.00

TRINITY_DN50436_c1_g1GAQ85333.1hypothetical protein KFL_002300050 [Klebsormidium nitens]Klebsormidium_nitens 31.80 0.00

TRINITY_DN50941_c0_g2XP_002952982.1hypothetical protein VOLCADRAFT_93790 [Volvox carteri f. nagariensis]Volvox_carteri 31.80 0.00

TRINITY_DN21922_c0_g1XP_023886639.1ras-related protein Rap-1-like [Quercus suber]Quercus_suber 31.70 0.00

TRINITY_DN28909_c0_g1XP_022857807.1iron-sulfur cluster co-chaperone protein HscB, mitochondrial-like [Olea europaea var. sylvestris]Olea_europaea 31.70 0.00

TRINITY_DN31576_c0_g1PSC72300.1phosphoglycolate phosphatase [Micractinium conductrix]Micractinium_conductrix 31.70 0.00

TRINITY_DN31588_c0_g1OAE34583.1hypothetical protein AXG93_1487s1290 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.70 0.00

TRINITY_DN31821_c0_g2XP_024397094.1putative membrane-bound O-acyltransferase C24H6.01c isoform X1 [Physcomitrella patens]Physcomitrella_patens 31.70 0.00

TRINITY_DN32753_c0_g1XP_019077110.1PREDICTED: FAD synthase isoform X1 [Vitis vinifera]Vitis_vinifera 31.70 0.00

TRINITY_DN32994_c0_g1PRW59981.1putative tRNA N6-adenosine mitochondrial isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 31.70 0.00

TRINITY_DN33465_c0_g1CAA67054.1calmodulin-2 [Capsicum annuum]Capsicum_annuum 31.70 0.00

TRINITY_DN33612_c0_g1GAX77983.1hypothetical protein CEUSTIGMA_g5425.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.70 0.00

TRINITY_DN34403_c0_g1XP_010550716.1PREDICTED: zinc finger CCCH domain-containing protein 45-like [Tarenaya hassleriana]Tarenaya_hassleriana 31.70 0.00

TRINITY_DN34681_c0_g2EFJ11863.1hypothetical protein SELMODRAFT_446818 [Selaginella moellendorffii]Selaginella_moellendorffii 31.70 0.00

TRINITY_DN34780_c0_g2EEF22543.1conserved hypothetical protein, partial [Ricinus communis]Ricinus_communis 31.70 0.00

TRINITY_DN35803_c0_g1PRW18361.1Kelch domain-containing 4 [Chlorella sorokiniana]Chlorella_sorokiniana 31.70 0.00

TRINITY_DN36092_c0_g1PNH07816.1putative helicase MAGATAMA 3 [Tetrabaena socialis]Tetrabaena_socialis 31.70 0.00

TRINITY_DN36616_c0_g6XP_018841413.1PREDICTED: transcription initiation factor TFIID subunit 14b-like isoform X1 [Juglans regia]Juglans_regia 31.70 0.00

TRINITY_DN36912_c0_g7BAK01536.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.70 0.00

TRINITY_DN37064_c0_g11GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN37073_c1_g1GAQ86824.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN37085_c1_g4ADB77804.1actin, partial [Boergesenia forbesii]Boergesenia_forbesii 31.70 0.00

TRINITY_DN37679_c0_g6GAV81970.1Asp domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 31.70 0.00

TRINITY_DN38221_c0_g6PUZ68611.1hypothetical protein GQ55_2G041900 [Panicum hallii var. hallii]Panicum_hallii 31.70 0.00

TRINITY_DN38310_c0_g2XP_020095684.1HVA22-like protein k [Ananas comosus]Ananas_comosus 31.70 0.00



TRINITY_DN38574_c0_g7PTQ40795.1hypothetical protein MARPO_0038s0108 [Marchantia polymorpha]Marchantia_polymorpha 31.70 0.00

TRINITY_DN38974_c0_g4GAQ82851.1hypothetical protein KFL_001260210 [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN39148_c0_g7GBG87220.1hypothetical protein CBR_g45279 [Chara braunii]Chara_braunii 31.70 0.00

TRINITY_DN39226_c1_g9XP_027915803.1probable aquaporin NIP-type [Vigna unguiculata]Vigna_unguiculata 31.70 0.00

TRINITY_DN39640_c0_g4GAQ84649.1protein with Ubiquitin-conjugating enzyme domain [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN40104_c0_g3GBF89222.1hypothetical protein Rsub_02099 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.70 0.00

TRINITY_DN40197_c0_g1XP_020260553.1LOW QUALITY PROTEIN: serpin-ZXA-like [Asparagus officinalis]Asparagus_officinalis 31.70 0.00

TRINITY_DN40459_c1_g3ABK23827.1unknown [Picea sitchensis]Picea_sitchensis 31.70 0.00

TRINITY_DN41472_c0_g5XP_001701565.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.70 0.00

TRINITY_DN42357_c0_g1XP_010235035.1ubiquitin carboxyl-terminal hydrolase 21 isoform X4 [Brachypodium distachyon]Brachypodium_distachyon 31.70 0.00

TRINITY_DN42538_c0_g1XP_004968713.1poly [ADP-ribose] polymerase 2 [Setaria italica]Setaria_italica 31.70 0.00

TRINITY_DN42660_c0_g1KXZ47521.1hypothetical protein GPECTOR_34g680 [Gonium pectorale]Gonium_pectorale 31.70 0.00

TRINITY_DN42756_c1_g3XP_022025948.1embryogenesis-associated protein EMB8-like [Helianthus annuus]Helianthus_annuus 31.70 0.00

TRINITY_DN43021_c2_g6PNT71083.1hypothetical protein BRADI_2g22820v3 [Brachypodium distachyon]Brachypodium_distachyon 31.70 0.00

TRINITY_DN43177_c0_g1XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 31.70 0.00

TRINITY_DN43341_c0_g4XP_019151647.1PREDICTED: host cell factor [Ipomoea nil]Ipomoea_nil 31.70 0.00

TRINITY_DN44371_c0_g1GAX83293.1hypothetical protein CEUSTIGMA_g10719.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.70 0.00

TRINITY_DN44680_c0_g1XP_002504357.1resistance-nodulation-cell division superfamily [Micromonas commoda]Micromonas_commoda 31.70 0.00

TRINITY_DN45214_c0_g1XP_023916516.1endocytosis protein end4-like [Quercus suber]Quercus_suber 31.70 0.00

TRINITY_DN45255_c0_g6GAQ81982.1Mitotic checkpoint protein MAD1 [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN45338_c0_g4XP_026379585.1HVA22-like protein e isoform X1 [Papaver somniferum]Papaver_somniferum 31.70 0.00

TRINITY_DN45529_c0_g3XP_021731456.1phosphatidylinositol-3-phosphatase myotubularin-1-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 31.70 0.00

TRINITY_DN45591_c0_g3GBG87333.1hypothetical protein CBR_g45393 [Chara braunii]Chara_braunii 31.70 0.00

TRINITY_DN46606_c0_g3KXZ56559.1hypothetical protein GPECTOR_1g501 [Gonium pectorale]Gonium_pectorale 31.70 0.00

TRINITY_DN47273_c0_g5XP_011033645.1PREDICTED: serine/threonine-protein phosphatase BSL1 isoform X1 [Populus euphratica]Populus_euphratica 31.70 0.00

TRINITY_DN47382_c0_g2XP_024526205.1uncharacterized protein LOC112344895 [Selaginella moellendorffii]Selaginella_moellendorffii 31.70 0.00

TRINITY_DN47473_c0_g2GAX81388.1hypothetical protein CEUSTIGMA_g8819.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.70 0.00

TRINITY_DN47484_c0_g2XP_005648589.1hypothetical protein COCSUDRAFT_62569 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.70 0.00

TRINITY_DN48042_c3_g3GAX85978.1hypothetical protein CEUSTIGMA_g13394.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.70 0.00

TRINITY_DN48144_c0_g2XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 31.70 0.00

TRINITY_DN48182_c1_g1XP_013900042.1VAMP-like protein YKT61 [Monoraphidium neglectum]Monoraphidium_neglectum 31.70 0.00

TRINITY_DN49328_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.70 0.00

TRINITY_DN49549_c0_g2GAX74187.1hypothetical protein CEUSTIGMA_g1636.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.70 0.00

TRINITY_DN50394_c0_g3GAQ88727.1exopolyphosphatase / guanosine-5'-triphosphate,3'-diphosphate pyrophosphatase [Klebsormidium nitens]Klebsormidium_nitens 31.70 0.00

TRINITY_DN50704_c0_g1XP_024401123.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Physcomitrella patens]Physcomitrella_patens 31.70 0.00

TRINITY_DN51103_c0_g1KXZ44356.1hypothetical protein GPECTOR_69g449 [Gonium pectorale]Gonium_pectorale 31.70 0.00

TRINITY_DN51955_c0_g1PSC71750.1DNase I [Micractinium conductrix]Micractinium_conductrix 31.70 0.00

TRINITY_DN14883_c0_g1PWA91220.1protein kinase, ATP binding site [Artemisia annua]Artemisia_annua 31.60 0.00

TRINITY_DN24023_c0_g1GAQ79315.1cytochrome P450 [Klebsormidium nitens]Klebsormidium_nitens 31.60 0.00

TRINITY_DN25007_c0_g1ADE75631.1unknown [Picea sitchensis]Picea_sitchensis 31.60 0.00

TRINITY_DN27073_c0_g2KFK30221.1hypothetical protein AALP_AA7G233400 [Arabis alpina]Arabis_alpina 31.60 0.00

TRINITY_DN30410_c0_g1XP_010482369.1PREDICTED: SUMO-activating enzyme subunit 1B-1 [Camelina sativa]Camelina_sativa 31.60 0.00

TRINITY_DN32612_c0_g1GAQ78497.1dual specificity protein phosphatase [Klebsormidium nitens]Klebsormidium_nitens 31.60 0.00

TRINITY_DN33448_c1_g12XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 31.60 0.00

TRINITY_DN33997_c0_g1KCW71454.1hypothetical protein EUGRSUZ_E00017 [Eucalyptus grandis]Eucalyptus_grandis 31.60 0.00

TRINITY_DN34168_c0_g1XP_010907315.1PREDICTED: protein VAC14 homolog isoform X2 [Elaeis guineensis]Elaeis_guineensis 31.60 0.00

TRINITY_DN35381_c1_g9OAE34065.1hypothetical protein AXG93_4280s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.60 0.00

TRINITY_DN35569_c0_g7AAF74566.1hexose transporter, partial [Nicotiana tabacum]Nicotiana_tabacum 31.60 0.00

TRINITY_DN35689_c0_g1XP_023893571.1probable protein phosphatase 2C 47 [Quercus suber]Quercus_suber 31.60 0.00

TRINITY_DN35954_c0_g5XP_006465970.1aminopeptidase M1-like isoform X1 [Citrus sinensis]Citrus_sinensis 31.60 0.00

TRINITY_DN36103_c0_g4XP_002953917.1hypothetical protein VOLCADRAFT_82555 [Volvox carteri f. nagariensis]Volvox_carteri 31.60 0.00

TRINITY_DN36280_c0_g1PRW33795.1Zn-dependent [Chlorella sorokiniana]Chlorella_sorokiniana 31.60 0.00

TRINITY_DN36483_c0_g1GAQ92386.1hypothetical protein KFL_010010040 [Klebsormidium nitens]Klebsormidium_nitens 31.60 0.00

TRINITY_DN36649_c0_g1NP_001313092.1eukaryotic translation initiation factor NCBP-like [Nicotiana tabacum]Nicotiana_tabacum 31.60 0.00

TRINITY_DN36777_c0_g2XP_024393234.1Fanconi anemia group I protein homolog [Physcomitrella patens]Physcomitrella_patens 31.60 0.00

TRINITY_DN36796_c2_g3GAQ87165.1hypothetical protein KFL_003350150 [Klebsormidium nitens]Klebsormidium_nitens 31.60 0.00

TRINITY_DN36870_c1_g1XP_010524040.1PREDICTED: sn1-specific diacylglycerol lipase beta [Tarenaya hassleriana]Tarenaya_hassleriana 31.60 0.00

TRINITY_DN37396_c0_g6XP_001689911.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.60 0.00

TRINITY_DN37400_c0_g5NP_565277.1CHASE domain containing histidine kinase protein [Arabidopsis thaliana]Arabidopsis_thaliana 31.60 0.00

TRINITY_DN37426_c0_g5RAL45585.1hypothetical protein DM860_009449 [Cuscuta australis]Cuscuta_australis 31.60 0.00

TRINITY_DN37500_c0_g7XP_020685625.1CBL-interacting serine/threonine-protein kinase 9-like isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 31.60 0.00

TRINITY_DN37528_c1_g5GAX83834.1hypothetical protein CEUSTIGMA_g11258.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.60 0.00

TRINITY_DN37782_c1_g2AAF86529.1F21B7.23 [Arabidopsis thaliana]Arabidopsis_thaliana 31.60 0.00

TRINITY_DN38821_c0_g5XP_022772842.1uncharacterized protein LOC111315415 isoform X3 [Durio zibethinus]Durio_zibethinus 31.60 0.00

TRINITY_DN39670_c0_g3PRW32633.1Peptidyl-tRNA hydrolase family [Chlorella sorokiniana]Chlorella_sorokiniana 31.60 0.00

TRINITY_DN39718_c0_g2PTQ49864.1hypothetical protein MARPO_0002s0299 [Marchantia polymorpha]Marchantia_polymorpha 31.60 0.00



TRINITY_DN40098_c1_g2XP_021317541.1bromodomain testis-specific protein-like isoform X2 [Sorghum bicolor]Sorghum_bicolor 31.60 0.00

TRINITY_DN41036_c0_g4XP_007510460.1alpha-1,4-galactosyltransferase [Bathycoccus prasinos]Bathycoccus_prasinos 31.60 0.00

TRINITY_DN41331_c0_g2CDY14741.1BnaC04g47380D [Brassica napus]Brassica_napus 31.60 0.00

TRINITY_DN41921_c1_g1PTQ38959.1hypothetical protein MARPO_0048s0069 [Marchantia polymorpha]Marchantia_polymorpha 31.60 0.00

TRINITY_DN42932_c1_g3GBF98592.1hypothetical protein Rsub_11317 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.60 0.00

TRINITY_DN44054_c0_g1GBG00190.1hypothetical protein Rsub_13007 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.60 0.00

TRINITY_DN44098_c0_g5GAQ80179.1hypothetical protein KFL_000480200 [Klebsormidium nitens]Klebsormidium_nitens 31.60 0.00

TRINITY_DN44514_c0_g2GAX78358.1hypothetical protein CEUSTIGMA_g5800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.60 0.00

TRINITY_DN45067_c1_g1EFJ34318.1hypothetical protein SELMODRAFT_166499 [Selaginella moellendorffii]Selaginella_moellendorffii 31.60 0.00

TRINITY_DN45306_c0_g6XP_016193094.1uncharacterized protein LOC107634024 [Arachis ipaensis]Arachis_ipaensis 31.60 0.00

TRINITY_DN45824_c0_g2XP_021600941.1oxysterol-binding protein-related protein 1C-like isoform X1 [Manihot esculenta]Manihot_esculenta 31.60 0.00

TRINITY_DN46357_c0_g9XP_011085849.1nudix hydrolase 18, mitochondrial-like [Sesamum indicum]Sesamum_indicum 31.60 0.00

TRINITY_DN46791_c1_g2PNW87335.1hypothetical protein CHLRE_02g118450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.60 0.00

TRINITY_DN46977_c0_g2KXZ42001.1hypothetical protein GPECTOR_226g496 [Gonium pectorale]Gonium_pectorale 31.60 0.00

TRINITY_DN47175_c0_g2GAX78725.1hypothetical protein CEUSTIGMA_g6163.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.60 0.00

TRINITY_DN47634_c0_g6XP_026379173.1nucleolin 1-like [Papaver somniferum]Papaver_somniferum 31.60 0.00

TRINITY_DN47961_c0_g8XP_009344394.1PREDICTED: ABC transporter C family member 12-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 31.60 0.00

TRINITY_DN48270_c0_g2GAX75604.1hypothetical protein CEUSTIGMA_g3048.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.60 0.00

TRINITY_DN48754_c0_g4KXZ48389.1hypothetical protein GPECTOR_28g796 [Gonium pectorale]Gonium_pectorale 31.60 0.00

TRINITY_DN48952_c1_g6OAE29578.1hypothetical protein AXG93_702s1320 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.60 0.00

TRINITY_DN49888_c0_g1XP_019185803.1PREDICTED: alpha-mannosidase 2-like isoform X2 [Ipomoea nil]Ipomoea_nil 31.60 0.00

TRINITY_DN51507_c0_g3GAX84653.1hypothetical protein CEUSTIGMA_g12074.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.60 0.00

TRINITY_DN51511_c0_g3XP_002323279.2probable protein phosphatase 2C 68 [Populus trichocarpa]Populus_trichocarpa 31.60 0.00

TRINITY_DN51567_c1_g1XP_001700094.1alpha-1,2-mannosidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.60 0.00

TRINITY_DN51769_c1_g1KXZ53583.1hypothetical protein GPECTOR_6g500 [Gonium pectorale]Gonium_pectorale 31.60 0.00

TRINITY_DN52634_c4_g2XP_002949236.1hypothetical protein VOLCADRAFT_89481 [Volvox carteri f. nagariensis]Volvox_carteri 31.60 0.00

TRINITY_DN28411_c0_g1XP_023878837.1uncharacterized protein C19F5.03-like [Quercus suber]Quercus_suber 31.50 0.00

TRINITY_DN29050_c0_g2XP_010056112.1PREDICTED: WAT1-related protein At4g19185 [Eucalyptus grandis]Eucalyptus_grandis 31.50 0.00

TRINITY_DN31361_c0_g3XP_015953107.1vacuolar protein sorting-associated protein 9A isoform X1 [Arachis duranensis]Arachis_duranensis 31.50 0.00

TRINITY_DN31783_c0_g1PTQ39025.1hypothetical protein MARPO_0047s0017 [Marchantia polymorpha]Marchantia_polymorpha 31.50 0.00

TRINITY_DN33432_c0_g2XP_022001075.1zinc finger CCCH domain-containing protein 24 [Helianthus annuus]Helianthus_annuus 31.50 0.00

TRINITY_DN35300_c0_g1GBG83177.1hypothetical protein CBR_g36793 [Chara braunii]Chara_braunii 31.50 0.00

TRINITY_DN35639_c0_g4XP_010692248.1PREDICTED: transducin beta-like protein 2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 31.50 0.00

TRINITY_DN36076_c0_g1XP_021816206.1binding partner of ACD11 1 [Prunus avium]Prunus_avium 31.50 0.00

TRINITY_DN36236_c0_g3XP_024390286.1serpin-ZXA-like [Physcomitrella patens]Physcomitrella_patens 31.50 0.00

TRINITY_DN36530_c0_g3CAH68237.1H0306F03.4 [Oryza sativa]Oryza_sativa 31.50 0.00

TRINITY_DN36706_c0_g1GAQ83830.1hypothetical protein KFL_001640050 [Klebsormidium nitens]Klebsormidium_nitens 31.50 0.00

TRINITY_DN37053_c1_g3RWR85770.1Rhodanese-like domain-containing protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 31.50 0.00

TRINITY_DN37137_c0_g4XP_020096537.1indole-3-acetaldehyde oxidase-like [Ananas comosus]Ananas_comosus 31.50 0.00

TRINITY_DN37280_c0_g3XP_010544327.1PREDICTED: dnaJ protein homolog [Tarenaya hassleriana]Tarenaya_hassleriana 31.50 0.00

TRINITY_DN37517_c0_g8XP_006852629.1UV-stimulated scaffold protein A homolog [Amborella trichopoda]Amborella_trichopoda 31.50 0.00

TRINITY_DN37566_c0_g2XP_006408165.1protein CLP1 homolog [Eutrema salsugineum]Eutrema_salsugineum 31.50 0.00

TRINITY_DN37699_c0_g2XP_015870229.1uncharacterized protein LOC107407459 [Ziziphus jujuba]Ziziphus_jujuba 31.50 0.00

TRINITY_DN37730_c0_g1GAX76044.1hypothetical protein CEUSTIGMA_g3487.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN38429_c0_g4XP_023760031.1ubiquitin carboxyl-terminal hydrolase 5-like [Lactuca sativa]Lactuca_sativa 31.50 0.00

TRINITY_DN38617_c0_g1XP_023897575.1uncharacterized protein LOC112009472 [Quercus suber]Quercus_suber 31.50 0.00

TRINITY_DN38966_c0_g3XP_017248012.1PREDICTED: leishmanolysin-like peptidase [Daucus carota subsp. sativus]Daucus_carota 31.50 0.00

TRINITY_DN39067_c0_g4XP_019458077.1PREDICTED: lysine-specific histone demethylase 1 homolog 3-like isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 31.50 0.00

TRINITY_DN39136_c0_g3XP_001416429.1[Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.50 0.00

TRINITY_DN39291_c0_g1GAX75954.1hypothetical protein CEUSTIGMA_g3397.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN39469_c0_g2XP_024379203.1uncharacterized protein LOC112283997 [Physcomitrella patens]Physcomitrella_patens 31.50 0.00

TRINITY_DN39585_c0_g2ADE76431.1unknown [Picea sitchensis]Picea_sitchensis 31.50 0.00

TRINITY_DN40122_c0_g9CDP17984.1unnamed protein product [Coffea canephora]Coffea_canephora 31.50 0.00

TRINITY_DN40289_c0_g4BAK01536.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.50 0.00

TRINITY_DN40339_c0_g3GBF97054.1hypothetical protein Rsub_09527 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.50 0.00

TRINITY_DN40422_c0_g1XP_023517953.1LIMR family protein At5g01460-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 31.50 0.00

TRINITY_DN41047_c0_g3GAQ78552.1hypothetical protein KFL_000150030 [Klebsormidium nitens]Klebsormidium_nitens 31.50 0.00

TRINITY_DN41270_c0_g5XP_002501311.1predicted protein [Micromonas commoda]Micromonas_commoda 31.50 0.00

TRINITY_DN41724_c0_g6XP_021277748.1serine/threonine-protein phosphatase 6 regulatory subunit 3-like isoform X1 [Herrania umbratica]Herrania_umbratica 31.50 0.00

TRINITY_DN42383_c0_g1KXZ50319.1hypothetical protein GPECTOR_17g958 [Gonium pectorale]Gonium_pectorale 31.50 0.00

TRINITY_DN42442_c0_g8GAQ82570.1hypothetical protein KFL_001160030 [Klebsormidium nitens]Klebsormidium_nitens 31.50 0.00

TRINITY_DN42936_c0_g4XP_014752923.1TIP41-like protein isoform X2 [Brachypodium distachyon]Brachypodium_distachyon 31.50 0.00

TRINITY_DN43057_c0_g1KYP45138.1hypothetical protein KK1_033342 [Cajanus cajan]Cajanus_cajan 31.50 0.00

TRINITY_DN43061_c1_g3GAX84515.1hypothetical protein CEUSTIGMA_g11935.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN43175_c1_g3XP_005846749.1hypothetical protein CHLNCDRAFT_58151 [Chlorella variabilis]Chlorella_variabilis 31.50 0.00

TRINITY_DN43317_c0_g6XP_001694610.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.50 0.00



TRINITY_DN43616_c0_g3XP_010540373.1PREDICTED: polyadenylate-binding protein 2-like [Tarenaya hassleriana]Tarenaya_hassleriana 31.50 0.00

TRINITY_DN43645_c0_g10GAX81638.1hypothetical protein CEUSTIGMA_g9066.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN43727_c0_g7XP_003063363.1SNF2 super family [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.50 0.00

TRINITY_DN43919_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.50 0.00

TRINITY_DN44239_c1_g1PNW88506.1hypothetical protein CHLRE_01g032500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.50 0.00

TRINITY_DN44468_c0_g5GAX76505.1hypothetical protein CEUSTIGMA_g3950.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN44824_c0_g3XP_023909561.1protein disulfide-isomerase tigA-like [Quercus suber]Quercus_suber 31.50 0.00

TRINITY_DN45065_c1_g2GAX81208.1hypothetical protein CEUSTIGMA_g8640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN45287_c0_g1XP_008447973.1PREDICTED: ribonuclease II, chloroplastic/mitochondrial [Cucumis melo]Cucumis_melo 31.50 0.00

TRINITY_DN45457_c0_g3PNH02253.1Vegetative incompatibility protein HET-E-1, partial [Tetrabaena socialis]Tetrabaena_socialis 31.50 0.00



TRINITY_DN45598_c0_g3XP_007147881.1hypothetical protein PHAVU_006G162800g [Phaseolus vulgaris]Phaseolus_vulgaris 31.50 0.00

TRINITY_DN46248_c0_g3PNW86482.1hypothetical protein CHLRE_02g088300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.50 0.00

TRINITY_DN46331_c1_g1GBF97507.1hypothetical protein Rsub_10430 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.50 0.00

TRINITY_DN46446_c0_g2GAX84454.1hypothetical protein CEUSTIGMA_g11874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN46474_c0_g2XP_005652166.1hypothetical protein COCSUDRAFT_39238 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.50 0.00

TRINITY_DN46755_c0_g2PNW78753.1hypothetical protein CHLRE_09g388949v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.50 0.00

TRINITY_DN47216_c0_g1PTQ41656.1hypothetical protein MARPO_0033s0066 [Marchantia polymorpha]Marchantia_polymorpha 31.50 0.00

TRINITY_DN47480_c0_g2PRW61284.1Casein kinase I isoform delta [Chlorella sorokiniana]Chlorella_sorokiniana 31.50 0.00

TRINITY_DN48127_c0_g1KZV56815.1hypothetical protein F511_33660 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 31.50 0.00

TRINITY_DN48273_c0_g10XP_003064880.1glycosyltransferase family 17 protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.50 0.00

TRINITY_DN48527_c1_g2XP_021823415.1GTP-binding protein YPTM2-like [Prunus avium]Prunus_avium 31.50 0.00

TRINITY_DN48684_c0_g3GAX81744.1hypothetical protein CEUSTIGMA_g9172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN48702_c3_g1KXZ44759.1hypothetical protein GPECTOR_62g874 [Gonium pectorale]Gonium_pectorale 31.50 0.00

TRINITY_DN49189_c1_g5XP_010100318.1very-long-chain 3-oxoacyl-CoA reductase 1 isoform X1 [Morus notabilis]Morus_notabilis 31.50 0.00

TRINITY_DN49190_c1_g4GAQ82532.1translation initiation factor 3 subunit E [Klebsormidium nitens]Klebsormidium_nitens 31.50 0.00

TRINITY_DN49247_c0_g3XP_024381641.1alpha-tubulin N-acetyltransferase-like [Physcomitrella patens]Physcomitrella_patens 31.50 0.00

TRINITY_DN50865_c0_g1GAX74990.1hypothetical protein CEUSTIGMA_g2436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.50 0.00

TRINITY_DN52625_c0_g2XP_010094245.2uncharacterized protein LOC21385560 [Morus notabilis]Morus_notabilis 31.50 0.00

TRINITY_DN23850_c0_g1XP_009787751.1PREDICTED: actin-depolymerizing factor 10-like [Nicotiana sylvestris]Nicotiana_sylvestris 31.40 0.00

TRINITY_DN25542_c0_g1GAQ83828.1M-phase inducer phosphatase [Klebsormidium nitens]Klebsormidium_nitens 31.40 0.00

TRINITY_DN25622_c0_g1RRT72140.1hypothetical protein B296_00004557 [Ensete ventricosum]Ensete_ventricosum 31.40 0.00

TRINITY_DN27187_c0_g1XP_011014724.1PREDICTED: ribose-phosphate pyrophosphokinase 2, chloroplastic-like [Populus euphratica]Populus_euphratica 31.40 0.00

TRINITY_DN29206_c0_g3GBF96504.1hypothetical protein Rsub_09846 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.40 0.00

TRINITY_DN31347_c0_g2RWR79768.1protein N-lysine methyltransferase METTL21A [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 31.40 0.00

TRINITY_DN31855_c0_g2XP_015869994.1uncharacterized protein LOC107407245, partial [Ziziphus jujuba]Ziziphus_jujuba 31.40 0.00

TRINITY_DN31991_c0_g1GAQ79007.1hypothetical protein KFL_000220380 [Klebsormidium nitens]Klebsormidium_nitens 31.40 0.00

TRINITY_DN32819_c0_g2XP_023881057.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 31.40 0.00

TRINITY_DN32960_c0_g3XP_020173932.1chaperone protein dnaJ GFA2, mitochondrial-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 31.40 0.00

TRINITY_DN33002_c0_g1XP_007017047.2PREDICTED: CBL-interacting serine/threonine-protein kinase 10 [Theobroma cacao]Theobroma_cacao 31.40 0.00

TRINITY_DN34031_c0_g6XP_020086038.1E3 ubiquitin-protein ligase SHPRH isoform X1 [Ananas comosus]Ananas_comosus 31.40 0.00

TRINITY_DN34259_c0_g1XP_003080638.2Protein-L-isoaspartate(D-aspartate) O-methyltransferase [Ostreococcus tauri]Ostreococcus_tauri 31.40 0.00

TRINITY_DN34469_c0_g1XP_023926175.1vacuolar protease A-like [Quercus suber]Quercus_suber 31.40 0.00

TRINITY_DN34805_c0_g1KNA07012.1hypothetical protein SOVF_175830 [Spinacia oleracea]Spinacia_oleracea 31.40 0.00

TRINITY_DN35224_c0_g4XP_023893987.1wiskott-Aldrich syndrome protein homolog 1-like [Quercus suber]Quercus_suber 31.40 0.00

TRINITY_DN35710_c2_g2XP_021775376.1ABC transporter C family member 14-like [Chenopodium quinoa]Chenopodium_quinoa 31.40 0.00

TRINITY_DN35865_c0_g1XP_005645191.1CHR family transporter: chromate ion [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.40 0.00

TRINITY_DN3589_c0_g1GAQ90902.1hypothetical protein KFL_007000010 [Klebsormidium nitens]Klebsormidium_nitens 31.40 0.00

TRINITY_DN36364_c0_g6XP_023898318.1probable phospholipid-transporting ATPase NEO1 [Quercus suber]Quercus_suber 31.40 0.00

TRINITY_DN36613_c0_g1XP_024399957.1lysine-specific demethylase JMJ30-like [Physcomitrella patens]Physcomitrella_patens 31.40 0.00

TRINITY_DN37280_c0_g6AGY48886.1MIP1.4a [Nicotiana benthamiana]Nicotiana_benthamiana 31.40 0.00

TRINITY_DN37282_c0_g2XP_020233725.1probable splicing factor 3A subunit 1 [Cajanus cajan]Cajanus_cajan 31.40 0.00

TRINITY_DN37748_c0_g2GAX75913.1hypothetical protein CEUSTIGMA_g3356.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN37769_c0_g3XP_002958618.1hypothetical protein VOLCADRAFT_108215 [Volvox carteri f. nagariensis]Volvox_carteri 31.40 0.00

TRINITY_DN39469_c0_g8XP_024361069.1probable histidine kinase 6 [Physcomitrella patens]Physcomitrella_patens 31.40 0.00

TRINITY_DN39635_c0_g5GAX82756.1hypothetical protein CEUSTIGMA_g10182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN39891_c2_g7GAX83819.1hypothetical protein CEUSTIGMA_g11244.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN40867_c1_g1NP_201403.2Phosphoinositide phosphatase family protein [Arabidopsis thaliana]Arabidopsis_thaliana 31.40 0.00

TRINITY_DN41547_c1_g2OWM65158.1hypothetical protein CDL15_Pgr008745 [Punica granatum]Punica_granatum 31.40 0.00

TRINITY_DN41699_c0_g1XP_024376935.1probable E3 ubiquitin-protein ligase HERC4 isoform X1 [Physcomitrella patens]Physcomitrella_patens 31.40 0.00

TRINITY_DN42239_c0_g2GAQ80862.1SANT/Myb domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 31.40 0.00

TRINITY_DN42550_c1_g4GAX75036.1hypothetical protein CEUSTIGMA_g2480.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN42822_c0_g5PRW58183.1ubiquitin-conjugating enzyme E2 27 [Chlorella sorokiniana]Chlorella_sorokiniana 31.40 0.00

TRINITY_DN43535_c0_g3OAE20521.1hypothetical protein AXG93_948s1280 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.40 0.00

TRINITY_DN43906_c0_g1XP_009406059.1PREDICTED: CBL-interacting protein kinase 18-like [Musa acuminata subsp. malaccensis]Musa_acuminata 31.40 0.00

TRINITY_DN44061_c0_g2XP_005646362.1hypothetical protein COCSUDRAFT_17211 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.40 0.00

TRINITY_DN44752_c0_g2GAX75907.1hypothetical protein CEUSTIGMA_g3350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN44943_c0_g4GAX82511.1hypothetical protein CEUSTIGMA_g9938.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN45147_c0_g4XP_002955105.1hypothetical protein VOLCADRAFT_95944 [Volvox carteri f. nagariensis]Volvox_carteri 31.40 0.00

TRINITY_DN45260_c0_g7OWM89049.1hypothetical protein CDL15_Pgr023895 [Punica granatum]Punica_granatum 31.40 0.00

TRINITY_DN45318_c0_g1XP_024533980.1cullin-1 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 31.40 0.00

TRINITY_DN46049_c0_g2XP_003058063.1major facilitator superfamily [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.40 0.00

TRINITY_DN46222_c2_g6XP_001701565.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.40 0.00

TRINITY_DN46231_c1_g3PNW76310.1hypothetical protein CHLRE_12g539650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.40 0.00

TRINITY_DN47079_c0_g6GAQ85930.1hypothetical protein KFL_002610160 [Klebsormidium nitens]Klebsormidium_nitens 31.40 0.00

TRINITY_DN47275_c1_g1XP_008658832.1uncharacterized protein LOC100382597 isoform X2 [Zea mays]Zea_mays 31.40 0.00

TRINITY_DN47480_c0_g3XP_002953446.1hypothetical protein VOLCADRAFT_94261 [Volvox carteri f. nagariensis]Volvox_carteri 31.40 0.00



TRINITY_DN47508_c0_g2XP_004961062.1uncharacterized protein LOC101781701 isoform X1 [Setaria italica]Setaria_italica 31.40 0.00

TRINITY_DN47947_c0_g1BAJ94976.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.40 0.00

TRINITY_DN48195_c0_g4OAP03182.1AT-ACS1 [Arabidopsis thaliana]Arabidopsis_thaliana 31.40 0.00

TRINITY_DN48196_c0_g4PNH05297.1Type I inositol 3,4-bisphosphate 4-phosphatase [Tetrabaena socialis]Tetrabaena_socialis 31.40 0.00

TRINITY_DN48405_c0_g7OAE30812.1hypothetical protein AXG93_857s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.40 0.00

TRINITY_DN49056_c0_g5XP_013906092.1putative serine/threonine-protein [Monoraphidium neglectum]Monoraphidium_neglectum 31.40 0.00

TRINITY_DN49227_c0_g3GAX73471.1hypothetical protein CEUSTIGMA_g923.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.40 0.00

TRINITY_DN49260_c0_g2POO02164.1SNU66/SART1 family [Trema orientale]Trema_orientale 31.40 0.00

TRINITY_DN49913_c0_g4PQP93370.1tRNA (guanine(10)-N2)-methyltransferase homolog [Prunus yedoensis var. nudiflora]Prunus_yedoensis 31.40 0.00

TRINITY_DN49984_c0_g5XP_003567595.2lysophospholipid acyltransferase LPEAT1 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 31.40 0.00

TRINITY_DN50046_c0_g3XP_011399589.1hypothetical protein F751_2238 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 31.40 0.00

TRINITY_DN51117_c0_g1XP_002952971.1hypothetical protein VOLCADRAFT_93761 [Volvox carteri f. nagariensis]Volvox_carteri 31.40 0.00

TRINITY_DN51202_c2_g5XP_002499842.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 31.40 0.00

TRINITY_DN51602_c0_g3PNH08568.1hypothetical protein TSOC_004872, partial [Tetrabaena socialis]Tetrabaena_socialis 31.40 0.00

TRINITY_DN53244_c0_g1XP_005649744.1hypothetical protein COCSUDRAFT_40523 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.40 0.00

TRINITY_DN30430_c0_g2XP_004146899.1PREDICTED: ras-related protein RABD2a [Cucumis sativus]Cucumis_sativus 31.30 0.00

TRINITY_DN33616_c0_g1XP_021887516.1N-carbamoylputrescine amidase [Carica papaya]Carica_papaya 31.30 0.00

TRINITY_DN35831_c0_g2BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.30 0.00

TRINITY_DN36553_c0_g1XP_021763553.1cytokinin hydroxylase-like [Chenopodium quinoa]Chenopodium_quinoa 31.30 0.00

TRINITY_DN37011_c1_g1XP_010550716.1PREDICTED: zinc finger CCCH domain-containing protein 45-like [Tarenaya hassleriana]Tarenaya_hassleriana 31.30 0.00

TRINITY_DN37057_c0_g5PIN12190.1putative SAM-dependent rRNA methyltransferase SPB1 [Handroanthus impetiginosus]Handroanthus_impetiginosus 31.30 0.00

TRINITY_DN37168_c0_g6PNR55113.1hypothetical protein PHYPA_006006 [Physcomitrella patens]Physcomitrella_patens 31.30 0.00

TRINITY_DN37400_c0_g3XP_023901531.1uncharacterized protein LOC112013368 [Quercus suber]Quercus_suber 31.30 0.00

TRINITY_DN37520_c0_g7GAX77578.1hypothetical protein CEUSTIGMA_g5022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.30 0.00

TRINITY_DN38011_c0_g1XP_026391299.1endoplasmic reticulum-Golgi intermediate compartment protein 3-like [Papaver somniferum]Papaver_somniferum 31.30 0.00

TRINITY_DN38552_c0_g3GAX86259.1hypothetical protein CEUSTIGMA_g13671.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.30 0.00

TRINITY_DN38599_c1_g7XP_002946576.1hypothetical protein VOLCADRAFT_115981 [Volvox carteri f. nagariensis]Volvox_carteri 31.30 0.00

TRINITY_DN38834_c0_g3XP_002956696.1hypothetical protein VOLCADRAFT_107343 [Volvox carteri f. nagariensis]Volvox_carteri 31.30 0.00

TRINITY_DN39335_c1_g4XP_001699068.1actin [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.30 0.00

TRINITY_DN39335_c1_g5KXZ46904.1hypothetical protein GPECTOR_39g398 [Gonium pectorale]Gonium_pectorale 31.30 0.00

TRINITY_DN39361_c1_g2PNW82798.1hypothetical protein CHLRE_06g294700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.30 0.00

TRINITY_DN39760_c0_g1BAF15985.1Os04g0647800 [Oryza sativa Japonica Group]Oryza_sativa 31.30 0.00

TRINITY_DN40313_c0_g2KJB44427.1hypothetical protein B456_007G252300 [Gossypium raimondii]Gossypium_raimondii 31.30 0.00

TRINITY_DN40797_c1_g3PIA25461.1hypothetical protein AQUCO_11400019v1 [Aquilegia coerulea]Aquilegia_coerulea 31.30 0.00

TRINITY_DN41075_c0_g1XP_001418010.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.30 0.00

TRINITY_DN41480_c2_g2KXZ53841.1hypothetical protein GPECTOR_6g759 [Gonium pectorale]Gonium_pectorale 31.30 0.00

TRINITY_DN41694_c0_g3AEB71559.1CBL-interacting protein kinase [Solanum chacoense]Solanum_chacoense 31.30 0.00

TRINITY_DN41715_c1_g8RWR82603.1NADPH--cytochrome P450 reductase-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 31.30 0.00

TRINITY_DN41809_c1_g5XP_021652639.1fatty acyl-CoA reductase 2-like [Hevea brasiliensis]Hevea_brasiliensis 31.30 0.00

TRINITY_DN42514_c0_g3PNW82480.1hypothetical protein CHLRE_06g280600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.30 0.00

TRINITY_DN42810_c0_g2XP_003083337.2Tetratricopeptide repeat [Ostreococcus tauri]Ostreococcus_tauri 31.30 0.00

TRINITY_DN42942_c0_g2PTQ46728.1hypothetical protein MARPO_0010s0119 [Marchantia polymorpha]Marchantia_polymorpha 31.30 0.00

TRINITY_DN43041_c0_g1BAJ94089.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.30 0.00

TRINITY_DN43318_c1_g3XP_024365835.1programmed cell death protein 2-like [Physcomitrella patens]Physcomitrella_patens 31.30 0.00

TRINITY_DN44313_c0_g1PKI51826.1hypothetical protein CRG98_027744 [Punica granatum]Punica_granatum 31.30 0.00

TRINITY_DN45133_c0_g2XP_013897022.1hypothetical protein MNEG_9957 [Monoraphidium neglectum]Monoraphidium_neglectum 31.30 0.00

TRINITY_DN45648_c0_g1ABY60733.1zygote-expressed homeodomain protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.30 0.00

TRINITY_DN46075_c0_g1XP_024518045.1transmembrane protein 208 [Selaginella moellendorffii]Selaginella_moellendorffii 31.30 0.00

TRINITY_DN46175_c0_g1XP_002953092.1hypothetical protein VOLCADRAFT_93813 [Volvox carteri f. nagariensis]Volvox_carteri 31.30 0.00

TRINITY_DN46462_c0_g1KXZ43942.1hypothetical protein GPECTOR_77g38 [Gonium pectorale]Gonium_pectorale 31.30 0.00

TRINITY_DN46673_c0_g2GAX82598.1hypothetical protein CEUSTIGMA_g10024.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.30 0.00

TRINITY_DN46878_c0_g6XP_002504728.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 31.30 0.00

TRINITY_DN47447_c0_g13XP_010488306.1PREDICTED: uncharacterized protein LOC104766169 [Camelina sativa]Camelina_sativa 31.30 0.00

TRINITY_DN47805_c1_g5EEE52420.1hypothetical protein OsJ_34537 [Oryza sativa Japonica Group]Oryza_sativa 31.30 0.00

TRINITY_DN47935_c0_g1GAX73673.1hypothetical protein CEUSTIGMA_g1124.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.30 0.00

TRINITY_DN48043_c0_g1PNH09878.1Dopamine beta-hydroxylase [Tetrabaena socialis]Tetrabaena_socialis 31.30 0.00

TRINITY_DN49177_c0_g3OAE18384.1hypothetical protein AXG93_1783s1130 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.30 0.00

TRINITY_DN49424_c1_g2PNW82037.1hypothetical protein CHLRE_06g271188v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.30 0.00

TRINITY_DN49913_c0_g2XP_002946391.1hypothetical protein VOLCADRAFT_86620 [Volvox carteri f. nagariensis]Volvox_carteri 31.30 0.00

TRINITY_DN50237_c0_g4PRW58639.1hypothetical protein C2E21_2984 [Chlorella sorokiniana]Chlorella_sorokiniana 31.30 0.00

TRINITY_DN50291_c0_g2PWA75080.1ARM repeat superfamily protein [Artemisia annua]Artemisia_annua 31.30 0.00

TRINITY_DN50337_c1_g3GAX78697.1hypothetical protein CEUSTIGMA_g6135.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.30 0.00

TRINITY_DN50628_c0_g2ATB19754.1putative poly(ADP-ribose) polymerase [Callitropsis vietnamensis]Callitropsis_vietnamensis 31.30 0.00

TRINITY_DN51075_c1_g5EPS72080.1hypothetical protein M569_02676, partial [Genlisea aurea]Genlisea_aurea 31.30 0.00

TRINITY_DN51374_c1_g3XP_023759197.1peptidyl-prolyl cis-trans isomerase FKBP62-like [Lactuca sativa]Lactuca_sativa 31.30 0.00

TRINITY_DN52341_c1_g3GAQ84345.1cytoplasmic dynein light intermediate chain [Klebsormidium nitens]Klebsormidium_nitens 31.30 0.00



TRINITY_DN2283_c0_g1PWA97141.1cytochrome b5 [Artemisia annua]Artemisia_annua 31.20 0.00

TRINITY_DN23468_c0_g1XP_022859677.1histidine kinase 4 [Olea europaea var. sylvestris]Olea_europaea 31.20 0.00

TRINITY_DN29794_c0_g1YP_009138113.1H-transporting ATPase (mitochondrion) [Lobosphaera incisa]Lobosphaera_incisa 31.20 0.00

TRINITY_DN30187_c0_g1XP_011100214.1transcription factor GTE4 isoform X1 [Sesamum indicum]Sesamum_indicum 31.20 0.00

TRINITY_DN31058_c0_g3GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 31.20 0.00

TRINITY_DN32496_c0_g1XP_004490458.1E3 ubiquitin-protein ligase UPL1-like [Cicer arietinum]Cicer_arietinum 31.20 0.00

TRINITY_DN32507_c1_g1OAE34542.1hypothetical protein AXG93_1247s1140 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.20 0.00

TRINITY_DN32524_c0_g2GAX77793.1hypothetical protein CEUSTIGMA_g5236.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN33014_c0_g2XP_023907877.1ras-like protein [Quercus suber]Quercus_suber 31.20 0.00

TRINITY_DN33388_c0_g1GAX73269.1hypothetical protein CEUSTIGMA_g723.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN33430_c0_g1PTQ32660.1hypothetical protein MARPO_0096s0016 [Marchantia polymorpha]Marchantia_polymorpha 31.20 0.00

TRINITY_DN34482_c0_g1XP_022838485.1NADH dehydrogenase [ubiquinone] 1 alpha subcomplex assembly factor 3 [Ostreococcus tauri]Ostreococcus_tauri 31.20 0.00

TRINITY_DN34573_c0_g1XP_009802974.1PREDICTED: DNA mismatch repair protein MSH6 [Nicotiana sylvestris]Nicotiana_sylvestris 31.20 0.00

TRINITY_DN34577_c0_g2XP_014504580.1trafficking protein particle complex II-specific subunit 130 homolog [Vigna radiata var. radiata]Vigna_radiata 31.20 0.00

TRINITY_DN34619_c0_g3XP_009403500.1PREDICTED: serine/threonine-protein phosphatase 5 [Musa acuminata subsp. malaccensis]Musa_acuminata 31.20 0.00

TRINITY_DN35257_c0_g4GAX80849.1hypothetical protein CEUSTIGMA_g8284.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN35271_c0_g3XP_021766875.1tRNA wybutosine-synthesizing protein 2/3/4-like [Chenopodium quinoa]Chenopodium_quinoa 31.20 0.00

TRINITY_DN35605_c0_g1KDD72284.1NLI interacting factor-like phosphatase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 31.20 0.00

TRINITY_DN36373_c0_g6XP_023916141.1CBP3-like protein [Quercus suber]Quercus_suber 31.20 0.00

TRINITY_DN36426_c0_g1XP_010438043.1PREDICTED: cytoplasmic 60S subunit biogenesis factor REI1 homolog 1-like [Camelina sativa]Camelina_sativa 31.20 0.00

TRINITY_DN36562_c2_g10XP_001418223.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.20 0.00

TRINITY_DN36689_c0_g1OUS48899.1MET-10+related protein-like protein [Ostreococcus tauri]Ostreococcus_tauri 31.20 0.00

TRINITY_DN37172_c0_g1XP_002499518.1vacuolar iron family transporter [Micromonas commoda]Micromonas_commoda 31.20 0.00

TRINITY_DN37731_c0_g2PRW61057.12-dehydro-3-deoxyphosphooctonate aldolase [Chlorella sorokiniana]Chlorella_sorokiniana 31.20 0.00

TRINITY_DN37971_c0_g4XP_018471939.1PREDICTED: serine/threonine-protein kinase HT1-like [Raphanus sativus]Raphanus_sativus 31.20 0.00

TRINITY_DN38192_c0_g5XP_027121658.1serine/threonine-protein kinase HT1-like isoform X1 [Coffea arabica]Coffea_arabica 31.20 0.00

TRINITY_DN38684_c0_g2XP_026452707.1cytochrome P450 72A15-like [Papaver somniferum]Papaver_somniferum 31.20 0.00

TRINITY_DN38966_c1_g1GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.20 0.00

TRINITY_DN39004_c0_g1XP_002954109.1hypothetical protein VOLCADRAFT_121250 [Volvox carteri f. nagariensis]Volvox_carteri 31.20 0.00

TRINITY_DN39069_c0_g1PNH07474.1hypothetical protein TSOC_006057 [Tetrabaena socialis]Tetrabaena_socialis 31.20 0.00

TRINITY_DN39163_c0_g2XP_022895519.1RING-H2 finger protein ATL67-like [Olea europaea var. sylvestris]Olea_europaea 31.20 0.00

TRINITY_DN40083_c0_g1XP_002507452.1predicted protein [Micromonas commoda]Micromonas_commoda 31.20 0.00

TRINITY_DN40083_c0_g4XP_023890326.1non-reducing polyketide synthase mapC-like [Quercus suber]Quercus_suber 31.20 0.00

TRINITY_DN40088_c0_g2XP_013906761.1hypothetical protein MNEG_0211 [Monoraphidium neglectum]Monoraphidium_neglectum 31.20 0.00

TRINITY_DN40207_c0_g2XP_021847934.1ran-binding protein 10 [Spinacia oleracea]Spinacia_oleracea 31.20 0.00

TRINITY_DN40408_c0_g3GAQ83768.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 31.20 0.00

TRINITY_DN40601_c0_g1KXZ47984.1hypothetical protein GPECTOR_31g346 [Gonium pectorale]Gonium_pectorale 31.20 0.00

TRINITY_DN40857_c1_g10XP_010109663.1DNA repair protein XRCC3 homolog [Morus notabilis]Morus_notabilis 31.20 0.00

TRINITY_DN41293_c0_g14XP_004294517.1PREDICTED: CAX-interacting protein 4-like [Fragaria vesca subsp. vesca]Fragaria_vesca 31.20 0.00

TRINITY_DN41738_c0_g1XP_018473308.1PREDICTED: lysophospholipid acyltransferase LPEAT2-like [Raphanus sativus]Raphanus_sativus 31.20 0.00

TRINITY_DN42456_c0_g1XP_012830089.1PREDICTED: traB domain-containing protein-like [Erythranthe guttata]Erythranthe_guttata 31.20 0.00

TRINITY_DN42922_c0_g4XP_025793858.1vacuolar sorting protein 39 [Panicum hallii]Panicum_hallii 31.20 0.00

TRINITY_DN42984_c0_g1GBF90632.1hypothetical protein Rsub_03204 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.20 0.00

TRINITY_DN43234_c0_g4XP_013903200.1hypothetical protein MNEG_3785, partial [Monoraphidium neglectum]Monoraphidium_neglectum 31.20 0.00

TRINITY_DN43810_c0_g1GAV80141.1Kelch_3 domain-containing protein/Kelch_4 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 31.20 0.00

TRINITY_DN44242_c0_g2GBF94053.1hypothetical protein Rsub_07321 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.20 0.00

TRINITY_DN44316_c1_g8XP_004144720.1PREDICTED: serine carboxypeptidase II-2 [Cucumis sativus]Cucumis_sativus 31.20 0.00

TRINITY_DN44482_c1_g1GAX80022.1hypothetical protein CEUSTIGMA_g7461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN45105_c0_g2BAJ87274.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.20 0.00

TRINITY_DN45147_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.20 0.00

TRINITY_DN45683_c0_g2XP_001703334.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.20 0.00

TRINITY_DN45851_c0_g3GAX84676.1hypothetical protein CEUSTIGMA_g12097.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN46551_c0_g8XP_005845367.1hypothetical protein CHLNCDRAFT_8322, partial [Chlorella variabilis]Chlorella_variabilis 31.20 0.00

TRINITY_DN46681_c1_g3GAX81389.1hypothetical protein CEUSTIGMA_g8820.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN47038_c0_g2XP_023901531.1uncharacterized protein LOC112013368 [Quercus suber]Quercus_suber 31.20 0.00

TRINITY_DN47310_c0_g5XP_009406059.1PREDICTED: CBL-interacting protein kinase 18-like [Musa acuminata subsp. malaccensis]Musa_acuminata 31.20 0.00

TRINITY_DN47447_c0_g12RWW64082.1hypothetical protein BHE74_00028703 [Ensete ventricosum]Ensete_ventricosum 31.20 0.00

TRINITY_DN47918_c1_g1PSC67881.1prolyl endopeptidase-like [Micractinium conductrix]Micractinium_conductrix 31.20 0.00

TRINITY_DN48101_c0_g1XP_002500167.1predicted protein [Micromonas commoda]Micromonas_commoda 31.20 0.00

TRINITY_DN49070_c1_g1KXZ55623.1hypothetical protein GPECTOR_2g1173 [Gonium pectorale]Gonium_pectorale 31.20 0.00

TRINITY_DN50139_c0_g1GAQ84543.1hypothetical protein KFL_001930205 [Klebsormidium nitens]Klebsormidium_nitens 31.20 0.00

TRINITY_DN50863_c0_g3XP_027912356.1uncharacterized protein LOC114171681 [Vigna unguiculata]Vigna_unguiculata 31.20 0.00

TRINITY_DN51406_c2_g1XP_002945638.1hypothetical protein VOLCADRAFT_85811 [Volvox carteri f. nagariensis]Volvox_carteri 31.20 0.00

TRINITY_DN51712_c1_g1GAX76665.1hypothetical protein CEUSTIGMA_g4111.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.20 0.00

TRINITY_DN25153_c0_g2RWR72200.1serine/threonine-protein kinase STY8 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 31.10 0.00

TRINITY_DN31701_c0_g1KYP73084.1Ankyrin-2 [Cajanus cajan]Cajanus_cajan 31.10 0.00



TRINITY_DN34300_c0_g1XP_006385024.1uncharacterized protein At5g49945 [Populus trichocarpa]Populus_trichocarpa 31.10 0.00

TRINITY_DN35710_c2_g3XP_007509027.1ABC transporter C family protein [Bathycoccus prasinos]Bathycoccus_prasinos 31.10 0.00

TRINITY_DN36170_c0_g1XP_011621670.2LOW QUALITY PROTEIN: tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit wdr4 [Amborella trichopoda]Amborella_trichopoda 31.10 0.00

TRINITY_DN36220_c1_g12XP_003063733.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.10 0.00

TRINITY_DN36236_c0_g2BAJ95502.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.10 0.00

TRINITY_DN36728_c0_g1PNW74726.1hypothetical protein CHLRE_12g512700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.10 0.00

TRINITY_DN36909_c0_g1GBF96870.1hypothetical protein Rsub_09875 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.10 0.00

TRINITY_DN37591_c0_g1XP_011015411.1PREDICTED: protein SAND-like [Populus euphratica]Populus_euphratica 31.10 0.00

TRINITY_DN37757_c0_g8EOY31328.1Adenylate kinase family protein isoform 1 [Theobroma cacao]Theobroma_cacao 31.10 0.00

TRINITY_DN37865_c1_g8PRW45199.1carboxylic ester hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 31.10 0.00

TRINITY_DN38182_c0_g2XP_023742474.1serine/threonine-protein kinase STY46-like [Lactuca sativa]Lactuca_sativa 31.10 0.00

TRINITY_DN38194_c0_g6PRW05922.1melanotransferrin isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 31.10 0.00

TRINITY_DN38468_c0_g2EYU41608.1hypothetical protein MIMGU_mgv1a000472mg [Erythranthe guttata]Erythranthe_guttata 31.10 0.00

TRINITY_DN38498_c2_g4PNR44198.1hypothetical protein PHYPA_016582 [Physcomitrella patens]Physcomitrella_patens 31.10 0.00

TRINITY_DN38874_c0_g5GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.10 0.00

TRINITY_DN39202_c0_g4XP_022038081.1serine/threonine-protein kinase AtPK2/AtPK19-like [Helianthus annuus]Helianthus_annuus 31.10 0.00

TRINITY_DN40495_c0_g1XP_001694621.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.10 0.00

TRINITY_DN40571_c0_g2XP_015070099.1ribonuclease TUDOR 1-like [Solanum pennellii]Solanum_pennellii 31.10 0.00

TRINITY_DN40817_c0_g4XP_024536669.1probable aminotransferase TAT2 [Selaginella moellendorffii]Selaginella_moellendorffii 31.10 0.00

TRINITY_DN41481_c0_g1XP_022840262.1UBA-like [Ostreococcus tauri]Ostreococcus_tauri 31.10 0.00

TRINITY_DN41554_c1_g4XP_002948510.1hypothetical protein VOLCADRAFT_88941 [Volvox carteri f. nagariensis]Volvox_carteri 31.10 0.00

TRINITY_DN41773_c0_g8GBF99604.1hypothetical protein Rsub_12068 [Raphidocelis subcapitata]Raphidocelis_subcapitata 31.10 0.00

TRINITY_DN42044_c2_g2EOY08913.1Vps51/Vps67 family (components of vesicular transport) protein isoform 1 [Theobroma cacao]Theobroma_cacao 31.10 0.00

TRINITY_DN42764_c0_g2XP_009799157.1PREDICTED: stress response protein NST1 [Nicotiana sylvestris]Nicotiana_sylvestris 31.10 0.00

TRINITY_DN43307_c0_g4GAX76652.1hypothetical protein CEUSTIGMA_g4098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN44034_c0_g3XP_020200010.1uncharacterized protein LOC109785830 isoform X4 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 31.10 0.00

TRINITY_DN44841_c0_g1XP_021983270.1phosphate transporter PHO1 homolog 9-like [Helianthus annuus]Helianthus_annuus 31.10 0.00

TRINITY_DN45977_c0_g1GAX83014.1hypothetical protein CEUSTIGMA_g10441.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN46062_c1_g5PNW76786.1hypothetical protein CHLRE_11g476100v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.10 0.00

TRINITY_DN46778_c0_g3BAA97004.1unnamed protein product [Arabidopsis thaliana]Arabidopsis_thaliana 31.10 0.00

TRINITY_DN47802_c1_g3PRW57463.1serine threonine kinase [Chlorella sorokiniana]Chlorella_sorokiniana 31.10 0.00

TRINITY_DN48217_c0_g2OWM69130.1hypothetical protein CDL15_Pgr025317 [Punica granatum]Punica_granatum 31.10 0.00

TRINITY_DN48409_c0_g6RXI03126.1hypothetical protein DVH24_003778 [Malus domestica]Malus_domestica 31.10 0.00

TRINITY_DN48831_c0_g8XP_005649057.1pectin lyase-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 31.10 0.00

TRINITY_DN49138_c0_g2PNH10066.1Gamma-secretase subunit APH1-like [Tetrabaena socialis]Tetrabaena_socialis 31.10 0.00

TRINITY_DN49496_c1_g3GAX81475.1hypothetical protein CEUSTIGMA_g8904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN50258_c0_g2GAX82298.1hypothetical protein CEUSTIGMA_g9727.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN50436_c1_g5KXZ49496.1hypothetical protein GPECTOR_21g722 [Gonium pectorale]Gonium_pectorale 31.10 0.00

TRINITY_DN51720_c0_g2GAX85390.1hypothetical protein CEUSTIGMA_g12806.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN51830_c2_g3XP_001417890.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 31.10 0.00

TRINITY_DN52334_c0_g3GAX82976.1hypothetical protein CEUSTIGMA_g10403.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.10 0.00

TRINITY_DN21556_c0_g1XP_026419292.1actin-2-like isoform X1 [Papaver somniferum]Papaver_somniferum 31.00 0.00

TRINITY_DN27867_c0_g2XP_021675945.1uncharacterized protein At1g32220, chloroplastic isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 31.00 0.00

TRINITY_DN28833_c0_g4GAX83366.1hypothetical protein CEUSTIGMA_g10791.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN33061_c0_g1XP_026404026.1afadin- and alpha-actinin-binding protein-like isoform X3 [Papaver somniferum]Papaver_somniferum 31.00 0.00

TRINITY_DN34102_c0_g3GAQ79609.1WD repeat-containing protein [Klebsormidium nitens]Klebsormidium_nitens 31.00 0.00

TRINITY_DN34621_c0_g1KDD72714.1hypothetical protein H632_c2986p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 31.00 0.00

TRINITY_DN34924_c0_g7XP_022034550.1aspartic proteinase A2-like [Helianthus annuus]Helianthus_annuus 31.00 0.00

TRINITY_DN35410_c0_g15XP_010914303.1PREDICTED: beta-1,3-galactosyltransferase pvg3-like [Elaeis guineensis]Elaeis_guineensis 31.00 0.00

TRINITY_DN35612_c0_g7XP_003059887.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 31.00 0.00

TRINITY_DN36240_c1_g1PHT36691.11-acylglycerol-3-phosphate O-acyltransferase [Capsicum baccatum]Capsicum_baccatum 31.00 0.00

TRINITY_DN36380_c0_g3XP_023880487.1Niemann-Pick type C-related protein 1-like [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN36675_c0_g1ANE10533.1carbonic anhydrase 2 [Dunaliella salina]Dunaliella_salina 31.00 0.00

TRINITY_DN36979_c0_g2XP_023926338.1erythrocyte band 7 integral membrane protein-like [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN37263_c1_g7OMP08696.1hypothetical protein COLO4_06203 [Corchorus olitorius]Corchorus_olitorius 31.00 0.00

TRINITY_DN38322_c0_g2XP_024192091.1mediator of RNA polymerase II transcription subunit 21-like [Rosa chinensis]Rosa_chinensis 31.00 0.00

TRINITY_DN38373_c0_g3XP_001690216.1aminotransferase, classes I and II [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.00 0.00

TRINITY_DN38494_c1_g2XP_015946390.1cytokinin hydroxylase-like [Arachis duranensis]Arachis_duranensis 31.00 0.00

TRINITY_DN38838_c0_g1EFJ05686.1hypothetical protein SELMODRAFT_136772 [Selaginella moellendorffii]Selaginella_moellendorffii 31.00 0.00

TRINITY_DN38966_c1_g2GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 31.00 0.00

TRINITY_DN39669_c2_g5OAE20907.1hypothetical protein AXG93_3256s1540 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 31.00 0.00

TRINITY_DN39703_c0_g9XP_023897255.1nuclear distribution protein PAC1-like [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN39821_c0_g1GAX79741.1hypothetical protein CEUSTIGMA_g7182.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN40058_c0_g3XP_019059725.1PREDICTED: uncharacterized protein LOC104804658 [Tarenaya hassleriana]Tarenaya_hassleriana 31.00 0.00

TRINITY_DN40239_c0_g4XP_005849419.1hypothetical protein CHLNCDRAFT_143945 [Chlorella variabilis]Chlorella_variabilis 31.00 0.00

TRINITY_DN40285_c0_g1XP_008456547.1PREDICTED: acyl-CoA-binding domain-containing protein 4 [Cucumis melo]Cucumis_melo 31.00 0.00



TRINITY_DN40693_c0_g2GAQ80269.1vacuolar-sorting receptor precursor [Klebsormidium nitens]Klebsormidium_nitens 31.00 0.00

TRINITY_DN41082_c0_g2GAX75179.1hypothetical protein CEUSTIGMA_g2623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN41292_c0_g1GAX78777.1hypothetical protein CEUSTIGMA_g6214.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN41595_c0_g5XP_023907899.1uncharacterized protein LOC112019614 [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN41611_c0_g4PNG99137.1hypothetical protein TSOC_015092, partial [Tetrabaena socialis]Tetrabaena_socialis 31.00 0.00

TRINITY_DN41967_c1_g1PWZ37686.1Fatty acyl-CoA reductase 2 [Zea mays]Zea_mays 31.00 0.00

TRINITY_DN42851_c0_g3GAQ86232.1hypothetical protein KFL_002770090 [Klebsormidium nitens]Klebsormidium_nitens 31.00 0.00

TRINITY_DN43335_c1_g3GAQ77713.1HECT domain containing Ubiquitin ligase [Klebsormidium nitens]Klebsormidium_nitens 31.00 0.00

TRINITY_DN43469_c1_g1XP_002957787.1hypothetical protein VOLCADRAFT_98910 [Volvox carteri f. nagariensis]Volvox_carteri 31.00 0.00

TRINITY_DN43588_c0_g2XP_002876127.1clustered mitochondria protein [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 31.00 0.00

TRINITY_DN43678_c0_g5XP_013904651.1hypothetical protein MNEG_2332, partial [Monoraphidium neglectum]Monoraphidium_neglectum 31.00 0.00

TRINITY_DN43911_c0_g4XP_021814250.1putative ER lumen protein-retaining receptor C28H8.4 [Prunus avium]Prunus_avium 31.00 0.00

TRINITY_DN44084_c1_g1PNH12309.1hypothetical protein TSOC_000796 [Tetrabaena socialis]Tetrabaena_socialis 31.00 0.00

TRINITY_DN44536_c0_g2XP_010045329.1PREDICTED: AP-1 complex subunit gamma-2 [Eucalyptus grandis]Eucalyptus_grandis 31.00 0.00

TRINITY_DN45105_c0_g6EFJ16813.1hypothetical protein SELMODRAFT_421463 [Selaginella moellendorffii]Selaginella_moellendorffii 31.00 0.00

TRINITY_DN45363_c0_g1XP_004963769.1beta-hexosaminidase 3 isoform X2 [Setaria italica]Setaria_italica 31.00 0.00

TRINITY_DN45702_c1_g1EFJ20463.1hypothetical protein SELMODRAFT_443915 [Selaginella moellendorffii]Selaginella_moellendorffii 31.00 0.00

TRINITY_DN46028_c0_g1BAJ93724.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 31.00 0.00

TRINITY_DN46030_c0_g1XP_023900181.1uncharacterized protein LOC112012051 [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN46241_c0_g2GAX75650.1hypothetical protein CEUSTIGMA_g3094.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN46480_c0_g1RXH73843.1hypothetical protein DVH24_016665 [Malus domestica]Malus_domestica 31.00 0.00

TRINITY_DN46868_c1_g1OMO59531.1hypothetical protein COLO4_34171 [Corchorus olitorius]Corchorus_olitorius 31.00 0.00

TRINITY_DN47079_c0_g2GAX77566.1hypothetical protein CEUSTIGMA_g5010.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN47397_c0_g2RDX65566.1Sphingosine kinase 1, partial [Mucuna pruriens]Mucuna_pruriens 31.00 0.00

TRINITY_DN48191_c0_g3XP_023880484.1tripeptidyl-peptidase SED2-like [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN48362_c1_g5GAX75531.1hypothetical protein CEUSTIGMA_g2974.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN48629_c0_g2GAX75796.1hypothetical protein CEUSTIGMA_g3239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN48647_c0_g4XP_022840839.1Methyltransferase type 11 [Ostreococcus tauri]Ostreococcus_tauri 31.00 0.00

TRINITY_DN48788_c0_g4XP_024399933.1choline/ethanolaminephosphotransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 31.00 0.00

TRINITY_DN49001_c0_g5XP_021887987.1EVI5-like protein isoform X1 [Carica papaya]Carica_papaya 31.00 0.00

TRINITY_DN50038_c0_g1KXZ52652.1hypothetical protein GPECTOR_9g697 [Gonium pectorale]Gonium_pectorale 31.00 0.00

TRINITY_DN50279_c0_g4XP_023909034.1probable chloride channel protein UM03490-D [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN50480_c1_g2GAX78316.1hypothetical protein CEUSTIGMA_g5758.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN51231_c0_g4XP_020247371.1inositol-tetrakisphosphate 1-kinase 1 [Asparagus officinalis]Asparagus_officinalis 31.00 0.00

TRINITY_DN51704_c1_g2XP_001699883.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.00 0.00

TRINITY_DN51961_c0_g1XP_023909934.1cell division control protein 25-like [Quercus suber]Quercus_suber 31.00 0.00

TRINITY_DN52036_c0_g2EFJ11300.1hypothetical protein SELMODRAFT_447079 [Selaginella moellendorffii]Selaginella_moellendorffii 31.00 0.00

TRINITY_DN52099_c0_g5XP_004149414.1PREDICTED: uncharacterized membrane protein At4g09580 [Cucumis sativus]Cucumis_sativus 31.00 0.00

TRINITY_DN52349_c0_g5PNW75800.1hypothetical protein CHLRE_12g560050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 31.00 0.00

TRINITY_DN52501_c1_g3PNH10401.1putative serine/threonine-protein kinase [Tetrabaena socialis]Tetrabaena_socialis 31.00 0.00

TRINITY_DN52560_c1_g1GAX81253.1hypothetical protein CEUSTIGMA_g8685.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0

TRINITY_DN7058_c0_g2XP_024385354.1gamma-glutamyl hydrolase A-like [Physcomitrella patens]Physcomitrella_patens 31.00 0.00

TRINITY_DN8708_c0_g1GAX79641.1hypothetical protein CEUSTIGMA_g7082.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 31.00 0.00

TRINITY_DN14504_c0_g1RZC06069.1Sister chromatid cohesion protein PDS5-like B-B isoform B [Glycine soja]Glycine_soja 30.90 0.00

TRINITY_DN29258_c0_g2XP_002531122.1protein DETOXIFICATION 41 [Ricinus communis]Ricinus_communis 30.90 0.00

TRINITY_DN32746_c0_g1XP_023898325.1ribonuclease H-like [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN33754_c1_g8PNH12097.1putative serine/threonine-protein kinase, partial [Tetrabaena socialis]Tetrabaena_socialis 30.90 0.00

TRINITY_DN34102_c0_g7XP_020212849.1putative cyclin-A3-1 isoform X1 [Cajanus cajan]Cajanus_cajan 30.90 0.00

TRINITY_DN34984_c0_g1XP_016539109.1PREDICTED: elongation of fatty acids protein 3-like [Capsicum annuum]Capsicum_annuum 30.90 0.00

TRINITY_DN35145_c0_g1XP_004306866.1PREDICTED: syntaxin-81 [Fragaria vesca subsp. vesca]Fragaria_vesca 30.90 0.00

TRINITY_DN3550_c0_g1RWR95994.1exosome complex exonuclease RRP46 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 30.90 0.00

TRINITY_DN35525_c0_g2XP_024387589.1phosphatidylinositol 3-kinase, root isoform-like [Physcomitrella patens]Physcomitrella_patens 30.90 0.00

TRINITY_DN35574_c0_g1XP_023907290.1probable rhamnogalacturonate lyase C [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN35700_c0_g1GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 30.90 0.00

TRINITY_DN35856_c0_g2XP_010420969.1PREDICTED: CBL-interacting serine/threonine-protein kinase 26-like isoform X2 [Camelina sativa]Camelina_sativa 30.90 0.00

TRINITY_DN35970_c1_g7XP_022840906.1S15/NS1, RNA-binding [Ostreococcus tauri]Ostreococcus_tauri 30.90 0.00

TRINITY_DN36014_c0_g1XP_022859330.1guanine nucleotide-binding protein alpha-1 subunit-like isoform X2 [Olea europaea var. sylvestris]Olea_europaea 30.90 0.00

TRINITY_DN36032_c0_g2KQK18358.1hypothetical protein BRADI_1g41930v3 [Brachypodium distachyon]Brachypodium_distachyon 30.90 0.00

TRINITY_DN36059_c0_g10RVW39526.1ABC transporter C family member 2 [Vitis vinifera]Vitis_vinifera 30.90 0.00

TRINITY_DN36138_c0_g3XP_004231337.1ATP-dependent DNA helicase Q-like 4A [Solanum lycopersicum]Solanum_lycopersicum 30.90 0.00

TRINITY_DN36795_c0_g1XP_023883142.1ergothioneine biosynthesis protein 1-like [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN37597_c1_g5XP_024368300.1protein SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 30.90 0.00

TRINITY_DN37754_c0_g4GAX76945.1hypothetical protein CEUSTIGMA_g4392.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN37844_c1_g1PNW76773.1hypothetical protein CHLRE_11g475600v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.90 0.00

TRINITY_DN37862_c0_g1XP_024402999.1WASH complex subunit 1-like isoform X4 [Physcomitrella patens]Physcomitrella_patens 30.90 0.00

TRINITY_DN38293_c0_g2EEF23764.1conserved hypothetical protein, partial [Ricinus communis]Ricinus_communis 30.90 0.00



TRINITY_DN38448_c0_g4XP_023915305.1cAMP-dependent protein kinase catalytic subunit alpha-like [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN39493_c0_g1GBG61408.1hypothetical protein CBR_g20439 [Chara braunii]Chara_braunii 30.90 0.00

TRINITY_DN40159_c0_g2GAX82154.1hypothetical protein CEUSTIGMA_g9582.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN40322_c0_g1GAX77018.1hypothetical protein CEUSTIGMA_g4465.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN40858_c0_g1XP_024401123.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Physcomitrella patens]Physcomitrella_patens 30.90 0.00

TRINITY_DN41842_c1_g1XP_001698621.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.90 0.00

TRINITY_DN42204_c0_g5XP_006665065.1PREDICTED: uncharacterized protein LOC102711317 [Oryza brachyantha]Oryza_brachyantha 30.90 0.00

TRINITY_DN42213_c0_g1PRW39276.1hypothetical protein C2E21_6865 [Chlorella sorokiniana]Chlorella_sorokiniana 30.90 0.00

TRINITY_DN42671_c0_g4KDO39083.1hypothetical protein CISIN_1g014849mg [Citrus sinensis]Citrus_sinensis 30.90 0.00

TRINITY_DN42819_c0_g4GAU27975.1hypothetical protein TSUD_373700 [Trifolium subterraneum]Trifolium_subterraneum 30.90 0.00

TRINITY_DN43583_c0_g3XP_005649810.1Emopamil-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.90 0.00

TRINITY_DN44346_c0_g1XP_011073671.1thioredoxin-like protein AAED1, chloroplastic isoform X1 [Sesamum indicum]Sesamum_indicum 30.90 0.00

TRINITY_DN44579_c2_g2XP_006287201.1sulfate transporter 4.1, chloroplastic [Capsella rubella]Capsella_rubella 30.90 0.00

TRINITY_DN45147_c0_g2GAX82976.1hypothetical protein CEUSTIGMA_g10403.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN46082_c0_g2XP_003057691.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.90 0.00

TRINITY_DN46384_c0_g1XP_005646640.1hypothetical protein COCSUDRAFT_83487 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.90 0.00

TRINITY_DN47476_c0_g3EOY08204.1Purple acid phosphatases superfamily protein [Theobroma cacao]Theobroma_cacao 30.90 0.00

TRINITY_DN47741_c0_g1OAE25240.1hypothetical protein AXG93_1420s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.90 0.00

TRINITY_DN48099_c0_g2GAQ78422.1Hypothetical protein KFL_000130040 [Klebsormidium nitens]Klebsormidium_nitens 30.90 0.00

TRINITY_DN48345_c0_g1GAX75000.1hypothetical protein CEUSTIGMA_g2446.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN48486_c0_g1RXH98673.1hypothetical protein DVH24_010998 [Malus domestica]Malus_domestica 30.90 0.00

TRINITY_DN49265_c0_g5XP_023882535.1vacuolar protein sorting-associated protein 1-like [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN49425_c0_g2GAX75458.1hypothetical protein CEUSTIGMA_g2901.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN49503_c1_g3XP_005649115.1phosphatases II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.90 0.00

TRINITY_DN49758_c0_g4PWA56779.1alpha/beta-Hydrolases superfamily protein [Artemisia annua]Artemisia_annua 30.90 0.00

TRINITY_DN50357_c0_g3XP_023914441.1ATP-dependent RNA helicase DBP5-like [Quercus suber]Quercus_suber 30.90 0.00

TRINITY_DN50509_c0_g3OAE19295.1hypothetical protein AXG93_1860s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.90 0.00

TRINITY_DN51095_c0_g2XP_002947801.1hypothetical protein VOLCADRAFT_109637 [Volvox carteri f. nagariensis]Volvox_carteri 30.90 0.00

TRINITY_DN51177_c0_g1GAX85458.1hypothetical protein CEUSTIGMA_g12874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.90 0.00

TRINITY_DN51295_c0_g1PNH01987.1Ankyrin-1, partial [Tetrabaena socialis]Tetrabaena_socialis 30.90 0.00

TRINITY_DN51801_c0_g1KXZ44020.1hypothetical protein GPECTOR_75g744 [Gonium pectorale]Gonium_pectorale 30.90 0.00

TRINITY_DN52583_c0_g2PNW80700.1hypothetical protein CHLRE_07g326300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.90 0.00

TRINITY_DN13171_c0_g1GAX80681.1hypothetical protein CEUSTIGMA_g8116.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN17567_c0_g1XP_024391466.1quinone oxidoreductase PIG3-like [Physcomitrella patens]Physcomitrella_patens 30.80 0.00

TRINITY_DN24881_c0_g1XP_003057277.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.80 0.00

TRINITY_DN29160_c0_g1OEL22270.1hypothetical protein BAE44_0016707 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 30.80 0.00

TRINITY_DN31758_c0_g1KMZ67941.1hypothetical protein ZOSMA_251G00120 [Zostera marina]Zostera_marina 30.80 0.00

TRINITY_DN32172_c0_g3XP_026414411.1ultraviolet-B receptor UVR8-like [Papaver somniferum]Papaver_somniferum 30.80 0.00

TRINITY_DN33420_c0_g1EPS59845.1hypothetical protein M569_14960, partial [Genlisea aurea]Genlisea_aurea 30.80 0.00

TRINITY_DN33625_c0_g1XP_003063459.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.80 0.00

TRINITY_DN33644_c0_g5XP_019233301.1PREDICTED: EVI5-like protein [Nicotiana attenuata]Nicotiana_attenuata 30.80 0.00

TRINITY_DN34218_c0_g1EPS66718.1hypothetical protein M569_08058, partial [Genlisea aurea]Genlisea_aurea 30.80 0.00

TRINITY_DN35537_c1_g10XP_022838231.1Ubiquitin carboxyl-terminal hydrolases family 2 [Ostreococcus tauri]Ostreococcus_tauri 30.80 0.00

TRINITY_DN35722_c0_g1OMP02440.1hypothetical protein COLO4_11098 [Corchorus olitorius]Corchorus_olitorius 30.80 0.00

TRINITY_DN36616_c0_g7XP_010460575.1PREDICTED: MAP3K epsilon protein kinase 2 [Camelina sativa]Camelina_sativa 30.80 0.00

TRINITY_DN36942_c1_g2GAX76064.1hypothetical protein CEUSTIGMA_g3507.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN37425_c1_g6XP_004968165.1EKC/KEOPS complex subunit TPRKB [Setaria italica]Setaria_italica 30.80 0.00

TRINITY_DN39098_c0_g2XP_009610082.1PREDICTED: zinc finger CCCH domain-containing protein 64 isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 30.80 0.00

TRINITY_DN39136_c0_g7XP_023908784.1uncharacterized protein LOC112020457 [Quercus suber]Quercus_suber 30.80 0.00

TRINITY_DN39299_c0_g4RWR83979.1lysine-specific demethylase JMJ18 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 30.80 0.00

TRINITY_DN39565_c0_g1XP_015584251.1uncharacterized protein LOC107262593 [Ricinus communis]Ricinus_communis 30.80 0.00

TRINITY_DN39585_c0_g4PHT84684.1Serpin-ZX [Capsicum annuum]Capsicum_annuum 30.80 0.00

TRINITY_DN40570_c1_g3GAX85239.1hypothetical protein CEUSTIGMA_g12659.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN40592_c0_g1GAX73752.1hypothetical protein CEUSTIGMA_g1204.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN40739_c2_g5PRW58558.1DUF21 domain-containing protein isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 30.80 0.00

TRINITY_DN41463_c0_g3XP_005646201.1DnaJ-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.80 0.00

TRINITY_DN41642_c0_g9GAX78187.1hypothetical protein CEUSTIGMA_g5629.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN41743_c0_g3XP_008369884.1PREDICTED: putative E3 ubiquitin-protein ligase XBAT31 [Malus domestica]Malus_domestica 30.80 0.00

TRINITY_DN41885_c0_g2XP_020581629.1immune-associated nucleotide-binding protein 1-like [Phalaenopsis equestris]Phalaenopsis_equestris 30.80 0.00

TRINITY_DN43186_c0_g2GBF92103.1hypothetical protein Rsub_04450 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.80 0.00

TRINITY_DN43570_c0_g2PTQ40728.1hypothetical protein MARPO_0038s0063 [Marchantia polymorpha]Marchantia_polymorpha 30.80 0.00

TRINITY_DN43885_c0_g2GAQ82901.1hypothetical protein KFL_001280210 [Klebsormidium nitens]Klebsormidium_nitens 30.80 0.00

TRINITY_DN44795_c0_g2XP_018478482.1PREDICTED: LOW QUALITY PROTEIN: ubiquitin carboxyl-terminal hydrolase 20 [Raphanus sativus]Raphanus_sativus 30.80 0.00

TRINITY_DN45719_c0_g2KXZ53950.1hypothetical protein GPECTOR_6g868 [Gonium pectorale]Gonium_pectorale 30.80 0.00

TRINITY_DN46426_c1_g1GAX75168.1hypothetical protein CEUSTIGMA_g2612.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.80 0.00

TRINITY_DN46691_c0_g2KXZ43027.1hypothetical protein GPECTOR_106g121 [Gonium pectorale]Gonium_pectorale 30.80 0.00



TRINITY_DN47284_c1_g5GAQ79217.1putative Niemann-Pick C type protein [Klebsormidium nitens]Klebsormidium_nitens 30.80 0.00

TRINITY_DN47850_c0_g5PIM99944.1Protein subunit of nuclear ribonuclease P (RNase P) [Handroanthus impetiginosus]Handroanthus_impetiginosus 30.80 0.00

TRINITY_DN47919_c0_g6AAV90623.1Rab7 [Cenchrus americanus]Cenchrus_americanus 30.80 0.00

TRINITY_DN48291_c1_g1RWR85093.1phospholipase A I isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 30.80 0.00

TRINITY_DN48360_c0_g1XP_002438893.1structural maintenance of chromosomes protein 5 [Sorghum bicolor]Sorghum_bicolor 30.80 0.00

TRINITY_DN48571_c0_g6XP_002951976.1hypothetical protein VOLCADRAFT_105296 [Volvox carteri f. nagariensis]Volvox_carteri 30.80 0.00

TRINITY_DN49873_c1_g3KDD76966.1Proline dehydrogenase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 30.80 0.00

TRINITY_DN50320_c0_g6PKA57388.1hypothetical protein AXF42_Ash013575 [Apostasia shenzhenica]Apostasia_shenzhenica 30.80 0.00

TRINITY_DN50997_c0_g6PNW77978.1hypothetical protein CHLRE_10g459350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.80 0.00

TRINITY_DN51280_c0_g4RAL44676.1hypothetical protein DM860_003435 [Cuscuta australis]Cuscuta_australis 30.80 0.00

TRINITY_DN51323_c0_g2NP_001276318.1uncharacterized protein LOC100781307 [Glycine max]Glycine_max 30.80 0.00

TRINITY_DN51442_c0_g1XP_013903783.1glycosyl transferase group 1 [Monoraphidium neglectum]Monoraphidium_neglectum 30.80 0.00

TRINITY_DN51573_c0_g6PKA49277.1hypothetical protein AXF42_Ash014179 [Apostasia shenzhenica]Apostasia_shenzhenica 30.80 0.00

TRINITY_DN52590_c2_g2GAQ92802.1hypothetical protein KFL_011450010, partial [Klebsormidium nitens]Klebsormidium_nitens 30.80 0.00

TRINITY_DN5577_c0_g1XP_002502588.1predicted protein [Micromonas commoda]Micromonas_commoda 30.80 0.00

TRINITY_DN15099_c0_g1XP_024535476.1enoyl-[acyl-carrier-protein] reductase, mitochondrial-like [Selaginella moellendorffii]Selaginella_moellendorffii 30.70 0.00

TRINITY_DN20791_c0_g2XP_021986744.1CBL-interacting serine/threonine-protein kinase 14-like, partial [Helianthus annuus]Helianthus_annuus 30.70 0.00

TRINITY_DN25925_c0_g2OAE25895.1hypothetical protein AXG93_2145s1950 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.70 0.00

TRINITY_DN30098_c0_g2XP_022929692.1protein BONZAI 3 [Cucurbita moschata]Cucurbita_moschata 30.70 0.00

TRINITY_DN32190_c0_g1XP_020599242.1serine/arginine-rich splicing factor RS2Z33-like [Phalaenopsis equestris]Phalaenopsis_equestris 30.70 0.00

TRINITY_DN32876_c0_g4PWA42002.1Sodium/calcium exchanger membrane region [Artemisia annua]Artemisia_annua 30.70 0.00

TRINITY_DN34014_c0_g1EFJ13952.1hypothetical protein SELMODRAFT_234670 [Selaginella moellendorffii]Selaginella_moellendorffii 30.70 0.00

TRINITY_DN34475_c0_g2XP_013644595.1probable tRNA (guanine(26)-N(2))-dimethyltransferase 2 [Brassica napus]Brassica_napus 30.70 0.00

TRINITY_DN34549_c0_g1RRT74059.1hypothetical protein B296_00014255 [Ensete ventricosum]Ensete_ventricosum 30.70 0.00

TRINITY_DN35356_c0_g1KDD74714.1subtilase, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 30.70 0.00

TRINITY_DN35512_c0_g3PTQ33525.1hypothetical protein MARPO_0088s0067 [Marchantia polymorpha]Marchantia_polymorpha 30.70 0.00

TRINITY_DN35613_c0_g1GAX80737.1hypothetical protein CEUSTIGMA_g8172.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN35676_c0_g2KXZ45094.1hypothetical protein GPECTOR_58g543 [Gonium pectorale]Gonium_pectorale 30.70 0.00

TRINITY_DN36403_c1_g3XP_002465599.1coatomer subunit gamma-1 [Sorghum bicolor]Sorghum_bicolor 30.70 0.00

TRINITY_DN36826_c2_g4XP_023890284.1uncharacterized protein LOC112002368 [Quercus suber]Quercus_suber 30.70 0.00

TRINITY_DN37018_c0_g1KZV49385.1hypothetical protein F511_10925 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 30.70 0.00

TRINITY_DN37037_c0_g5GAX74187.1hypothetical protein CEUSTIGMA_g1636.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN37079_c0_g1GAQ81904.1SMT3/SUMO-activating complex catalytic component UBA2 [Klebsormidium nitens]Klebsormidium_nitens 30.70 0.00

TRINITY_DN38336_c1_g3GAX82254.1hypothetical protein CEUSTIGMA_g9682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN38638_c0_g2GBG59877.1hypothetical protein CBR_g66684 [Chara braunii]Chara_braunii 30.70 0.00

TRINITY_DN38751_c0_g3PNW86393.1hypothetical protein CHLRE_02g084700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.70 0.00

TRINITY_DN38821_c0_g4GAQ86454.1hypothetical protein KFL_002900050 [Klebsormidium nitens]Klebsormidium_nitens 30.70 0.00

TRINITY_DN39094_c0_g1XP_023882931.1uncharacterized inositol polyphosphate kinase C970.08-like [Quercus suber]Quercus_suber 30.70 0.00

TRINITY_DN39157_c1_g2XP_001690822.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.70 0.00

TRINITY_DN39664_c1_g1XP_020180826.1patatin-like protein 2 isoform X2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 30.70 0.00

TRINITY_DN39935_c1_g2XP_005850336.1hypothetical protein CHLNCDRAFT_50640 [Chlorella variabilis]Chlorella_variabilis 30.70 0.00

TRINITY_DN40126_c0_g5OAE35335.1hypothetical protein AXG93_4491s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.70 0.00

TRINITY_DN40173_c0_g1XP_017638028.1PREDICTED: golgin candidate 4-like [Gossypium arboreum]Gossypium_arboreum 30.70 0.00

TRINITY_DN40302_c0_g2PSC69212.1FAD-linked oxidase [Micractinium conductrix]Micractinium_conductrix 30.70 0.00

TRINITY_DN40736_c0_g6XP_021292619.1serine/threonine-protein kinase dst2 isoform X1 [Herrania umbratica]Herrania_umbratica 30.70 0.00

TRINITY_DN41786_c0_g1KXZ43539.1hypothetical protein GPECTOR_87g401 [Gonium pectorale]Gonium_pectorale 30.70 0.00

TRINITY_DN41808_c0_g1XP_010063435.1PREDICTED: DNA topoisomerase 2-binding protein 1 [Eucalyptus grandis]Eucalyptus_grandis 30.70 0.00

TRINITY_DN41845_c0_g1XP_004973373.1aminopeptidase M1-B [Setaria italica]Setaria_italica 30.70 0.00

TRINITY_DN42055_c0_g1BAK05241.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.70 0.00

TRINITY_DN42593_c1_g8XP_004509774.1protein ecdysoneless homolog [Cicer arietinum]Cicer_arietinum 30.70 0.00

TRINITY_DN42884_c0_g2XP_021838912.1branchpoint-bridging protein [Spinacia oleracea]Spinacia_oleracea 30.70 0.00

TRINITY_DN43364_c0_g1XP_022838394.1ABC transporter, conserved site [Ostreococcus tauri]Ostreococcus_tauri 30.70 0.00

TRINITY_DN43376_c0_g1XP_003057732.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.70 0.00

TRINITY_DN43551_c1_g8PRW33222.1coatomer subunit delta-like isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 30.70 0.00

TRINITY_DN43727_c0_g5PWA98308.1Helicase, C-terminal [Artemisia annua]Artemisia_annua 30.70 0.00

TRINITY_DN44123_c0_g1GBF90459.1peptidase S8 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.70 0.00

TRINITY_DN44334_c1_g3XP_002952709.1hypothetical protein VOLCADRAFT_121079 [Volvox carteri f. nagariensis]Volvox_carteri 30.70 0.00

TRINITY_DN44614_c0_g4GAX73923.1hypothetical protein CEUSTIGMA_g1373.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN44702_c0_g2XP_001691654.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.70 0.00

TRINITY_DN45049_c0_g5OMO73030.1Serine hydrolase FSH [Corchorus olitorius]Corchorus_olitorius 30.70 0.00

TRINITY_DN4544_c0_g2XP_016733214.1PREDICTED: diacylglycerol kinase 1-like [Gossypium hirsutum]Gossypium_hirsutum 30.70 0.00

TRINITY_DN46587_c0_g5GAQ84564.1type I inositol-1, 4, 5-triphosphate 5-phosphatase cvp2 [Klebsormidium nitens]Klebsormidium_nitens 30.70 0.00

TRINITY_DN46977_c0_g6XP_023903045.1vacuolar amino acid transporter 3-like [Quercus suber]Quercus_suber 30.70 0.00

TRINITY_DN47009_c0_g7XP_023903045.1vacuolar amino acid transporter 3-like [Quercus suber]Quercus_suber 30.70 0.00

TRINITY_DN47634_c0_g5XP_001699233.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.70 0.00

TRINITY_DN47644_c0_g1GAX75359.1hypothetical protein CEUSTIGMA_g2803.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00



TRINITY_DN47645_c0_g2PLY71744.1hypothetical protein LSAT_3X36561 [Lactuca sativa]Lactuca_sativa 30.70 0.00

TRINITY_DN48233_c0_g1KXZ48732.1hypothetical protein GPECTOR_25g316 [Gonium pectorale]Gonium_pectorale 30.70 0.00

TRINITY_DN48305_c0_g3XP_024401101.1BTB/POZ and MATH domain-containing protein 1-like [Physcomitrella patens]Physcomitrella_patens 30.70 0.00

TRINITY_DN48506_c0_g2GAX76365.1hypothetical protein CEUSTIGMA_g3811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN48684_c0_g2KXZ41694.1hypothetical protein GPECTOR_317g16 [Gonium pectorale]Gonium_pectorale 30.70 0.00

TRINITY_DN49281_c0_g1GAX81556.1hypothetical protein CEUSTIGMA_g8984.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN49351_c0_g5XP_027919281.1peroxisomal acyl-coenzyme A oxidase 1-like [Vigna unguiculata]Vigna_unguiculata 30.70 0.00

TRINITY_DN49363_c0_g1GAX74846.1hypothetical protein CEUSTIGMA_g2292.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN49659_c0_g1GAX77265.1hypothetical protein CEUSTIGMA_g4711.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.70 0.00

TRINITY_DN49700_c0_g2XP_023919732.1uncharacterized protein LOC112031280 [Quercus suber]Quercus_suber 30.70 0.00

TRINITY_DN50932_c0_g5XP_002956582.1hypothetical protein VOLCADRAFT_97635 [Volvox carteri f. nagariensis]Volvox_carteri 30.70 0.00

TRINITY_DN51213_c0_g4XP_010667745.1PREDICTED: callose synthase 12 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.70 0.00

TRINITY_DN51754_c1_g3XP_013906608.1hypothetical protein MNEG_0358 [Monoraphidium neglectum]Monoraphidium_neglectum 30.70 0.00

TRINITY_DN52658_c1_g1PNH07816.1putative helicase MAGATAMA 3 [Tetrabaena socialis]Tetrabaena_socialis 30.70 0.00

TRINITY_DN2810_c0_g1XP_009401237.1PREDICTED: cell division cycle 20.2, cofactor of APC complex-like [Musa acuminata subsp. malaccensis]Musa_acuminata 30.60 0.00

TRINITY_DN29493_c0_g1XP_005647301.1laminin A, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.60 0.00

TRINITY_DN30695_c0_g1XP_002507191.1predicted protein [Micromonas commoda]Micromonas_commoda 30.60 0.00

TRINITY_DN30842_c0_g1BAA95359.1S-like RNase [Volvox carteri f. nagariensis]Volvox_carteri 30.60 0.00

TRINITY_DN32347_c0_g1GAX79485.1hypothetical protein CEUSTIGMA_g6926.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN32565_c0_g1OTF97044.1putative eukaryotic initiation factor 3 gamma subunit family protein [Helianthus annuus]Helianthus_annuus 30.60 0.00

TRINITY_DN33791_c0_g1XP_023892253.1cell division control protein 3-like [Quercus suber]Quercus_suber 30.60 0.00

TRINITY_DN34609_c0_g2XP_010038965.1PREDICTED: cullin-1 isoform X3 [Eucalyptus grandis]Eucalyptus_grandis 30.60 0.00

TRINITY_DN35815_c1_g6GAQ81112.1Zincin-like metalloproteases family protein [Klebsormidium nitens]Klebsormidium_nitens 30.60 0.00

TRINITY_DN35914_c0_g4GAQ87518.1hypothetical protein KFL_003580110 [Klebsormidium nitens]Klebsormidium_nitens 30.60 0.00

TRINITY_DN36059_c0_g5XP_022763206.1coatomer subunit alpha-1-like isoform X2 [Durio zibethinus]Durio_zibethinus 30.60 0.00

TRINITY_DN36122_c0_g1XP_005643501.1TBC-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.60 0.00

TRINITY_DN36220_c1_g11XP_016737483.1PREDICTED: DDB1- and CUL4-associated factor 8-like isoform X1 [Gossypium hirsutum]Gossypium_hirsutum 30.60 0.00

TRINITY_DN36567_c0_g1RAL51566.1hypothetical protein DM860_011068 [Cuscuta australis]Cuscuta_australis 30.60 0.00

TRINITY_DN36720_c0_g3XP_023728563.1cytochrome P450 734A1-like [Lactuca sativa]Lactuca_sativa 30.60 0.00

TRINITY_DN36720_c0_g6NP_001140247.1putative cytochrome P450 superfamily protein [Zea mays]Zea_mays 30.60 0.00

TRINITY_DN37083_c0_g2OAE28174.1hypothetical protein AXG93_2515s1120 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.60 0.00

TRINITY_DN37633_c0_g7XP_013905940.1hypothetical protein MNEG_1030 [Monoraphidium neglectum]Monoraphidium_neglectum 30.60 0.00

TRINITY_DN37672_c0_g2XP_020226088.1WD repeat-containing protein 26-like [Cajanus cajan]Cajanus_cajan 30.60 0.00

TRINITY_DN37980_c0_g1XP_004297718.1PREDICTED: F-box/LRR-repeat protein 4 [Fragaria vesca subsp. vesca]Fragaria_vesca 30.60 0.00

TRINITY_DN38362_c0_g2PRW58839.1L-cysteine desulfhydrase 1 isoform X2 [Chlorella sorokiniana]Chlorella_sorokiniana 30.60 0.00

TRINITY_DN38510_c0_g1GAX76311.1hypothetical protein CEUSTIGMA_g3757.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN38622_c1_g1KXZ46384.1hypothetical protein GPECTOR_44g6 [Gonium pectorale]Gonium_pectorale 30.60 0.00

TRINITY_DN38684_c0_g1AJR16774.1defective in cullin neddylation 1 protein [Petunia integrifolia subsp. inflata]Petunia_integrifolia 30.60 0.00

TRINITY_DN38703_c1_g3GAY34720.1hypothetical protein CUMW_277060 [Citrus unshiu]Citrus_unshiu 30.60 0.00

TRINITY_DN39249_c0_g4XP_026386254.1ribonuclease 1-like [Papaver somniferum]Papaver_somniferum 30.60 0.00

TRINITY_DN39412_c0_g7XP_008776600.1probable histidine kinase 4 [Phoenix dactylifera]Phoenix_dactylifera 30.60 0.00

TRINITY_DN39631_c2_g4GAX74169.1hypothetical protein CEUSTIGMA_g1618.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN40163_c1_g1PNW70651.1hypothetical protein CHLRE_17g728850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.60 0.00

TRINITY_DN40170_c0_g5OAE19749.1hypothetical protein AXG93_2958s1250 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.60 0.00

TRINITY_DN40244_c0_g4XP_021654332.1pumilio homolog 4-like, partial [Hevea brasiliensis]Hevea_brasiliensis 30.60 0.00

TRINITY_DN40312_c0_g4XP_021661505.1uncharacterized protein LOC110650710 isoform X1 [Hevea brasiliensis]Hevea_brasiliensis 30.60 0.00

TRINITY_DN41270_c0_g2GAX76446.1hypothetical protein CEUSTIGMA_g3891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN42194_c1_g5XP_008449896.1PREDICTED: LIMR family protein At5g01460 [Cucumis melo]Cucumis_melo 30.60 0.00

TRINITY_DN43444_c0_g3XP_024401123.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Physcomitrella patens]Physcomitrella_patens 30.60 0.00

TRINITY_DN44070_c0_g5BAK01092.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.60 0.00

TRINITY_DN44492_c1_g1GAX76340.1hypothetical protein CEUSTIGMA_g3786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN44605_c0_g7GAX79688.1hypothetical protein CEUSTIGMA_g7129.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN44968_c0_g6XP_003079879.2Aminoacyl-tRNA synthetase, class Ic [Ostreococcus tauri]Ostreococcus_tauri 30.60 0.00

TRINITY_DN45102_c0_g1XP_021998513.1serpin-ZX-like [Helianthus annuus]Helianthus_annuus 30.60 0.00

TRINITY_DN45505_c0_g6XP_023896171.1uncharacterized protein LOC112008051 [Quercus suber]Quercus_suber 30.60 0.00

TRINITY_DN45999_c0_g4XP_004251041.1probable fatty acyl-CoA reductase 4 [Solanum lycopersicum]Solanum_lycopersicum 30.60 0.00

TRINITY_DN46427_c0_g1XP_023871020.1uncharacterized protein LOC111983589 [Quercus suber]Quercus_suber 30.60 0.00

TRINITY_DN46670_c0_g3PNW76314.1hypothetical protein CHLRE_12g541352v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.60 0.00

TRINITY_DN47470_c0_g1GAX79508.1hypothetical protein CEUSTIGMA_g6949.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN48153_c0_g2RYR59982.1hypothetical protein Ahy_A04g017097 [Arachis hypogaea]Arachis_hypogaea 30.60 0.00

TRINITY_DN49085_c0_g3XP_002441057.1probable E3 ubiquitin-protein ligase LUL3 [Sorghum bicolor]Sorghum_bicolor 30.60 0.00

TRINITY_DN49342_c0_g1GAX80465.1hypothetical protein CEUSTIGMA_g7904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN49373_c0_g1XP_012089305.1actin [Jatropha curcas]Jatropha_curcas 30.60 0.00

TRINITY_DN49705_c0_g1XP_024403198.1E3 ubiquitin-protein ligase SHPRH-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 30.60 0.00

TRINITY_DN50038_c0_g2XP_001691473.1seryl-tRNA(Sec) kinase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.60 0.00

TRINITY_DN50476_c0_g2XP_015688256.1PREDICTED: cell division cycle protein 123 homolog [Oryza brachyantha]Oryza_brachyantha 30.60 0.00



TRINITY_DN51196_c1_g4PSC76727.1Extended synaptotagmin-3 [Micractinium conductrix]Micractinium_conductrix 30.60 0.00

TRINITY_DN51417_c0_g7PIA26155.1hypothetical protein AQUCO_09600012v1 [Aquilegia coerulea]Aquilegia_coerulea 30.60 0.00

TRINITY_DN51620_c0_g1XP_001693374.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.60 0.00

TRINITY_DN51997_c2_g2GAX83010.1hypothetical protein CEUSTIGMA_g10437.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN52555_c0_g1XP_023881057.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 30.60 0.00

TRINITY_DN52556_c1_g1GAX80963.1hypothetical protein CEUSTIGMA_g8398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.60 0.00

TRINITY_DN28906_c0_g1XP_026450026.1uncharacterized protein LOC113350152 isoform X1 [Papaver somniferum]Papaver_somniferum 30.50 0.00

TRINITY_DN31125_c0_g1XP_018489784.1PREDICTED: SKP1-like protein 13 [Raphanus sativus]Raphanus_sativus 30.50 0.00

TRINITY_DN31767_c0_g2GAQ84320.1UDP-galactose transporter related protein [Klebsormidium nitens]Klebsormidium_nitens 30.50 0.00

TRINITY_DN32148_c0_g3XP_011076073.1WD repeat-containing protein 91 homolog isoform X1 [Sesamum indicum]Sesamum_indicum 30.50 0.00

TRINITY_DN32149_c0_g2XP_021889477.1protein GFS12 [Carica papaya]Carica_papaya 30.50 0.00

TRINITY_DN32787_c0_g1PIN04662.1Protein tyrosine phosphatase [Handroanthus impetiginosus]Handroanthus_impetiginosus 30.50 0.00

TRINITY_DN34731_c0_g1XP_004987236.1dual specificity protein phosphatase 1B isoform X2 [Setaria italica]Setaria_italica 30.50 0.00

TRINITY_DN35005_c0_g1XP_006391042.1serine/threonine-protein kinase dst1 [Eutrema salsugineum]Eutrema_salsugineum 30.50 0.00

TRINITY_DN35352_c0_g6GBG83722.1hypothetical protein CBR_g37523 [Chara braunii]Chara_braunii 30.50 0.00

TRINITY_DN35720_c0_g1BAB71817.1hypothetical membrane protein-1 [Marchantia polymorpha]Marchantia_polymorpha 30.50 0.00

TRINITY_DN35872_c0_g1XP_024929611.1integrator complex subunit 9 isoform X3 [Ziziphus jujuba]Ziziphus_jujuba 30.50 0.00

TRINITY_DN36069_c0_g2XP_010693096.1PREDICTED: uncharacterized protein YKR070W-like [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.50 0.00

TRINITY_DN36244_c0_g3XP_019195780.1PREDICTED: glutathione S-transferase T1-like [Ipomoea nil]Ipomoea_nil 30.50 0.00

TRINITY_DN36708_c0_g8BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.50 0.00

TRINITY_DN36844_c0_g2GAX80979.1hypothetical protein CEUSTIGMA_g8414.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.50 0.00

TRINITY_DN36895_c0_g1BAU71124.1solute carrier family 31 [Parachlorella kessleri]Parachlorella_kessleri 30.50 0.00

TRINITY_DN36956_c1_g7XP_023916084.1coronin-like protein crn1 [Quercus suber]Quercus_suber 30.50 0.00

TRINITY_DN37150_c1_g4BAK02006.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.50 0.00

TRINITY_DN37364_c0_g1XP_002503272.1predicted protein [Micromonas commoda]Micromonas_commoda 30.50 0.00

TRINITY_DN37455_c0_g2XP_002532757.1gamma-glutamyl peptidase 5 [Ricinus communis]Ricinus_communis 30.50 0.00

TRINITY_DN37659_c0_g3XP_016506763.1PREDICTED: phospholipase D zeta 1-like isoform X1 [Nicotiana tabacum]Nicotiana_tabacum 30.50 0.00

TRINITY_DN38583_c0_g1KXZ43400.1hypothetical protein GPECTOR_91g554 [Gonium pectorale]Gonium_pectorale 30.50 0.00

TRINITY_DN38966_c0_g4PPD90356.1hypothetical protein GOBAR_DD12711 [Gossypium barbadense]Gossypium_barbadense 30.50 0.00

TRINITY_DN39090_c0_g10XP_002467666.1polygalacturonase inhibitor [Sorghum bicolor]Sorghum_bicolor 30.50 0.00

TRINITY_DN39749_c0_g5XP_010065209.1PREDICTED: cinnamoyl-CoA reductase 1 [Eucalyptus grandis]Eucalyptus_grandis 30.50 0.00

TRINITY_DN40507_c0_g2XP_024384809.1uncharacterized protein LOC112286782 [Physcomitrella patens]Physcomitrella_patens 30.50 0.00

TRINITY_DN40531_c0_g3KZV42210.1Para-nitrobenzyl esterase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 30.50 0.00

TRINITY_DN40600_c0_g1PSC73662.1glucose-methanol-choline oxidoreductase isoform A [Micractinium conductrix]Micractinium_conductrix 30.50 0.00

TRINITY_DN40707_c0_g4GAX73782.1hypothetical protein CEUSTIGMA_g1233.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.50 0.00

TRINITY_DN40741_c0_g3XP_002950287.1hypothetical protein VOLCADRAFT_104675 [Volvox carteri f. nagariensis]Volvox_carteri 30.50 0.00

TRINITY_DN40781_c0_g2XP_021851365.1putative tRNA pseudouridine synthase isoform X1 [Spinacia oleracea]Spinacia_oleracea 30.50 0.00

TRINITY_DN41004_c1_g2XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 30.50 0.00

TRINITY_DN41660_c0_g7XP_010935505.1PREDICTED: beta-hexosaminidase 2 [Elaeis guineensis]Elaeis_guineensis 30.50 0.00

TRINITY_DN41688_c1_g5XP_020113356.1E3 ubiquitin ligase BIG BROTHER-related-like [Ananas comosus]Ananas_comosus 30.50 0.00

TRINITY_DN42154_c0_g4XP_015644096.1ER membrane protein complex subunit 7 homolog [Oryza sativa Japonica Group]Oryza_sativa 30.50 0.00

TRINITY_DN42166_c0_g2XP_011093367.1tubulin-folding cofactor D isoform X1 [Sesamum indicum]Sesamum_indicum 30.50 0.00

TRINITY_DN42520_c0_g1PTQ31605.1hypothetical protein MARPO_0109s0035 [Marchantia polymorpha]Marchantia_polymorpha 30.50 0.00

TRINITY_DN42967_c0_g4XP_004951309.1transcription factor GTE4 [Setaria italica]Setaria_italica 30.50 0.00

TRINITY_DN44921_c0_g1XP_017218573.1PREDICTED: ecotropic viral integration site 5 protein homolog isoform X1 [Daucus carota subsp. sativus]Daucus_carota 30.50 0.00

TRINITY_DN45078_c0_g4XP_007163817.1hypothetical protein PHAVU_001G266900g [Phaseolus vulgaris]Phaseolus_vulgaris 30.50 0.00

TRINITY_DN45108_c0_g3XP_023912297.1uncharacterized protein LOC112023898 [Quercus suber]Quercus_suber 30.50 0.00

TRINITY_DN47173_c1_g1RQL76224.1hypothetical protein DY000_00002103, partial [Brassica cretica]Brassica_cretica 30.50 0.00

TRINITY_DN47196_c0_g1AAK63209.1C2H2 zinc-finger protein, partial [Zea mays]Zea_mays 30.50 0.00

TRINITY_DN47357_c0_g1XP_001690527.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.50 0.00

TRINITY_DN47394_c0_g2OAE31917.1hypothetical protein AXG93_4485s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.50 0.00

TRINITY_DN51372_c1_g1GBF96889.1hypothetical protein Rsub_09894 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.50 0.00

TRINITY_DN5589_c0_g1XP_002505634.1predicted protein [Micromonas commoda]Micromonas_commoda 30.50 0.00

TRINITY_DN11174_c0_g1GBG60253.1hypothetical protein CBR_g3497 [Chara braunii]Chara_braunii 30.40 0.00

TRINITY_DN11913_c0_g1XP_024374764.1uncharacterized protein LOC112281937 isoform X2 [Physcomitrella patens]Physcomitrella_patens 30.40 0.00

TRINITY_DN16991_c0_g1XP_003061780.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.40 0.00

TRINITY_DN28790_c0_g1XP_022846631.1serine/threonine-protein kinase ATG1c-like isoform X1 [Olea europaea var. sylvestris]Olea_europaea 30.40 0.00

TRINITY_DN32103_c0_g1GAX84453.1hypothetical protein CEUSTIGMA_g11873.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN33662_c0_g1XP_002881686.1probable signal peptidase complex subunit 2 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 30.40 0.00

TRINITY_DN33726_c0_g1GAQ80473.1hypothetical protein KFL_000550050 [Klebsormidium nitens]Klebsormidium_nitens 30.40 0.00

TRINITY_DN34030_c0_g3GAV86171.1Metallophos domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 30.40 0.00

TRINITY_DN34071_c0_g1XP_021856262.1peroxisomal acyl-coenzyme A oxidase 1-like [Spinacia oleracea]Spinacia_oleracea 30.40 0.00

TRINITY_DN34243_c0_g1XP_001694178.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.40 0.00

TRINITY_DN34646_c0_g1PWA98374.1PDI-like 1-3 [Artemisia annua]Artemisia_annua 30.40 0.00

TRINITY_DN34689_c0_g1OAO89826.1RMV1 [Arabidopsis thaliana]Arabidopsis_thaliana 30.40 0.00

TRINITY_DN36061_c0_g2GAX79878.1hypothetical protein CEUSTIGMA_g7318.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00



TRINITY_DN36565_c0_g7GAX78780.1hypothetical protein CEUSTIGMA_g6217.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN36766_c0_g2XP_023889130.1vacuolar membrane protein pep3-like [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN37103_c0_g1XP_002981556.1ultraviolet-B receptor UVR8 [Selaginella moellendorffii]Selaginella_moellendorffii 30.40 0.00

TRINITY_DN37396_c0_g1RID52491.1hypothetical protein BRARA_H03085 [Brassica rapa]Brassica_rapa 30.40 0.00

TRINITY_DN37500_c0_g1XP_009406059.1PREDICTED: CBL-interacting protein kinase 18-like [Musa acuminata subsp. malaccensis]Musa_acuminata 30.40 0.00

TRINITY_DN37556_c0_g13XP_023907429.1LOW QUALITY PROTEIN: uncharacterized protein LOC112019135 [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN37752_c0_g2XP_023876261.1uncharacterized protein LOC111988703 isoform X1 [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN37897_c1_g5RAL44051.1hypothetical protein DM860_018024 [Cuscuta australis]Cuscuta_australis 30.40 0.00

TRINITY_DN38192_c0_g2XP_012066429.15'-nucleotidase domain-containing protein DDB_G0275467 isoform X2 [Jatropha curcas]Jatropha_curcas 30.40 0.00

TRINITY_DN38495_c0_g1GAQ86326.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 30.40 0.00

TRINITY_DN38578_c1_g7KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 30.40 0.00

TRINITY_DN38966_c0_g2KEH40092.1metalloendopeptidase/zinc ion-binding protein [Medicago truncatula]Medicago_truncatula 30.40 0.00

TRINITY_DN38974_c0_g1XP_010943078.1PREDICTED: THO complex subunit 5A [Elaeis guineensis]Elaeis_guineensis 30.40 0.00

TRINITY_DN39139_c0_g5PWA95871.1Galactose mutarotase-like domain-containing protein [Artemisia annua]Artemisia_annua 30.40 0.00

TRINITY_DN39188_c1_g3OEL23577.1Kinesin-13A, partial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 30.40 0.00

TRINITY_DN39323_c0_g6XP_004308972.1PREDICTED: CBL-interacting protein kinase 18-like [Fragaria vesca subsp. vesca]Fragaria_vesca 30.40 0.00

TRINITY_DN39446_c0_g9XP_024525967.1uncharacterized protein LOC112344811 [Selaginella moellendorffii]Selaginella_moellendorffii 30.40 0.00

TRINITY_DN39578_c0_g10XP_023907716.1beclin-1-like [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN39713_c0_g2XP_023898384.15'-nucleotidase-like [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN39925_c0_g8GAX78399.1hypothetical protein CEUSTIGMA_g5841.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN39947_c0_g3PLY68677.1hypothetical protein LSAT_7X58821 [Lactuca sativa]Lactuca_sativa 30.40 0.00

TRINITY_DN39948_c1_g9NP_039272.1NADH dehydrogenase subunit 2 (chloroplast) [Marchantia paleacea]Marchantia_paleacea 30.40 0.00

TRINITY_DN40158_c0_g2ERN16258.1hypothetical protein AMTR_s00063p00149680 [Amborella trichopoda]Amborella_trichopoda 30.40 0.00

TRINITY_DN41347_c0_g4GAX84298.1hypothetical protein CEUSTIGMA_g11720.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN41382_c0_g1PRW21102.1Phospholipase B-like 1 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 30.40 0.00

TRINITY_DN42171_c0_g1EFJ19782.1hypothetical protein SELMODRAFT_419047 [Selaginella moellendorffii]Selaginella_moellendorffii 30.40 0.00

TRINITY_DN42707_c0_g1BAJ89451.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.40 0.00

TRINITY_DN43858_c0_g2GAX82923.1hypothetical protein CEUSTIGMA_g10350.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN44385_c0_g1GAX74185.1hypothetical protein CEUSTIGMA_g1634.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN44443_c1_g7KYP70303.1Signal transduction histidine-protein kinase barA [Cajanus cajan]Cajanus_cajan 30.40 0.00

TRINITY_DN44481_c0_g1PNW81954.1hypothetical protein CHLRE_06g267800v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.40 0.00

TRINITY_DN44954_c0_g6XP_002958120.1hypothetical protein VOLCADRAFT_99306 [Volvox carteri f. nagariensis]Volvox_carteri 30.40 0.00

TRINITY_DN45147_c0_g3GBG73644.1hypothetical protein CBR_g16987 [Chara braunii]Chara_braunii 30.40 0.00

TRINITY_DN45575_c1_g3BAK01125.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.40 0.00

TRINITY_DN45668_c1_g3XP_012446580.1PREDICTED: uncharacterized protein LOC105770076 [Gossypium raimondii]Gossypium_raimondii 30.40 0.00

TRINITY_DN45954_c0_g2PNW83097.1hypothetical protein CHLRE_06g306400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.40 0.00

TRINITY_DN46625_c0_g4XP_023911535.1uncharacterized protein LOC112023148 [Quercus suber]Quercus_suber 30.40 0.00

TRINITY_DN47270_c0_g2GAX83628.1hypothetical protein CEUSTIGMA_g11052.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN47484_c0_g1KMZ71536.1putative acetyltransferase NATA1-like [Zostera marina]Zostera_marina 30.40 0.00

TRINITY_DN47966_c0_g3XP_012440353.1PREDICTED: monoglyceride lipase-like [Gossypium raimondii]Gossypium_raimondii 30.40 0.00

TRINITY_DN47999_c0_g2GAX82777.1hypothetical protein CEUSTIGMA_g10203.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN49208_c0_g3XP_002458010.1vacuolar protein-sorting-associated protein 33 homolog [Sorghum bicolor]Sorghum_bicolor 30.40 0.00

TRINITY_DN49317_c0_g4PWA55162.1cytochrome P450 [Artemisia annua]Artemisia_annua 30.40 0.00

TRINITY_DN51116_c0_g1PSC69491.1Magnesium transporter MRS2-4 [Micractinium conductrix]Micractinium_conductrix 30.40 0.00

TRINITY_DN51309_c0_g4GAX74805.1hypothetical protein CEUSTIGMA_g2252.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.40 0.00

TRINITY_DN21720_c0_g2PIN20360.1Acyl-CoA synthetase [Handroanthus impetiginosus]Handroanthus_impetiginosus 30.30 0.00

TRINITY_DN22784_c0_g3RZC30309.1Alpha-mannosidase isoform D [Glycine soja]Glycine_soja 30.30 0.00

TRINITY_DN25635_c0_g1AXR85322.1UFD2 [Sanionia uncinata]Sanionia_uncinata 30.30 0.00

TRINITY_DN30266_c0_g1XP_023871194.1ceramide very long chain fatty acid hydroxylase SCS7-like [Quercus suber]Quercus_suber 30.30 0.00

TRINITY_DN31513_c0_g1ERM97995.1hypothetical protein AMTR_s00117p00135700 [Amborella trichopoda]Amborella_trichopoda 30.30 0.00

TRINITY_DN32413_c0_g1XP_001695908.1peptidyl-prolyl cis-trans isomerase, parvulin-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.30 0.00

TRINITY_DN34003_c1_g1GBF88229.1cystathionine beta-lyase [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.30 0.00

TRINITY_DN34709_c0_g1XP_009364220.1PREDICTED: chloride channel protein CLC-d-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 30.30 0.00

TRINITY_DN34786_c0_g1XP_006484298.1uncharacterized protein LOC102611506 [Citrus sinensis]Citrus_sinensis 30.30 0.00

TRINITY_DN34828_c0_g1XP_023735140.1alkylated DNA repair protein alkB homolog 8 [Lactuca sativa]Lactuca_sativa 30.30 0.00

TRINITY_DN35116_c0_g1XP_023926148.1rRNA methyltransferase 2, mitochondrial-like [Quercus suber]Quercus_suber 30.30 0.00

TRINITY_DN35384_c0_g1XP_016651120.1PREDICTED: protein SEH1 [Prunus mume]Prunus_mume 30.30 0.00

TRINITY_DN35391_c0_g1GAY57345.1hypothetical protein CUMW_178710 [Citrus unshiu]Citrus_unshiu 30.30 0.00

TRINITY_DN35507_c0_g1XP_010666544.1PREDICTED: cell division cycle protein 123 homolog isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.30 0.00

TRINITY_DN35577_c0_g4GAQ85119.1hypothetical protein KFL_002200055 [Klebsormidium nitens]Klebsormidium_nitens 30.30 0.00

TRINITY_DN35974_c0_g2XP_009354341.1PREDICTED: CBL-interacting serine/threonine-protein kinase 10-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 30.30 0.00

TRINITY_DN36078_c0_g1XP_002949461.1hypothetical protein VOLCADRAFT_109721 [Volvox carteri f. nagariensis]Volvox_carteri 30.30 0.00

TRINITY_DN36250_c0_g1PRW45119.1RNA pseudouridine synthase 5 isoform X2 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 30.30 0.00

TRINITY_DN36266_c0_g1GAX82760.1hypothetical protein CEUSTIGMA_g10186.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.30 0.00

TRINITY_DN36766_c0_g1XP_004248834.1phosphoglycerate mutase-like protein AT74 [Solanum lycopersicum]Solanum_lycopersicum 30.30 0.00

TRINITY_DN36843_c1_g3KXZ51207.1hypothetical protein GPECTOR_13g694 [Gonium pectorale]Gonium_pectorale 30.30 0.00



TRINITY_DN37051_c2_g8XP_004976500.1protein LAZ1 [Setaria italica]Setaria_italica 30.30 0.00

TRINITY_DN37248_c1_g8GAX79773.1hypothetical protein CEUSTIGMA_g7213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.30 0.00

TRINITY_DN37579_c0_g4XP_002949097.1hypothetical protein VOLCADRAFT_117046 [Volvox carteri f. nagariensis]Volvox_carteri 30.30 0.00

TRINITY_DN37807_c0_g1RMZ52575.1hypothetical protein APUTEX25_003718, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 30.30 0.00

TRINITY_DN37885_c0_g6XP_002957788.1hypothetical protein VOLCADRAFT_98912 [Volvox carteri f. nagariensis]Volvox_carteri 30.30 0.00

TRINITY_DN37956_c0_g1XP_005649087.1hypothetical protein COCSUDRAFT_40909 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.30 0.00

TRINITY_DN38198_c1_g6KFK43446.1hypothetical protein AALP_AA1G126200 [Arabis alpina]Arabis_alpina 30.30 0.00

TRINITY_DN38264_c0_g1XP_023902659.1indoleamine 2,3-dioxygenase-like [Quercus suber]Quercus_suber 30.30 0.00

TRINITY_DN38393_c0_g1GAQ88528.1hypothetical protein KFL_004360100 [Klebsormidium nitens]Klebsormidium_nitens 30.30 0.00

TRINITY_DN39035_c1_g2XP_004292009.1PREDICTED: transcription factor TFIIIB component B'' homolog [Fragaria vesca subsp. vesca]Fragaria_vesca 30.30 0.00

TRINITY_DN39254_c0_g1XP_024385693.1elongator complex protein 4-like [Physcomitrella patens]Physcomitrella_patens 30.30 0.00

TRINITY_DN40771_c2_g7XP_018815795.1PREDICTED: ATP-dependent DNA helicase 2 subunit KU70 [Juglans regia]Juglans_regia 30.30 0.00

TRINITY_DN41432_c1_g5XP_020274550.1pathogenesis-related protein PRB1-3-like [Asparagus officinalis]Asparagus_officinalis 30.30 0.00

TRINITY_DN42283_c0_g4KEH27604.1ACT-like tyrosine kinase family protein [Medicago truncatula]Medicago_truncatula 30.30 0.00

TRINITY_DN42672_c0_g1XP_011398441.1putative beta-1,3-galactosyltransferase 12 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 30.30 0.00

TRINITY_DN43480_c0_g7XP_005648912.1hypothetical protein COCSUDRAFT_83672 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.30 0.00

TRINITY_DN43693_c0_g9PNW75230.1hypothetical protein CHLRE_12g518107v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.30 0.00

TRINITY_DN44157_c0_g3PNY08854.1riboflavin biosynthesis protein RibD [Trifolium pratense]Trifolium_pratense 30.30 0.00

TRINITY_DN44469_c0_g1KMZ72016.1Glyoxysomal processing protease, glyoxysomal [Zostera marina]Zostera_marina 30.30 0.00

TRINITY_DN44680_c0_g2XP_002504357.1resistance-nodulation-cell division superfamily [Micromonas commoda]Micromonas_commoda 30.30 0.00

TRINITY_DN45647_c0_g6XP_023925343.1probable Rho-type GTPase-activating protein 3 [Quercus suber]Quercus_suber 30.30 0.00

TRINITY_DN45654_c0_g3XP_019427878.1PREDICTED: probable splicing factor 3A subunit 1 [Lupinus angustifolius]Lupinus_angustifolius 30.30 0.00

TRINITY_DN45872_c0_g2XP_002949941.1hypothetical protein VOLCADRAFT_120813 [Volvox carteri f. nagariensis]Volvox_carteri 30.30 0.00

TRINITY_DN45889_c0_g1KXZ46221.1hypothetical protein GPECTOR_46g290 [Gonium pectorale]Gonium_pectorale 30.30 0.00

TRINITY_DN46872_c0_g3GAX78062.1hypothetical protein CEUSTIGMA_g5504.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.30 0.00

TRINITY_DN46962_c0_g2PNH02630.1hypothetical protein TSOC_011390 [Tetrabaena socialis]Tetrabaena_socialis 30.30 0.00

TRINITY_DN47010_c0_g4PTQ41970.1hypothetical protein MARPO_0032s0134 [Marchantia polymorpha]Marchantia_polymorpha 30.30 0.00

TRINITY_DN47318_c0_g1XP_002265670.1PREDICTED: receptor homology region, transmembrane domain- and RING domain-containing protein 1 [Vitis vinifera]Vitis_vinifera 30.30 0.00

TRINITY_DN47490_c0_g9XP_005650543.1RabGAP/TBC protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.30 0.00

TRINITY_DN47707_c0_g2XP_001699140.1guanylate cyclase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.30 0.00

TRINITY_DN48095_c0_g9EEF26419.1lipid A export ATP-binding/permease protein msba, putative [Ricinus communis]Ricinus_communis 30.30 0.00

TRINITY_DN49342_c0_g2XP_006446307.1protein CLT1, chloroplastic [Citrus clementina]Citrus_clementina 30.30 0.00

TRINITY_DN49433_c0_g2XP_023890291.1oxysterol-binding protein-like protein OBPalpha [Quercus suber]Quercus_suber 30.30 0.00

TRINITY_DN49544_c0_g3OAE28615.1hypothetical protein AXG93_1335s1060 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.30 0.00

TRINITY_DN49822_c1_g1GAX72667.1hypothetical protein CEUSTIGMA_g123.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.30 0.00

TRINITY_DN50169_c0_g1XP_002946522.1hypothetical protein VOLCADRAFT_79034 [Volvox carteri f. nagariensis]Volvox_carteri 30.30 0.00

TRINITY_DN50347_c0_g1PRW18400.1vacuolar transport chaperone [Chlorella sorokiniana]Chlorella_sorokiniana 30.30 0.00

TRINITY_DN50536_c0_g2KXZ47967.1hypothetical protein GPECTOR_31g329 [Gonium pectorale]Gonium_pectorale 30.30 0.00

TRINITY_DN50648_c0_g7GAX79057.1hypothetical protein CEUSTIGMA_g6497.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.30 0.00

TRINITY_DN15469_c0_g2XP_023902607.1dipeptidyl peptidase 3-like [Quercus suber]Quercus_suber 30.20 0.00

TRINITY_DN16945_c0_g2SAI76015.1ATP synthase F0 subunit 6 (mitochondrion) [Botryococcus braunii Showa]Botryococcus_braunii 30.20 0.00

TRINITY_DN21376_c0_g1XP_002948187.1hypothetical protein VOLCADRAFT_88562 [Volvox carteri f. nagariensis]Volvox_carteri 30.20 0.00

TRINITY_DN25343_c0_g1XP_007512040.1mitochondrial carrier family [Bathycoccus prasinos]Bathycoccus_prasinos 30.20 0.00

TRINITY_DN30296_c0_g1XP_010481538.1PREDICTED: heat stress transcription factor A-4c-like [Camelina sativa]Camelina_sativa 30.20 0.00

TRINITY_DN31292_c0_g1PRW20908.1Oxidoreductase HTATIP2 [Chlorella sorokiniana]Chlorella_sorokiniana 30.20 0.00

TRINITY_DN31457_c0_g3XP_020585309.1nuclear pore complex protein NUP96 [Phalaenopsis equestris]Phalaenopsis_equestris 30.20 0.00

TRINITY_DN33960_c0_g1XP_024379128.1uncharacterized protein LOC112283946 isoform X1 [Physcomitrella patens]Physcomitrella_patens 30.20 0.00

TRINITY_DN34776_c0_g16GBF92971.1hypothetical protein Rsub_05807 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.20 0.00

TRINITY_DN35480_c0_g1XP_006346197.1PREDICTED: adenylyltransferase and sulfurtransferase MOCS3 [Solanum tuberosum]Solanum_tuberosum 30.20 0.00

TRINITY_DN36049_c0_g1XP_027329187.1uncharacterized protein LOC113845803 isoform X3 [Abrus precatorius]Abrus_precatorius 30.20 0.00

TRINITY_DN36637_c0_g12XP_022764842.1CBL-interacting protein kinase 2-like [Durio zibethinus]Durio_zibethinus 30.20 0.00

TRINITY_DN37281_c0_g1XP_004958390.1E3 ubiquitin-protein ligase RKP [Setaria italica]Setaria_italica 30.20 0.00

TRINITY_DN37609_c0_g3PON51570.1Glucosidase 2 subunit beta [Parasponia andersonii]Parasponia_andersonii 30.20 0.00

TRINITY_DN37865_c1_g5PRW45199.1carboxylic ester hydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 30.20 0.00

TRINITY_DN37937_c0_g4PNW85550.1hypothetical protein CHLRE_03g191900v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN38197_c0_g1XP_020571063.1ASC1-like protein 3 [Phalaenopsis equestris]Phalaenopsis_equestris 30.20 0.00

TRINITY_DN38365_c1_g2GBG83868.1hypothetical protein CBR_g37665 [Chara braunii]Chara_braunii 30.20 0.00

TRINITY_DN38478_c0_g5PON45989.1Cytoplasmic FMR1-interacting protein [Parasponia andersonii]Parasponia_andersonii 30.20 0.00

TRINITY_DN38759_c0_g1XP_027111663.1protein MOTHER of FT and TFL1 homolog 1-like [Coffea arabica]Coffea_arabica 30.20 0.00

TRINITY_DN39402_c0_g3EFJ09599.1hypothetical protein SELMODRAFT_129656 [Selaginella moellendorffii]Selaginella_moellendorffii 30.20 0.00

TRINITY_DN40618_c1_g1XP_001702033.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN40796_c1_g4KCW81138.1hypothetical protein EUGRSUZ_C02511 [Eucalyptus grandis]Eucalyptus_grandis 30.20 0.00

TRINITY_DN41276_c0_g1XP_001694916.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN41872_c0_g9OMO75051.1hypothetical protein CCACVL1_16351 [Corchorus capsularis]Corchorus_capsularis 30.20 0.00

TRINITY_DN42177_c0_g1PNW88108.1hypothetical protein CHLRE_01g014500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN42276_c3_g2OAE29557.1hypothetical protein AXG93_702s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.20 0.00



TRINITY_DN42299_c1_g2GAX74850.1hypothetical protein CEUSTIGMA_g2296.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN42307_c0_g1GAX84202.1hypothetical protein CEUSTIGMA_g11625.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN43007_c1_g9PRW58551.1amidohydrolase isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 30.20 0.00

TRINITY_DN43203_c0_g1XP_010025472.1PREDICTED: ABC transporter D family member 1 [Eucalyptus grandis]Eucalyptus_grandis 30.20 0.00

TRINITY_DN43331_c0_g2KXZ42145.1hypothetical protein GPECTOR_196g337 [Gonium pectorale]Gonium_pectorale 30.20 0.00

TRINITY_DN43779_c1_g1PNH12282.1WW domain-containing oxidoreductase [Tetrabaena socialis]Tetrabaena_socialis 30.20 0.00

TRINITY_DN43980_c0_g4XP_009769239.1PREDICTED: BSD domain-containing protein 1-like [Nicotiana sylvestris]Nicotiana_sylvestris 30.20 0.00

TRINITY_DN44983_c0_g2PNH08464.1hypothetical protein TSOC_004969, partial [Tetrabaena socialis]Tetrabaena_socialis 30.20 0.00

TRINITY_DN45013_c1_g5GBG76099.1hypothetical protein CBR_g21758 [Chara braunii]Chara_braunii 30.20 0.00

TRINITY_DN45153_c0_g2XP_002971843.1rRNA biogenesis protein RRP5 [Selaginella moellendorffii]Selaginella_moellendorffii 30.20 0.00

TRINITY_DN45327_c0_g1KMZ72576.1Eukaryotic translation initiation factor 2D [Zostera marina]Zostera_marina 30.20 0.00

TRINITY_DN45416_c0_g5XP_006826400.1F-box protein At5g06550 [Amborella trichopoda]Amborella_trichopoda 30.20 0.00

TRINITY_DN45709_c1_g4GAX74467.1hypothetical protein CEUSTIGMA_g1916.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN45775_c0_g1OAE22750.1hypothetical protein AXG93_2035s1340 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 30.20 0.00

TRINITY_DN46110_c2_g1PNW69846.1hypothetical protein CHLRE_18g749047v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN46637_c0_g7XP_019249894.1PREDICTED: protein transport protein SFT2-like [Nicotiana attenuata]Nicotiana_attenuata 30.20 0.00

TRINITY_DN46685_c2_g1GAQ80294.1calcium-dependent cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 30.20 0.00

TRINITY_DN47001_c0_g9XP_027941447.1heat stress transcription factor B-4b-like [Vigna unguiculata]Vigna_unguiculata 30.20 0.00

TRINITY_DN47071_c1_g3GAX79872.1hypothetical protein CEUSTIGMA_g7312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN47106_c0_g2GAX84953.1hypothetical protein CEUSTIGMA_g12374.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN47855_c0_g1XP_020169865.1ALG-2 interacting protein X-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 30.20 0.00

TRINITY_DN47860_c0_g2XP_017248012.1PREDICTED: leishmanolysin-like peptidase [Daucus carota subsp. sativus]Daucus_carota 30.20 0.00

TRINITY_DN48839_c1_g2XP_002946505.1hypothetical protein VOLCADRAFT_86511 [Volvox carteri f. nagariensis]Volvox_carteri 30.20 0.00

TRINITY_DN48853_c1_g5KXZ45770.1hypothetical protein GPECTOR_50g563 [Gonium pectorale]Gonium_pectorale 30.20 0.00

TRINITY_DN49505_c1_g3XP_001698062.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN49772_c0_g2KZM98245.1hypothetical protein DCAR_014393 [Daucus carota subsp. sativus]Daucus_carota 30.20 0.00

TRINITY_DN50290_c0_g7XP_010671815.1PREDICTED: inositol transporter 1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.20 0.00

TRINITY_DN50341_c1_g7PNW80603.1hypothetical protein CHLRE_07g324350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.20 0.00

TRINITY_DN50873_c0_g1GAX77682.1hypothetical protein CEUSTIGMA_g5125.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN51597_c0_g3GAQ85420.1Putative histidine kinase containing cheY-homologous receiver domain and PAS domain [Klebsormidium nitens]Klebsormidium_nitens 30.20 0.00

TRINITY_DN51975_c1_g1GAX82593.1hypothetical protein CEUSTIGMA_g10019.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN52098_c0_g2XP_023873246.1ankyrin repeat-containing protein At5g02620-like, partial [Quercus suber]Quercus_suber 30.20 0.00

TRINITY_DN52373_c1_g1GAX73349.1hypothetical protein CEUSTIGMA_g802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.20 0.00

TRINITY_DN52486_c1_g2GAQ91153.1hypothetical protein KFL_007350025 [Klebsormidium nitens]Klebsormidium_nitens 30.20 0.00

TRINITY_DN52666_c1_g3GAQ88259.1hypothetical protein KFL_004130050 [Klebsormidium nitens]Klebsormidium_nitens 30.20 0.00

TRINITY_DN53685_c0_g1XP_023895990.1DNA damage tolerance protein RHC31-like [Quercus suber]Quercus_suber 30.20 0.00

TRINITY_DN22441_c0_g1EFJ11981.1hypothetical protein SELMODRAFT_104, partial [Selaginella moellendorffii]Selaginella_moellendorffii 30.10 0.00

TRINITY_DN27279_c0_g2PRW56865.1NADPH:quinone reductase [Chlorella sorokiniana]Chlorella_sorokiniana 30.10 0.00

TRINITY_DN31045_c0_g1XP_023871052.1clustered mitochondria protein homolog [Quercus suber]Quercus_suber 30.10 0.00

TRINITY_DN33733_c0_g2XP_020593570.1LOW QUALITY PROTEIN: formin-like protein 20 [Phalaenopsis equestris]Phalaenopsis_equestris 30.10 0.00

TRINITY_DN34186_c0_g1XP_002951357.1hypothetical protein VOLCADRAFT_105093 [Volvox carteri f. nagariensis]Volvox_carteri 30.10 0.00

TRINITY_DN34206_c0_g1XP_027942310.1LOW QUALITY PROTEIN: probable protein phosphatase 2C 27 [Vigna unguiculata]Vigna_unguiculata 30.10 0.00

TRINITY_DN34773_c0_g2XP_020519568.1uncharacterized protein LOC18428793 isoform X3 [Amborella trichopoda]Amborella_trichopoda 30.10 0.00

TRINITY_DN34982_c0_g1OUS42113.1hypothetical protein BE221DRAFT_202033 [Ostreococcus tauri]Ostreococcus_tauri 30.10 0.00

TRINITY_DN35335_c0_g5XP_019439617.1PREDICTED: CBL-interacting serine/threonine-protein kinase 20-like [Lupinus angustifolius]Lupinus_angustifolius 30.10 0.00

TRINITY_DN36066_c0_g1XP_012075645.13-hydroxyisobutyryl-CoA hydrolase 1 [Jatropha curcas]Jatropha_curcas 30.10 0.00

TRINITY_DN36610_c0_g4OTF85497.1putative winged helix-turn-helix DNA-binding domain-containing protein [Helianthus annuus]Helianthus_annuus 30.10 0.00

TRINITY_DN36709_c0_g10EFJ20669.1hypothetical protein SELMODRAFT_108250, partial [Selaginella moellendorffii]Selaginella_moellendorffii 30.10 0.00

TRINITY_DN37009_c0_g1OVA17621.1WD40 repeat [Macleaya cordata]Macleaya_cordata 30.10 0.00

TRINITY_DN37959_c1_g8GAX73007.1hypothetical protein CEUSTIGMA_g459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN38038_c0_g2XP_009787887.1PREDICTED: uncharacterized protein K02A2.6-like [Nicotiana sylvestris]Nicotiana_sylvestris 30.10 0.00

TRINITY_DN38323_c1_g4KYP47569.1DNA mismatch repair protein Msh6-1 [Cajanus cajan]Cajanus_cajan 30.10 0.00

TRINITY_DN38906_c0_g1XP_002958763.1hypothetical protein VOLCADRAFT_108305 [Volvox carteri f. nagariensis]Volvox_carteri 30.10 0.00

TRINITY_DN39530_c0_g3XP_005642699.1mitochondrial carrier, partial [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.10 0.00

TRINITY_DN40029_c0_g2KXZ43844.1hypothetical protein GPECTOR_79g123 [Gonium pectorale]Gonium_pectorale 30.10 0.00

TRINITY_DN40347_c0_g2XP_023766803.1importin subunit alpha-2-like [Lactuca sativa]Lactuca_sativa 30.10 0.00

TRINITY_DN40418_c1_g1EFJ18204.1hypothetical protein SELMODRAFT_113053 [Selaginella moellendorffii]Selaginella_moellendorffii 30.10 0.00

TRINITY_DN40534_c0_g1XP_019170888.1PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Ipomoea nil]Ipomoea_nil 30.10 0.00

TRINITY_DN40659_c0_g4PSC74217.1ubiquitin specific peptidase 24 isoform A [Micractinium conductrix]Micractinium_conductrix 30.10 0.00

TRINITY_DN40667_c0_g1GAX73816.1hypothetical protein CEUSTIGMA_g1267.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN40776_c0_g8GAX84143.1hypothetical protein CEUSTIGMA_g11566.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN40968_c0_g2XP_008234858.1PREDICTED: probable calcium-binding protein CML18 [Prunus mume]Prunus_mume 30.10 0.00

TRINITY_DN42239_c0_g5BAK00435.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 30.10 0.00

TRINITY_DN42335_c0_g4GAX74463.1hypothetical protein CEUSTIGMA_g1912.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN42619_c0_g1RID75143.1hypothetical protein BRARA_B02201 [Brassica rapa]Brassica_rapa 30.10 0.00

TRINITY_DN42637_c0_g3XP_006855971.1eukaryotic translation initiation factor 3 subunit M [Amborella trichopoda]Amborella_trichopoda 30.10 0.00



TRINITY_DN42900_c0_g1XP_023734514.1xanthohumol 4'-O-methyltransferase-like [Lactuca sativa]Lactuca_sativa 30.10 0.00

TRINITY_DN43029_c0_g6XP_023919732.1uncharacterized protein LOC112031280 [Quercus suber]Quercus_suber 30.10 0.00

TRINITY_DN43057_c0_g5RAL42474.1hypothetical protein DM860_016761 [Cuscuta australis]Cuscuta_australis 30.10 0.00

TRINITY_DN43136_c0_g4XP_006588511.1tyrosine phosphatase 1 isoform X1 [Glycine max]Glycine_max 30.10 0.00

TRINITY_DN43798_c0_g4XP_023903135.1dynein heavy chain, cytoplasmic-like [Quercus suber]Quercus_suber 30.10 0.00

TRINITY_DN43988_c2_g2GAX78754.1hypothetical protein CEUSTIGMA_g6191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN44363_c0_g1PNW83528.1hypothetical protein CHLRE_05g234640v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.10 0.00

TRINITY_DN44524_c0_g11XP_015621915.1mitochondrial substrate carrier family protein B isoform X1 [Oryza sativa Japonica Group]Oryza_sativa 30.10 0.00

TRINITY_DN44540_c0_g5XP_003626032.2uncharacterized protein LOC11436384 isoform X2 [Medicago truncatula]Medicago_truncatula 30.10 0.00

TRINITY_DN44656_c0_g4XP_005650197.1galactose oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.10 0.00

TRINITY_DN45434_c0_g5GAX79307.1hypothetical protein CEUSTIGMA_g6748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN47007_c0_g2PNH04217.1Peroxisome biogenesis protein 6 [Tetrabaena socialis]Tetrabaena_socialis 30.10 0.00

TRINITY_DN47079_c0_g4GAX77566.1hypothetical protein CEUSTIGMA_g5010.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN47915_c0_g1GAX73472.1hypothetical protein CEUSTIGMA_g924.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN48123_c2_g4XP_005651253.12-amino-3-ketobutyrate coenzyme A ligase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.10 0.00

TRINITY_DN48501_c0_g5XP_009398643.1PREDICTED: protein TIC 55, chloroplastic-like [Musa acuminata subsp. malaccensis]Musa_acuminata 30.10 0.00

TRINITY_DN48989_c0_g6PSC68254.1putative phosphatase 2C 72 [Micractinium conductrix]Micractinium_conductrix 30.10 0.00

TRINITY_DN49589_c0_g1XP_012460793.1PREDICTED: tyrosine-protein kinase ABL1-like isoform X2 [Gossypium raimondii]Gossypium_raimondii 30.10 0.00

TRINITY_DN49823_c0_g1XP_009764039.1PREDICTED: fanconi-associated nuclease 1 homolog isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 30.10 0.00

TRINITY_DN49896_c0_g1GAX81428.1hypothetical protein CEUSTIGMA_g8858.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN50004_c0_g5GAX79960.1hypothetical protein CEUSTIGMA_g7399.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN50918_c0_g1GAX72663.1hypothetical protein CEUSTIGMA_g119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.10 0.00

TRINITY_DN52142_c1_g1GBF90051.1hypothetical protein Rsub_02759 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.10 0.00

TRINITY_DN52673_c0_g1PNH02682.1hypothetical protein TSOC_011323, partial [Tetrabaena socialis]Tetrabaena_socialis 30.10 0.00

TRINITY_DN1269_c0_g1PRW60866.1elongation factor G- mitochondrial isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 30.00 0.00

TRINITY_DN1674_c0_g1KXZ53950.1hypothetical protein GPECTOR_6g868 [Gonium pectorale]Gonium_pectorale 30.00 0.00

TRINITY_DN29281_c0_g1EFH51875.1BTB-POZ and math domain 6 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 30.00 0.00

TRINITY_DN31629_c0_g1GBG64285.1hypothetical protein CBR_g41204 [Chara braunii]Chara_braunii 30.00 0.00

TRINITY_DN32328_c0_g1XP_020262108.1ultraviolet-B receptor UVR8-like [Asparagus officinalis]Asparagus_officinalis 30.00 0.00

TRINITY_DN32424_c0_g1PNR50839.1hypothetical protein PHYPA_010025 [Physcomitrella patens]Physcomitrella_patens 30.00 0.00

TRINITY_DN33066_c1_g1XP_020107421.1ultraviolet-B receptor UVR8 [Ananas comosus]Ananas_comosus 30.00 0.00

TRINITY_DN35111_c0_g1XP_008791939.1uncharacterized protein LOC103708675 [Phoenix dactylifera]Phoenix_dactylifera 30.00 0.00

TRINITY_DN35225_c0_g1XP_020252375.1arginyl-tRNA--protein transferase 1 isoform X1 [Asparagus officinalis]Asparagus_officinalis 30.00 0.00

TRINITY_DN35632_c0_g3PTQ35561.1hypothetical protein MARPO_0070s0030 [Marchantia polymorpha]Marchantia_polymorpha 30.00 0.00

TRINITY_DN36049_c0_g2XP_001700336.1zinc-metallopeptidase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.00 0.00

TRINITY_DN36740_c0_g4EEC81236.1hypothetical protein OsI_24290 [Oryza sativa Indica Group]Oryza_sativa 30.00 0.00

TRINITY_DN36842_c0_g8GAQ89511.1hypothetical protein KFL_005310030 [Klebsormidium nitens]Klebsormidium_nitens 30.00 0.00

TRINITY_DN37522_c0_g3XP_003058110.1profilin [Micromonas pusilla CCMP1545]Micromonas_pusilla 30.00 0.00

TRINITY_DN38267_c0_g1XP_008363179.1PREDICTED: protein AATF-like isoform X2 [Malus domestica]Malus_domestica 30.00 0.00

TRINITY_DN38358_c0_g4GBF90269.1hypothetical protein Rsub_02375 [Raphidocelis subcapitata]Raphidocelis_subcapitata 30.00 0.00

TRINITY_DN38557_c0_g1GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 30.00 0.00

TRINITY_DN39339_c1_g1EPS73534.1calcium-dependent protein kinase 8, partial [Genlisea aurea]Genlisea_aurea 30.00 0.00

TRINITY_DN39448_c1_g1XP_013898962.1hypothetical protein MNEG_8018 [Monoraphidium neglectum]Monoraphidium_neglectum 30.00 0.00

TRINITY_DN39557_c2_g5XP_010684292.1PREDICTED: vacuolar-sorting receptor 7 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.00 0.00

TRINITY_DN40151_c0_g3GAQ81449.1hypothetical protein KFL_000800270 [Klebsormidium nitens]Klebsormidium_nitens 30.00 0.00

TRINITY_DN41306_c0_g2XP_024360059.1excitatory amino acid transporter-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 30.00 0.00

TRINITY_DN41609_c0_g2XP_005645094.1hypothetical protein COCSUDRAFT_67413 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 30.00 0.00

TRINITY_DN42854_c0_g4PSC75147.1general transcription factor 3C polypeptide 3 isoform X1 [Micractinium conductrix]Micractinium_conductrix 30.00 0.00

TRINITY_DN43182_c0_g3XP_019194746.1PREDICTED: DNA-directed RNA polymerase IV subunit 1-like [Ipomoea nil]Ipomoea_nil 30.00 0.00

TRINITY_DN43450_c0_g3XP_001701886.1hypothetical protein CHLREDRAFT_166254 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.00 0.00

TRINITY_DN44511_c0_g1VDC89661.1unnamed protein product [Brassica oleracea]Brassica_oleracea 30.00 0.00

TRINITY_DN44613_c1_g2XP_002947146.1hypothetical protein VOLCADRAFT_103377 [Volvox carteri f. nagariensis]Volvox_carteri 30.00 0.00

TRINITY_DN44900_c0_g3XP_002967805.1replication protein A 32 kDa subunit A [Selaginella moellendorffii]Selaginella_moellendorffii 30.00 0.00

TRINITY_DN45552_c0_g1XP_014498164.1probable sulfate transporter 4.2 [Vigna radiata var. radiata]Vigna_radiata 30.00 0.00

TRINITY_DN45841_c0_g5PNH08303.1NFX1-type zinc finger-containing protein 1 [Tetrabaena socialis]Tetrabaena_socialis 30.00 0.00

TRINITY_DN46238_c2_g4XP_003074646.1C2 calcium-dependent membrane targeting [Ostreococcus tauri]Ostreococcus_tauri 30.00 0.00

TRINITY_DN46397_c0_g2ATB19735.1putative poly(ADP-ribose) polymerase [Calocedrus decurrens]Calocedrus_decurrens 30.00 0.00

TRINITY_DN46578_c0_g3XP_010923904.1PREDICTED: probable protein phosphatase 2C 62 [Elaeis guineensis]Elaeis_guineensis 30.00 0.00

TRINITY_DN46628_c0_g3XP_016724061.1PREDICTED: uncharacterized protein LOC107935945 [Gossypium hirsutum]Gossypium_hirsutum 30.00 0.00

TRINITY_DN46918_c0_g3XP_010687898.1PREDICTED: probable 3-beta-hydroxysteroid-Delta(8),Delta(7)-isomerase [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.00 0.00

TRINITY_DN47253_c0_g2XP_006438767.1probable WRKY transcription factor 3 [Citrus clementina]Citrus_clementina 30.00 0.00

TRINITY_DN47738_c0_g6NP_001336763.1uncharacterized protein LOC100193437 [Zea mays]Zea_mays 30.00 0.00

TRINITY_DN47759_c0_g1KXZ45760.1hypothetical protein GPECTOR_51g746 [Gonium pectorale]Gonium_pectorale 30.00 0.00

TRINITY_DN47892_c0_g12GAX74041.1hypothetical protein CEUSTIGMA_g1491.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 30.00 0.00

TRINITY_DN48461_c1_g5XP_001696927.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 30.00 0.00

TRINITY_DN49142_c0_g1KXZ46822.1hypothetical protein GPECTOR_40g556 [Gonium pectorale]Gonium_pectorale 30.00 0.00



TRINITY_DN51473_c0_g1XP_010676872.1PREDICTED: zinc finger HIT domain-containing protein 2 isoform X2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 30.00 0.00

TRINITY_DN13574_c0_g1NP_001316027.1vesicle-associated membrane protein 714-like [Solanum lycopersicum]Solanum_lycopersicum 29.90 0.00

TRINITY_DN25337_c0_g1PRW05851.1copine-3 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 29.90 0.00

TRINITY_DN28392_c1_g1GAQ81012.1hypothetical protein KFL_000680290 [Klebsormidium nitens]Klebsormidium_nitens 29.90 0.00

TRINITY_DN30041_c0_g1PNH06570.1Succinate/fumarate mitochondrial transporter [Tetrabaena socialis]Tetrabaena_socialis 29.90 0.00

TRINITY_DN30082_c0_g2XP_020149995.1probable protein S-acyltransferase 7 isoform X1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 29.90 0.00

TRINITY_DN30720_c0_g2XP_009415825.1PREDICTED: ras-related protein RABA3-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 29.90 0.00

TRINITY_DN30905_c0_g1XP_024370670.1NEDD8 ultimate buster 1-like [Physcomitrella patens]Physcomitrella_patens 29.90 0.00

TRINITY_DN31383_c0_g2XP_023889213.1acetamidase-like [Quercus suber]Quercus_suber 29.90 0.00

TRINITY_DN32632_c0_g1XP_010107410.1RHOMBOID-like protein 2 [Morus notabilis]Morus_notabilis 29.90 0.00

TRINITY_DN32854_c0_g2GAU38579.1hypothetical protein TSUD_322560 [Trifolium subterraneum]Trifolium_subterraneum 29.90 0.00

TRINITY_DN34030_c0_g2KMZ62385.1putative Phosphatase DCR2 [Zostera marina]Zostera_marina 29.90 0.00

TRINITY_DN34771_c1_g2XP_024526566.1uncharacterized protein LOC112345009 isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 29.90 0.00

TRINITY_DN349_c0_g1XP_022980686.1probable E3 ubiquitin-protein ligase ARI5 [Cucurbita maxima]Cucurbita_maxima 29.90 0.00

TRINITY_DN35468_c0_g1GAQ82956.1tRNA intron endonuclease [Klebsormidium nitens]Klebsormidium_nitens 29.90 0.00

TRINITY_DN35647_c0_g1OMO63919.1hypothetical protein CCACVL1_22183 [Corchorus capsularis]Corchorus_capsularis 29.90 0.00

TRINITY_DN35649_c0_g1XP_002957812.1hypothetical protein VOLCADRAFT_98909 [Volvox carteri f. nagariensis]Volvox_carteri 29.90 0.00

TRINITY_DN36188_c0_g1EYU38144.1hypothetical protein MIMGU_mgv1a021098mg, partial [Erythranthe guttata]Erythranthe_guttata 29.90 0.00

TRINITY_DN36528_c0_g1PTQ32493.1hypothetical protein MARPO_0098s0040 [Marchantia polymorpha]Marchantia_polymorpha 29.90 0.00

TRINITY_DN37023_c0_g4XP_019262835.1PREDICTED: BTB/POZ domain-containing protein POB1-like isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 29.90 0.00

TRINITY_DN37566_c0_g6XP_021866825.1peroxisome biogenesis protein 19-1 [Spinacia oleracea]Spinacia_oleracea 29.90 0.00

TRINITY_DN37927_c0_g7AOS49624.1hypothetical protein [Davallia tyermannii]Davallia_tyermannii 29.90 0.00

TRINITY_DN38299_c0_g4XP_001700336.1zinc-metallopeptidase-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.90 0.00

TRINITY_DN38368_c0_g7GBF96497.1hypothetical protein Rsub_09839 [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.90 0.00

TRINITY_DN39125_c0_g2PSC67808.1transcriptional regulator [Micractinium conductrix]Micractinium_conductrix 29.90 0.00

TRINITY_DN39262_c0_g1GBG75357.1hypothetical protein CBR_g19989 [Chara braunii]Chara_braunii 29.90 0.00

TRINITY_DN39383_c0_g8GBF94211.1hypothetical protein Rsub_06481 [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.90 0.00

TRINITY_DN39479_c0_g1BAK07357.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.90 0.00

TRINITY_DN40765_c0_g3EYU38100.1hypothetical protein MIMGU_mgv1a017930mg, partial [Erythranthe guttata]Erythranthe_guttata 29.90 0.00

TRINITY_DN41191_c0_g1ABK25130.1unknown [Picea sitchensis]Picea_sitchensis 29.90 0.00

TRINITY_DN41493_c0_g1CDY18671.1BnaA09g07240D [Brassica napus]Brassica_napus 29.90 0.00

TRINITY_DN41537_c0_g2GBG89877.1hypothetical protein CBR_g49725 [Chara braunii]Chara_braunii 29.90 0.00

TRINITY_DN41694_c0_g1XP_014522830.1uncharacterized protein LOC106779263 [Vigna radiata var. radiata]Vigna_radiata 29.90 0.00

TRINITY_DN41939_c2_g5XP_004302002.1PREDICTED: WD repeat-containing protein 48 [Fragaria vesca subsp. vesca]Fragaria_vesca 29.90 0.00

TRINITY_DN42168_c0_g1KXZ56527.1hypothetical protein GPECTOR_1g473 [Gonium pectorale]Gonium_pectorale 29.90 0.00

TRINITY_DN42324_c0_g2GAX74889.1hypothetical protein CEUSTIGMA_g2335.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN4237_c0_g1PSC73503.1vacuolar sorting-associated 20-like protein 2-like [Micractinium conductrix]Micractinium_conductrix 29.90 0.00

TRINITY_DN42693_c0_g2XP_023907160.1tripeptidyl-peptidase sed2-like [Quercus suber]Quercus_suber 29.90 0.00

TRINITY_DN42803_c0_g4XP_011076880.1ubiquitin carboxyl-terminal hydrolase 12 isoform X1 [Sesamum indicum]Sesamum_indicum 29.90 0.00

TRINITY_DN42825_c0_g3GAQ92968.1hypothetical protein KFL_012280015 [Klebsormidium nitens]Klebsormidium_nitens 29.90 0.00

TRINITY_DN43161_c0_g4GAX76616.1hypothetical protein CEUSTIGMA_g4062.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN43441_c1_g3GAX73617.1hypothetical protein CEUSTIGMA_g1068.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN43468_c0_g2GAX73770.1hypothetical protein CEUSTIGMA_g1221.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN43616_c0_g4XP_011026320.1PREDICTED: polyadenylate-binding protein 3 [Populus euphratica]Populus_euphratica 29.90 0.00

TRINITY_DN43616_c0_g5XP_021897497.1polyadenylate-binding protein 4-like [Carica papaya]Carica_papaya 29.90 0.00

TRINITY_DN43685_c0_g2XP_002954696.1hypothetical protein VOLCADRAFT_118821 [Volvox carteri f. nagariensis]Volvox_carteri 29.90 0.00

TRINITY_DN43764_c0_g1XP_018720664.1PREDICTED: probable alpha-mannosidase At5g13980 [Eucalyptus grandis]Eucalyptus_grandis 29.90 0.00

TRINITY_DN43802_c0_g1KDP25818.1hypothetical protein JCGZ_22540 [Jatropha curcas]Jatropha_curcas 29.90 0.00

TRINITY_DN44036_c0_g2PIN19429.1Speckle-type POZ protein SPOP [Handroanthus impetiginosus]Handroanthus_impetiginosus 29.90 0.00

TRINITY_DN44196_c0_g1XP_010683458.1PREDICTED: serine/threonine-protein kinase AtPK2/AtPK19 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 29.90 0.00

TRINITY_DN44506_c0_g5XP_002957601.1hypothetical protein VOLCADRAFT_98692 [Volvox carteri f. nagariensis]Volvox_carteri 29.90 0.00

TRINITY_DN44774_c1_g11XP_007511811.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 29.90 0.00

TRINITY_DN46545_c0_g1XP_013905053.1hypothetical protein MNEG_1928 [Monoraphidium neglectum]Monoraphidium_neglectum 29.90 0.00

TRINITY_DN46684_c0_g5XP_003056173.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 29.90 0.00

TRINITY_DN46927_c0_g2XP_007510460.1alpha-1,4-galactosyltransferase [Bathycoccus prasinos]Bathycoccus_prasinos 29.90 0.00

TRINITY_DN47167_c1_g1XP_001696427.1UNC-50 family protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.90 0.00

TRINITY_DN48679_c0_g3PQM42550.1high mobility group B protein 6-like [Prunus yedoensis var. nudiflora]Prunus_yedoensis 29.90 0.00

TRINITY_DN48804_c0_g2XP_005848709.1hypothetical protein CHLNCDRAFT_144363 [Chlorella variabilis]Chlorella_variabilis 29.90 0.00

TRINITY_DN49037_c0_g2PRW55936.1baculoviral IAP repeat-containing 6-like [Chlorella sorokiniana]Chlorella_sorokiniana 29.90 0.00

TRINITY_DN49252_c1_g5KXZ54618.1hypothetical protein GPECTOR_4g683 [Gonium pectorale]Gonium_pectorale 29.90 0.00

TRINITY_DN49329_c0_g1GAX82191.1hypothetical protein CEUSTIGMA_g9619.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN49498_c0_g4PTQ33308.1hypothetical protein MARPO_0090s0045 [Marchantia polymorpha]Marchantia_polymorpha 29.90 0.00

TRINITY_DN49512_c0_g1KXZ53750.1hypothetical protein GPECTOR_6g667 [Gonium pectorale]Gonium_pectorale 29.90 0.00

TRINITY_DN49730_c0_g1PTQ43879.1hypothetical protein MARPO_0023s0171 [Marchantia polymorpha]Marchantia_polymorpha 29.90 0.00

TRINITY_DN49983_c0_g1XP_008459816.1PREDICTED: serine/threonine-protein kinase ATG1a isoform X5 [Cucumis melo]Cucumis_melo 29.90 0.00

TRINITY_DN50848_c1_g2GAX80759.1hypothetical protein CEUSTIGMA_g8194.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00



TRINITY_DN50977_c0_g4OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.90 0.00

TRINITY_DN51392_c0_g1GAX82187.1hypothetical protein CEUSTIGMA_g9615.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.90 0.00

TRINITY_DN28575_c0_g2PTQ46215.1hypothetical protein MARPO_0012s0143 [Marchantia polymorpha]Marchantia_polymorpha 29.80 0.00

TRINITY_DN33447_c0_g1XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 29.80 0.00

TRINITY_DN34002_c0_g1PNR55113.1hypothetical protein PHYPA_006006 [Physcomitrella patens]Physcomitrella_patens 29.80 0.00

TRINITY_DN34426_c0_g8XP_012831925.1PREDICTED: probable rRNA-processing protein EBP2 homolog [Erythranthe guttata]Erythranthe_guttata 29.80 0.00

TRINITY_DN34977_c0_g1EFJ16813.1hypothetical protein SELMODRAFT_421463 [Selaginella moellendorffii]Selaginella_moellendorffii 29.80 0.00

TRINITY_DN34986_c0_g5XP_002500257.1predicted protein, partial [Micromonas commoda]Micromonas_commoda 29.80 0.00

TRINITY_DN35628_c1_g1XP_008377401.1PREDICTED: lysophospholipid acyltransferase LPEAT1 [Malus domestica]Malus_domestica 29.80 0.00

TRINITY_DN35770_c0_g1GAX81001.1hypothetical protein CEUSTIGMA_g8436.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN35869_c0_g7KZV22230.1putative protein phosphatase 2C 60 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 29.80 0.00

TRINITY_DN36019_c0_g2GBG90679.1hypothetical protein CBR_g51027 [Chara braunii]Chara_braunii 29.80 0.00

TRINITY_DN36365_c0_g1GAQ89376.1Phosphatidylserine synthase [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN38578_c1_g3KXZ53291.1hypothetical protein GPECTOR_7g1185 [Gonium pectorale]Gonium_pectorale 29.80 0.00

TRINITY_DN38874_c0_g7GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN38901_c0_g1GAX76582.1hypothetical protein CEUSTIGMA_g4028.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN39120_c0_g3GAX78489.1hypothetical protein CEUSTIGMA_g5928.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN39121_c0_g1GAQ85806.1phosphatidylinositol-3, 4, 5-triphosphate 3-phosphatase [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN39249_c0_g6PNW82936.1hypothetical protein CHLRE_06g300250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.80 0.00

TRINITY_DN40036_c0_g1BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.80 0.00

TRINITY_DN40146_c2_g1RLM60494.1putative serine/threonine-protein kinase [Panicum miliaceum]Panicum_miliaceum 29.80 0.00

TRINITY_DN40771_c2_g1XP_002954673.1kelch repeat protein [Volvox carteri f. nagariensis]Volvox_carteri 29.80 0.00

TRINITY_DN41892_c1_g6XP_013897480.1hypothetical protein MNEG_9505 [Monoraphidium neglectum]Monoraphidium_neglectum 29.80 0.00

TRINITY_DN44088_c0_g1GAX77340.1hypothetical protein CEUSTIGMA_g4786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN44787_c0_g3RVW19295.1LRR receptor-like serine/threonine-protein kinase GSO2 [Vitis vinifera]Vitis_vinifera 29.80 0.00

TRINITY_DN45427_c2_g2GAQ79529.1hypothetical protein KFL_000320280 [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN45999_c0_g7GAQ77623.1glycerol-3-phosphate acyltransferase [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN46375_c0_g2PNX94078.1hypothetical protein L195_g017245 [Trifolium pratense]Trifolium_pratense 29.80 0.00

TRINITY_DN46699_c1_g1XP_002501083.1predicted protein [Micromonas commoda]Micromonas_commoda 29.80 0.00

TRINITY_DN47225_c0_g3GBG68282.1hypothetical protein CBR_g2830 [Chara braunii]Chara_braunii 29.80 0.00

TRINITY_DN47623_c0_g5XP_002890082.1serine carboxypeptidase-like 50 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 29.80 0.00

TRINITY_DN47893_c1_g7XP_010254375.1PREDICTED: probable ethanolamine kinase [Nelumbo nucifera]Nelumbo_nucifera 29.80 0.00

TRINITY_DN48064_c0_g2GBG80488.1hypothetical protein CBR_g30950 [Chara braunii]Chara_braunii 29.80 0.00

TRINITY_DN48278_c0_g2XP_024389117.1uncharacterized protein LOC112288788 [Physcomitrella patens]Physcomitrella_patens 29.80 0.00

TRINITY_DN48542_c0_g4OAE31799.1hypothetical protein AXG93_1838s1090 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.80 0.00

TRINITY_DN48685_c1_g3GAX82980.1hypothetical protein CEUSTIGMA_g10407.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN48812_c1_g4XP_019158557.1PREDICTED: kinesin-like protein KIN-14I [Ipomoea nil]Ipomoea_nil 29.80 0.00

TRINITY_DN49066_c0_g2PNW72071.1hypothetical protein CHLRE_16g683650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.80 0.00

TRINITY_DN49607_c0_g3XP_004291890.1PREDICTED: cytochrome P450 734A1-like [Fragaria vesca subsp. vesca]Fragaria_vesca 29.80 0.00

TRINITY_DN50657_c0_g5XP_019709736.1PREDICTED: splicing factor U2af large subunit B isoform X4 [Elaeis guineensis]Elaeis_guineensis 29.80 0.00

TRINITY_DN50961_c0_g2XP_013904804.1hypothetical protein MNEG_2169 [Monoraphidium neglectum]Monoraphidium_neglectum 29.80 0.00

TRINITY_DN51023_c0_g1XP_002948853.1hypothetical protein VOLCADRAFT_89149 [Volvox carteri f. nagariensis]Volvox_carteri 29.80 0.00

TRINITY_DN51286_c1_g4GAQ89127.1putative sirtuin [Klebsormidium nitens]Klebsormidium_nitens 29.80 0.00

TRINITY_DN51903_c1_g1GAX84013.1hypothetical protein CEUSTIGMA_g11438.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.80 0.00

TRINITY_DN51904_c1_g2PNW73070.1hypothetical protein CHLRE_14g617700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.80 0.00

TRINITY_DN52585_c2_g1PNH09214.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 29.80 0.00

TRINITY_DN24039_c0_g1OTF87052.1putative aspartic proteinase [Helianthus annuus]Helianthus_annuus 29.70 0.00

TRINITY_DN29645_c0_g1XP_010251472.1PREDICTED: uncharacterized protein LOC104593388 isoform X1 [Nelumbo nucifera]Nelumbo_nucifera 29.70 0.00

TRINITY_DN31541_c0_g3XP_002532543.1exocyst complex component EXO70A1 [Ricinus communis]Ricinus_communis 29.70 0.00

TRINITY_DN32081_c0_g1GBF95569.1hypoxanthine phosphoribosyltransferase [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.70 0.00

TRINITY_DN32953_c0_g1XP_002979513.1tRNA-dihydrouridine(16/17) synthase [NAD(P)(+)]-like [Selaginella moellendorffii]Selaginella_moellendorffii 29.70 0.00

TRINITY_DN32967_c1_g1GAQ81462.1Putative histidine kinase containing cheY-homologous receiver domain [Klebsormidium nitens]Klebsormidium_nitens 29.70 0.00

TRINITY_DN33190_c0_g2XP_023901531.1uncharacterized protein LOC112013368 [Quercus suber]Quercus_suber 29.70 0.00

TRINITY_DN34123_c0_g1XP_020887938.1probable ADP-ribosylation factor At2g15310 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 29.70 0.00

TRINITY_DN34252_c0_g1XP_020247729.1histone acetyltransferase MCC1-like isoform X1 [Asparagus officinalis]Asparagus_officinalis 29.70 0.00

TRINITY_DN34557_c0_g1PIA45629.1hypothetical protein AQUCO_01600093v1 [Aquilegia coerulea]Aquilegia_coerulea 29.70 0.00

TRINITY_DN35376_c0_g1XP_003060616.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 29.70 0.00

TRINITY_DN35748_c0_g9GAQ85694.1Targeting complex (TRAPP) subunit [Klebsormidium nitens]Klebsormidium_nitens 29.70 0.00

TRINITY_DN36427_c0_g1OAE30423.1hypothetical protein AXG93_3483s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.70 0.00

TRINITY_DN37557_c1_g2VDD41569.1unnamed protein product [Brassica oleracea]Brassica_oleracea 29.70 0.00

TRINITY_DN37786_c0_g1XP_002957294.1hypothetical protein VOLCADRAFT_98396 [Volvox carteri f. nagariensis]Volvox_carteri 29.70 0.00

TRINITY_DN38899_c0_g3XP_001699758.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.70 0.00

TRINITY_DN39536_c1_g3XP_005850953.1hypothetical protein CHLNCDRAFT_140709 [Chlorella variabilis]Chlorella_variabilis 29.70 0.00

TRINITY_DN39557_c2_g9OMP04807.1hypothetical protein COLO4_09277 [Corchorus olitorius]Corchorus_olitorius 29.70 0.00

TRINITY_DN39606_c1_g3XP_001415401.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 29.70 0.00

TRINITY_DN39657_c0_g1XP_023878772.1E3 ubiquitin-protein ligase dbl4-like [Quercus suber]Quercus_suber 29.70 0.00



TRINITY_DN41174_c1_g3XP_020700591.1ras-related protein RHN1 [Dendrobium catenatum]Dendrobium_catenatum 29.70 0.00

TRINITY_DN41627_c0_g1XP_024394448.1ABC transporter D family member 1-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 29.70 0.00

TRINITY_DN42087_c0_g4PQM42550.1high mobility group B protein 6-like [Prunus yedoensis var. nudiflora]Prunus_yedoensis 29.70 0.00

TRINITY_DN43189_c0_g1CAN81041.1hypothetical protein VITISV_029944 [Vitis vinifera]Vitis_vinifera 29.70 0.00

TRINITY_DN43397_c0_g3XP_017619837.1PREDICTED: elongator complex protein 1 isoform X1 [Gossypium arboreum]Gossypium_arboreum 29.70 0.00

TRINITY_DN43417_c0_g7RQL87138.1hypothetical protein DY000_00013255 [Brassica cretica]Brassica_cretica 29.70 0.00

TRINITY_DN43441_c1_g1XP_002949587.1hypothetical protein VOLCADRAFT_89980 [Volvox carteri f. nagariensis]Volvox_carteri 29.70 0.00

TRINITY_DN43529_c0_g1XP_020530583.1ultraviolet-B receptor UVR8-like [Amborella trichopoda]Amborella_trichopoda 29.70 0.00

TRINITY_DN43551_c1_g6RAL44922.1hypothetical protein DM860_003681 [Cuscuta australis]Cuscuta_australis 29.70 0.00

TRINITY_DN43557_c1_g6XP_026394789.1LOW QUALITY PROTEIN: trafficking protein particle complex subunit 11-like [Papaver somniferum]Papaver_somniferum 29.70 0.00



TRINITY_DN44262_c1_g1PRW56010.1kinesin K39 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 29.70 0.00

TRINITY_DN44754_c1_g3RRT43366.1hypothetical protein B296_00036541 [Ensete ventricosum]Ensete_ventricosum 29.70 0.00

TRINITY_DN44917_c0_g3KFK30981.1hypothetical protein AALP_AA6G053300 [Arabis alpina]Arabis_alpina 29.70 0.00

TRINITY_DN45796_c0_g3OAE35825.1hypothetical protein AXG93_4225s1290 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.70 0.00

TRINITY_DN46377_c2_g4XP_001693312.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.70 0.00

TRINITY_DN46531_c0_g1PNW79117.1hypothetical protein CHLRE_09g401293v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.70 0.00

TRINITY_DN46989_c0_g5XP_005845612.1hypothetical protein CHLNCDRAFT_136852 [Chlorella variabilis]Chlorella_variabilis 29.70 0.00

TRINITY_DN47417_c0_g4XP_024961321.1ras-related protein RABA5a-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 29.70 0.00

TRINITY_DN48712_c1_g8XP_002990620.1monodehydroascorbate reductase 2, peroxisomal [Selaginella moellendorffii]Selaginella_moellendorffii 29.70 0.00

TRINITY_DN49230_c0_g6GAX75576.1hypothetical protein CEUSTIGMA_g3019.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.70 0.00

TRINITY_DN49592_c0_g1BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.70 0.00

TRINITY_DN49820_c0_g2XP_002954040.1hypothetical protein VOLCADRAFT_82592 [Volvox carteri f. nagariensis]Volvox_carteri 29.70 0.00

TRINITY_DN50887_c1_g1GAX81998.1hypothetical protein CEUSTIGMA_g9426.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.70 0.00

TRINITY_DN50998_c0_g4PTQ48040.1hypothetical protein MARPO_0006s0079 [Marchantia polymorpha]Marchantia_polymorpha 29.70 0.00

TRINITY_DN11768_c0_g1XP_020169982.1V-type proton ATPase subunit E-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 29.60 0.00

TRINITY_DN25305_c0_g1XP_006374349.2actin-related protein 4 isoform X1 [Populus trichocarpa]Populus_trichocarpa 29.60 0.00

TRINITY_DN31463_c0_g2XP_010469281.1PREDICTED: mRNA-capping enzyme [Camelina sativa]Camelina_sativa 29.60 0.00

TRINITY_DN32504_c0_g1XP_020269785.1cytokinin hydroxylase-like [Asparagus officinalis]Asparagus_officinalis 29.60 0.00

TRINITY_DN32713_c0_g1XP_023873679.1threonine synthase-like [Quercus suber]Quercus_suber 29.60 0.00

TRINITY_DN34760_c0_g1PTQ30884.1hypothetical protein MARPO_0118s0021 [Marchantia polymorpha]Marchantia_polymorpha 29.60 0.00

TRINITY_DN34986_c0_g6XP_022731231.1uncharacterized protein LOC111285862 [Durio zibethinus]Durio_zibethinus 29.60 0.00

TRINITY_DN35336_c0_g1XP_004302541.1PREDICTED: LIMR family protein At5g01460 [Fragaria vesca subsp. vesca]Fragaria_vesca 29.60 0.00

TRINITY_DN35399_c0_g1XP_016169734.1ultraviolet-B receptor UVR8 [Arachis ipaensis]Arachis_ipaensis 29.60 0.00

TRINITY_DN35836_c0_g2PNR57504.1hypothetical protein PHYPA_004498 [Physcomitrella patens]Physcomitrella_patens 29.60 0.00

TRINITY_DN36367_c1_g2RAL39956.1hypothetical protein DM860_008096 [Cuscuta australis]Cuscuta_australis 29.60 0.00

TRINITY_DN36829_c0_g1AMO02735.1ATP synthase [Chlorella sp. KQ-2014]Chlorella_sp._KQ-2014 29.60 0.00

TRINITY_DN36874_c0_g8XP_019182051.1PREDICTED: vacuolar protein sorting-associated protein 18 homolog [Ipomoea nil]Ipomoea_nil 29.60 0.00

TRINITY_DN37229_c0_g5XP_020107070.1uncharacterized protein LOC109723198 isoform X1 [Ananas comosus]Ananas_comosus 29.60 0.00

TRINITY_DN37683_c1_g4XP_023882526.1putative zinc protease mug138 [Quercus suber]Quercus_suber 29.60 0.00

TRINITY_DN37959_c1_g1PWA94483.1emp24/gp25L/p24 family/GOLD family protein [Artemisia annua]Artemisia_annua 29.60 0.00

TRINITY_DN38089_c0_g2XP_017640565.1PREDICTED: zinc finger CCCH domain-containing protein 2-like [Gossypium arboreum]Gossypium_arboreum 29.60 0.00

TRINITY_DN38441_c0_g1XP_009385640.1PREDICTED: protein HGH1 homolog isoform X2 [Musa acuminata subsp. malaccensis]Musa_acuminata 29.60 0.00

TRINITY_DN38974_c0_g6OMP02705.1UDP-glucuronosyl/UDP-glucosyltransferase [Corchorus capsularis]Corchorus_capsularis 29.60 0.00

TRINITY_DN40632_c0_g2EFJ23364.1hypothetical protein SELMODRAFT_103464 [Selaginella moellendorffii]Selaginella_moellendorffii 29.60 0.00

TRINITY_DN40650_c0_g5XP_002506531.1predicted protein [Micromonas commoda]Micromonas_commoda 29.60 0.00

TRINITY_DN40659_c0_g1RZC88351.1hypothetical protein C5167_016158 [Papaver somniferum]Papaver_somniferum 29.60 0.00

TRINITY_DN40822_c0_g3XP_024517646.1WD and tetratricopeptide repeats protein 1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 29.60 0.00

TRINITY_DN41199_c0_g3GAX79352.1hypothetical protein CEUSTIGMA_g6794.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.60 0.00

TRINITY_DN41636_c0_g3PRW58690.1hypothetical protein C2E21_3274 [Chlorella sorokiniana]Chlorella_sorokiniana 29.60 0.00

TRINITY_DN41958_c0_g1KXZ45707.1hypothetical protein GPECTOR_51g692 [Gonium pectorale]Gonium_pectorale 29.60 0.00

TRINITY_DN42401_c0_g2XP_006857738.1coiled-coil domain-containing protein 22 [Amborella trichopoda]Amborella_trichopoda 29.60 0.00

TRINITY_DN43419_c0_g2PNW70424.1hypothetical protein CHLRE_17g719325v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.60 0.00

TRINITY_DN43432_c0_g7CDP00337.1unnamed protein product [Coffea canephora]Coffea_canephora 29.60 0.00

TRINITY_DN44296_c0_g6PSC72920.1hypothetical protein C2E20_4073 [Micractinium conductrix]Micractinium_conductrix 29.60 0.00

TRINITY_DN45503_c0_g2PNS98884.2hypothetical protein POPTR_016G101700 [Populus trichocarpa]Populus_trichocarpa 29.60 0.00

TRINITY_DN45779_c0_g5GAQ85206.1Pumilio RNA-binding repeat proteins [Klebsormidium nitens]Klebsormidium_nitens 29.60 0.00

TRINITY_DN45915_c0_g1PTQ37524.1hypothetical protein MARPO_0056s0005 [Marchantia polymorpha]Marchantia_polymorpha 29.60 0.00

TRINITY_DN46084_c0_g2GAX83568.1hypothetical protein CEUSTIGMA_g10993.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.60 0.00

TRINITY_DN46188_c0_g2XP_002950274.1hypothetical protein VOLCADRAFT_90738 [Volvox carteri f. nagariensis]Volvox_carteri 29.60 0.00

TRINITY_DN46343_c0_g6PIA41187.1hypothetical protein AQUCO_02300172v1 [Aquilegia coerulea]Aquilegia_coerulea 29.60 0.00

TRINITY_DN46500_c0_g4XP_023902220.1uncharacterized protein LOC112014072 [Quercus suber]Quercus_suber 29.60 0.00

TRINITY_DN46796_c0_g2PSC72724.12-oxoglutarate and Fe(II)-dependent oxygenase superfamily isoform 1 [Micractinium conductrix]Micractinium_conductrix 29.60 0.00

TRINITY_DN46897_c1_g4KHN48096.1Serine/threonine-protein kinase SAPK7 [Glycine soja]Glycine_soja 29.60 0.00

TRINITY_DN47504_c1_g7PKI72622.1hypothetical protein CRG98_006999 [Punica granatum]Punica_granatum 29.60 0.00

TRINITY_DN47598_c0_g7PNW79248.1hypothetical protein CHLRE_09g407650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.60 0.00

TRINITY_DN47898_c0_g1PNW87945.1hypothetical protein CHLRE_01g008000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.60 0.00

TRINITY_DN48970_c0_g1GAX84136.1hypothetical protein CEUSTIGMA_g11559.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.60 0.00

TRINITY_DN49493_c0_g2XP_001699393.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.60 0.00

TRINITY_DN49527_c2_g4PNH00691.1hypothetical protein TSOC_013473 [Tetrabaena socialis]Tetrabaena_socialis 29.60 0.00

TRINITY_DN50007_c1_g3GAX78754.1hypothetical protein CEUSTIGMA_g6191.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.60 0.00

TRINITY_DN50419_c0_g3CDY11054.1BnaA03g47130D [Brassica napus]Brassica_napus 29.60 0.00

TRINITY_DN50420_c0_g1RAL39753.1hypothetical protein DM860_003286 [Cuscuta australis]Cuscuta_australis 29.60 0.00

TRINITY_DN50518_c0_g1GBG91646.1hypothetical protein CBR_g52681 [Chara braunii]Chara_braunii 29.60 0.00

TRINITY_DN50580_c0_g3KXZ44078.1hypothetical protein GPECTOR_74g692 [Gonium pectorale]Gonium_pectorale 29.60 0.00

TRINITY_DN52382_c0_g2KXZ43777.1hypothetical protein GPECTOR_81g227 [Gonium pectorale]Gonium_pectorale 29.60 0.00

TRINITY_DN7277_c0_g1GAU15635.1hypothetical protein TSUD_108940 [Trifolium subterraneum]Trifolium_subterraneum 29.60 0.00



TRINITY_DN12534_c0_g1XP_007139962.1hypothetical protein PHAVU_008G073400g [Phaseolus vulgaris]Phaseolus_vulgaris 29.50 0.00

TRINITY_DN1403_c0_g1PSC74911.1Cysteinyl-tRNA synthetase [Micractinium conductrix]Micractinium_conductrix 29.50 0.00

TRINITY_DN21951_c0_g1XP_024367633.1pre-mRNA-processing factor 39-like [Physcomitrella patens]Physcomitrella_patens 29.50 0.00

TRINITY_DN23403_c0_g1XP_027918128.1probable protein phosphatase 2C 38 [Vigna unguiculata]Vigna_unguiculata 29.50 0.00

TRINITY_DN25714_c0_g1GAQ80659.1hypothetical protein KFL_000590120 [Klebsormidium nitens]Klebsormidium_nitens 29.50 0.00

TRINITY_DN27175_c0_g1VDD48766.1unnamed protein product [Brassica oleracea]Brassica_oleracea 29.50 0.00

TRINITY_DN31100_c0_g1PSC72095.1outer dynein arm-docking complex subunit 3 isoform A [Micractinium conductrix]Micractinium_conductrix 29.50 0.00

TRINITY_DN31472_c0_g1XP_019458627.1PREDICTED: protein disulfide isomerase-like 1-4 isoform X1 [Lupinus angustifolius]Lupinus_angustifolius 29.50 0.00

TRINITY_DN33278_c0_g1GAQ83830.1hypothetical protein KFL_001640050 [Klebsormidium nitens]Klebsormidium_nitens 29.50 0.00

TRINITY_DN33612_c0_g2XP_027332958.1amino acid transporter AVT6C-like [Abrus precatorius]Abrus_precatorius 29.50 0.00

TRINITY_DN33917_c0_g1XP_007140769.1hypothetical protein PHAVU_008G140400g [Phaseolus vulgaris]Phaseolus_vulgaris 29.50 0.00

TRINITY_DN34379_c0_g2PTQ37898.1hypothetical protein MARPO_0054s0015 [Marchantia polymorpha]Marchantia_polymorpha 29.50 0.00

TRINITY_DN34381_c0_g1PTQ40828.1hypothetical protein MARPO_0037s0016 [Marchantia polymorpha]Marchantia_polymorpha 29.50 0.00

TRINITY_DN35504_c0_g2XP_020679536.1BRCA1-A complex subunit BRE isoform X1 [Dendrobium catenatum]Dendrobium_catenatum 29.50 0.00

TRINITY_DN35627_c0_g1OAE26308.1hypothetical protein AXG93_3040s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.50 0.00

TRINITY_DN35765_c0_g1XP_017215936.1PREDICTED: vesicle transport v-SNARE 13-like [Daucus carota subsp. sativus]Daucus_carota 29.50 0.00

TRINITY_DN36503_c0_g1XP_001699233.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.50 0.00

TRINITY_DN37148_c0_g5XP_020581608.1AP-2 complex subunit alpha-1-like [Phalaenopsis equestris]Phalaenopsis_equestris 29.50 0.00

TRINITY_DN37229_c0_g1XP_024376898.1protein LUTEIN DEFICIENT 5, chloroplastic-like [Physcomitrella patens]Physcomitrella_patens 29.50 0.00

TRINITY_DN37375_c0_g1GAQ78534.1hypothetical protein KFL_000140550 [Klebsormidium nitens]Klebsormidium_nitens 29.50 0.00

TRINITY_DN37437_c0_g1XP_023901528.1kexin-like [Quercus suber]Quercus_suber 29.50 0.00

TRINITY_DN37467_c2_g7XP_024529551.1uncharacterized protein LOC9651264 isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 29.50 0.00

TRINITY_DN37622_c0_g1GBF98360.1saccharopine dehydrogenase [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.50 0.00

TRINITY_DN37865_c1_g10XP_024440048.1triacylglycerol lipase 2 [Populus trichocarpa]Populus_trichocarpa 29.50 0.00

TRINITY_DN38704_c0_g8GAQ91469.1NAD(P)-binding Rossmann-fold superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 29.50 0.00

TRINITY_DN38929_c2_g4PNW81407.1hypothetical protein CHLRE_07g354650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.50 0.00

TRINITY_DN40112_c0_g2XP_014505289.1nucleolar complex protein 4 homolog [Vigna radiata var. radiata]Vigna_radiata 29.50 0.00

TRINITY_DN40658_c0_g2XP_017426455.1PREDICTED: amino acid transporter ANTL3-like [Vigna angularis]Vigna_angularis 29.50 0.00

TRINITY_DN41362_c0_g2GAQ87539.1hypothetical protein KFL_003590130 [Klebsormidium nitens]Klebsormidium_nitens 29.50 0.00

TRINITY_DN41457_c0_g4XP_020215247.1vacuolar fusion protein MON1 homolog [Cajanus cajan]Cajanus_cajan 29.50 0.00

TRINITY_DN41679_c0_g1XP_023871152.1uncharacterized protein LOC111983733 [Quercus suber]Quercus_suber 29.50 0.00

TRINITY_DN42588_c0_g3XP_024362703.1uncharacterized protein LOC112276017 [Physcomitrella patens]Physcomitrella_patens 29.50 0.00

TRINITY_DN42952_c0_g5GAX78660.1hypothetical protein CEUSTIGMA_g6098.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.50 0.00

TRINITY_DN43212_c0_g3GBG65012.1hypothetical protein CBR_g48759 [Chara braunii]Chara_braunii 29.50 0.00

TRINITY_DN43283_c1_g4XP_002508803.1voltage-gated ion channel superfamily [Micromonas commoda]Micromonas_commoda 29.50 0.00

TRINITY_DN43463_c0_g2GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.50 0.00

TRINITY_DN43818_c0_g1XP_021732352.1uncharacterized protein LOC110699172 [Chenopodium quinoa]Chenopodium_quinoa 29.50 0.00

TRINITY_DN44157_c0_g1XP_002502190.1predicted protein [Micromonas commoda]Micromonas_commoda 29.50 0.00

TRINITY_DN44165_c0_g1PNW72222.1hypothetical protein CHLRE_16g677050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.50 0.00

TRINITY_DN44882_c0_g1GAX77753.1hypothetical protein CEUSTIGMA_g5196.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.50 0.00

TRINITY_DN45232_c0_g3XP_009785375.1PREDICTED: uncharacterized protein LOC104233647 isoform X1 [Nicotiana sylvestris]Nicotiana_sylvestris 29.50 0.00

TRINITY_DN45723_c0_g2PRW44991.1elongation factor 2 [Chlorella sorokiniana]Chlorella_sorokiniana 29.50 0.00

TRINITY_DN46052_c0_g2XP_005646842.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 29.50 0.00

TRINITY_DN46874_c2_g5BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.50 0.00

TRINITY_DN48034_c0_g4KXZ50182.1hypothetical protein GPECTOR_17g819 [Gonium pectorale]Gonium_pectorale 29.50 0.00

TRINITY_DN48259_c0_g2BAK03025.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.50 0.00

TRINITY_DN48645_c0_g2GAX73495.1hypothetical protein CEUSTIGMA_g947.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.50 0.00

TRINITY_DN48854_c0_g3XP_024391120.1uncharacterized protein LOC112289779 [Physcomitrella patens]Physcomitrella_patens 29.50 0.00

TRINITY_DN49129_c0_g1KXZ48083.1hypothetical protein GPECTOR_30g178 [Gonium pectorale]Gonium_pectorale 29.50 0.00

TRINITY_DN49682_c0_g2GBG74077.1hypothetical protein CBR_g17788 [Chara braunii]Chara_braunii 29.50 0.00

TRINITY_DN50650_c0_g2XP_020581378.1uncharacterized protein LOC110025300 [Phalaenopsis equestris]Phalaenopsis_equestris 29.50 0.00

TRINITY_DN51950_c0_g3PHU00009.1hypothetical protein BC332_29796 [Capsicum chinense]Capsicum_chinense 29.50 0.00

TRINITY_DN52359_c1_g2XP_002958656.1hypothetical protein VOLCADRAFT_99951 [Volvox carteri f. nagariensis]Volvox_carteri 29.50 0.00

TRINITY_DN10674_c0_g2OAE30423.1hypothetical protein AXG93_3483s1150 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.40 0.00

TRINITY_DN17341_c0_g1KXZ44835.1hypothetical protein GPECTOR_61g788 [Gonium pectorale]Gonium_pectorale 29.40 0.00

TRINITY_DN21638_c0_g1XP_011092550.1elicitor-responsive protein 1 [Sesamum indicum]Sesamum_indicum 29.40 0.00

TRINITY_DN2426_c0_g2ABK22059.1unknown [Picea sitchensis]Picea_sitchensis 29.40 0.00

TRINITY_DN27927_c0_g1XP_023909934.1cell division control protein 25-like [Quercus suber]Quercus_suber 29.40 0.00

TRINITY_DN33771_c0_g1XP_006280517.1mitochondrial inner membrane protein OXA1 [Capsella rubella]Capsella_rubella 29.40 0.00

TRINITY_DN35687_c0_g1XP_021316842.1random slug protein 5 [Sorghum bicolor]Sorghum_bicolor 29.40 0.00

TRINITY_DN36092_c0_g4PNH07816.1putative helicase MAGATAMA 3 [Tetrabaena socialis]Tetrabaena_socialis 29.40 0.00

TRINITY_DN36244_c0_g1XP_010909100.1PREDICTED: glutathione S-transferase T1 [Elaeis guineensis]Elaeis_guineensis 29.40 0.00

TRINITY_DN36615_c0_g4ERN17537.1hypothetical protein AMTR_s00059p00107930 [Amborella trichopoda]Amborella_trichopoda 29.40 0.00

TRINITY_DN37116_c0_g1XP_011043779.1PREDICTED: phosphoinositide phospholipase C 2-like isoform X3 [Populus euphratica]Populus_euphratica 29.40 0.00

TRINITY_DN38114_c0_g2XP_024023420.1protein CLT2, chloroplastic [Morus notabilis]Morus_notabilis 29.40 0.00

TRINITY_DN38318_c0_g1RCW19319.1hypothetical protein GLYMA_07G044500 [Glycine max]Glycine_max 29.40 0.00



TRINITY_DN38414_c0_g8XP_023883172.1dihydroxyacetone phosphate acyltransferase-like [Quercus suber]Quercus_suber 29.40 0.00

TRINITY_DN38823_c0_g6OAE22427.1hypothetical protein AXG93_2381s1230 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.40 0.00

TRINITY_DN39222_c0_g2XP_004152703.1PREDICTED: lysophospholipid acyltransferase LPEAT1 isoform X1 [Cucumis sativus]Cucumis_sativus 29.40 0.00

TRINITY_DN39239_c0_g6KZV52696.1hypothetical protein F511_23159 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 29.40 0.00

TRINITY_DN39263_c0_g1GAX84113.1hypothetical protein CEUSTIGMA_g11536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.40 0.00

TRINITY_DN40248_c1_g1GAQ88855.1purple acid phosphatases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 29.40 0.00

TRINITY_DN40951_c1_g3BAA22845.1HCR2 [Alvikia littoralis]Alvikia_littoralis 29.40 0.00

TRINITY_DN41124_c0_g7XP_002503603.1flagellar radial spoke protein 3 [Micromonas commoda]Micromonas_commoda 29.40 0.00

TRINITY_DN4134_c0_g1XP_024522419.1enoyl-[acyl-carrier-protein] reductase, mitochondrial [Selaginella moellendorffii]Selaginella_moellendorffii 29.40 0.00

TRINITY_DN41368_c0_g4XP_024985938.1lipid droplet-associated hydrolase isoform X1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 29.40 0.00

TRINITY_DN41468_c0_g3NP_001321567.1Protein phosphatase 2C family protein [Arabidopsis thaliana]Arabidopsis_thaliana 29.40 0.00

TRINITY_DN41833_c0_g1KXZ43942.1hypothetical protein GPECTOR_77g38 [Gonium pectorale]Gonium_pectorale 29.40 0.00

TRINITY_DN42247_c0_g4GAX83988.1hypothetical protein CEUSTIGMA_g11413.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.40 0.00

TRINITY_DN42593_c1_g11XP_023518566.1uncharacterized protein LOC111782005 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 29.40 0.00

TRINITY_DN42682_c0_g5XP_002980199.1uncharacterized protein LOC9647864 [Selaginella moellendorffii]Selaginella_moellendorffii 29.40 0.00

TRINITY_DN42876_c0_g1KXZ56546.1hypothetical protein GPECTOR_1g490 [Gonium pectorale]Gonium_pectorale 29.40 0.00

TRINITY_DN43227_c0_g1XP_023901801.1protein CWH43-like [Quercus suber]Quercus_suber 29.40 0.00

TRINITY_DN43367_c0_g3ONK63326.1uncharacterized protein A4U43_C07F13850 [Asparagus officinalis]Asparagus_officinalis 29.40 0.00

TRINITY_DN43450_c0_g4AML79213.1putative LOV domain-containing protein [Volvox aureus]Volvox_aureus 29.40 0.00

TRINITY_DN43451_c0_g3NP_001151657.2transparent testa 12 protein [Zea mays]Zea_mays 29.40 0.00

TRINITY_DN43519_c0_g3GAX74494.1hypothetical protein CEUSTIGMA_g1943.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.40 0.00

TRINITY_DN43807_c1_g6KYP48465.1hypothetical protein KK1_029841 [Cajanus cajan]Cajanus_cajan 29.40 0.00

TRINITY_DN44132_c1_g1GAX81333.1hypothetical protein CEUSTIGMA_g8764.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.40 0.00

TRINITY_DN44809_c0_g3KMZ62392.1Major facilitator superfamily protein [Zostera marina]Zostera_marina 29.40 0.00

TRINITY_DN45106_c1_g1XP_002502136.1predicted protein [Micromonas commoda]Micromonas_commoda 29.40 0.00

TRINITY_DN45268_c1_g3XP_021728699.1alanine--tRNA ligase-like [Chenopodium quinoa]Chenopodium_quinoa 29.40 0.00

TRINITY_DN45942_c1_g1XP_023917051.1uncharacterized protein LOC112028588 [Quercus suber]Quercus_suber 29.40 0.00

TRINITY_DN46500_c0_g6XP_023902220.1uncharacterized protein LOC112014072 [Quercus suber]Quercus_suber 29.40 0.00

TRINITY_DN46974_c0_g2PRW56206.1DNA repair REV1 isoform X1 [Chlorella sorokiniana]Chlorella_sorokiniana 29.40 0.00

TRINITY_DN47640_c0_g2XP_001699727.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.40 0.00

TRINITY_DN47717_c0_g2KXG32452.2hypothetical protein SORBI_3003G157200 [Sorghum bicolor]Sorghum_bicolor 29.40 0.00

TRINITY_DN47886_c1_g3PKA61888.1Elongator complex protein 1 [Apostasia shenzhenica]Apostasia_shenzhenica 29.40 0.00

TRINITY_DN47966_c0_g1PTQ30235.1hypothetical protein MARPO_0127s0022 [Marchantia polymorpha]Marchantia_polymorpha 29.40 0.00

TRINITY_DN48774_c0_g7XP_010228935.2heptahelical transmembrane protein ADIPOR3 isoform X1 [Brachypodium distachyon]Brachypodium_distachyon 29.40 0.00

TRINITY_DN49054_c0_g6PNW76910.1hypothetical protein CHLRE_11g481050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.40 0.00

TRINITY_DN49506_c0_g1PNW73105.1hypothetical protein CHLRE_14g618950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.40 0.00

TRINITY_DN49988_c2_g4XP_018842993.1PREDICTED: pumilio homolog 5-like isoform X1 [Juglans regia]Juglans_regia 29.40 0.00

TRINITY_DN51519_c0_g3KXZ54727.1hypothetical protein GPECTOR_4g796 [Gonium pectorale]Gonium_pectorale 29.40 0.00

TRINITY_DN51733_c0_g1GAX73342.1hypothetical protein CEUSTIGMA_g795.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.40 0.00

TRINITY_DN52028_c0_g1PRW20874.1U3 small nucleolar RNA-interacting 2 [Chlorella sorokiniana]Chlorella_sorokiniana 29.40 0.00

TRINITY_DN52146_c0_g1XP_023732474.1formin-like protein 6 [Lactuca sativa]Lactuca_sativa 29.40 0.00

TRINITY_DN52490_c1_g3NP_001144244.1uncharacterized protein LOC100277112 [Zea mays]Zea_mays 29.40 0.00

TRINITY_DN53152_c0_g1PSR86716.1Rab5-interacting protein [Actinidia chinensis var. chinensis]Actinidia_chinensis 29.40 0.00

TRINITY_DN11864_c0_g1XP_013905780.1Dynein light chain, flagellar outer arm [Monoraphidium neglectum]Monoraphidium_neglectum 29.30 0.00

TRINITY_DN16198_c0_g1XP_020400294.1uncharacterized LOC100193819 isoform X1 [Zea mays]Zea_mays 29.30 0.00

TRINITY_DN29552_c0_g1XP_004984394.1lipase [Setaria italica]Setaria_italica 29.30 0.00

TRINITY_DN31990_c0_g1XP_009603204.1PREDICTED: uncharacterized protein LOC104098235 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 29.30 0.00

TRINITY_DN32302_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.30 0.00

TRINITY_DN32920_c0_g1PIA30414.1hypothetical protein AQUCO_05600098v1 [Aquilegia coerulea]Aquilegia_coerulea 29.30 0.00

TRINITY_DN33830_c0_g2RMZ55606.1hypothetical protein APUTEX25_000189 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 29.30 0.00

TRINITY_DN34341_c0_g1XP_015382064.1DNA oxidative demethylase ALKBH2 isoform X3 [Citrus sinensis]Citrus_sinensis 29.30 0.00

TRINITY_DN35192_c0_g1EEF25649.1NAD(P)H azoreductase, putative [Ricinus communis]Ricinus_communis 29.30 0.00

TRINITY_DN35344_c0_g1GAX75700.1hypothetical protein CEUSTIGMA_g3143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN35969_c0_g9XP_013657732.1phosphoglycerate mutase-like protein 1 isoform X1 [Brassica napus]Brassica_napus 29.30 0.00

TRINITY_DN36244_c0_g4XP_019195780.1PREDICTED: glutathione S-transferase T1-like [Ipomoea nil]Ipomoea_nil 29.30 0.00

TRINITY_DN36265_c0_g5XP_001690967.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.30 0.00

TRINITY_DN37406_c0_g3GAQ80294.1calcium-dependent cysteine protease [Klebsormidium nitens]Klebsormidium_nitens 29.30 0.00

TRINITY_DN37531_c0_g7GAQ84320.1UDP-galactose transporter related protein [Klebsormidium nitens]Klebsormidium_nitens 29.30 0.00

TRINITY_DN37626_c1_g9YP_665650.1NADH dehydrogenase subunit 2 (mitochondrion) [Nephroselmis olivacea]Nephroselmis_olivacea 29.30 0.00

TRINITY_DN37742_c0_g2XP_020223634.1probable E3 ubiquitin-protein ligase ARI7 isoform X2 [Cajanus cajan]Cajanus_cajan 29.30 0.00

TRINITY_DN37982_c0_g2KXZ53870.1hypothetical protein GPECTOR_6g788 [Gonium pectorale]Gonium_pectorale 29.30 0.00

TRINITY_DN38307_c0_g1XP_012483419.1PREDICTED: ribosomal L1 domain-containing protein 1-like [Gossypium raimondii]Gossypium_raimondii 29.30 0.00

TRINITY_DN38431_c0_g14GAX77327.1hypothetical protein CEUSTIGMA_g4773.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN38875_c0_g1XP_001422292.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 29.30 0.00

TRINITY_DN38892_c0_g1RYQ87183.1hypothetical protein Ahy_B09g094655 [Arachis hypogaea]Arachis_hypogaea 29.30 0.00

TRINITY_DN38969_c1_g8BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.30 0.00



TRINITY_DN39035_c1_g4XP_023901832.1calcium/calmodulin-dependent protein kinase cmkB-like [Quercus suber]Quercus_suber 29.30 0.00

TRINITY_DN39585_c0_g6Q43492.2RecName: Full=Serpin-Z7; AltName: Full=BSZ7; AltName: Full=HorvuZ7Hordeum_vulgare 29.30 0.00

TRINITY_DN39609_c0_g1XP_002318247.1sorbitol dehydrogenase [Populus trichocarpa]Populus_trichocarpa 29.30 0.00

TRINITY_DN39727_c0_g1GBF89693.1PKHD-type hydroxylase [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.30 0.00

TRINITY_DN39984_c0_g2XP_002955593.1hypothetical protein VOLCADRAFT_96508 [Volvox carteri f. nagariensis]Volvox_carteri 29.30 0.00

TRINITY_DN40900_c0_g2XP_011020454.1PREDICTED: probable choline kinase 2 isoform X1 [Populus euphratica]Populus_euphratica 29.30 0.00

TRINITY_DN41061_c1_g2GAX80826.1hypothetical protein CEUSTIGMA_g8261.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN41220_c0_g5XP_013734030.1pumilio homolog 12-like [Brassica napus]Brassica_napus 29.30 0.00

TRINITY_DN42589_c0_g1XP_003055515.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 29.30 0.00

TRINITY_DN42641_c0_g4GAX80528.1hypothetical protein CEUSTIGMA_g7966.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN43046_c0_g1GAX84861.1hypothetical protein CEUSTIGMA_g12282.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN43876_c0_g6XP_024371985.1ankyrin repeat and zinc finger domain-containing protein 1-like [Physcomitrella patens]Physcomitrella_patens 29.30 0.00

TRINITY_DN44015_c1_g3RWR77368.1subtilisin-like protein protease SBT6.1 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 29.30 0.00

TRINITY_DN45672_c1_g1XP_005642835.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 29.30 0.00

TRINITY_DN45763_c0_g1GAX74061.1hypothetical protein CEUSTIGMA_g1511.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN46329_c0_g5XP_023881057.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 29.30 0.00

TRINITY_DN46578_c0_g2EFJ09599.1hypothetical protein SELMODRAFT_129656 [Selaginella moellendorffii]Selaginella_moellendorffii 29.30 0.00

TRINITY_DN46779_c1_g3KXZ42110.1hypothetical protein GPECTOR_202g372 [Gonium pectorale]Gonium_pectorale 29.30 0.00

TRINITY_DN47003_c1_g1PNW86184.1hypothetical protein CHLRE_02g076200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.30 0.00

TRINITY_DN47900_c1_g4XP_007218541.1elicitor-responsive protein 1 [Prunus persica]Prunus_persica 29.30 0.00

TRINITY_DN47982_c0_g3XP_008803830.1derlin-1.2-like [Phoenix dactylifera]Phoenix_dactylifera 29.30 0.00

TRINITY_DN48005_c1_g2GAX73095.1hypothetical protein CEUSTIGMA_g548.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN48101_c1_g2XP_010558480.1PREDICTED: lipase-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 29.30 0.00

TRINITY_DN48146_c1_g6EFJ31046.1hypothetical protein SELMODRAFT_145115 [Selaginella moellendorffii]Selaginella_moellendorffii 29.30 0.00

TRINITY_DN48829_c0_g6XP_005844341.1hypothetical protein CHLNCDRAFT_139112 [Chlorella variabilis]Chlorella_variabilis 29.30 0.00

TRINITY_DN48859_c0_g1PNW74149.1hypothetical protein CHLRE_13g587350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.30 0.00

TRINITY_DN49698_c0_g1PRW56793.1Pentatricopeptide repeat-containing isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 29.30 0.00

TRINITY_DN50646_c0_g3XP_010476635.1PREDICTED: periodic tryptophan protein 2 homolog [Camelina sativa]Camelina_sativa 29.30 0.00

TRINITY_DN51399_c1_g1GAX84112.1hypothetical protein CEUSTIGMA_g11535.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN52232_c0_g3XP_005648204.1hypothetical protein COCSUDRAFT_47384 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 29.30 0.00

TRINITY_DN52335_c1_g3PNW88549.1hypothetical protein CHLRE_01g034200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.30 0.00

TRINITY_DN52512_c0_g2GAX78941.1hypothetical protein CEUSTIGMA_g6381.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.30 0.00

TRINITY_DN28369_c0_g2XP_014514015.1cyprosin [Vigna radiata var. radiata]Vigna_radiata 29.20 0.00

TRINITY_DN32390_c0_g1XP_020242267.1major facilitator superfamily domain-containing protein 12-like [Asparagus officinalis]Asparagus_officinalis 29.20 0.00

TRINITY_DN34083_c0_g4XP_002950897.1hypothetical protein VOLCADRAFT_117700 [Volvox carteri f. nagariensis]Volvox_carteri 29.20 0.00

TRINITY_DN34532_c0_g1GAQ92356.1mitogen-activated protein kinase kinase kinase [Klebsormidium nitens]Klebsormidium_nitens 29.20 0.00

TRINITY_DN35717_c1_g6RXH72982.1hypothetical protein DVH24_012666 [Malus domestica]Malus_domestica 29.20 0.00

TRINITY_DN36485_c0_g5XP_015578304.1aspartic proteinase CDR1 [Ricinus communis]Ricinus_communis 29.20 0.00

TRINITY_DN36513_c0_g1RWR80472.1nardilysin-like protein isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 29.20 0.00

TRINITY_DN36714_c0_g5GBG84637.1hypothetical protein CBR_g38919 [Chara braunii]Chara_braunii 29.20 0.00

TRINITY_DN36938_c0_g2AAM33652.1mastigoneme-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.20 0.00

TRINITY_DN36974_c0_g2KZV16475.1hypothetical protein F511_10087 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 29.20 0.00

TRINITY_DN37465_c0_g3RDY12063.1hypothetical protein CR513_03187, partial [Mucuna pruriens]Mucuna_pruriens 29.20 0.00

TRINITY_DN37746_c0_g1GAX86451.1hypothetical protein CEUSTIGMA_g13861.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.20 0.00

TRINITY_DN37865_c1_g4XP_022929650.1transcription elongation factor SPT6 homolog [Cucurbita moschata]Cucurbita_moschata 29.20 0.00

TRINITY_DN37898_c0_g8XP_002950897.1hypothetical protein VOLCADRAFT_117700 [Volvox carteri f. nagariensis]Volvox_carteri 29.20 0.00

TRINITY_DN37994_c0_g5XP_012836679.1PREDICTED: probable E3 ubiquitin-protein ligase ARI8 [Erythranthe guttata]Erythranthe_guttata 29.20 0.00

TRINITY_DN38570_c0_g8XP_024382645.1methyltransferase-like protein 13 [Physcomitrella patens]Physcomitrella_patens 29.20 0.00

TRINITY_DN38595_c0_g1GBF97054.1hypothetical protein Rsub_09527 [Raphidocelis subcapitata]Raphidocelis_subcapitata 29.20 0.00

TRINITY_DN38733_c1_g9XP_020196012.1probable protein phosphatase 2C 71 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 29.20 0.00

TRINITY_DN39230_c0_g1XP_027360366.1SNF1-related protein kinase regulatory subunit gamma-1-like [Abrus precatorius]Abrus_precatorius 29.20 0.00

TRINITY_DN39920_c0_g4GBG84986.1hypothetical protein CBR_g39450 [Chara braunii]Chara_braunii 29.20 0.00

TRINITY_DN40368_c0_g6XP_012832234.1PREDICTED: solute carrier family 40 member 2-like [Erythranthe guttata]Erythranthe_guttata 29.20 0.00

TRINITY_DN40676_c0_g3XP_003533803.1suppressor of mec-8 and unc-52 protein homolog 2 [Glycine max]Glycine_max 29.20 0.00

TRINITY_DN41266_c0_g7XP_004233065.1ras-related protein RABA1d [Solanum lycopersicum]Solanum_lycopersicum 29.20 0.00

TRINITY_DN41386_c1_g8XP_016188110.1vacuolar protein sorting-associated protein 9A isoform X1 [Arachis ipaensis]Arachis_ipaensis 29.20 0.00

TRINITY_DN41447_c0_g2XP_023889339.1protein disulfide-isomerase-like [Quercus suber]Quercus_suber 29.20 0.00

TRINITY_DN41576_c0_g3GAX81690.1hypothetical protein CEUSTIGMA_g9118.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.20 0.00

TRINITY_DN41672_c0_g5GAX74724.1hypothetical protein CEUSTIGMA_g2171.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.20 0.00

TRINITY_DN42063_c0_g1PNW82477.1hypothetical protein CHLRE_06g280500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.20 0.00

TRINITY_DN42357_c0_g3XP_002507046.1predicted protein [Micromonas commoda]Micromonas_commoda 29.20 0.00

TRINITY_DN43194_c0_g1GAX76207.1hypothetical protein CEUSTIGMA_g3651.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.20 0.00

TRINITY_DN43492_c0_g4GAX78841.1hypothetical protein CEUSTIGMA_g6279.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.20 0.00

TRINITY_DN43607_c0_g1KXZ43163.1hypothetical protein GPECTOR_99g798 [Gonium pectorale]Gonium_pectorale 29.20 0.00

TRINITY_DN44902_c0_g2RWR76841.1putative transcription elongation factor SPT5 1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 29.20 0.00

TRINITY_DN45455_c0_g3XP_005649282.1putative cGMP-dependent protein kinase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 29.20 0.00



TRINITY_DN45744_c0_g6OUS42678.1hypothetical protein BE221DRAFT_61466 [Ostreococcus tauri]Ostreococcus_tauri 29.20 0.00

TRINITY_DN47337_c0_g1XP_026449215.1probable protein phosphatase 2C 12 [Papaver somniferum]Papaver_somniferum 29.20 0.00

TRINITY_DN47566_c1_g2XP_020200816.1BTB/POZ and MATH domain-containing protein 1-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 29.20 0.00

TRINITY_DN47590_c0_g1KZV42210.1Para-nitrobenzyl esterase [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 29.20 0.00

TRINITY_DN47983_c0_g3XP_009587031.1PREDICTED: formin-like protein 18 isoform X2 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 29.20 0.00

TRINITY_DN48274_c0_g1XP_002503384.1predicted protein [Micromonas commoda]Micromonas_commoda 29.20 0.00

TRINITY_DN48726_c2_g1KXZ50158.1hypothetical protein GPECTOR_17g794 [Gonium pectorale]Gonium_pectorale 29.20 0.00

TRINITY_DN48965_c0_g4XP_022963638.1geraniol 8-hydroxylase-like [Cucurbita moschata]Cucurbita_moschata 29.20 0.00

TRINITY_DN49587_c0_g1XP_024382394.1von Willebrand factor A domain-containing protein DDB_G0267758-like [Physcomitrella patens]Physcomitrella_patens 29.20 0.00

TRINITY_DN50435_c0_g7RLN01095.1eukaryotic translation initiation factor 3 subunit D-like [Panicum miliaceum]Panicum_miliaceum 29.20 0.00

TRINITY_DN51009_c1_g6XP_009407736.1PREDICTED: calmodulin-like protein 8 [Musa acuminata subsp. malaccensis]Musa_acuminata 29.20 0.00

TRINITY_DN14460_c0_g2XP_005650517.1WD40 repeat-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 29.10 0.00

TRINITY_DN15955_c0_g1XP_027154925.1probable aquaporin TIP5-1 [Coffea eugenioides]Coffea_eugenioides 29.10 0.00

TRINITY_DN16975_c0_g1XP_021620547.1CBL-interacting serine/threonine-protein kinase 14-like [Manihot esculenta]Manihot_esculenta 29.10 0.00

TRINITY_DN16981_c0_g1EPS65248.1hypothetical protein M569_09530, partial [Genlisea aurea]Genlisea_aurea 29.10 0.00

TRINITY_DN22000_c0_g3P0C8M8.1RecName: Full=Probable serine/threonine-protein kinase CCRP1; AltName: Full=Cell-cycle related Protein 1Zea_mays 29.10 0.00

TRINITY_DN23120_c0_g1XP_023908760.1acyl-protein thioesterase 1-like [Quercus suber]Quercus_suber 29.10 0.00

TRINITY_DN27310_c0_g1XP_010532701.1PREDICTED: endo-1,3;1,4-beta-D-glucanase-like [Tarenaya hassleriana]Tarenaya_hassleriana 29.10 0.00

TRINITY_DN29566_c0_g1PNY09463.1putative protein phosphatase 2C 25-like protein [Trifolium pratense]Trifolium_pratense 29.10 0.00

TRINITY_DN30533_c0_g1XP_023877673.1cell division control protein 42 homolog [Quercus suber]Quercus_suber 29.10 0.00

TRINITY_DN30701_c0_g1GAX76666.1hypothetical protein CEUSTIGMA_g4112.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN33627_c0_g1XP_010068713.1PREDICTED: probable uridine nucleosidase 2 [Eucalyptus grandis]Eucalyptus_grandis 29.10 0.00

TRINITY_DN35167_c0_g1XP_001418351.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 29.10 0.00

TRINITY_DN35701_c0_g2XP_002952530.1hypothetical protein VOLCADRAFT_75428 [Volvox carteri f. nagariensis]Volvox_carteri 29.10 0.00

TRINITY_DN35862_c1_g3XP_026656044.1ATP-dependent RNA helicase SUV3, mitochondrial isoform X2 [Phoenix dactylifera]Phoenix_dactylifera 29.10 0.00

TRINITY_DN36099_c0_g1PSC71302.1mitochondrial-processing peptidase subunit alpha-like [Micractinium conductrix]Micractinium_conductrix 29.10 0.00

TRINITY_DN36343_c1_g3GAU14511.1hypothetical protein TSUD_250530 [Trifolium subterraneum]Trifolium_subterraneum 29.10 0.00

TRINITY_DN36369_c1_g1GAX76665.1hypothetical protein CEUSTIGMA_g4111.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN37194_c0_g1XP_010939649.1PREDICTED: tobamovirus multiplication protein 1 isoform X2 [Elaeis guineensis]Elaeis_guineensis 29.10 0.00

TRINITY_DN37907_c0_g2AES94605.2eukaryotic aspartyl protease family protein [Medicago truncatula]Medicago_truncatula 29.10 0.00

TRINITY_DN38491_c0_g1EFJ37783.1hypothetical protein SELMODRAFT_74269 [Selaginella moellendorffii]Selaginella_moellendorffii 29.10 0.00

TRINITY_DN39292_c0_g7XP_023731928.1probable 1-acylglycerol-3-phosphate O-acyltransferase [Lactuca sativa]Lactuca_sativa 29.10 0.00

TRINITY_DN39870_c0_g2GAX74672.1hypothetical protein CEUSTIGMA_g2120.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN40121_c0_g5PNW88458.1hypothetical protein CHLRE_01g030450v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.10 0.00

TRINITY_DN40827_c1_g2XP_023918330.1thiol-specific monooxygenase-like [Quercus suber]Quercus_suber 29.10 0.00

TRINITY_DN41503_c0_g1PHT52157.1hypothetical protein CQW23_06619 [Capsicum baccatum]Capsicum_baccatum 29.10 0.00

TRINITY_DN41966_c0_g1XP_013902099.1hypothetical protein MNEG_4875 [Monoraphidium neglectum]Monoraphidium_neglectum 29.10 0.00

TRINITY_DN41993_c0_g1XP_023753110.1uncharacterized protein LOC111901476 [Lactuca sativa]Lactuca_sativa 29.10 0.00

TRINITY_DN42137_c0_g3XP_024535581.1retinoblastoma-related protein isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 29.10 0.00

TRINITY_DN43490_c0_g2XP_023903632.1tuberous sclerosis 2 protein homolog [Quercus suber]Quercus_suber 29.10 0.00

TRINITY_DN43557_c1_g4XP_024400993.1uncharacterized protein LOC112294591 isoform X1 [Physcomitrella patens]Physcomitrella_patens 29.10 0.00

TRINITY_DN43696_c1_g7XP_022766130.1heparan-alpha-glucosaminide N-acetyltransferase-like [Durio zibethinus]Durio_zibethinus 29.10 0.00

TRINITY_DN43724_c0_g1PNH11500.1Glycosyltransferase-like protein LARGE2 [Tetrabaena socialis]Tetrabaena_socialis 29.10 0.00

TRINITY_DN43856_c0_g1PNH07386.1Histone-lysine N-methyltransferase SUV39H2 [Tetrabaena socialis]Tetrabaena_socialis 29.10 0.00

TRINITY_DN43944_c2_g3XP_006449604.1ABC transporter B family member 9 [Citrus clementina]Citrus_clementina 29.10 0.00

TRINITY_DN44178_c1_g2XP_020674102.1mediator of RNA polymerase II transcription subunit 12 isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 29.10 0.00

TRINITY_DN44608_c0_g3XP_020678169.1uncharacterized protein LOC110096511 [Dendrobium catenatum]Dendrobium_catenatum 29.10 0.00

TRINITY_DN44775_c1_g2XP_004503009.1oxysterol-binding protein-related protein 1C-like [Cicer arietinum]Cicer_arietinum 29.10 0.00

TRINITY_DN45000_c0_g3GAX83914.1hypothetical protein CEUSTIGMA_g11338.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN46082_c0_g4GAX76188.1hypothetical protein CEUSTIGMA_g3632.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN46082_c0_g6PRW56579.1peptidase S49 [Chlorella sorokiniana]Chlorella_sorokiniana 29.10 0.00

TRINITY_DN46358_c1_g1PNH12797.1putative protein phosphatase 2C 59 [Tetrabaena socialis]Tetrabaena_socialis 29.10 0.00

TRINITY_DN46619_c0_g1GAX74011.1hypothetical protein CEUSTIGMA_g1461.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN46770_c1_g1XP_017433864.1PREDICTED: aspartic proteinase-like protein 2 isoform X1 [Vigna angularis]Vigna_angularis 29.10 0.00

TRINITY_DN46921_c1_g1VDD51986.1unnamed protein product [Brassica oleracea]Brassica_oleracea 29.10 0.00

TRINITY_DN47573_c0_g10PSC70534.1pumilio-like protein 24 [Micractinium conductrix]Micractinium_conductrix 29.10 0.00

TRINITY_DN47597_c0_g2XP_013897677.1zinc finger, RAN-binding domain containing 3-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 29.10 0.00

TRINITY_DN47748_c0_g8GAX76914.1hypothetical protein CEUSTIGMA_g4360.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN48099_c0_g3GAX75179.1hypothetical protein CEUSTIGMA_g2623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN48926_c0_g2PNW74637.1hypothetical protein CHLRE_12g489200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.10 0.00

TRINITY_DN49293_c0_g2XP_023923065.1uncharacterized protein LOC112034480, partial [Quercus suber]Quercus_suber 29.10 0.00

TRINITY_DN49838_c0_g5XP_023731585.1probable protein S-acyltransferase 4 [Lactuca sativa]Lactuca_sativa 29.10 0.00

TRINITY_DN50351_c0_g2XP_011014357.1PREDICTED: uncharacterized protein LOC105118166 [Populus euphratica]Populus_euphratica 29.10 0.00

TRINITY_DN51179_c0_g1XP_010273872.1PREDICTED: U-box domain-containing protein 52-like isoform X3 [Nelumbo nucifera]Nelumbo_nucifera 29.10 0.00

TRINITY_DN51655_c0_g1GAX73814.1hypothetical protein CEUSTIGMA_g1265.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00

TRINITY_DN52059_c1_g1GAX77579.1hypothetical protein CEUSTIGMA_g5023.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.10 0.00



TRINITY_DN52204_c0_g2XP_002957201.1hypothetical protein VOLCADRAFT_98288 [Volvox carteri f. nagariensis]Volvox_carteri 29.10 0.00

TRINITY_DN52356_c0_g1PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 29.10 0.00

TRINITY_DN29840_c0_g3GAQ85117.1hypothetical protein KFL_002200040 [Klebsormidium nitens]Klebsormidium_nitens 29.00 0.00

TRINITY_DN34188_c1_g2XP_007510631.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 29.00 0.00

TRINITY_DN34194_c0_g1XP_011397377.1Oxysterol-binding protein 9 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 29.00 0.00

TRINITY_DN3469_c0_g1RLM60461.170 kDa peptidyl-prolyl isomerase [Panicum miliaceum]Panicum_miliaceum 29.00 0.00

TRINITY_DN35092_c0_g3XP_005851395.1hypothetical protein CHLNCDRAFT_137642 [Chlorella variabilis]Chlorella_variabilis 29.00 0.00

TRINITY_DN35529_c0_g1GBG70448.1hypothetical protein CBR_g6576 [Chara braunii]Chara_braunii 29.00 0.00

TRINITY_DN35607_c0_g1XP_022977166.1uncharacterized protein LOC111477321 [Cucurbita maxima]Cucurbita_maxima 29.00 0.00

TRINITY_DN35727_c0_g1XP_024371324.1uncharacterized protein LOC112280257 [Physcomitrella patens]Physcomitrella_patens 29.00 0.00

TRINITY_DN35794_c0_g1PTQ27799.1hypothetical protein MARPO_0183s0005 [Marchantia polymorpha]Marchantia_polymorpha 29.00 0.00

TRINITY_DN36307_c0_g6XP_024534575.1uncharacterized protein LOC9655983 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 29.00 0.00

TRINITY_DN36497_c0_g1GAQ83394.1inositol polyphosphate kinase [Klebsormidium nitens]Klebsormidium_nitens 29.00 0.00

TRINITY_DN36571_c0_g5RAL39532.1hypothetical protein DM860_003065 [Cuscuta australis]Cuscuta_australis 29.00 0.00

TRINITY_DN36654_c0_g1XP_023742632.1probable uridine nucleosidase 2 [Lactuca sativa]Lactuca_sativa 29.00 0.00

TRINITY_DN37064_c0_g7XP_001417956.1VIC family transporter: potassium ion channel subfamily H [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 29.00 0.00

TRINITY_DN37079_c0_g5PRW61037.1SUMO-activating enzyme subunit 2 [Chlorella sorokiniana]Chlorella_sorokiniana 29.00 0.00

TRINITY_DN37164_c0_g1XP_004300650.1PREDICTED: melanoma-associated antigen G1 [Fragaria vesca subsp. vesca]Fragaria_vesca 29.00 0.00

TRINITY_DN37531_c0_g11GAQ84320.1UDP-galactose transporter related protein [Klebsormidium nitens]Klebsormidium_nitens 29.00 0.00

TRINITY_DN37531_c0_g2XP_013461730.1putative cyclin-A3-1 [Medicago truncatula]Medicago_truncatula 29.00 0.00

TRINITY_DN37581_c2_g1PNW72631.1hypothetical protein CHLRE_15g636250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 29.00 0.00

TRINITY_DN37708_c0_g3OAE23249.1hypothetical protein AXG93_620s1160 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.00 0.00

TRINITY_DN38216_c0_g5XP_003056092.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 29.00 0.00

TRINITY_DN38694_c0_g1XP_003606823.1F-box protein SKIP16 [Medicago truncatula]Medicago_truncatula 29.00 0.00

TRINITY_DN38896_c0_g1PNR28420.1hypothetical protein PHYPA_029012 [Physcomitrella patens]Physcomitrella_patens 29.00 0.00

TRINITY_DN39701_c0_g1KFK33156.1hypothetical protein AALP_AA6G337900 [Arabis alpina]Arabis_alpina 29.00 0.00

TRINITY_DN39735_c0_g2BAK00797.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.00 0.00

TRINITY_DN39933_c0_g2XP_019093828.1PREDICTED: serine/threonine-protein kinase SRK2J isoform X2 [Camelina sativa]Camelina_sativa 29.00 0.00

TRINITY_DN40115_c0_g3XP_024195865.1probable LRR receptor-like serine/threonine-protein kinase At3g47570 [Rosa chinensis]Rosa_chinensis 29.00 0.00

TRINITY_DN40256_c0_g9XP_017429984.1PREDICTED: elicitor-responsive protein 1-like [Vigna angularis]Vigna_angularis 29.00 0.00

TRINITY_DN40371_c1_g7RWR86483.114-3-3-like protein D [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 29.00 0.00

TRINITY_DN40870_c0_g1GAQ84224.1hypothetical protein KFL_001810050 [Klebsormidium nitens]Klebsormidium_nitens 29.00 0.00

TRINITY_DN41810_c1_g2CDY67315.1BnaCnng54470D [Brassica napus]Brassica_napus 29.00 0.00

TRINITY_DN42774_c1_g1XP_023877279.1histidine protein kinase NIK1-like [Quercus suber]Quercus_suber 29.00 0.00

TRINITY_DN42922_c0_g1OAE19212.1hypothetical protein AXG93_4751s1170 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 29.00 0.00

TRINITY_DN43136_c0_g1XP_005846594.1hypothetical protein CHLNCDRAFT_135175 [Chlorella variabilis]Chlorella_variabilis 29.00 0.00

TRINITY_DN43405_c0_g1XP_024529726.1DNA polymerase eta isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 29.00 0.00

TRINITY_DN45763_c0_g2BAJ90795.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 29.00 0.00

TRINITY_DN46318_c1_g2GAX72899.1hypothetical protein CEUSTIGMA_g354.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 29.00 0.00

TRINITY_DN46497_c0_g1KZM88819.1hypothetical protein DCAR_025894 [Daucus carota subsp. sativus]Daucus_carota 29.00 0.00

TRINITY_DN46500_c0_g5KMZ76438.1Beta-fructofuranosidase [Zostera marina]Zostera_marina 29.00 0.00

TRINITY_DN46736_c0_g3XP_002506674.1predicted protein [Micromonas commoda]Micromonas_commoda 29.00 0.00

TRINITY_DN47543_c1_g15XP_020674984.1protein transport protein Sec24-like At3g07100 [Dendrobium catenatum]Dendrobium_catenatum 29.00 0.00

TRINITY_DN48407_c0_g9XP_027906272.1serine/threonine-protein kinase ATG1a isoform X4 [Vigna unguiculata]Vigna_unguiculata 29.00 0.00

TRINITY_DN49996_c1_g1XP_014524111.1vacuolar protein sorting-associated protein 8 homolog [Vigna radiata var. radiata]Vigna_radiata 29.00 0.00

TRINITY_DN18547_c0_g1PNH13009.1Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB [Tetrabaena socialis]Tetrabaena_socialis 28.90 0.00

TRINITY_DN21799_c0_g1XP_002981600.2ribosomal L1 domain-containing protein 1 [Selaginella moellendorffii]Selaginella_moellendorffii 28.90 0.00

TRINITY_DN26740_c1_g1XP_010678661.1PREDICTED: ABC transporter C family member 3 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 28.90 0.00

TRINITY_DN29092_c0_g1OAY66327.1Calcium-dependent protein kinase 30 [Ananas comosus]Ananas_comosus 28.90 0.00

TRINITY_DN29337_c0_g1XP_002263664.1PREDICTED: ankyrin-1 [Vitis vinifera]Vitis_vinifera 28.90 0.00

TRINITY_DN34330_c0_g1NP_001326096.1Transducin/WD40 repeat-like superfamily protein [Arabidopsis thaliana]Arabidopsis_thaliana 28.90 0.00

TRINITY_DN34490_c0_g1XP_019412875.1PREDICTED: ras-related protein RABD2a-like [Lupinus angustifolius]Lupinus_angustifolius 28.90 0.00

TRINITY_DN35492_c0_g1PNR34217.1hypothetical protein PHYPA_024034 [Physcomitrella patens]Physcomitrella_patens 28.90 0.00

TRINITY_DN35509_c0_g1GAQ83723.1vesicle-associated membrane protein [Klebsormidium nitens]Klebsormidium_nitens 28.90 0.00

TRINITY_DN36057_c0_g1XP_005650369.1TPR-like protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.90 0.00

TRINITY_DN36805_c0_g3XP_002503170.1predicted protein [Micromonas commoda]Micromonas_commoda 28.90 0.00

TRINITY_DN37091_c0_g1OAE32122.1hypothetical protein AXG93_2912s1110 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.90 0.00

TRINITY_DN37204_c0_g2XP_024369014.1protein SHOOT GRAVITROPISM 6-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 28.90 0.00

TRINITY_DN37229_c0_g4XP_008445683.2PREDICTED: ABC transporter C family member 2-like [Cucumis melo]Cucumis_melo 28.90 0.00

TRINITY_DN37371_c0_g3XP_023929126.1tip elongation aberrant protein 1-like [Quercus suber]Quercus_suber 28.90 0.00

TRINITY_DN37898_c0_g4XP_002950897.1hypothetical protein VOLCADRAFT_117700 [Volvox carteri f. nagariensis]Volvox_carteri 28.90 0.00

TRINITY_DN37924_c1_g2XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.90 0.00

TRINITY_DN38136_c1_g6GBG59286.1hypothetical protein CBR_g32299 [Chara braunii]Chara_braunii 28.90 0.00

TRINITY_DN38451_c0_g4XP_020227114.1cell division cycle protein 123 homolog [Cajanus cajan]Cajanus_cajan 28.90 0.00

TRINITY_DN38932_c0_g1XP_018727206.1PREDICTED: cytochrome P450 CYP749A22-like [Eucalyptus grandis]Eucalyptus_grandis 28.90 0.00

TRINITY_DN39051_c0_g1PNW80411.1hypothetical protein CHLRE_07g316650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.90 0.00



TRINITY_DN39151_c0_g1PNH07868.1hypothetical protein TSOC_005643 [Tetrabaena socialis]Tetrabaena_socialis 28.90 0.00

TRINITY_DN39872_c0_g2XP_009391082.1PREDICTED: protein BTR1 [Musa acuminata subsp. malaccensis]Musa_acuminata 28.90 0.00

TRINITY_DN40300_c0_g3EMS58456.1hypothetical protein TRIUR3_02893 [Triticum urartu]Triticum_urartu 28.90 0.00

TRINITY_DN40316_c0_g7XP_024961837.1elicitor-responsive protein 1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 28.90 0.00

TRINITY_DN41971_c1_g16XP_024363204.1oxidation resistance protein 1-like [Physcomitrella patens]Physcomitrella_patens 28.90 0.00

TRINITY_DN42524_c0_g3XP_023899357.1putative metal ion transporter C17A12.14 [Quercus suber]Quercus_suber 28.90 0.00

TRINITY_DN42803_c0_g6XP_027108250.1peroxisomal membrane protein 11D-like [Coffea arabica]Coffea_arabica 28.90 0.00

TRINITY_DN43875_c0_g3XP_017411525.1PREDICTED: uncharacterized protein LOC108323547 [Vigna angularis]Vigna_angularis 28.90 0.00

TRINITY_DN43993_c0_g1GAX82284.1hypothetical protein CEUSTIGMA_g9713.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.90 0.00

TRINITY_DN44486_c0_g1XP_002957690.1hypothetical protein VOLCADRAFT_119772 [Volvox carteri f. nagariensis]Volvox_carteri 28.90 0.00

TRINITY_DN44503_c0_g1GBG91838.1hypothetical protein CBR_g53729 [Chara braunii]Chara_braunii 28.90 0.00

TRINITY_DN46098_c0_g1GAX74773.1hypothetical protein CEUSTIGMA_g2220.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.90 0.00

TRINITY_DN46141_c0_g4XP_023889196.1eIF-2-alpha kinase GCN2-like [Quercus suber]Quercus_suber 28.90 0.00

TRINITY_DN46572_c0_g4GAX81042.1hypothetical protein CEUSTIGMA_g8477.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.90 0.00

TRINITY_DN47322_c0_g3PNW79803.1hypothetical protein CHLRE_08g367250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.90 0.00

TRINITY_DN47666_c1_g2XP_001690034.1aromatic amino acid hydroxylase-related protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.90 0.00

TRINITY_DN47795_c0_g3ONK66169.1uncharacterized protein A4U43_C06F4840 [Asparagus officinalis]Asparagus_officinalis 28.90 0.00

TRINITY_DN48301_c0_g7XP_022843810.1prostamide/prostaglandin F synthase isoform X1 [Olea europaea var. sylvestris]Olea_europaea 28.90 0.00

TRINITY_DN49016_c0_g2EFJ13242.1hypothetical protein SELMODRAFT_122900, partial [Selaginella moellendorffii]Selaginella_moellendorffii 28.90 0.00

TRINITY_DN49716_c1_g3XP_002954388.1hypothetical protein VOLCADRAFT_95267 [Volvox carteri f. nagariensis]Volvox_carteri 28.90 0.00

TRINITY_DN50248_c0_g6PTQ37558.1hypothetical protein MARPO_0056s0034 [Marchantia polymorpha]Marchantia_polymorpha 28.90 0.00

TRINITY_DN50263_c0_g2XP_005644746.1CBS-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.90 0.00

TRINITY_DN51502_c0_g1OMO66449.1hypothetical protein CCACVL1_21135 [Corchorus capsularis]Corchorus_capsularis 28.90 0.00

TRINITY_DN51571_c0_g3KXZ45435.1hypothetical protein GPECTOR_54g175 [Gonium pectorale]Gonium_pectorale 28.90 0.00

TRINITY_DN52581_c5_g2KXZ41684.1hypothetical protein GPECTOR_321g30 [Gonium pectorale]Gonium_pectorale 28.90 0.00

TRINITY_DN25556_c0_g1XP_024537285.1cysteine and histidine-rich domain-containing protein RAR1 [Selaginella moellendorffii]Selaginella_moellendorffii 28.80 0.00

TRINITY_DN32211_c0_g1KFK35185.1hypothetical protein AALP_AA5G251400 [Arabis alpina]Arabis_alpina 28.80 0.00

TRINITY_DN34800_c0_g1EFJ13810.1hypothetical protein SELMODRAFT_40488, partial [Selaginella moellendorffii]Selaginella_moellendorffii 28.80 0.00

TRINITY_DN35064_c0_g2XP_017218411.1PREDICTED: polynucleotide 5'-hydroxyl-kinase NOL9 [Daucus carota subsp. sativus]Daucus_carota 28.80 0.00

TRINITY_DN35778_c0_g1XP_023878702.1uncharacterized protein LOC111991154 [Quercus suber]Quercus_suber 28.80 0.00

TRINITY_DN35890_c0_g1OAE20650.1hypothetical protein AXG93_154s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.80 0.00

TRINITY_DN36487_c1_g1XP_026460452.1ras-related protein RABB1c-like [Papaver somniferum]Papaver_somniferum 28.80 0.00

TRINITY_DN36982_c0_g3XP_023888489.1aurofusarin biosynthesis cluster protein S-like [Quercus suber]Quercus_suber 28.80 0.00

TRINITY_DN37206_c0_g7XP_005643215.1IBR-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.80 0.00

TRINITY_DN37379_c0_g4XP_001695618.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN37403_c0_g6XP_010674320.1PREDICTED: CCR4-NOT transcription complex subunit 11 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 28.80 0.00

TRINITY_DN37514_c0_g2XP_021812772.1translation initiation factor eIF-2B subunit gamma isoform X1 [Prunus avium]Prunus_avium 28.80 0.00

TRINITY_DN38171_c0_g1CDP03894.1unnamed protein product [Coffea canephora]Coffea_canephora 28.80 0.00

TRINITY_DN38616_c0_g2XP_004233324.1glycosylphosphatidylinositol anchor attachment 1 protein [Solanum lycopersicum]Solanum_lycopersicum 28.80 0.00

TRINITY_DN38757_c0_g8XP_023901601.1uncharacterized protein LOC112013442 [Quercus suber]Quercus_suber 28.80 0.00

TRINITY_DN39077_c1_g5XP_001698742.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN39875_c1_g4XP_006404984.1cytoplasmic 60S subunit biogenesis factor REI1 homolog 2 [Eutrema salsugineum]Eutrema_salsugineum 28.80 0.00

TRINITY_DN40012_c0_g4GAX74588.1hypothetical protein CEUSTIGMA_g2036.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN40026_c1_g8OAY39621.1hypothetical protein MANES_10G109800 [Manihot esculenta]Manihot_esculenta 28.80 0.00

TRINITY_DN41167_c0_g1XP_003075327.2mRNA capping enzyme [Ostreococcus tauri]Ostreococcus_tauri 28.80 0.00

TRINITY_DN41345_c0_g2XP_016475378.1PREDICTED: elongation factor-like GTPase 1 [Nicotiana tabacum]Nicotiana_tabacum 28.80 0.00

TRINITY_DN41962_c0_g3GAX73294.1hypothetical protein CEUSTIGMA_g748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN42403_c0_g3XP_023925311.1probable lysosomal cobalamin transporter [Quercus suber]Quercus_suber 28.80 0.00

TRINITY_DN42435_c1_g7XP_001702074.1flagellar associated protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN42882_c0_g3XP_004146169.1PREDICTED: protein GRIP isoform X1 [Cucumis sativus]Cucumis_sativus 28.80 0.00

TRINITY_DN43069_c0_g1GAX76008.1hypothetical protein CEUSTIGMA_g3451.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN43270_c0_g5XP_005649043.1NAD(P)-binding protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.80 0.00

TRINITY_DN43907_c0_g1GAX77019.1hypothetical protein CEUSTIGMA_g4466.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN44369_c1_g2KXZ47283.1hypothetical protein GPECTOR_36g134 [Gonium pectorale]Gonium_pectorale 28.80 0.00

TRINITY_DN45357_c0_g1XP_023878772.1E3 ubiquitin-protein ligase dbl4-like [Quercus suber]Quercus_suber 28.80 0.00

TRINITY_DN45433_c1_g4GAQ83686.1hypothetical protein KFL_001570250 [Klebsormidium nitens]Klebsormidium_nitens 28.80 0.00

TRINITY_DN45712_c1_g7PNW70125.1hypothetical protein CHLRE_17g706700v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN46177_c1_g3PHU01494.1hypothetical protein BC332_31281 [Capsicum chinense]Capsicum_chinense 28.80 0.00

TRINITY_DN46255_c0_g3PRQ31841.1putative leucine-rich repeat-containing, plant-type, leucine-rich repeat domain, L [Rosa chinensis]Rosa_chinensis 28.80 0.00

TRINITY_DN46399_c0_g2PNW81936.1hypothetical protein CHLRE_06g267000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN46661_c1_g1XP_007163599.1hypothetical protein PHAVU_001G248000g [Phaseolus vulgaris]Phaseolus_vulgaris 28.80 0.00

TRINITY_DN47113_c0_g3BAB18104.1cyclic nucleotide dependent protein kinase, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.80 0.00

TRINITY_DN47453_c1_g4GAX77877.1hypothetical protein CEUSTIGMA_g5319.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN47617_c0_g4GAX79799.1hypothetical protein CEUSTIGMA_g7239.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN47718_c1_g2XP_005643002.1hypothetical protein COCSUDRAFT_45262 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.80 0.00

TRINITY_DN47983_c0_g4XP_023900932.1paxillin-like [Quercus suber]Quercus_suber 28.80 0.00



TRINITY_DN48151_c0_g1GAX80532.1hypothetical protein CEUSTIGMA_g7970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN48225_c1_g1GAX83680.1hypothetical protein CEUSTIGMA_g11105.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN49000_c0_g2XP_010691308.1PREDICTED: methyltransferase-like protein 22 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 28.80 0.00

TRINITY_DN49642_c1_g1PIN05760.1hypothetical protein CDL12_21695 [Handroanthus impetiginosus]Handroanthus_impetiginosus 28.80 0.00

TRINITY_DN49679_c0_g2PUZ43416.1hypothetical protein GQ55_8G007700 [Panicum hallii var. hallii]Panicum_hallii 28.80 0.00

TRINITY_DN49826_c0_g4XP_002948515.1hypothetical protein VOLCADRAFT_116912 [Volvox carteri f. nagariensis]Volvox_carteri 28.80 0.00

TRINITY_DN50992_c0_g3XP_010275135.1PREDICTED: persulfide dioxygenase ETHE1 homolog, mitochondrial-like [Nelumbo nucifera]Nelumbo_nucifera 28.80 0.00

TRINITY_DN51641_c0_g3GAX83361.1hypothetical protein CEUSTIGMA_g10786.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.80 0.00

TRINITY_DN52227_c1_g2KXZ55666.1hypothetical protein GPECTOR_2g1216 [Gonium pectorale]Gonium_pectorale 28.80 0.00

TRINITY_DN26786_c0_g1PON40532.1Fumarate hydratase, class II [Parasponia andersonii]Parasponia_andersonii 28.70 0.00

TRINITY_DN28488_c0_g1KMZ67992.1LMBR1-like membrane protein [Zostera marina]Zostera_marina 28.70 0.00

TRINITY_DN29866_c0_g1XP_013902687.1putative phospholipase B-like 1 [Monoraphidium neglectum]Monoraphidium_neglectum 28.70 0.00

TRINITY_DN31403_c0_g4XP_015945195.1probable serine/threonine-protein kinase At1g54610 [Arachis duranensis]Arachis_duranensis 28.70 0.00

TRINITY_DN32024_c0_g1XP_017436717.1PREDICTED: ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic [Vigna angularis]Vigna_angularis 28.70 0.00

TRINITY_DN32082_c0_g4XP_023539286.1vacuolar cation/proton exchanger 3-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 28.70 0.00

TRINITY_DN32252_c0_g2GBF92574.1hypothetical protein Rsub_05188 [Raphidocelis subcapitata]Raphidocelis_subcapitata 28.70 0.00

TRINITY_DN32675_c0_g1XP_023876632.1geranylgeranyl pyrophosphate synthase-like [Quercus suber]Quercus_suber 28.70 0.00

TRINITY_DN33629_c0_g1XP_008647781.1thiamin pyrophosphokinase 1 isoform X1 [Zea mays]Zea_mays 28.70 0.00

TRINITY_DN33735_c0_g3XP_025819646.1UPF0587 protein F46B6.12 [Panicum hallii]Panicum_hallii 28.70 0.00

TRINITY_DN34176_c0_g1ABR18287.1unknown [Picea sitchensis]Picea_sitchensis 28.70 0.00

TRINITY_DN34721_c0_g1XP_021982637.1calcium and calcium/calmodulin-dependent serine/threonine-protein kinase DMI-3-like [Helianthus annuus]Helianthus_annuus 28.70 0.00

TRINITY_DN36217_c0_g1XP_024521102.1protein ZINC INDUCED FACILITATOR-LIKE 1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 28.70 0.00

TRINITY_DN36664_c0_g4GAX73151.1hypothetical protein CEUSTIGMA_g604.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN36665_c0_g2ABD52325.1mitochondrial protoporphyrinogen oxidase [Amaranthus tuberculatus]Amaranthus_tuberculatus 28.70 0.00

TRINITY_DN36833_c2_g6XP_001701805.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.70 0.00

TRINITY_DN37145_c0_g6KMZ70968.1hypothetical protein ZOSMA_18G00630 [Zostera marina]Zostera_marina 28.70 0.00

TRINITY_DN37285_c0_g1GBF88192.1hypothetical protein Rsub_00904 [Raphidocelis subcapitata]Raphidocelis_subcapitata 28.70 0.00

TRINITY_DN37307_c0_g1XP_010416246.1PREDICTED: rhomboid-like protein 17, chloroplastic isoform X1 [Camelina sativa]Camelina_sativa 28.70 0.00

TRINITY_DN38136_c1_g3XP_007133507.1hypothetical protein PHAVU_011G184800g [Phaseolus vulgaris]Phaseolus_vulgaris 28.70 0.00

TRINITY_DN39840_c0_g5GAQ87539.1hypothetical protein KFL_003590130 [Klebsormidium nitens]Klebsormidium_nitens 28.70 0.00

TRINITY_DN40485_c0_g1XP_024361298.1protein SGT1 homolog B-like [Physcomitrella patens]Physcomitrella_patens 28.70 0.00

TRINITY_DN41347_c0_g2PNW85671.1hypothetical protein CHLRE_03g197500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.70 0.00

TRINITY_DN41391_c1_g6KMS93578.1hypothetical protein BVRB_030060, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 28.70 0.00

TRINITY_DN42642_c0_g1GAQ83334.1translation initiation factor 4E [Klebsormidium nitens]Klebsormidium_nitens 28.70 0.00

TRINITY_DN43420_c0_g1BAK00002.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 28.70 0.00

TRINITY_DN43439_c0_g3XP_005645242.1phosphatases II [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.70 0.00

TRINITY_DN43588_c1_g6RWW90240.1hypothetical protein BHE74_00000599 [Ensete ventricosum]Ensete_ventricosum 28.70 0.00

TRINITY_DN44286_c0_g3GBF91567.1hypothetical protein Rsub_04307 [Raphidocelis subcapitata]Raphidocelis_subcapitata 28.70 0.00

TRINITY_DN44448_c0_g5XP_023755898.1serine carboxypeptidase-like 40 [Lactuca sativa]Lactuca_sativa 28.70 0.00

TRINITY_DN44457_c0_g7GAX79654.1hypothetical protein CEUSTIGMA_g7095.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN44651_c1_g1RLM59005.1patatin-like protein 1 [Panicum miliaceum]Panicum_miliaceum 28.70 0.00

TRINITY_DN44704_c0_g7OEL37612.1CBL-interacting protein kinase 9 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 28.70 0.00

TRINITY_DN45587_c0_g1ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 28.70 0.00

TRINITY_DN45657_c0_g3XP_001703436.1hypothetical protein CHLREDRAFT_143849 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.70 0.00

TRINITY_DN45695_c1_g2GAX75196.1hypothetical protein CEUSTIGMA_g2640.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN45885_c0_g2XP_020528869.1RWD domain-containing protein 1 isoform X1 [Amborella trichopoda]Amborella_trichopoda 28.70 0.00

TRINITY_DN46014_c0_g8GAX80310.1hypothetical protein CEUSTIGMA_g7748.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN46721_c0_g3XP_002500527.1predicted protein [Micromonas commoda]Micromonas_commoda 28.70 0.00

TRINITY_DN47958_c0_g1XP_013897159.1ERD4-related membrane protein [Monoraphidium neglectum]Monoraphidium_neglectum 28.70 0.00

TRINITY_DN49419_c0_g1PNH12261.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 28.70 0.00

TRINITY_DN50850_c0_g1GAX73388.1hypothetical protein CEUSTIGMA_g841.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN51585_c1_g2XP_002503995.1predicted protein [Micromonas commoda]Micromonas_commoda 28.70 0.00

TRINITY_DN51697_c0_g1XP_002955990.1hypothetical protein VOLCADRAFT_96865 [Volvox carteri f. nagariensis]Volvox_carteri 28.70 0.00

TRINITY_DN51706_c0_g1XP_002946574.1structural maintenance of chromosomes protein 5 [Volvox carteri f. nagariensis]Volvox_carteri 28.70 0.00

TRINITY_DN51831_c1_g1GAX79620.1hypothetical protein CEUSTIGMA_g7061.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.70 0.00

TRINITY_DN52013_c0_g4KXZ55911.1hypothetical protein GPECTOR_2g1462 [Gonium pectorale]Gonium_pectorale 28.70 0.00

TRINITY_DN52555_c1_g1GAQ89183.1hypothetical protein KFL_004950010 [Klebsormidium nitens]Klebsormidium_nitens 28.70 0.00

TRINITY_DN16483_c0_g2XP_010244749.1PREDICTED: putative glycerol-3-phosphate transporter 5 [Nelumbo nucifera]Nelumbo_nucifera 28.60 0.00

TRINITY_DN19426_c0_g3OEL24868.1Acyl-CoA-binding domain-containing protein 4 [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 28.60 0.00

TRINITY_DN30952_c0_g2OMP03068.1hypothetical protein CCACVL1_02595 [Corchorus capsularis]Corchorus_capsularis 28.60 0.00

TRINITY_DN32540_c1_g2XP_026455362.1BTB/POZ domain-containing protein At4g08455-like [Papaver somniferum]Papaver_somniferum 28.60 0.00

TRINITY_DN34298_c0_g1XP_017253593.1PREDICTED: NAP1-related protein 2 [Daucus carota subsp. sativus]Daucus_carota 28.60 0.00

TRINITY_DN34363_c0_g1XP_001690098.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.60 0.00

TRINITY_DN34851_c0_g1XP_003560205.1uncharacterized protein LOC100831389 [Brachypodium distachyon]Brachypodium_distachyon 28.60 0.00

TRINITY_DN35404_c1_g1AAM77646.1hypothetical protein [Arabidopsis thaliana]Arabidopsis_thaliana 28.60 0.00

TRINITY_DN3596_c0_g1XP_021759352.1actin-related protein 4-like [Chenopodium quinoa]Chenopodium_quinoa 28.60 0.00



TRINITY_DN36210_c0_g1EEC76918.1hypothetical protein OsI_15165 [Oryza sativa Indica Group]Oryza_sativa 28.60 0.00

TRINITY_DN36220_c1_g3XP_005845831.1hypothetical protein CHLNCDRAFT_136303 [Chlorella variabilis]Chlorella_variabilis 28.60 0.00

TRINITY_DN36744_c0_g1GAQ80064.1DNA repair protein Rad9 [Klebsormidium nitens]Klebsormidium_nitens 28.60 0.00

TRINITY_DN37204_c0_g3XP_025624478.1cytokinin hydroxylase-like [Arachis hypogaea]Arachis_hypogaea 28.60 0.00

TRINITY_DN37385_c0_g2XP_013898394.1hypothetical protein MNEG_8588 [Monoraphidium neglectum]Monoraphidium_neglectum 28.60 0.00

TRINITY_DN37534_c0_g5GAQ91283.1hypothetical protein KFL_007580010, partial [Klebsormidium nitens]Klebsormidium_nitens 28.60 0.00

TRINITY_DN37618_c0_g2XP_011398583.1Protein SDS23 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 28.60 0.00

TRINITY_DN38221_c0_g7PNH02015.1ARM REPEAT PROTEIN INTERACTING WITH ABF2, partial [Tetrabaena socialis]Tetrabaena_socialis 28.60 0.00

TRINITY_DN38542_c0_g4XP_006664172.1PREDICTED: calmodulin-like protein 5 [Oryza brachyantha]Oryza_brachyantha 28.60 0.00

TRINITY_DN38926_c0_g2XP_024524514.1DNA repair protein RAD5A-like [Selaginella moellendorffii]Selaginella_moellendorffii 28.60 0.00

TRINITY_DN39292_c0_g9XP_005646089.1RNA 3'-terminal phosphate cyclase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 28.60 0.00

TRINITY_DN39337_c0_g1GAQ91345.1Glycine cleavage T-protein family [Klebsormidium nitens]Klebsormidium_nitens 28.60 0.00

TRINITY_DN39585_c0_g1XP_019197227.1PREDICTED: uncharacterized protein LOC109191116 isoform X1 [Ipomoea nil]Ipomoea_nil 28.60 0.00

TRINITY_DN40050_c1_g7XP_007511344.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.60 0.00

TRINITY_DN40143_c0_g2XP_002946802.1hypothetical protein VOLCADRAFT_87151 [Volvox carteri f. nagariensis]Volvox_carteri 28.60 0.00

TRINITY_DN40170_c0_g4OAE18446.1hypothetical protein AXG93_2376s1050 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.60 0.00

TRINITY_DN40239_c0_g2XP_023881300.1vacuolar import and degradation protein 27-like [Quercus suber]Quercus_suber 28.60 0.00

TRINITY_DN40257_c0_g4AAV59307.1putative polypyrimidine track-binding protein [Oryza sativa Japonica Group]Oryza_sativa 28.60 0.00

TRINITY_DN40339_c0_g2XP_006441774.1probable carboxylesterase 18 [Citrus clementina]Citrus_clementina 28.60 0.00

TRINITY_DN40533_c0_g1GAQ84494.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 28.60 0.00

TRINITY_DN40706_c0_g1XP_010273436.1PREDICTED: poly(A)-specific ribonuclease PARN isoform X2 [Nelumbo nucifera]Nelumbo_nucifera 28.60 0.00

TRINITY_DN4090_c0_g1XP_024380431.1uncharacterized protein LOC112284656 [Physcomitrella patens]Physcomitrella_patens 28.60 0.00

TRINITY_DN40911_c0_g3XP_007510864.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.60 0.00

TRINITY_DN42028_c0_g2KCW84173.1hypothetical protein EUGRSUZ_B01036 [Eucalyptus grandis]Eucalyptus_grandis 28.60 0.00

TRINITY_DN42191_c0_g5GAX76741.1hypothetical protein CEUSTIGMA_g4188.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.60 0.00

TRINITY_DN42911_c0_g2PNH01725.1hypothetical protein TSOC_012376 [Tetrabaena socialis]Tetrabaena_socialis 28.60 0.00

TRINITY_DN43674_c0_g1GAX76994.1hypothetical protein CEUSTIGMA_g4441.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.60 0.00

TRINITY_DN43861_c0_g1GAQ88796.1RNA polymerase I specific transcription initiation factor RRN3 family protein [Klebsormidium nitens]Klebsormidium_nitens 28.60 0.00

TRINITY_DN45232_c0_g4OEL16059.1BTB/POZ and MATH domain-containing protein 1, partial [Dichanthelium oligosanthes]Dichanthelium_oligosanthes 28.60 0.00

TRINITY_DN45356_c0_g4XP_001689588.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.60 0.00

TRINITY_DN45680_c0_g1GAX73538.1hypothetical protein CEUSTIGMA_g989.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.60 0.00

TRINITY_DN47004_c0_g5XP_021847934.1ran-binding protein 10 [Spinacia oleracea]Spinacia_oleracea 28.60 0.00

TRINITY_DN50607_c1_g1KXZ43973.1hypothetical protein GPECTOR_76g794 [Gonium pectorale]Gonium_pectorale 28.60 0.00

TRINITY_DN50662_c0_g5GAX74313.1hypothetical protein CEUSTIGMA_g1762.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.60 0.00

TRINITY_DN50709_c0_g8XP_015641113.1LMBR1 domain-containing protein 2 homolog A isoform X2 [Oryza sativa Japonica Group]Oryza_sativa 28.60 0.00

TRINITY_DN5327_c0_g2XP_026413408.1E3 ubiquitin-protein ligase dbl4-like [Papaver somniferum]Papaver_somniferum 28.60 0.00

TRINITY_DN23696_c0_g2XP_001695618.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00

TRINITY_DN29835_c0_g2XP_023535962.1polyadenylate-binding protein 2-like [Cucurbita pepo subsp. pepo]Cucurbita_pepo 28.50 0.00

TRINITY_DN34254_c0_g1RWR80977.1calmodulin-like protein 11 isoform X2 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 28.50 0.00

TRINITY_DN34872_c0_g5OIV99723.1hypothetical protein TanjilG_26061 [Lupinus angustifolius]Lupinus_angustifolius 28.50 0.00

TRINITY_DN34958_c0_g2XP_009354515.1PREDICTED: mitogen-activated protein kinase 13 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 28.50 0.00

TRINITY_DN36031_c0_g2PTQ41187.1hypothetical protein MARPO_0036s0156 [Marchantia polymorpha]Marchantia_polymorpha 28.50 0.00

TRINITY_DN36300_c1_g3XP_002504095.1predicted protein [Micromonas commoda]Micromonas_commoda 28.50 0.00

TRINITY_DN36490_c0_g1XP_019171280.1PREDICTED: E3 ubiquitin-protein ligase At1g63170-like [Ipomoea nil]Ipomoea_nil 28.50 0.00

TRINITY_DN36722_c0_g1XP_021851708.1transcription factor IIIA-like [Spinacia oleracea]Spinacia_oleracea 28.50 0.00

TRINITY_DN37075_c0_g5XP_007510460.1alpha-1,4-galactosyltransferase [Bathycoccus prasinos]Bathycoccus_prasinos 28.50 0.00

TRINITY_DN37382_c0_g7XP_007512806.1unnamed protein product [Bathycoccus prasinos]Bathycoccus_prasinos 28.50 0.00

TRINITY_DN37705_c0_g5GAQ78167.1hypothetical protein KFL_000090130 [Klebsormidium nitens]Klebsormidium_nitens 28.50 0.00

TRINITY_DN38463_c1_g1XP_021639193.1cytochrome P450 72A15-like [Hevea brasiliensis]Hevea_brasiliensis 28.50 0.00

TRINITY_DN38923_c0_g1GAQ89752.1hypothetical protein KFL_005580040 [Klebsormidium nitens]Klebsormidium_nitens 28.50 0.00

TRINITY_DN39286_c0_g1XP_023909878.1aorsin-like [Quercus suber]Quercus_suber 28.50 0.00

TRINITY_DN39721_c0_g2KDD76966.1Proline dehydrogenase [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 28.50 0.00

TRINITY_DN42195_c0_g2KXZ50588.1hypothetical protein GPECTOR_16g763 [Gonium pectorale]Gonium_pectorale 28.50 0.00

TRINITY_DN42598_c0_g1XP_022715367.11-phosphatidylinositol-3-phosphate 5-kinase FAB1B-like isoform X2 [Durio zibethinus]Durio_zibethinus 28.50 0.00

TRINITY_DN43227_c0_g3PTQ44579.1hypothetical protein MARPO_0019s0020 [Marchantia polymorpha]Marchantia_polymorpha 28.50 0.00

TRINITY_DN43270_c0_g2XP_002947801.1hypothetical protein VOLCADRAFT_109637 [Volvox carteri f. nagariensis]Volvox_carteri 28.50 0.00

TRINITY_DN43408_c0_g1GAX78465.1hypothetical protein CEUSTIGMA_g5904.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.50 0.00

TRINITY_DN43523_c0_g2XP_005845669.1hypothetical protein CHLNCDRAFT_136728 [Chlorella variabilis]Chlorella_variabilis 28.50 0.00

TRINITY_DN43540_c0_g2XP_024021109.1PH, RCC1 and FYVE domains-containing protein 1 isoform X2 [Morus notabilis]Morus_notabilis 28.50 0.00

TRINITY_DN43763_c1_g2GAX74414.1hypothetical protein CEUSTIGMA_g1862.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.50 0.00

TRINITY_DN43969_c0_g1GAQ77979.1hypothetical protein KFL_000060440 [Klebsormidium nitens]Klebsormidium_nitens 28.50 0.00

TRINITY_DN44161_c0_g7XP_002501032.1predicted protein [Micromonas commoda]Micromonas_commoda 28.50 0.00

TRINITY_DN44490_c0_g3XP_001692952.1guanylate cyclase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00

TRINITY_DN44774_c1_g16KHG30389.1EVI5-like protein [Gossypium arboreum]Gossypium_arboreum 28.50 0.00

TRINITY_DN45300_c0_g3OWM62930.1hypothetical protein CDL15_Pgr020224 [Punica granatum]Punica_granatum 28.50 0.00

TRINITY_DN45874_c0_g2PNW79803.1hypothetical protein CHLRE_08g367250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00



TRINITY_DN46138_c0_g6XP_024538510.1platelet-activating factor acetylhydrolase [Selaginella moellendorffii]Selaginella_moellendorffii 28.50 0.00

TRINITY_DN46791_c1_g3XP_023534900.1BTB/POZ domain-containing protein At4g08455 [Cucurbita pepo subsp. pepo]Cucurbita_pepo 28.50 0.00

TRINITY_DN47142_c1_g7GAX77363.1hypothetical protein CEUSTIGMA_g4809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.50 0.00

TRINITY_DN47203_c0_g1GAX85087.1hypothetical protein CEUSTIGMA_g12507.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.50 0.00

TRINITY_DN48031_c0_g1KXZ44382.1hypothetical protein GPECTOR_68g353 [Gonium pectorale]Gonium_pectorale 28.50 0.00

TRINITY_DN48332_c0_g1XP_005850336.1hypothetical protein CHLNCDRAFT_50640 [Chlorella variabilis]Chlorella_variabilis 28.50 0.00

TRINITY_DN50356_c0_g2PSC67599.1Gag-Pol poly [Micractinium conductrix]Micractinium_conductrix 28.50 0.00

TRINITY_DN50982_c1_g2XP_026435755.1myosin-6-like [Papaver somniferum]Papaver_somniferum 28.50 0.00

TRINITY_DN51072_c0_g1PNW77234.1hypothetical protein CHLRE_10g427950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00

TRINITY_DN51427_c0_g2PNW78788.1hypothetical protein CHLRE_09g390171v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00

TRINITY_DN52164_c1_g1PNW74393.1hypothetical protein CHLRE_13g606750v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.50 0.00

TRINITY_DN10825_c0_g1KDP23404.1hypothetical protein JCGZ_23237 [Jatropha curcas]Jatropha_curcas 28.40 0.00

TRINITY_DN32416_c0_g1XP_001420639.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 28.40 0.00

TRINITY_DN34120_c0_g1XP_019232234.1PREDICTED: exocyst complex component EXO70A1-like [Nicotiana attenuata]Nicotiana_attenuata 28.40 0.00

TRINITY_DN34710_c0_g1XP_022898421.1polyol transporter 5-like isoform X2 [Olea europaea var. sylvestris]Olea_europaea 28.40 0.00

TRINITY_DN35175_c0_g1EPS73375.1hypothetical protein M569_01377, partial [Genlisea aurea]Genlisea_aurea 28.40 0.00

TRINITY_DN35551_c0_g1XP_005851242.1hypothetical protein CHLNCDRAFT_137965 [Chlorella variabilis]Chlorella_variabilis 28.40 0.00

TRINITY_DN36048_c0_g11XP_024460560.1sorting nexin 1 [Populus trichocarpa]Populus_trichocarpa 28.40 0.00

TRINITY_DN36071_c0_g4XP_019107309.1PREDICTED: uncharacterized protein LOC104902866 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 28.40 0.00

TRINITY_DN36669_c0_g1GAQ83939.1glycerophosphoryl diester phosphodiesterase [Klebsormidium nitens]Klebsormidium_nitens 28.40 0.00

TRINITY_DN36693_c0_g1XP_020090289.1uncharacterized protein LOC109711569 isoform X1 [Ananas comosus]Ananas_comosus 28.40 0.00

TRINITY_DN36758_c0_g1XP_004488211.1gamma-soluble NSF attachment protein [Cicer arietinum]Cicer_arietinum 28.40 0.00

TRINITY_DN36998_c0_g2XP_024540066.1probable serine incorporator [Selaginella moellendorffii]Selaginella_moellendorffii 28.40 0.00

TRINITY_DN37486_c0_g1GAQ91271.1etoposide-induced 2.4 mRNA [Klebsormidium nitens]Klebsormidium_nitens 28.40 0.00

TRINITY_DN37889_c0_g2KMZ70092.1Ethanolamine kinase [Zostera marina]Zostera_marina 28.40 0.00

TRINITY_DN38039_c0_g1KYP36096.1Ankyrin repeat and BTB/POZ domain-containing protein 1, partial [Cajanus cajan]Cajanus_cajan 28.40 0.00

TRINITY_DN38058_c0_g7XP_024533241.1uncharacterized protein LOC9651343 [Selaginella moellendorffii]Selaginella_moellendorffii 28.40 0.00

TRINITY_DN38643_c0_g2XP_004137490.1PREDICTED: uncharacterized protein LOC101217102 [Cucumis sativus]Cucumis_sativus 28.40 0.00

TRINITY_DN39045_c0_g1PRW59105.1iodothyronine deiodinase [Chlorella sorokiniana]Chlorella_sorokiniana 28.40 0.00

TRINITY_DN39999_c1_g8OIW18785.1hypothetical protein TanjilG_13537 [Lupinus angustifolius]Lupinus_angustifolius 28.40 0.00

TRINITY_DN40527_c0_g1PNW88185.1hypothetical protein CHLRE_01g018050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.40 0.00

TRINITY_DN40551_c0_g3XP_008782264.1histone-lysine N-methyltransferase ASHR1 [Phoenix dactylifera]Phoenix_dactylifera 28.40 0.00

TRINITY_DN41319_c0_g1XP_027096350.1paired amphipathic helix protein Sin3-like 3 [Coffea arabica]Coffea_arabica 28.40 0.00

TRINITY_DN41355_c0_g2XP_024992935.1zeaxanthin epoxidase, chloroplastic-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 28.40 0.00

TRINITY_DN41510_c1_g3XP_020197652.1ASC1-like protein 2 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 28.40 0.00

TRINITY_DN41602_c0_g3XP_004237935.1F-box protein At1g78280 [Solanum lycopersicum]Solanum_lycopersicum 28.40 0.00

TRINITY_DN41964_c1_g4PSR86819.1Calcium-dependent protein kinase [Actinidia chinensis var. chinensis]Actinidia_chinensis 28.40 0.00

TRINITY_DN42477_c0_g1XP_023909934.1cell division control protein 25-like [Quercus suber]Quercus_suber 28.40 0.00

TRINITY_DN42499_c0_g1XP_002958688.1hypothetical protein VOLCADRAFT_108259 [Volvox carteri f. nagariensis]Volvox_carteri 28.40 0.00

TRINITY_DN43216_c0_g1XP_027904620.1DNA cross-link repair protein SNM1 [Vigna unguiculata]Vigna_unguiculata 28.40 0.00

TRINITY_DN43583_c0_g1XP_008456547.1PREDICTED: acyl-CoA-binding domain-containing protein 4 [Cucumis melo]Cucumis_melo 28.40 0.00

TRINITY_DN43774_c1_g3PRW58827.1Pol [Chlorella sorokiniana]Chlorella_sorokiniana 28.40 0.00

TRINITY_DN44500_c0_g2GBF88338.1hypothetical protein Rsub_01050 [Raphidocelis subcapitata]Raphidocelis_subcapitata 28.40 0.00

TRINITY_DN45067_c1_g5KZM98893.1hypothetical protein DCAR_013745 [Daucus carota subsp. sativus]Daucus_carota 28.40 0.00

TRINITY_DN45537_c0_g10KDD75499.1hypothetical protein H632_c654p0 [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 28.40 0.00

TRINITY_DN45759_c0_g3GAQ83084.1hypothetical protein KFL_001350080 [Klebsormidium nitens]Klebsormidium_nitens 28.40 0.00

TRINITY_DN45825_c1_g1XP_008384537.1PREDICTED: protein slowmo homolog [Malus domestica]Malus_domestica 28.40 0.00

TRINITY_DN45841_c0_g3XP_003082718.2DENN domain [Ostreococcus tauri]Ostreococcus_tauri 28.40 0.00

TRINITY_DN46584_c1_g3XP_003061780.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 28.40 0.00

TRINITY_DN46835_c0_g3XP_024027914.1putative hydrolase C777.06c [Morus notabilis]Morus_notabilis 28.40 0.00

TRINITY_DN46844_c2_g1XP_003057691.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 28.40 0.00

TRINITY_DN47847_c0_g1XP_022929650.1transcription elongation factor SPT6 homolog [Cucurbita moschata]Cucurbita_moschata 28.40 0.00

TRINITY_DN48370_c0_g2EMS63337.1Tubulin-specific chaperone C [Triticum urartu]Triticum_urartu 28.40 0.00

TRINITY_DN48469_c0_g5XP_019230176.1PREDICTED: ADP,ATP carrier protein ER-ANT1 [Nicotiana attenuata]Nicotiana_attenuata 28.40 0.00

TRINITY_DN48949_c0_g2BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 28.40 0.00

TRINITY_DN50190_c0_g9XP_022000191.1glutathione S-transferase T1-like [Helianthus annuus]Helianthus_annuus 28.40 0.00

TRINITY_DN50970_c0_g3XP_009385683.1PREDICTED: phosphatidylinositol 4-phosphate 5-kinase 9 [Musa acuminata subsp. malaccensis]Musa_acuminata 28.40 0.00

TRINITY_DN51779_c0_g1KXZ55667.1hypothetical protein GPECTOR_2g1217 [Gonium pectorale]Gonium_pectorale 28.40 0.00

TRINITY_DN52375_c0_g1KXZ44745.1hypothetical protein GPECTOR_63g7 [Gonium pectorale]Gonium_pectorale 28.40 0.00

TRINITY_DN52610_c1_g3GAX82115.1hypothetical protein CEUSTIGMA_g9543.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.40 0.00

TRINITY_DN27238_c0_g1XP_025674140.1flavin-containing monooxygenase FMO GS-OX5-like isoform X1 [Arachis hypogaea]Arachis_hypogaea 28.30 0.00

TRINITY_DN30865_c0_g1GBG86742.1hypothetical protein CBR_g41807 [Chara braunii]Chara_braunii 28.30 0.00

TRINITY_DN31210_c0_g3PSC68021.1serine threonine-kinase ULK4 isoform B [Micractinium conductrix]Micractinium_conductrix 28.30 0.00

TRINITY_DN32138_c0_g2GAX77541.1hypothetical protein CEUSTIGMA_g4985.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN34270_c0_g4KXZ52652.1hypothetical protein GPECTOR_9g697 [Gonium pectorale]Gonium_pectorale 28.30 0.00

TRINITY_DN34650_c0_g1ASU47403.1ethylene receptor 1-1 [Paeonia suffruticosa]Paeonia_suffruticosa 28.30 0.00



TRINITY_DN35234_c0_g1EFJ05609.1hypothetical protein SELMODRAFT_136904, partial [Selaginella moellendorffii]Selaginella_moellendorffii 28.30 0.00

TRINITY_DN35373_c0_g1XP_023890326.1non-reducing polyketide synthase mapC-like [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN35691_c0_g1GAX81189.1hypothetical protein CEUSTIGMA_g8622.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN36073_c0_g6PIA30414.1hypothetical protein AQUCO_05600098v1 [Aquilegia coerulea]Aquilegia_coerulea 28.30 0.00

TRINITY_DN36446_c1_g3XP_020698253.1polypyrimidine tract-binding protein homolog 3-like isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 28.30 0.00

TRINITY_DN36803_c0_g3XP_024401123.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Physcomitrella patens]Physcomitrella_patens 28.30 0.00

TRINITY_DN37371_c0_g2XP_024399957.1lysine-specific demethylase JMJ30-like [Physcomitrella patens]Physcomitrella_patens 28.30 0.00

TRINITY_DN37522_c0_g4XP_002502019.1calcium-dependent cytoplasmic cysteine proteinase, papain-like protein [Micromonas commoda]Micromonas_commoda 28.30 0.00

TRINITY_DN37605_c1_g1XP_023883172.1dihydroxyacetone phosphate acyltransferase-like [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN38019_c1_g2PRW44509.1major facilitator superfamily [Chlorella sorokiniana]Chlorella_sorokiniana 28.30 0.00

TRINITY_DN40258_c0_g2KXZ46253.1hypothetical protein GPECTOR_45g123 [Gonium pectorale]Gonium_pectorale 28.30 0.00

TRINITY_DN40935_c0_g8RQM03372.1hypothetical protein DY000_00029874 [Brassica cretica]Brassica_cretica 28.30 0.00

TRINITY_DN42056_c0_g4XP_007205846.1ras-related protein Rab11A [Prunus persica]Prunus_persica 28.30 0.00

TRINITY_DN42778_c1_g4GAX73897.1hypothetical protein CEUSTIGMA_g1347.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN42971_c1_g1PNW73193.1hypothetical protein CHLRE_14g622550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.30 0.00

TRINITY_DN44246_c0_g1XP_023890356.1repressible alkaline phosphatase-like [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN44277_c0_g2XP_023925322.1U5 small nuclear ribonucleoprotein 40 kDa protein-like, partial [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN45310_c0_g1XP_018433398.1PREDICTED: acyl-CoA-binding domain-containing protein 4-like isoform X1 [Raphanus sativus]Raphanus_sativus 28.30 0.00

TRINITY_DN45386_c1_g2XP_009602845.1PREDICTED: mitochondrial-processing peptidase subunit alpha-like [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 28.30 0.00

TRINITY_DN45702_c1_g2PAN49686.1hypothetical protein PAHAL_9G467200 [Panicum hallii]Panicum_hallii 28.30 0.00

TRINITY_DN46312_c0_g3XP_023882442.1indoleamine 2,3-dioxygenase-like [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN47618_c0_g1GAX85698.1hypothetical protein CEUSTIGMA_g13113.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN47763_c0_g5XP_010480983.1PREDICTED: uncharacterized protein LOC104759797 [Camelina sativa]Camelina_sativa 28.30 0.00

TRINITY_DN48050_c0_g3XP_010322266.1serine incorporator 3 [Solanum lycopersicum]Solanum_lycopersicum 28.30 0.00

TRINITY_DN48099_c0_g4GAX75179.1hypothetical protein CEUSTIGMA_g2623.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN48592_c0_g2PNW75320.1hypothetical protein CHLRE_12g522250v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.30 0.00

TRINITY_DN50459_c0_g2XP_002977562.1coatomer subunit zeta-2 [Selaginella moellendorffii]Selaginella_moellendorffii 28.30 0.00

TRINITY_DN50753_c1_g5XP_023896246.1DSC E3 ubiquitin ligase complex subunit 1-like [Quercus suber]Quercus_suber 28.30 0.00

TRINITY_DN50808_c1_g2XP_002502051.1predicted protein [Micromonas commoda]Micromonas_commoda 28.30 0.00

TRINITY_DN50847_c0_g8PNW69846.1hypothetical protein CHLRE_18g749047v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.30 0.00

TRINITY_DN51240_c0_g2GAX83372.1hypothetical protein CEUSTIGMA_g10797.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.30 0.00

TRINITY_DN16364_c0_g1XP_023878772.1E3 ubiquitin-protein ligase dbl4-like [Quercus suber]Quercus_suber 28.20 0.00

TRINITY_DN26737_c0_g1XP_027924966.1calcium-binding mitochondrial carrier protein SCaMC-1-like isoform X1 [Vigna unguiculata]Vigna_unguiculata 28.20 0.00

TRINITY_DN30629_c0_g1XP_010037618.1PREDICTED: very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase PASTICCINO 2A [Eucalyptus grandis]Eucalyptus_grandis 28.20 0.00

TRINITY_DN31777_c0_g1XP_017225641.1PREDICTED: mannosyl-oligosaccharide glucosidase GCS1 isoform X1 [Daucus carota subsp. sativus]Daucus_carota 28.20 0.00

TRINITY_DN34510_c0_g2XP_020096802.1putative E3 ubiquitin-protein ligase UBR7 isoform X2 [Ananas comosus]Ananas_comosus 28.20 0.00

TRINITY_DN34688_c0_g10OTG15636.1putative reverse transcriptase domain, Viral movement protein [Helianthus annuus]Helianthus_annuus 28.20 0.00

TRINITY_DN35991_c1_g1XP_003061990.1predicted protein, partial [Micromonas pusilla CCMP1545]Micromonas_pusilla 28.20 0.00

TRINITY_DN36493_c0_g4XP_007209494.1reticulon-like protein B2 [Prunus persica]Prunus_persica 28.20 0.00

TRINITY_DN36834_c0_g2PNW83110.1hypothetical protein CHLRE_06g306950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.20 0.00

TRINITY_DN38014_c0_g2KXZ46201.1hypothetical protein GPECTOR_46g270 [Gonium pectorale]Gonium_pectorale 28.20 0.00

TRINITY_DN38227_c0_g4PNW84279.1hypothetical protein CHLRE_04g228000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.20 0.00

TRINITY_DN39287_c0_g2OMO97150.1hypothetical protein COLO4_14849 [Corchorus olitorius]Corchorus_olitorius 28.20 0.00

TRINITY_DN39941_c0_g2XP_026382100.1cation/H(+) antiporter 18-like [Papaver somniferum]Papaver_somniferum 28.20 0.00

TRINITY_DN40500_c0_g2KYP60279.1putative CDP-alcohol phosphatidyltransferase class-I family protein 3 [Cajanus cajan]Cajanus_cajan 28.20 0.00

TRINITY_DN41143_c0_g7KMZ72917.1vacuolar sorting receptor 4 [Zostera marina]Zostera_marina 28.20 0.00

TRINITY_DN41231_c1_g2GAX84113.1hypothetical protein CEUSTIGMA_g11536.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.20 0.00

TRINITY_DN41788_c0_g1XP_003605380.1eukaryotic translation initiation factor 2D [Medicago truncatula]Medicago_truncatula 28.20 0.00

TRINITY_DN41835_c0_g3KXZ48447.1hypothetical protein GPECTOR_28g857 [Gonium pectorale]Gonium_pectorale 28.20 0.00

TRINITY_DN42129_c1_g1GAQ82153.1hypothetical protein KFL_001020040 [Klebsormidium nitens]Klebsormidium_nitens 28.20 0.00

TRINITY_DN42747_c0_g3XP_020193311.1uncharacterized protein LOC109779119 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 28.20 0.00

TRINITY_DN42822_c0_g6XP_002504656.1predicted protein [Micromonas commoda]Micromonas_commoda 28.20 0.00

TRINITY_DN42971_c1_g5XP_021655896.1mitochondrial carrier protein MTM1-like isoform X1 [Hevea brasiliensis]Hevea_brasiliensis 28.20 0.00

TRINITY_DN43119_c0_g2RLN40568.1hypothetical protein C2845_PM01G13040 [Panicum miliaceum]Panicum_miliaceum 28.20 0.00

TRINITY_DN43225_c1_g5GBF98326.1hypothetical protein Rsub_10989 [Raphidocelis subcapitata]Raphidocelis_subcapitata 28.20 0.00

TRINITY_DN44098_c0_g3GAQ88796.1RNA polymerase I specific transcription initiation factor RRN3 family protein [Klebsormidium nitens]Klebsormidium_nitens 28.20 0.00

TRINITY_DN44352_c0_g1GAX84970.1hypothetical protein CEUSTIGMA_g12391.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.20 0.00

TRINITY_DN45082_c0_g5XP_006296311.1phosphatidylinositol 4-phosphate 5-kinase 3 isoform X2 [Capsella rubella]Capsella_rubella 28.20 0.00

TRINITY_DN45296_c1_g2XP_019085997.1PREDICTED: monodehydroascorbate reductase 4, peroxisomal isoform X1 [Camelina sativa]Camelina_sativa 28.20 0.00

TRINITY_DN46576_c0_g2RCV29510.1hypothetical protein SETIT_6G019500v2 [Setaria italica]Setaria_italica 28.20 0.00

TRINITY_DN46686_c0_g1XP_021644442.1vacuolar protein sorting-associated protein 52 A isoform X1 [Hevea brasiliensis]Hevea_brasiliensis 28.20 0.00

TRINITY_DN47080_c0_g1XP_002958688.1hypothetical protein VOLCADRAFT_108259 [Volvox carteri f. nagariensis]Volvox_carteri 28.20 0.00

TRINITY_DN47643_c3_g3PNH09427.1FGFR1 oncogene partner [Tetrabaena socialis]Tetrabaena_socialis 28.20 0.00

TRINITY_DN48714_c0_g2XP_023642471.1ecotropic viral integration site 5 protein homolog [Capsella rubella]Capsella_rubella 28.20 0.00

TRINITY_DN49191_c1_g1XP_001699707.1oligoendopeptidase [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.20 0.00

TRINITY_DN49506_c0_g8ABU52967.1hypothetical protein [Dunaliella viridis]Dunaliella_viridis 28.20 0.00



TRINITY_DN50121_c1_g2GAX82041.1hypothetical protein CEUSTIGMA_g9469.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.20 0.00

TRINITY_DN50326_c0_g3OAE22586.1hypothetical protein AXG93_731s1290 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.20 0.00

TRINITY_DN50811_c0_g3GAX85354.1hypothetical protein CEUSTIGMA_g12771.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.20 0.00

TRINITY_DN51758_c2_g2XP_002947682.1hypothetical protein VOLCADRAFT_88073 [Volvox carteri f. nagariensis]Volvox_carteri 28.20 0.00

TRINITY_DN51807_c0_g9GBG89162.1hypothetical protein CBR_g48869 [Chara braunii]Chara_braunii 28.20 0.00

TRINITY_DN52428_c1_g1XP_002957294.1hypothetical protein VOLCADRAFT_98396 [Volvox carteri f. nagariensis]Volvox_carteri 28.20 0.00

TRINITY_DN15090_c0_g2EPS66064.1hypothetical protein M569_08709, partial [Genlisea aurea]Genlisea_aurea 28.10 0.00

TRINITY_DN30560_c0_g1PRW57876.1zinc finger CCCH domain-containing 13-like [Chlorella sorokiniana]Chlorella_sorokiniana 28.10 0.00

TRINITY_DN33713_c2_g5XP_023752576.1probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 7 [Lactuca sativa]Lactuca_sativa 28.10 0.00

TRINITY_DN36670_c0_g2PKA65131.1Putative E3 ubiquitin-protein ligase LIN-1 [Apostasia shenzhenica]Apostasia_shenzhenica 28.10 0.00

TRINITY_DN37243_c0_g5XP_023916172.126S proteasome non-ATPase regulatory subunit 9-like [Quercus suber]Quercus_suber 28.10 0.00

TRINITY_DN37927_c0_g6XP_004143004.1PREDICTED: uncharacterized protein LOC101216804 [Cucumis sativus]Cucumis_sativus 28.10 0.00

TRINITY_DN37984_c0_g1GAX80053.1hypothetical protein CEUSTIGMA_g7492.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.10 0.00

TRINITY_DN38276_c0_g10RMZ52501.1hypothetical protein APUTEX25_003644, partial [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 28.10 0.00

TRINITY_DN39184_c0_g6XP_015614199.1acylamino-acid-releasing enzyme 1 isoform X2 [Oryza sativa Japonica Group]Oryza_sativa 28.10 0.00

TRINITY_DN39289_c0_g4XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.10 0.00

TRINITY_DN40439_c0_g1GAX82125.1hypothetical protein CEUSTIGMA_g9553.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.10 0.00

TRINITY_DN41007_c0_g3PTQ37558.1hypothetical protein MARPO_0056s0034 [Marchantia polymorpha]Marchantia_polymorpha 28.10 0.00

TRINITY_DN41303_c0_g5XP_024160797.1villin-1 [Rosa chinensis]Rosa_chinensis 28.10 0.00

TRINITY_DN41780_c0_g1OAE26318.1hypothetical protein AXG93_3040s1360 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.10 0.00

TRINITY_DN42268_c0_g5XP_009396911.1PREDICTED: carbon catabolite repressor protein 4 homolog 1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 28.10 0.00

TRINITY_DN42512_c0_g3XP_006443511.1cation/calcium exchanger 2 [Citrus clementina]Citrus_clementina 28.10 0.00

TRINITY_DN43876_c0_g2PNT15523.2hypothetical protein POPTR_010G090200 [Populus trichocarpa]Populus_trichocarpa 28.10 0.00

TRINITY_DN44795_c0_g1EYU34958.1hypothetical protein MIMGU_mgv1a003333mg [Erythranthe guttata]Erythranthe_guttata 28.10 0.00

TRINITY_DN45891_c1_g1XP_006852622.1protein transport protein SEC16A homolog isoform X1 [Amborella trichopoda]Amborella_trichopoda 28.10 0.00

TRINITY_DN47795_c0_g5ONK66169.1uncharacterized protein A4U43_C06F4840 [Asparagus officinalis]Asparagus_officinalis 28.10 0.00

TRINITY_DN47968_c0_g8PRW20228.1AGC PKA kinase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 28.10 0.00

TRINITY_DN48336_c0_g1XP_004287678.1PREDICTED: 1-phosphatidylinositol-3-phosphate 5-kinase FAB1A [Fragaria vesca subsp. vesca]Fragaria_vesca 28.10 0.00

TRINITY_DN48484_c1_g3EEF24282.1Extracellular metalloprotease, putative [Ricinus communis]Ricinus_communis 28.10 0.00

TRINITY_DN48552_c0_g3XP_023729660.1elicitor-responsive protein 1-like [Lactuca sativa]Lactuca_sativa 28.10 0.00

TRINITY_DN49299_c0_g1XP_023890326.1non-reducing polyketide synthase mapC-like [Quercus suber]Quercus_suber 28.10 0.00

TRINITY_DN51549_c0_g1PNW72997.1hypothetical protein CHLRE_14g614850v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.10 0.00

TRINITY_DN52168_c0_g1GAX77870.1hypothetical protein CEUSTIGMA_g5312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.10 0.00

TRINITY_DN52226_c1_g1XP_005851272.1hypothetical protein CHLNCDRAFT_138045 [Chlorella variabilis]Chlorella_variabilis 28.10 0.00

TRINITY_DN52544_c5_g3XP_001703579.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.10 0.00

TRINITY_DN30419_c0_g1XP_006349538.1PREDICTED: universal stress protein A-like protein [Solanum tuberosum]Solanum_tuberosum 28.00 0.00

TRINITY_DN30701_c0_g2GAX76666.1hypothetical protein CEUSTIGMA_g4112.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN32110_c0_g2XP_007510966.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.00 0.00

TRINITY_DN33078_c0_g1XP_018848826.1PREDICTED: amino acid transporter ANT1 isoform X1 [Juglans regia]Juglans_regia 28.00 0.00

TRINITY_DN35428_c0_g1ASR73784.1acyl-CoA oxidase 4 [Camellia sinensis]Camellia_sinensis 28.00 0.00

TRINITY_DN35437_c0_g1XP_023910941.1aorsin-like [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN35686_c0_g1GAQ79022.1Polypyrimidine tract-binding protein [Klebsormidium nitens]Klebsormidium_nitens 28.00 0.00

TRINITY_DN35773_c0_g1XP_023915302.1rho1 guanine nucleotide exchange factor 1-like [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN36058_c0_g3XP_023911849.1TPR repeat-containing protein C19B12.01-like [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN36457_c0_g5XP_009367894.1PREDICTED: ER membrane protein complex subunit 1-like [Pyrus x bretschneideri]Pyrus_x_bretschneideri 28.00 0.00

TRINITY_DN36615_c0_g1XP_002283107.1PREDICTED: cytochrome P450 734A1 [Vitis vinifera]Vitis_vinifera 28.00 0.00

TRINITY_DN37152_c2_g8GAQ84494.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 28.00 0.00

TRINITY_DN37238_c0_g2OAY77034.1Beta-glucuronosyltransferase GlcAT14A, partial [Ananas comosus]Ananas_comosus 28.00 0.00

TRINITY_DN37513_c0_g1XP_022776073.1equilibrative nucleotide transporter 1-like [Durio zibethinus]Durio_zibethinus 28.00 0.00

TRINITY_DN37993_c0_g1OAE29887.1hypothetical protein AXG93_773s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 28.00 0.00

TRINITY_DN38198_c1_g1RLN24591.1ras-related protein RABE1c isoform X2 [Panicum miliaceum]Panicum_miliaceum 28.00 0.00

TRINITY_DN38619_c0_g2BAJ90999.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 28.00 0.00

TRINITY_DN38860_c0_g3GAX83561.1hypothetical protein CEUSTIGMA_g10986.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN39090_c0_g6XP_023897134.1receptor-like protein EIX2 [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN40148_c0_g1XP_017230670.1PREDICTED: UV radiation resistance-associated gene protein isoform X3 [Daucus carota subsp. sativus]Daucus_carota 28.00 0.00

TRINITY_DN40252_c1_g3XP_026434474.1serine/threonine-protein kinase ULK3-like [Papaver somniferum]Papaver_somniferum 28.00 0.00

TRINITY_DN40708_c0_g1XP_023871152.1uncharacterized protein LOC111983733 [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN41364_c1_g1XP_002948257.1basal body protein [Volvox carteri f. nagariensis]Volvox_carteri 28.00 0.00

TRINITY_DN41401_c0_g5KMZ61468.1putative Surface protease GP63 [Zostera marina]Zostera_marina 28.00 0.00

TRINITY_DN42352_c0_g4GAX80288.1hypothetical protein CEUSTIGMA_g7726.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN43026_c0_g1PNW86843.1hypothetical protein CHLRE_02g098000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 28.00 0.00

TRINITY_DN43841_c0_g1BAK01427.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 28.00 0.00

TRINITY_DN45304_c1_g1BAJ87587.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 28.00 0.00

TRINITY_DN45778_c0_g1GAX76016.1hypothetical protein CEUSTIGMA_g3459.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN45807_c0_g1XP_023893854.1tripeptidyl-peptidase sed1-like [Quercus suber]Quercus_suber 28.00 0.00

TRINITY_DN45962_c0_g2XP_001418358.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 28.00 0.00



TRINITY_DN46373_c0_g1XP_004242744.1synaptotagmin-5 [Solanum lycopersicum]Solanum_lycopersicum 28.00 0.00

TRINITY_DN47329_c0_g7GAX73518.1hypothetical protein CEUSTIGMA_g970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN47866_c0_g2GAX75869.1hypothetical protein CEUSTIGMA_g3312.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 28.00 0.00

TRINITY_DN49179_c1_g4XP_013901005.1hypothetical protein MNEG_5974 [Monoraphidium neglectum]Monoraphidium_neglectum 28.00 0.00

TRINITY_DN49356_c0_g13XP_024386127.1probable V-type proton ATPase subunit H [Physcomitrella patens]Physcomitrella_patens 28.00 0.00

TRINITY_DN49870_c0_g4XP_007512124.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 28.00 0.00

TRINITY_DN50117_c0_g3GAY38172.1hypothetical protein CUMW_034680 [Citrus unshiu]Citrus_unshiu 28.00 0.00

TRINITY_DN50772_c0_g3XP_024400952.1B3 domain-containing protein Os06g0194400-like [Physcomitrella patens]Physcomitrella_patens 28.00 0.00

TRINITY_DN50857_c0_g4XP_002956098.1hypothetical protein VOLCADRAFT_107083 [Volvox carteri f. nagariensis]Volvox_carteri 28.00 0.00

TRINITY_DN51073_c0_g1GAQ91153.1hypothetical protein KFL_007350025 [Klebsormidium nitens]Klebsormidium_nitens 28.00 0.00

TRINITY_DN51230_c0_g1GAQ81449.1hypothetical protein KFL_000800270 [Klebsormidium nitens]Klebsormidium_nitens 28.00 0.00

TRINITY_DN52465_c0_g1XP_016690508.1PREDICTED: uncharacterized protein LOC107907687 [Gossypium hirsutum]Gossypium_hirsutum 28.00 0.00

TRINITY_DN12334_c0_g2XP_007511748.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 27.90 0.00

TRINITY_DN21969_c0_g1XP_010262432.1PREDICTED: eukaryotic translation initiation factor-like [Nelumbo nucifera]Nelumbo_nucifera 27.90 0.00

TRINITY_DN31010_c0_g1CAA70703.1Kap alpha protein [Arabidopsis thaliana]Arabidopsis_thaliana 27.90 0.00

TRINITY_DN33320_c0_g1XP_020587490.1lysine-specific demethylase JMJ30 [Phalaenopsis equestris]Phalaenopsis_equestris 27.90 0.00

TRINITY_DN34082_c0_g1GBF94350.1alpha beta hydrolase [Raphidocelis subcapitata]Raphidocelis_subcapitata 27.90 0.00

TRINITY_DN34263_c0_g1PNW80589.1hypothetical protein CHLRE_07g324000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.90 0.00

TRINITY_DN34315_c0_g1XP_010029344.1PREDICTED: ATP synthase subunit O, mitochondrial [Eucalyptus grandis]Eucalyptus_grandis 27.90 0.00

TRINITY_DN34816_c1_g8EPS73229.1hypothetical protein M569_01520 [Genlisea aurea]Genlisea_aurea 27.90 0.00

TRINITY_DN36552_c0_g9KXZ46847.1TTL3 protein [Gonium pectorale]Gonium_pectorale 27.90 0.00

TRINITY_DN36733_c1_g4PNH06060.1hypothetical protein TSOC_007626 [Tetrabaena socialis]Tetrabaena_socialis 27.90 0.00

TRINITY_DN36982_c0_g5XP_023889284.1fasciclin-like arabinogalactan protein ARB_02922, partial [Quercus suber]Quercus_suber 27.90 0.00

TRINITY_DN37445_c0_g3GAQ82610.1RNA polymerase III subunit RPC82 family protein [Klebsormidium nitens]Klebsormidium_nitens 27.90 0.00

TRINITY_DN37492_c0_g1NP_001183387.1uncharacterized protein LOC100501802 [Zea mays]Zea_mays 27.90 0.00

TRINITY_DN37924_c1_g5GAQ89579.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 27.90 0.00

TRINITY_DN38032_c0_g2GBG72810.1hypothetical protein CBR_g12377 [Chara braunii]Chara_braunii 27.90 0.00

TRINITY_DN38439_c0_g6NP_001132096.1uncharacterized protein LOC100193512 [Zea mays]Zea_mays 27.90 0.00

TRINITY_DN39513_c0_g4PKA58555.1hypothetical protein AXF42_Ash008842 [Apostasia shenzhenica]Apostasia_shenzhenica 27.90 0.00

TRINITY_DN39789_c1_g3XP_025828251.17-dehydrocholesterol reductase [Panicum hallii]Panicum_hallii 27.90 0.00

TRINITY_DN42628_c0_g2XP_023902220.1uncharacterized protein LOC112014072 [Quercus suber]Quercus_suber 27.90 0.00

TRINITY_DN42714_c0_g2GAX84112.1hypothetical protein CEUSTIGMA_g11535.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.90 0.00

TRINITY_DN43615_c0_g12XP_010540343.1PREDICTED: transmembrane protein 136-like isoform X1 [Tarenaya hassleriana]Tarenaya_hassleriana 27.90 0.00

TRINITY_DN44417_c0_g3XP_003057703.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 27.90 0.00

TRINITY_DN44466_c2_g7XP_019416969.1PREDICTED: serine/threonine-protein kinase ATM isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 27.90 0.00

TRINITY_DN44987_c0_g4PNW88418.1hypothetical protein CHLRE_01g028500v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.90 0.00

TRINITY_DN45692_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 27.90 0.00

TRINITY_DN46805_c0_g1CBI33392.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 27.90 0.00

TRINITY_DN47464_c0_g1GAX78177.1hypothetical protein CEUSTIGMA_g5619.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.90 0.00

TRINITY_DN48112_c0_g1GAX85456.1hypothetical protein CEUSTIGMA_g12872.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.90 0.00

TRINITY_DN48484_c1_g4PSC72510.1multidrug transporter [Micractinium conductrix]Micractinium_conductrix 27.90 0.00

TRINITY_DN49697_c0_g5KXZ51053.1hypothetical protein GPECTOR_14g4 [Gonium pectorale]Gonium_pectorale 27.90 0.00

TRINITY_DN50555_c0_g1GBF98906.1hypothetical protein Rsub_11544 [Raphidocelis subcapitata]Raphidocelis_subcapitata 27.90 0.00

TRINITY_DN50754_c0_g3XP_002500104.1predicted protein [Micromonas commoda]Micromonas_commoda 27.90 0.00

TRINITY_DN50933_c0_g4GAQ81854.1carotenoid oxygenase [Klebsormidium nitens]Klebsormidium_nitens 27.90 0.00

TRINITY_DN51894_c0_g1GBG69169.1hypothetical protein CBR_g3869 [Chara braunii]Chara_braunii 27.90 0.00

TRINITY_DN52584_c1_g1XP_002952561.1hypothetical protein VOLCADRAFT_93156 [Volvox carteri f. nagariensis]Volvox_carteri 27.90 0.00

TRINITY_DN30854_c0_g1XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 27.80 0.00

TRINITY_DN31812_c0_g1KXZ55126.1hypothetical protein GPECTOR_3g278 [Gonium pectorale]Gonium_pectorale 27.80 0.00

TRINITY_DN33213_c0_g1XP_002501018.1predicted protein [Micromonas commoda]Micromonas_commoda 27.80 0.00

TRINITY_DN34386_c0_g1GAQ90038.1U3 small nucleolar RNA-associated protein 10 [Klebsormidium nitens]Klebsormidium_nitens 27.80 0.00

TRINITY_DN34697_c0_g1GAQ81510.1hypothetical protein KFL_000820170 [Klebsormidium nitens]Klebsormidium_nitens 27.80 0.00

TRINITY_DN34901_c0_g1PRW32895.1SDA1 [Chlorella sorokiniana]Chlorella_sorokiniana 27.80 0.00

TRINITY_DN36232_c0_g1XP_003567056.2aspartyl protease family protein 2 [Brachypodium distachyon]Brachypodium_distachyon 27.80 0.00

TRINITY_DN36446_c1_g2GBG70696.1hypothetical protein CBR_g7995 [Chara braunii]Chara_braunii 27.80 0.00

TRINITY_DN36972_c0_g7XP_022840000.1Saposin-like type B, 2 [Ostreococcus tauri]Ostreococcus_tauri 27.80 0.00

TRINITY_DN37700_c2_g2GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 27.80 0.00

TRINITY_DN37881_c0_g2GAX78610.1hypothetical protein CEUSTIGMA_g6049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.80 0.00

TRINITY_DN38396_c1_g1GAX79256.1hypothetical protein CEUSTIGMA_g6696.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.80 0.00

TRINITY_DN38434_c0_g5BAX03573.1galactose oxidase/kelch repeat-containing protein [Hyoscyamus albus]Hyoscyamus_albus 27.80 0.00

TRINITY_DN41866_c0_g3GAX72995.1hypothetical protein CEUSTIGMA_g447.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.80 0.00

TRINITY_DN42845_c0_g5XP_018457462.1PREDICTED: transmembrane protein 135-like [Raphanus sativus]Raphanus_sativus 27.80 0.00

TRINITY_DN42870_c1_g1RLN17852.1aspartate-glutamate transporter AGC1 [Panicum miliaceum]Panicum_miliaceum 27.80 0.00

TRINITY_DN42927_c1_g1XP_021731525.1uncharacterized protein LOC110698413 [Chenopodium quinoa]Chenopodium_quinoa 27.80 0.00

TRINITY_DN43637_c0_g1XP_021723524.1probable serine/threonine-protein kinase vps15 [Chenopodium quinoa]Chenopodium_quinoa 27.80 0.00

TRINITY_DN44331_c0_g10XP_022838652.1Erv1/Alr [Ostreococcus tauri]Ostreococcus_tauri 27.80 0.00



TRINITY_DN44727_c0_g4XP_020081983.1aspartic proteinase oryzasin-1-like [Ananas comosus]Ananas_comosus 27.80 0.00

TRINITY_DN44856_c0_g3OUS48725.1ribonuclease II [Ostreococcus tauri]Ostreococcus_tauri 27.80 0.00

TRINITY_DN45672_c1_g5OAE19118.1hypothetical protein AXG93_2062s1290 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 27.80 0.00

TRINITY_DN45733_c0_g1KGN47054.1Ubiquitin-activating enzyme E1 [Cucumis sativus]Cucumis_sativus 27.80 0.00

TRINITY_DN46093_c0_g5RDX90323.1Protein AATF, partial [Mucuna pruriens]Mucuna_pruriens 27.80 0.00

TRINITY_DN46421_c0_g3XP_005650197.1galactose oxidase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 27.80 0.00

TRINITY_DN46837_c0_g2NP_001307038.1uncharacterized protein LOC100217275 [Zea mays]Zea_mays 27.80 0.00

TRINITY_DN47981_c2_g1XP_005643393.1alpha/beta-hydrolase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 27.80 0.00

TRINITY_DN49450_c0_g5EFJ15378.1hypothetical protein SELMODRAFT_118314 [Selaginella moellendorffii]Selaginella_moellendorffii 27.80 0.00

TRINITY_DN49867_c0_g3XP_020233595.111-oxo-beta-amyrin 30-oxidase-like [Cajanus cajan]Cajanus_cajan 27.80 0.00

TRINITY_DN50244_c0_g2GAX74942.1hypothetical protein CEUSTIGMA_g2388.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.80 0.00

TRINITY_DN50376_c0_g2PNW71828.1hypothetical protein CHLRE_16g689950v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.80 0.00

TRINITY_DN50997_c0_g2XP_013896432.1hypothetical protein MNEG_10550 [Monoraphidium neglectum]Monoraphidium_neglectum 27.80 0.00

TRINITY_DN51170_c0_g1PNX92556.1eukaryotic translation initiation factor 3 subunit h-like protein, partial [Trifolium pratense]Trifolium_pratense 27.80 0.00

TRINITY_DN52657_c6_g1PNH12265.1Tiny macrocysts protein B [Tetrabaena socialis]Tetrabaena_socialis 27.80 0.00

TRINITY_DN30019_c0_g1XP_024527982.1RING finger protein B-like isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 27.70 0.00

TRINITY_DN30270_c0_g1XP_020237642.1putative membrane-bound O-acyltransferase C24H6.01c isoform X1 [Cajanus cajan]Cajanus_cajan 27.70 0.00

TRINITY_DN32594_c0_g1XP_011036596.1PREDICTED: uncharacterized protein LOC105134053 isoform X1 [Populus euphratica]Populus_euphratica 27.70 0.00

TRINITY_DN34078_c0_g2RID44713.1hypothetical protein BRARA_I01490 [Brassica rapa]Brassica_rapa 27.70 0.00

TRINITY_DN35717_c1_g9XP_023889196.1eIF-2-alpha kinase GCN2-like [Quercus suber]Quercus_suber 27.70 0.00

TRINITY_DN36921_c0_g4OAY66849.1TOM1-like protein 2 [Ananas comosus]Ananas_comosus 27.70 0.00

TRINITY_DN38095_c1_g2XP_002949739.1extracellular matrix glycoprotein pherophorin-V32 [Volvox carteri f. nagariensis]Volvox_carteri 27.70 0.00

TRINITY_DN38313_c0_g2XP_013899059.1hypothetical protein MNEG_7925 [Monoraphidium neglectum]Monoraphidium_neglectum 27.70 0.00

TRINITY_DN38383_c1_g1GAX73918.1hypothetical protein CEUSTIGMA_g1368.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.70 0.00

TRINITY_DN39137_c1_g1GAX80619.1hypothetical protein CEUSTIGMA_g8054.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.70 0.00

TRINITY_DN39833_c0_g1KXZ46480.1hypothetical protein GPECTOR_43g916 [Gonium pectorale]Gonium_pectorale 27.70 0.00

TRINITY_DN40215_c1_g1XP_010097044.1mitochondrial carrier protein CoAc1 [Morus notabilis]Morus_notabilis 27.70 0.00

TRINITY_DN40530_c0_g1GAQ87730.1hypothetical protein KFL_003730070 [Klebsormidium nitens]Klebsormidium_nitens 27.70 0.00

TRINITY_DN40541_c0_g3GAX73318.1hypothetical protein CEUSTIGMA_g772.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.70 0.00

TRINITY_DN40824_c0_g5XP_018835909.1PREDICTED: uncharacterized protein LOC109002567 [Juglans regia]Juglans_regia 27.70 0.00

TRINITY_DN41187_c0_g3KXZ55667.1hypothetical protein GPECTOR_2g1217 [Gonium pectorale]Gonium_pectorale 27.70 0.00

TRINITY_DN42957_c0_g2EPS64149.1hypothetical protein M569_10632, partial [Genlisea aurea]Genlisea_aurea 27.70 0.00

TRINITY_DN43035_c0_g1KXZ50319.1hypothetical protein GPECTOR_17g958 [Gonium pectorale]Gonium_pectorale 27.70 0.00

TRINITY_DN44314_c0_g4XP_004962071.1RPA-interacting protein A [Setaria italica]Setaria_italica 27.70 0.00

TRINITY_DN44572_c0_g2XP_024391831.1histone-lysine N-methyltransferase ATXR2-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 27.70 0.00

TRINITY_DN46118_c2_g2XP_024385580.1cation/calcium exchanger 5-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 27.70 0.00

TRINITY_DN47786_c1_g6XP_024527898.1uncharacterized protein LOC112345420 [Selaginella moellendorffii]Selaginella_moellendorffii 27.70 0.00

TRINITY_DN49085_c0_g1AAM33652.1mastigoneme-like protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.70 0.00

TRINITY_DN50706_c0_g1GAX72718.1hypothetical protein CEUSTIGMA_g174.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.70 0.00

TRINITY_DN51694_c0_g3PNW70765.1hypothetical protein CHLRE_17g733400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.70 0.00

TRINITY_DN12529_c0_g1XP_002263781.1PREDICTED: putative ER lumen protein-retaining receptor C28H8.4 [Vitis vinifera]Vitis_vinifera 27.60 0.00

TRINITY_DN25965_c0_g1XP_008449293.1PREDICTED: CBL-interacting serine/threonine-protein kinase 7-like [Cucumis melo]Cucumis_melo 27.60 0.00

TRINITY_DN28977_c0_g2GAQ85259.1Mitotic spindle checkpoint protein BUB3 [Klebsormidium nitens]Klebsormidium_nitens 27.60 0.00

TRINITY_DN30582_c0_g1BAJ98784.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 27.60 0.00

TRINITY_DN34473_c0_g5KVH93179.1CHASE-like protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 27.60 0.00

TRINITY_DN35015_c0_g1XP_023634949.1crossover junction endonuclease MUS81 isoform X3 [Capsella rubella]Capsella_rubella 27.60 0.00

TRINITY_DN35386_c0_g4XP_010529891.1PREDICTED: lactosylceramide 4-alpha-galactosyltransferase [Tarenaya hassleriana]Tarenaya_hassleriana 27.60 0.00

TRINITY_DN3597_c0_g1PNH07749.1Calcium-dependent protein kinase 17 [Tetrabaena socialis]Tetrabaena_socialis 27.60 0.00

TRINITY_DN36103_c0_g3GAQ84772.1Sensory transduction histidine kinase [Klebsormidium nitens]Klebsormidium_nitens 27.60 0.00

TRINITY_DN36485_c0_g3XP_024362806.1histidine kinase 5-like [Physcomitrella patens]Physcomitrella_patens 27.60 0.00

TRINITY_DN37633_c0_g3PTQ32678.1hypothetical protein MARPO_0096s0028 [Marchantia polymorpha]Marchantia_polymorpha 27.60 0.00

TRINITY_DN38025_c1_g7GAQ83199.1Cysteine protease required for autophagy [Klebsormidium nitens]Klebsormidium_nitens 27.60 0.00

TRINITY_DN38659_c0_g3GAX79285.1hypothetical protein CEUSTIGMA_g6725.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.60 0.00

TRINITY_DN39178_c0_g1XP_023893846.1tRNA (uracil-O(2)-)-methyltransferase-like [Quercus suber]Quercus_suber 27.60 0.00

TRINITY_DN39425_c0_g1XP_024372822.1syntaxin-132-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 27.60 0.00

TRINITY_DN39899_c0_g2XP_023882671.1tryprostatin B 6-hydroxylase-like [Quercus suber]Quercus_suber 27.60 0.00

TRINITY_DN39916_c1_g4XP_020253052.1cullin-associated NEDD8-dissociated protein 1 isoform X1 [Asparagus officinalis]Asparagus_officinalis 27.60 0.00

TRINITY_DN40507_c0_g1GAQ77732.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 27.60 0.00

TRINITY_DN41849_c0_g5XP_024527754.1protein LTV1 homolog isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 27.60 0.00

TRINITY_DN42592_c0_g1KXZ47729.1hypothetical protein GPECTOR_33g611 [Gonium pectorale]Gonium_pectorale 27.60 0.00

TRINITY_DN42957_c0_g3PIN19648.1Exocyst complex, subunit SEC15 [Handroanthus impetiginosus]Handroanthus_impetiginosus 27.60 0.00

TRINITY_DN44830_c0_g3GAX82550.1hypothetical protein CEUSTIGMA_g9976.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.60 0.00

TRINITY_DN45157_c0_g1VDD09829.1unnamed protein product [Brassica oleracea]Brassica_oleracea 27.60 0.00

TRINITY_DN45544_c0_g1XP_002502073.1predicted protein [Micromonas commoda]Micromonas_commoda 27.60 0.00

TRINITY_DN45545_c0_g1KXZ51805.1hypothetical protein GPECTOR_11g247 [Gonium pectorale]Gonium_pectorale 27.60 0.00

TRINITY_DN45815_c0_g3XP_009760098.1PREDICTED: THO complex subunit 2 isoform X2 [Nicotiana sylvestris]Nicotiana_sylvestris 27.60 0.00



TRINITY_DN45848_c0_g2XP_010436810.1PREDICTED: SNF1-related protein kinase catalytic subunit alpha KIN11-like [Camelina sativa]Camelina_sativa 27.60 0.00

TRINITY_DN46028_c0_g2XP_023910941.1aorsin-like [Quercus suber]Quercus_suber 27.60 0.00

TRINITY_DN46711_c1_g1XP_019179668.1PREDICTED: uncharacterized protein LOC109174882 [Ipomoea nil]Ipomoea_nil 27.60 0.00

TRINITY_DN47031_c1_g3PRW58651.1myb family transcription factor family [Chlorella sorokiniana]Chlorella_sorokiniana 27.60 0.00

TRINITY_DN47034_c0_g6GAQ77985.1proteasome activator complex subunit 4-like isoform 1 [Klebsormidium nitens]Klebsormidium_nitens 27.60 0.00

TRINITY_DN47985_c0_g1XP_023878837.1uncharacterized protein C19F5.03-like [Quercus suber]Quercus_suber 27.60 0.00

TRINITY_DN48309_c0_g4GAX86357.1hypothetical protein CEUSTIGMA_g13769.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.60 0.00

TRINITY_DN48720_c0_g8XP_002502876.1high-mobility protein [Micromonas commoda]Micromonas_commoda 27.60 0.00

TRINITY_DN49046_c0_g1XP_024362382.1uncharacterized protein LOC112275889 [Physcomitrella patens]Physcomitrella_patens 27.60 0.00

TRINITY_DN49183_c0_g2XP_012571987.1calcineurin B-like protein 4 isoform X2 [Cicer arietinum]Cicer_arietinum 27.60 0.00

TRINITY_DN49350_c0_g3GAX82820.1hypothetical protein CEUSTIGMA_g10246.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.60 0.00

TRINITY_DN49471_c0_g1BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 27.60 0.00

TRINITY_DN49735_c0_g1EFJ06480.1hypothetical protein SELMODRAFT_430732 [Selaginella moellendorffii]Selaginella_moellendorffii 27.60 0.00

TRINITY_DN50089_c0_g2XP_020208078.1CDK5RAP3-like protein [Cajanus cajan]Cajanus_cajan 27.60 0.00

TRINITY_DN14087_c0_g1XP_011021909.1PREDICTED: homologous-pairing protein 2 homolog [Populus euphratica]Populus_euphratica 27.50 0.00

TRINITY_DN33245_c0_g4GAQ84563.1hypothetical protein KFL_001940200 [Klebsormidium nitens]Klebsormidium_nitens 27.50 0.00

TRINITY_DN33450_c0_g1XP_010538291.1PREDICTED: bifunctional riboflavin kinase/FMN phosphatase [Tarenaya hassleriana]Tarenaya_hassleriana 27.50 0.00

TRINITY_DN33649_c0_g1KZM98720.1hypothetical protein DCAR_013918 [Daucus carota subsp. sativus]Daucus_carota 27.50 0.00

TRINITY_DN35208_c0_g1RMZ53409.1hypothetical protein APUTEX25_004897 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 27.50 0.00

TRINITY_DN35594_c0_g1XP_002956259.1hypothetical protein VOLCADRAFT_97255 [Volvox carteri f. nagariensis]Volvox_carteri 27.50 0.00

TRINITY_DN35810_c0_g1XP_013461475.1quinone oxidoreductase-like protein 2 homolog [Medicago truncatula]Medicago_truncatula 27.50 0.00

TRINITY_DN35849_c0_g1XP_002951702.1hypothetical protein VOLCADRAFT_44510 [Volvox carteri f. nagariensis]Volvox_carteri 27.50 0.00

TRINITY_DN36573_c0_g2PSC73625.1FAM98A [Micractinium conductrix]Micractinium_conductrix 27.50 0.00

TRINITY_DN36820_c0_g3PIA52512.1hypothetical protein AQUCO_01000410v1 [Aquilegia coerulea]Aquilegia_coerulea 27.50 0.00

TRINITY_DN36828_c0_g1XP_001703176.1carbonic anhydrase 6 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.50 0.00

TRINITY_DN37806_c0_g7OAE27228.1hypothetical protein AXG93_4332s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 27.50 0.00

TRINITY_DN38260_c0_g6BAS01260.1syntaxin of plant 13A [Marchantia polymorpha]Marchantia_polymorpha 27.50 0.00

TRINITY_DN39157_c1_g1GAX82300.1hypothetical protein CEUSTIGMA_g9729.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.50 0.00

TRINITY_DN39572_c1_g4XP_004979869.1tropinone reductase homolog At2g29170 [Setaria italica]Setaria_italica 27.50 0.00

TRINITY_DN40459_c1_g2XP_027918828.1uncharacterized protein LOC114177611 isoform X1 [Vigna unguiculata]Vigna_unguiculata 27.50 0.00

TRINITY_DN41573_c0_g3XP_001694732.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.50 0.00

TRINITY_DN42229_c0_g1XP_009385957.1PREDICTED: probable protein arginine N-methyltransferase 6.2 [Musa acuminata subsp. malaccensis]Musa_acuminata 27.50 0.00

TRINITY_DN42604_c0_g8GAX80585.1hypothetical protein CEUSTIGMA_g8022.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.50 0.00

TRINITY_DN42847_c2_g4XP_010515631.1PREDICTED: calmodulin-like protein 9 [Camelina sativa]Camelina_sativa 27.50 0.00

TRINITY_DN43129_c0_g2NP_001146281.1uncharacterized LOC100279856 [Zea mays]Zea_mays 27.50 0.00

TRINITY_DN43341_c0_g5GAQ84494.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 27.50 0.00

TRINITY_DN47184_c0_g1XP_023912666.1vacuolar protein sorting/targeting protein 10-like [Quercus suber]Quercus_suber 27.50 0.00

TRINITY_DN48020_c0_g3XP_024358735.126S proteasome regulatory subunit RPN13-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 27.50 0.00

TRINITY_DN48632_c0_g2XP_010272767.1PREDICTED: ultraviolet-B receptor UVR8 isoform X2 [Nelumbo nucifera]Nelumbo_nucifera 27.50 0.00

TRINITY_DN51715_c0_g7GAX82199.1hypothetical protein CEUSTIGMA_g9627.t1, partial [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.50 0.00

TRINITY_DN52327_c1_g1XP_002954230.1hypothetical protein VOLCADRAFT_95074 [Volvox carteri f. nagariensis]Volvox_carteri 27.50 0.00

TRINITY_DN53813_c0_g1XP_002508202.1predicted protein [Micromonas commoda]Micromonas_commoda 27.50 0.00

TRINITY_DN6846_c0_g1XP_002285411.1PREDICTED: uncharacterized protein LOC100267343 [Vitis vinifera]Vitis_vinifera 27.50 0.00

TRINITY_DN14441_c0_g1OAE25387.1hypothetical protein AXG93_4620s2020 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 27.40 0.00

TRINITY_DN33812_c0_g1XP_009411436.1PREDICTED: tubulin-folding cofactor E [Musa acuminata subsp. malaccensis]Musa_acuminata 27.40 0.00

TRINITY_DN34781_c0_g1XP_009417151.1PREDICTED: carbon catabolite repressor protein 4 homolog 1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 27.40 0.00

TRINITY_DN34804_c0_g2GAQ83008.1WD40 repeat protein [Klebsormidium nitens]Klebsormidium_nitens 27.40 0.00

TRINITY_DN36043_c0_g2GBG70236.1hypothetical protein CBR_g6365 [Chara braunii]Chara_braunii 27.40 0.00

TRINITY_DN36103_c0_g5XP_011654212.1PREDICTED: histidine kinase 5 isoform X1 [Cucumis sativus]Cucumis_sativus 27.40 0.00

TRINITY_DN36256_c0_g1XP_024538955.1histone-lysine N-methyltransferase ATXR2 [Selaginella moellendorffii]Selaginella_moellendorffii 27.40 0.00

TRINITY_DN36885_c1_g3XP_002957644.1hypothetical protein VOLCADRAFT_107754 [Volvox carteri f. nagariensis]Volvox_carteri 27.40 0.00

TRINITY_DN37038_c0_g1RDX89867.1Random slug protein 5 [Mucuna pruriens]Mucuna_pruriens 27.40 0.00

TRINITY_DN37533_c0_g2GAX77605.1hypothetical protein CEUSTIGMA_g5049.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN38722_c0_g1GAQ85685.1putative Transcription factor Tfb2 [Klebsormidium nitens]Klebsormidium_nitens 27.40 0.00

TRINITY_DN38804_c0_g2XP_002516248.1actin [Ricinus communis]Ricinus_communis 27.40 0.00

TRINITY_DN38845_c1_g2GAX74326.1hypothetical protein CEUSTIGMA_g1775.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN39315_c0_g4PTQ37841.1hypothetical protein MARPO_0055s0097 [Marchantia polymorpha]Marchantia_polymorpha 27.40 0.00

TRINITY_DN39689_c0_g5XP_020573229.1uncharacterized protein LOC110019761 isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 27.40 0.00

TRINITY_DN40357_c0_g1EEC73649.1hypothetical protein OsI_08174 [Oryza sativa Indica Group]Oryza_sativa 27.40 0.00

TRINITY_DN41700_c0_g10XP_012839210.1PREDICTED: sorting nexin 2B [Erythranthe guttata]Erythranthe_guttata 27.40 0.00

TRINITY_DN42778_c0_g1PON82811.1Transmembrane protein [Trema orientale]Trema_orientale 27.40 0.00

TRINITY_DN43139_c0_g3XP_027906106.1seed linoleate 9S-lipoxygenase-like [Vigna unguiculata]Vigna_unguiculata 27.40 0.00

TRINITY_DN43173_c0_g1GAX76292.1hypothetical protein CEUSTIGMA_g3737.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN43338_c1_g5XP_024531613.1platelet-activating factor acetylhydrolase-like [Selaginella moellendorffii]Selaginella_moellendorffii 27.40 0.00

TRINITY_DN43632_c0_g3XP_017191951.1PREDICTED: uncharacterized protein C18orf8 homolog [Malus domestica]Malus_domestica 27.40 0.00

TRINITY_DN43734_c0_g2KVH94931.1Ankyrin repeat-containing protein [Cynara cardunculus var. scolymus]Cynara_cardunculus 27.40 0.00



TRINITY_DN43791_c0_g3XP_015934363.1PP2A regulatory subunit TAP46 [Arachis duranensis]Arachis_duranensis 27.40 0.00

TRINITY_DN44078_c1_g4XP_023886069.1tyrosinase-like [Quercus suber]Quercus_suber 27.40 0.00

TRINITY_DN44317_c0_g6XP_019059638.1PREDICTED: probable protein phosphatase 2C 65 isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 27.40 0.00

TRINITY_DN44814_c0_g1XP_020979196.1uncharacterized protein LOC107640015 [Arachis ipaensis]Arachis_ipaensis 27.40 0.00

TRINITY_DN45110_c0_g1XP_013905494.1hypothetical protein MNEG_1475 [Monoraphidium neglectum]Monoraphidium_neglectum 27.40 0.00

TRINITY_DN45403_c0_g1XP_005846924.1hypothetical protein CHLNCDRAFT_134832 [Chlorella variabilis]Chlorella_variabilis 27.40 0.00

TRINITY_DN45970_c0_g3XP_004506481.1uncharacterized protein LOC101499411 isoform X2 [Cicer arietinum]Cicer_arietinum 27.40 0.00

TRINITY_DN46796_c0_g1XP_024386792.1probable transmembrane GTPase FZO-like, chloroplastic [Physcomitrella patens]Physcomitrella_patens 27.40 0.00

TRINITY_DN48220_c0_g5XP_015875762.1interferon-induced, double-stranded RNA-activated protein kinase-like [Ziziphus jujuba]Ziziphus_jujuba 27.40 0.00

TRINITY_DN48364_c1_g1XP_020232849.1poly(A)-specific ribonuclease PARN isoform X1 [Cajanus cajan]Cajanus_cajan 27.40 0.00



TRINITY_DN48589_c1_g3GAX80160.1hypothetical protein CEUSTIGMA_g7598.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN48766_c0_g2KXZ48861.1hypothetical protein GPECTOR_25g446 [Gonium pectorale]Gonium_pectorale 27.40 0.00

TRINITY_DN49120_c0_g3XP_020596061.1probable E3 ubiquitin-protein ligase XBOS33 [Phalaenopsis equestris]Phalaenopsis_equestris 27.40 0.00

TRINITY_DN49160_c0_g6RWR95292.1F-actin-capping protein subunit alpha [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 27.40 0.00

TRINITY_DN49687_c1_g1GAX80164.1hypothetical protein CEUSTIGMA_g7602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN49907_c0_g1XP_002953435.1hypothetical protein VOLCADRAFT_94240 [Volvox carteri f. nagariensis]Volvox_carteri 27.40 0.00

TRINITY_DN50474_c0_g8GAX80280.1hypothetical protein CEUSTIGMA_g7718.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.40 0.00

TRINITY_DN51820_c1_g1PNW86010.1hypothetical protein CHLRE_03g204689v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.40 0.00

TRINITY_DN52277_c1_g2GBG93401.1hypothetical protein CBR_g68529 [Chara braunii]Chara_braunii 27.40 0.00

TRINITY_DN6995_c0_g3XP_023912140.1cytoplasmic dynein 1 intermediate chain 2-like [Quercus suber]Quercus_suber 27.40 0.00

TRINITY_DN19567_c0_g1XP_024385991.1alpha-xylosidase 1-like [Physcomitrella patens]Physcomitrella_patens 27.30 0.00

TRINITY_DN33410_c0_g1XP_023902828.1vacuolar protein sorting-associated protein 26-like [Quercus suber]Quercus_suber 27.30 0.00

TRINITY_DN35237_c0_g1XP_024969276.1uncharacterized protein LOC112508763 [Cynara cardunculus var. scolymus]Cynara_cardunculus 27.30 0.00

TRINITY_DN35406_c0_g8XP_024989796.1probable polygalacturonase At1g80170 [Cynara cardunculus var. scolymus]Cynara_cardunculus 27.30 0.00

TRINITY_DN35737_c0_g5XP_004229318.1Fanconi anemia group I protein isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 27.30 0.00

TRINITY_DN36044_c0_g1XP_026401520.1coiled-coil domain-containing protein 97 [Papaver somniferum]Papaver_somniferum 27.30 0.00

TRINITY_DN36259_c0_g1KMS93557.1hypothetical protein BVRB_030270, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 27.30 0.00

TRINITY_DN36281_c0_g2XP_023877321.1mitochondrial inner membrane magnesium transporter MRS2-like [Quercus suber]Quercus_suber 27.30 0.00

TRINITY_DN36399_c0_g1XP_003078378.1Translation initiation factor 3 [Ostreococcus tauri]Ostreococcus_tauri 27.30 0.00

TRINITY_DN39092_c0_g1BAJ89451.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 27.30 0.00

TRINITY_DN39206_c0_g2GAQ88608.1hypothetical protein KFL_004440060 [Klebsormidium nitens]Klebsormidium_nitens 27.30 0.00

TRINITY_DN40655_c0_g8XP_016755848.1PREDICTED: mitoferrin-like [Gossypium hirsutum]Gossypium_hirsutum 27.30 0.00

TRINITY_DN40670_c0_g1XP_018470038.1PREDICTED: transformation/transcription domain-associated protein-like [Raphanus sativus]Raphanus_sativus 27.30 0.00

TRINITY_DN43428_c0_g1RWR78592.1putative E3 ubiquitin-protein ligase HERC4 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 27.30 0.00

TRINITY_DN43527_c0_g8EFJ24882.1hypothetical protein SELMODRAFT_100347, partial [Selaginella moellendorffii]Selaginella_moellendorffii 27.30 0.00

TRINITY_DN43642_c0_g3RYQ82231.1hypothetical protein Ahy_B10g100824 [Arachis hypogaea]Arachis_hypogaea 27.30 0.00

TRINITY_DN43899_c0_g3XP_015076676.1hydroxyproline O-galactosyltransferase GALT6-like [Solanum pennellii]Solanum_pennellii 27.30 0.00

TRINITY_DN45285_c0_g1XP_005648456.1SM/Sec1-family protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 27.30 0.00

TRINITY_DN45522_c0_g4BAT98356.1hypothetical protein VIGAN_09200300 [Vigna angularis var. angularis]Vigna_angularis 27.30 0.00

TRINITY_DN45535_c0_g1PSC71459.1spindle pole body [Micractinium conductrix]Micractinium_conductrix 27.30 0.00

TRINITY_DN45544_c0_g4XP_002502073.1predicted protein [Micromonas commoda]Micromonas_commoda 27.30 0.00

TRINITY_DN45966_c1_g2PTQ32678.1hypothetical protein MARPO_0096s0028 [Marchantia polymorpha]Marchantia_polymorpha 27.30 0.00

TRINITY_DN46495_c0_g3XP_018491747.1PREDICTED: DNA-directed RNA polymerases II and IV subunit 5A-like [Raphanus sativus]Raphanus_sativus 27.30 0.00

TRINITY_DN47144_c0_g6GBG69205.1hypothetical protein CBR_g3904 [Chara braunii]Chara_braunii 27.30 0.00

TRINITY_DN49862_c0_g3XP_027095324.1extracellular ribonuclease LE-like [Coffea arabica]Coffea_arabica 27.30 0.00

TRINITY_DN49947_c0_g2XP_002274109.2PREDICTED: ABC transporter G family member 15 [Vitis vinifera]Vitis_vinifera 27.30 0.00

TRINITY_DN50412_c1_g5PIN01020.1Karyopherin (importin) alpha [Handroanthus impetiginosus]Handroanthus_impetiginosus 27.30 0.00

TRINITY_DN5605_c0_g1XP_023928944.1probable nitrilase C965.09 [Quercus suber]Quercus_suber 27.30 0.00

TRINITY_DN24926_c0_g2GAX81324.1hypothetical protein CEUSTIGMA_g8755.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN25937_c0_g4XP_010676409.1PREDICTED: cytochrome P450 71A24 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 27.20 0.00

TRINITY_DN32198_c0_g6XP_012846615.1PREDICTED: LOW QUALITY PROTEIN: dual specificity protein kinase shkD-like [Erythranthe guttata]Erythranthe_guttata 27.20 0.00

TRINITY_DN35267_c0_g1GAQ80833.1deoxyribonuclease II [Klebsormidium nitens]Klebsormidium_nitens 27.20 0.00

TRINITY_DN35489_c1_g3XP_007510864.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 27.20 0.00

TRINITY_DN35731_c0_g2XP_001416787.1IISP family transporter: Translocation protein SEC63-like protein, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 27.20 0.00

TRINITY_DN36108_c0_g3XP_027074150.1probable polygalacturonase [Coffea arabica]Coffea_arabica 27.20 0.00

TRINITY_DN36183_c0_g4PNR46861.1hypothetical protein PHYPA_013981 [Physcomitrella patens]Physcomitrella_patens 27.20 0.00

TRINITY_DN36823_c0_g4PTQ50244.1hypothetical protein MARPO_0001s0267 [Marchantia polymorpha]Marchantia_polymorpha 27.20 0.00

TRINITY_DN37077_c0_g11XP_002508352.1Ca2+:Cation antiporter family [Micromonas commoda]Micromonas_commoda 27.20 0.00

TRINITY_DN37651_c0_g5XP_022972843.1aspartic proteinase-like protein 2 [Cucurbita maxima]Cucurbita_maxima 27.20 0.00

TRINITY_DN38483_c0_g1XP_017239740.1PREDICTED: aspartic proteinase-like protein 2 [Daucus carota subsp. sativus]Daucus_carota 27.20 0.00

TRINITY_DN38861_c0_g1OAY57096.1hypothetical protein MANES_02G070100 [Manihot esculenta]Manihot_esculenta 27.20 0.00

TRINITY_DN39193_c0_g3GAX84112.1hypothetical protein CEUSTIGMA_g11535.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN40056_c0_g9XP_002508978.1flagellar inner arm intermediate chain [Micromonas commoda]Micromonas_commoda 27.20 0.00

TRINITY_DN42139_c1_g1XP_022978183.1amino acid transporter ANT1 isoform X1 [Cucurbita maxima]Cucurbita_maxima 27.20 0.00

TRINITY_DN42282_c0_g5XP_003062745.1choline transporter like family [Micromonas pusilla CCMP1545]Micromonas_pusilla 27.20 0.00

TRINITY_DN42682_c0_g9XP_024541075.1uncharacterized protein LOC112349971 [Selaginella moellendorffii]Selaginella_moellendorffii 27.20 0.00

TRINITY_DN43008_c0_g3XP_024524078.1probable ethanolamine kinase [Selaginella moellendorffii]Selaginella_moellendorffii 27.20 0.00

TRINITY_DN43765_c0_g2GAX85458.1hypothetical protein CEUSTIGMA_g12874.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN43770_c0_g3XP_022635989.1uncharacterized protein LOC111241594 [Vigna radiata var. radiata]Vigna_radiata 27.20 0.00

TRINITY_DN44488_c0_g1GAX83126.1hypothetical protein CEUSTIGMA_g10552.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN45745_c0_g6RWR76239.1THO complex subunit 2 isoform X1 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 27.20 0.00

TRINITY_DN45845_c0_g4GAX86357.1hypothetical protein CEUSTIGMA_g13769.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN46384_c0_g3XP_002952277.1hypothetical protein VOLCADRAFT_92856 [Volvox carteri f. nagariensis]Volvox_carteri 27.20 0.00

TRINITY_DN46503_c0_g3KXZ49867.1hypothetical protein GPECTOR_19g318 [Gonium pectorale]Gonium_pectorale 27.20 0.00

TRINITY_DN46585_c1_g1PNH00691.1hypothetical protein TSOC_013473 [Tetrabaena socialis]Tetrabaena_socialis 27.20 0.00

TRINITY_DN47139_c0_g2KMZ61812.1hypothetical protein ZOSMA_4G01010 [Zostera marina]Zostera_marina 27.20 0.00



TRINITY_DN48188_c0_g1XP_019448844.1PREDICTED: rho GTPase-activating protein 5-like [Lupinus angustifolius]Lupinus_angustifolius 27.20 0.00

TRINITY_DN49381_c2_g1GAX73443.1hypothetical protein CEUSTIGMA_g895.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.20 0.00

TRINITY_DN50427_c0_g5XP_019456415.1PREDICTED: DNA topoisomerase 2-binding protein 1-A isoform X2 [Lupinus angustifolius]Lupinus_angustifolius 27.20 0.00

TRINITY_DN13598_c0_g1GAQ90614.1pre-mRNA-processing factor 40 [Klebsormidium nitens]Klebsormidium_nitens 27.10 0.00

TRINITY_DN23965_c0_g1XP_002947015.1hypothetical protein VOLCADRAFT_120411 [Volvox carteri f. nagariensis]Volvox_carteri 27.10 0.00

TRINITY_DN29125_c0_g1GBG89877.1hypothetical protein CBR_g49725 [Chara braunii]Chara_braunii 27.10 0.00

TRINITY_DN32280_c0_g1GBG76716.1hypothetical protein CBR_g22935 [Chara braunii]Chara_braunii 27.10 0.00

TRINITY_DN32774_c0_g3XP_015078211.1elongator complex protein 2 isoform X1 [Solanum pennellii]Solanum_pennellii 27.10 0.00

TRINITY_DN33968_c0_g1GAQ91283.1hypothetical protein KFL_007580010, partial [Klebsormidium nitens]Klebsormidium_nitens 27.10 0.00

TRINITY_DN35311_c1_g1PSC72724.12-oxoglutarate and Fe(II)-dependent oxygenase superfamily isoform 1 [Micractinium conductrix]Micractinium_conductrix 27.10 0.00

TRINITY_DN36499_c0_g4RAL43503.1hypothetical protein DM860_012644 [Cuscuta australis]Cuscuta_australis 27.10 0.00

TRINITY_DN36935_c0_g1XP_027100325.1putative nuclease HARBI1 isoform X1 [Coffea arabica]Coffea_arabica 27.10 0.00

TRINITY_DN38063_c0_g4EFJ34040.1hypothetical protein SELMODRAFT_83186 [Selaginella moellendorffii]Selaginella_moellendorffii 27.10 0.00

TRINITY_DN38390_c1_g6PNH04989.1Shaggy-related protein kinase epsilon [Tetrabaena socialis]Tetrabaena_socialis 27.10 0.00

TRINITY_DN38788_c0_g3XP_021722222.1phospholipid--sterol O-acyltransferase-like [Chenopodium quinoa]Chenopodium_quinoa 27.10 0.00

TRINITY_DN40676_c0_g4XP_002318432.2PP2A regulatory subunit TAP46 [Populus trichocarpa]Populus_trichocarpa 27.10 0.00

TRINITY_DN40682_c2_g1GAQ88045.1Zinc finger domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 27.10 0.00

TRINITY_DN40810_c0_g1XP_024371287.1uncharacterized protein LOC112280244 [Physcomitrella patens]Physcomitrella_patens 27.10 0.00

TRINITY_DN41586_c0_g1EEF26292.1alpha-xylosidase, putative, partial [Ricinus communis]Ricinus_communis 27.10 0.00

TRINITY_DN42145_c0_g2BAN58140.1putative premaspirodiene oxygenase [Hyoscyamus albus]Hyoscyamus_albus 27.10 0.00

TRINITY_DN43029_c0_g4XP_024367897.1synaptotagmin-5-like isoform X2 [Physcomitrella patens]Physcomitrella_patens 27.10 0.00

TRINITY_DN43159_c0_g5XP_020412910.1uncharacterized protein LOC109947372 [Prunus persica]Prunus_persica 27.10 0.00

TRINITY_DN43179_c1_g1PNR37312.1hypothetical protein PHYPA_020420 [Physcomitrella patens]Physcomitrella_patens 27.10 0.00

TRINITY_DN43594_c1_g1XP_002968228.2G-protein coupled receptor 1 [Selaginella moellendorffii]Selaginella_moellendorffii 27.10 0.00

TRINITY_DN44360_c0_g1PTQ47737.1hypothetical protein MARPO_0007s0138 [Marchantia polymorpha]Marchantia_polymorpha 27.10 0.00

TRINITY_DN44746_c0_g4GAQ87539.1hypothetical protein KFL_003590130 [Klebsormidium nitens]Klebsormidium_nitens 27.10 0.00

TRINITY_DN45318_c0_g2XP_021842327.1lysophospholipid acyltransferase 1-like [Spinacia oleracea]Spinacia_oleracea 27.10 0.00

TRINITY_DN45754_c0_g3XP_011397506.1Syntaxin-61 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 27.10 0.00

TRINITY_DN46237_c0_g1XP_006366377.1PREDICTED: rho GTPase-activating protein 2-like isoform X2 [Solanum tuberosum]Solanum_tuberosum 27.10 0.00

TRINITY_DN46494_c1_g2XP_022999878.1lipase-like isoform X2 [Cucurbita maxima]Cucurbita_maxima 27.10 0.00

TRINITY_DN46759_c0_g1OAE21157.1hypothetical protein AXG93_872s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 27.10 0.00

TRINITY_DN50819_c0_g3GAX80589.1hypothetical protein CEUSTIGMA_g8026.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.10 0.00

TRINITY_DN815_c0_g1AHG29540.1ats1, partial [Pyramimonas parkeae]Pyramimonas_parkeae 27.10 0.00

TRINITY_DN25425_c0_g1EAY79386.1hypothetical protein OsI_34513 [Oryza sativa Indica Group]Oryza_sativa 27.00 0.00

TRINITY_DN36475_c0_g1PRW51079.1Platelet-activating factor acetylhydrolase [Chlorella sorokiniana]Chlorella_sorokiniana 27.00 0.00

TRINITY_DN37018_c0_g6XP_003552587.1probable sugar phosphate/phosphate translocator At3g11320 [Glycine max]Glycine_max 27.00 0.00

TRINITY_DN38319_c0_g4PTQ45672.1hypothetical protein MARPO_0014s0181 [Marchantia polymorpha]Marchantia_polymorpha 27.00 0.00

TRINITY_DN38342_c0_g7GAX75628.1hypothetical protein CEUSTIGMA_g3072.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.00 0.00

TRINITY_DN38924_c1_g1GAX77769.1hypothetical protein CEUSTIGMA_g5212.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.00 0.00

TRINITY_DN40372_c1_g4XP_023888490.1protein transport protein yif1-like [Quercus suber]Quercus_suber 27.00 0.00

TRINITY_DN41032_c0_g7PTQ46696.1hypothetical protein MARPO_0010s0094 [Marchantia polymorpha]Marchantia_polymorpha 27.00 0.00

TRINITY_DN41226_c0_g3KFK29094.1hypothetical protein AALP_AA7G088000 [Arabis alpina]Arabis_alpina 27.00 0.00

TRINITY_DN41564_c0_g1PNW73374.1hypothetical protein CHLRE_14g629960v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.00 0.00

TRINITY_DN41999_c0_g4XP_023910255.1rho-type GTPase-activating protein 1-like [Quercus suber]Quercus_suber 27.00 0.00

TRINITY_DN43259_c0_g2EXB82253.1Casein kinase I isoform delta-like protein [Morus notabilis]Morus_notabilis 27.00 0.00

TRINITY_DN43321_c0_g1GAU23031.1hypothetical protein TSUD_336790 [Trifolium subterraneum]Trifolium_subterraneum 27.00 0.00

TRINITY_DN43893_c0_g2OAE34360.1hypothetical protein AXG93_1054s1460 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 27.00 0.00

TRINITY_DN43956_c0_g2GAQ88422.1mRNA capping enzyme family protein [Klebsormidium nitens]Klebsormidium_nitens 27.00 0.00

TRINITY_DN43995_c0_g1XP_020580413.1WD repeat-containing protein 76 [Phalaenopsis equestris]Phalaenopsis_equestris 27.00 0.00

TRINITY_DN46440_c1_g2XP_002949025.1hypothetical protein VOLCADRAFT_89276 [Volvox carteri f. nagariensis]Volvox_carteri 27.00 0.00

TRINITY_DN47946_c0_g1PNW85887.1hypothetical protein CHLRE_03g201300v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 27.00 0.00

TRINITY_DN48660_c0_g2GAX83351.1hypothetical protein CEUSTIGMA_g10776.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 27.00 0.00

TRINITY_DN48705_c1_g1PNY05542.1putative serine threonine-protein kinase, partial [Trifolium pratense]Trifolium_pratense 27.00 0.00

TRINITY_DN49648_c0_g1XP_024396912.1amino acid transporter ANT1-like [Physcomitrella patens]Physcomitrella_patens 27.00 0.00

TRINITY_DN49716_c0_g1XP_027353396.1aspartic proteinase-like isoform X2 [Abrus precatorius]Abrus_precatorius 27.00 0.00

TRINITY_DN50421_c1_g2XP_020264760.1Down syndrome critical region protein 3 homolog [Asparagus officinalis]Asparagus_officinalis 27.00 0.00

TRINITY_DN51668_c2_g1XP_024534422.1poly [ADP-ribose] polymerase 2 [Selaginella moellendorffii]Selaginella_moellendorffii 27.00 0.00

TRINITY_DN25840_c0_g1PRW45061.1HD-domain PDEase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 26.90 0.00

TRINITY_DN30571_c0_g4XP_002951272.1hypothetical protein VOLCADRAFT_91779 [Volvox carteri f. nagariensis]Volvox_carteri 26.90 0.00

TRINITY_DN33570_c0_g1KXZ42616.1hypothetical protein GPECTOR_130g577 [Gonium pectorale]Gonium_pectorale 26.90 0.00

TRINITY_DN34426_c0_g11XP_013898809.1sulfide quinone reductase-like protein [Monoraphidium neglectum]Monoraphidium_neglectum 26.90 0.00

TRINITY_DN35157_c0_g1XP_002977452.1acyl-CoA-binding domain-containing protein 4 [Selaginella moellendorffii]Selaginella_moellendorffii 26.90 0.00

TRINITY_DN35878_c0_g1XP_023910475.1L-pipecolate oxidase-like [Quercus suber]Quercus_suber 26.90 0.00

TRINITY_DN36316_c0_g1XP_005644746.1CBS-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.90 0.00

TRINITY_DN36982_c0_g2XP_023889284.1fasciclin-like arabinogalactan protein ARB_02922, partial [Quercus suber]Quercus_suber 26.90 0.00

TRINITY_DN37183_c0_g1OAE29902.1hypothetical protein AXG93_773s1420 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 26.90 0.00



TRINITY_DN37384_c0_g1RVX21428.1Ultraviolet-B receptor UVR8 [Vitis vinifera]Vitis_vinifera 26.90 0.00

TRINITY_DN37772_c0_g1PSC73997.1heme oxygenase [Micractinium conductrix]Micractinium_conductrix 26.90 0.00

TRINITY_DN38074_c1_g4XP_020257402.1putative pumilio homolog 7, chloroplastic [Asparagus officinalis]Asparagus_officinalis 26.90 0.00

TRINITY_DN40563_c0_g2GAX73423.1hypothetical protein CEUSTIGMA_g875.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.90 0.00

TRINITY_DN41967_c1_g6XP_018475492.1PREDICTED: cardosin-E-like [Raphanus sativus]Raphanus_sativus 26.90 0.00

TRINITY_DN42254_c0_g1PTQ48620.1hypothetical protein MARPO_0005s0239 [Marchantia polymorpha]Marchantia_polymorpha 26.90 0.00

TRINITY_DN42570_c0_g3XP_023882486.1protein mesA-like [Quercus suber]Quercus_suber 26.90 0.00

TRINITY_DN42648_c0_g2XP_022944496.1centromere/kinetochore protein zw10 homolog [Cucurbita moschata]Cucurbita_moschata 26.90 0.00

TRINITY_DN43822_c0_g4GAQ83768.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 26.90 0.00

TRINITY_DN44024_c2_g9GAX84471.1hypothetical protein CEUSTIGMA_g11891.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.90 0.00

TRINITY_DN44233_c0_g4XP_021684661.1vacuolar-sorting receptor 6-like [Hevea brasiliensis]Hevea_brasiliensis 26.90 0.00

TRINITY_DN45312_c0_g2KMZ59713.1hypothetical protein ZOSMA_65G00450 [Zostera marina]Zostera_marina 26.90 0.00

TRINITY_DN46030_c0_g2XP_007513447.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 26.90 0.00

TRINITY_DN46124_c1_g5XP_011094296.1protein ABHD11 isoform X1 [Sesamum indicum]Sesamum_indicum 26.90 0.00

TRINITY_DN46623_c0_g1GAQ81445.1hypothetical protein KFL_000800230 [Klebsormidium nitens]Klebsormidium_nitens 26.90 0.00

TRINITY_DN46785_c0_g2PNW80411.1hypothetical protein CHLRE_07g316650v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.90 0.00

TRINITY_DN494_c0_g1PRW58317.1deoxyribonuclease [Chlorella sorokiniana]Chlorella_sorokiniana 26.90 0.00

TRINITY_DN49542_c1_g1XP_011397942.1hypothetical protein F751_1933 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 26.90 0.00

TRINITY_DN49829_c0_g2XP_003062341.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 26.90 0.00

TRINITY_DN49934_c0_g5XP_024396720.1importin beta-like SAD2 [Physcomitrella patens]Physcomitrella_patens 26.90 0.00

TRINITY_DN50046_c0_g2GAX76495.1hypothetical protein CEUSTIGMA_g3940.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.90 0.00

TRINITY_DN50265_c0_g2GAX72739.1hypothetical protein CEUSTIGMA_g195.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.90 0.00

TRINITY_DN50411_c0_g1XP_022839185.1Patatin/Phospholipase A2-related [Ostreococcus tauri]Ostreococcus_tauri 26.90 0.00

TRINITY_DN51638_c0_g3GAQ88194.1alkaline phosphatase D [Klebsormidium nitens]Klebsormidium_nitens 26.90 0.00

TRINITY_DN31672_c0_g1GAX76189.1hypothetical protein CEUSTIGMA_g3633.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.80 0.00

TRINITY_DN33556_c0_g1XP_023871074.1uncharacterized protein LOC111983644 [Quercus suber]Quercus_suber 26.80 0.00

TRINITY_DN34205_c0_g1PSR98047.1Phosphatidylinositol-3-phosphatase [Actinidia chinensis var. chinensis]Actinidia_chinensis 26.80 0.00

TRINITY_DN35225_c0_g2RAL36928.1hypothetical protein DM860_003850 [Cuscuta australis]Cuscuta_australis 26.80 0.00

TRINITY_DN35786_c0_g2XP_007220579.1ARF guanine-nucleotide exchange factor GNOM [Prunus persica]Prunus_persica 26.80 0.00

TRINITY_DN36446_c1_g4KXZ45346.1hypothetical protein GPECTOR_56g443 [Gonium pectorale]Gonium_pectorale 26.80 0.00

TRINITY_DN36793_c0_g2XP_024377727.1DNA repair protein RAD5A-like [Physcomitrella patens]Physcomitrella_patens 26.80 0.00

TRINITY_DN36807_c1_g2XP_022839266.1Putative 5-3 exonuclease [Ostreococcus tauri]Ostreococcus_tauri 26.80 0.00

TRINITY_DN36875_c0_g1XP_020576894.1sucrose nonfermenting 4-like protein isoform X2 [Phalaenopsis equestris]Phalaenopsis_equestris 26.80 0.00

TRINITY_DN37887_c0_g1GBF91724.1shaggy-related kinase epsilon [Raphidocelis subcapitata]Raphidocelis_subcapitata 26.80 0.00

TRINITY_DN38811_c0_g5XP_020525282.1uncharacterized protein LOC18437599 isoform X1 [Amborella trichopoda]Amborella_trichopoda 26.80 0.00

TRINITY_DN39255_c0_g1XP_010542995.1PREDICTED: putative BPI/LBP family protein At1g04970 [Tarenaya hassleriana]Tarenaya_hassleriana 26.80 0.00

TRINITY_DN39784_c0_g2BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 26.80 0.00

TRINITY_DN40900_c0_g1AAC49376.1GmCK3p, partial [Glycine max]Glycine_max 26.80 0.00

TRINITY_DN41605_c0_g1XP_010423320.1PREDICTED: D-lactate dehydrogenase [cytochrome], mitochondrial [Camelina sativa]Camelina_sativa 26.80 0.00

TRINITY_DN42820_c1_g4RWR91627.1transketolase, chloroplastic-like protein [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 26.80 0.00

TRINITY_DN43105_c0_g4XP_001695618.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.80 0.00

TRINITY_DN43906_c0_g3GAQ78880.1hypothetical protein KFL_000200320 [Klebsormidium nitens]Klebsormidium_nitens 26.80 0.00

TRINITY_DN44134_c0_g1EEE54332.1hypothetical protein OsJ_01305 [Oryza sativa Japonica Group]Oryza_sativa 26.80 0.00

TRINITY_DN44200_c0_g1XP_005644746.1CBS-domain-containing protein [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.80 0.00

TRINITY_DN44598_c1_g4GAQ89183.1hypothetical protein KFL_004950010 [Klebsormidium nitens]Klebsormidium_nitens 26.80 0.00

TRINITY_DN44786_c1_g2GAX78964.1hypothetical protein CEUSTIGMA_g6404.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.80 0.00

TRINITY_DN44827_c0_g2XP_005647465.1hypothetical protein COCSUDRAFT_64040 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.80 0.00

TRINITY_DN45054_c0_g4GBF93271.1hypothetical protein Rsub_06003 [Raphidocelis subcapitata]Raphidocelis_subcapitata 26.80 0.00

TRINITY_DN45215_c0_g3GAX78757.1hypothetical protein CEUSTIGMA_g6194.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.80 0.00

TRINITY_DN47057_c0_g2KXZ52774.1hypothetical protein GPECTOR_8g163 [Gonium pectorale]Gonium_pectorale 26.80 0.00

TRINITY_DN48613_c0_g3XP_026387921.1ubiquitin carboxyl-terminal hydrolase 26-like [Papaver somniferum]Papaver_somniferum 26.80 0.00

TRINITY_DN49050_c0_g2XP_023910152.1vacuolar protein sorting/targeting protein 10-like [Quercus suber]Quercus_suber 26.80 0.00

TRINITY_DN49199_c0_g1KGN46566.1hypothetical protein Csa_6G109620 [Cucumis sativus]Cucumis_sativus 26.80 0.00

TRINITY_DN49642_c1_g2XP_007213985.2protein PAT1 homolog 1 [Prunus persica]Prunus_persica 26.80 0.00

TRINITY_DN50920_c0_g5GAX80467.1hypothetical protein CEUSTIGMA_g7906.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.80 0.00

TRINITY_DN51583_c1_g3EEC79094.1hypothetical protein OsI_19719 [Oryza sativa Indica Group]Oryza_sativa 26.80 0.00

TRINITY_DN51593_c0_g1PWA91137.1regulator of chromosome condensation (RCC1) family protein [Artemisia annua]Artemisia_annua 26.80 0.00

TRINITY_DN51987_c2_g1GAX73385.1hypothetical protein CEUSTIGMA_g838.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.80 0.00

TRINITY_DN52336_c1_g1XP_023901634.1reducing polyketide synthase PKS1-like [Quercus suber]Quercus_suber 26.80 0.00

TRINITY_DN11792_c0_g1PRW57008.1vacuolar sorting-associated 53 A [Chlorella sorokiniana]Chlorella_sorokiniana 26.70 0.00

TRINITY_DN31764_c0_g1XP_019703436.1PREDICTED: uncharacterized protein LOC109505392 [Elaeis guineensis]Elaeis_guineensis 26.70 0.00

TRINITY_DN32447_c0_g2XP_001698027.1subunit of VPS-C complex [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.70 0.00

TRINITY_DN33451_c0_g1XP_009350639.1PREDICTED: uncharacterized protein LOC103942158 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 26.70 0.00

TRINITY_DN34154_c0_g1XP_024534315.1protein HASTY 1 [Selaginella moellendorffii]Selaginella_moellendorffii 26.70 0.00

TRINITY_DN34548_c2_g5XP_001691616.1flagellar associated protein, tubulin tyrosine ligase-like protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.70 0.00

TRINITY_DN35365_c0_g1XP_020240159.1probable serine incorporator [Cajanus cajan]Cajanus_cajan 26.70 0.00



TRINITY_DN36071_c0_g2XP_024541075.1uncharacterized protein LOC112349971 [Selaginella moellendorffii]Selaginella_moellendorffii 26.70 0.00

TRINITY_DN36359_c0_g4XP_017249048.1PREDICTED: syntaxin-132-like [Daucus carota subsp. sativus]Daucus_carota 26.70 0.00

TRINITY_DN36917_c0_g3XP_024961837.1elicitor-responsive protein 1 [Cynara cardunculus var. scolymus]Cynara_cardunculus 26.70 0.00

TRINITY_DN36956_c1_g2ESQ43348.1hypothetical protein EUTSA_v10016014mg [Eutrema salsugineum]Eutrema_salsugineum 26.70 0.00

TRINITY_DN38408_c0_g1XP_019455206.1PREDICTED: elicitor-responsive protein 1-like [Lupinus angustifolius]Lupinus_angustifolius 26.70 0.00

TRINITY_DN39737_c0_g1GAQ85288.1Inositolphosphorylceramide Synthase [Klebsormidium nitens]Klebsormidium_nitens 26.70 0.00

TRINITY_DN39825_c1_g3XP_024378780.1ADP-ribosylation factor GTPase-activating protein AGD3-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 26.70 0.00

TRINITY_DN42040_c0_g6BAS01260.1syntaxin of plant 13A [Marchantia polymorpha]Marchantia_polymorpha 26.70 0.00

TRINITY_DN42232_c0_g1XP_002947744.1hypothetical protein VOLCADRAFT_116496 [Volvox carteri f. nagariensis]Volvox_carteri 26.70 0.00

TRINITY_DN42717_c0_g4XP_021298142.1topless-related protein 4-like isoform X2 [Herrania umbratica]Herrania_umbratica 26.70 0.00

TRINITY_DN44993_c0_g2GBF93794.1hypothetical protein Rsub_06126 [Raphidocelis subcapitata]Raphidocelis_subcapitata 26.70 0.00

TRINITY_DN45398_c1_g4PNW73041.1hypothetical protein CHLRE_14g616550v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.70 0.00

TRINITY_DN45915_c0_g4RZC03567.1Sulfite exporter TauE/SafE family protein 2 isoform B [Glycine soja]Glycine_soja 26.70 0.00

TRINITY_DN49520_c0_g3XP_020689582.1immune-associated nucleotide-binding protein 9-like isoform X2 [Dendrobium catenatum]Dendrobium_catenatum 26.70 0.00

TRINITY_DN52188_c0_g1GAX85486.1hypothetical protein CEUSTIGMA_g12902.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.70 0.00

TRINITY_DN52725_c0_g1KZV28109.1calmodulin-like protein 11 [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 26.70 0.00

TRINITY_DN33414_c0_g1PAN35876.1hypothetical protein PAHAL_6G242400 [Panicum hallii]Panicum_hallii 26.60 0.00

TRINITY_DN34694_c0_g2XP_027093127.1E3 ubiquitin-protein ligase RNF170-like [Coffea arabica]Coffea_arabica 26.60 0.00

TRINITY_DN35798_c0_g6XP_022840548.1Armadillo-type fold [Ostreococcus tauri]Ostreococcus_tauri 26.60 0.00

TRINITY_DN36720_c0_g7OTG31186.1putative cytochrome P450 [Helianthus annuus]Helianthus_annuus 26.60 0.00

TRINITY_DN40342_c1_g4GAQ83768.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 26.60 0.00

TRINITY_DN40387_c0_g1KJB19440.1hypothetical protein B456_003G102300 [Gossypium raimondii]Gossypium_raimondii 26.60 0.00

TRINITY_DN41109_c0_g6XP_005649434.1hypothetical protein COCSUDRAFT_41160 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.60 0.00

TRINITY_DN41325_c2_g7GAX73134.1hypothetical protein CEUSTIGMA_g587.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.60 0.00

TRINITY_DN42079_c1_g5XP_011396627.1Eukaryotic translation initiation factor 3 subunit F [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 26.60 0.00

TRINITY_DN42371_c0_g4XP_024398639.1SNARE-interacting protein KEULE-like isoform X3 [Physcomitrella patens]Physcomitrella_patens 26.60 0.00

TRINITY_DN43077_c1_g1XP_024396912.1amino acid transporter ANT1-like [Physcomitrella patens]Physcomitrella_patens 26.60 0.00

TRINITY_DN43178_c0_g2XP_002980197.1uncharacterized protein LOC9647861 [Selaginella moellendorffii]Selaginella_moellendorffii 26.60 0.00

TRINITY_DN43954_c0_g6BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 26.60 0.00

TRINITY_DN44439_c0_g1XP_018446004.1PREDICTED: ER membrane protein complex subunit 1-like [Raphanus sativus]Raphanus_sativus 26.60 0.00

TRINITY_DN45245_c0_g3XP_024396946.1cyclin-A1-4-like [Physcomitrella patens]Physcomitrella_patens 26.60 0.00

TRINITY_DN45994_c0_g3XP_021742636.1syntaxin-41-like isoform X1 [Chenopodium quinoa]Chenopodium_quinoa 26.60 0.00

TRINITY_DN46040_c0_g1XP_010919971.1PREDICTED: probable calcium-binding protein CML18 [Elaeis guineensis]Elaeis_guineensis 26.60 0.00

TRINITY_DN47108_c1_g6GAQ89127.1putative sirtuin [Klebsormidium nitens]Klebsormidium_nitens 26.60 0.00

TRINITY_DN47874_c1_g2KYP38784.1Retrovirus-related Pol polyprotein from transposon TNT 1-94, partial [Cajanus cajan]Cajanus_cajan 26.60 0.00

TRINITY_DN50992_c0_g5XP_010275135.1PREDICTED: persulfide dioxygenase ETHE1 homolog, mitochondrial-like [Nelumbo nucifera]Nelumbo_nucifera 26.60 0.00

TRINITY_DN19681_c0_g1GAX78919.1hypothetical protein CEUSTIGMA_g6358.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.50 0.00

TRINITY_DN30831_c2_g1XP_002499545.1predicted protein [Micromonas commoda]Micromonas_commoda 26.50 0.00

TRINITY_DN32814_c0_g1XP_005847507.1hypothetical protein CHLNCDRAFT_134521 [Chlorella variabilis]Chlorella_variabilis 26.50 0.00

TRINITY_DN34299_c0_g1XP_003057702.1flagellar outer arm dynein alpha chain [Micromonas pusilla CCMP1545]Micromonas_pusilla 26.50 0.00

TRINITY_DN35546_c0_g1XP_002500115.1zinc permease family [Micromonas commoda]Micromonas_commoda 26.50 0.00

TRINITY_DN35704_c0_g3XP_013450639.1exportin-T [Medicago truncatula]Medicago_truncatula 26.50 0.00

TRINITY_DN37073_c1_g8GAQ86824.1Leishmanolysin-like peptidase [Klebsormidium nitens]Klebsormidium_nitens 26.50 0.00

TRINITY_DN38758_c0_g1XP_023902430.1uncharacterized acyltransferase C1718.04-like [Quercus suber]Quercus_suber 26.50 0.00

TRINITY_DN39899_c0_g1PIA41077.1hypothetical protein AQUCO_02300108v1 [Aquilegia coerulea]Aquilegia_coerulea 26.50 0.00

TRINITY_DN40412_c2_g2PTQ30648.1hypothetical protein MARPO_0121s0003 [Marchantia polymorpha]Marchantia_polymorpha 26.50 0.00

TRINITY_DN41648_c0_g1XP_023910221.1peroxisomal membrane protein 4-like [Quercus suber]Quercus_suber 26.50 0.00

TRINITY_DN41855_c0_g1GAQ80067.1interferon-related developmental regulator family protein [Klebsormidium nitens]Klebsormidium_nitens 26.50 0.00

TRINITY_DN43561_c0_g2XP_003061434.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 26.50 0.00

TRINITY_DN45238_c0_g1XP_017229320.1PREDICTED: uncharacterized protein LOC108204415 [Daucus carota subsp. sativus]Daucus_carota 26.50 0.00

TRINITY_DN45355_c0_g2PNH00238.1hypothetical protein TSOC_013956 [Tetrabaena socialis]Tetrabaena_socialis 26.50 0.00

TRINITY_DN47247_c0_g1GAX75875.1hypothetical protein CEUSTIGMA_g3318.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.50 0.00

TRINITY_DN47963_c0_g2XP_015064298.1alpha-dioxygenase 1-like isoform X1 [Solanum pennellii]Solanum_pennellii 26.50 0.00

TRINITY_DN49730_c0_g3XP_021906778.1piezo-type mechanosensitive ion channel homolog [Carica papaya]Carica_papaya 26.50 0.00

TRINITY_DN50427_c0_g4XP_016197229.2DNA topoisomerase 2-binding protein 1-A [Arachis ipaensis]Arachis_ipaensis 26.50 0.00

TRINITY_DN50539_c0_g1XP_023911556.11-phosphatidylinositol 4,5-bisphosphate phosphodiesterase 1-like [Quercus suber]Quercus_suber 26.50 0.00

TRINITY_DN50907_c0_g1XP_016672357.1PREDICTED: enhancer of mRNA-decapping protein 4-like [Gossypium hirsutum]Gossypium_hirsutum 26.50 0.00

TRINITY_DN51235_c2_g2XP_002500216.1predicted protein [Micromonas commoda]Micromonas_commoda 26.50 0.00

TRINITY_DN30342_c0_g1GAQ86326.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 26.40 0.00

TRINITY_DN30401_c0_g1OAE24515.1hypothetical protein AXG93_590s1080 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 26.40 0.00

TRINITY_DN32208_c0_g1XP_021653905.1endoplasmic reticulum-Golgi intermediate compartment protein 3-like [Hevea brasiliensis]Hevea_brasiliensis 26.40 0.00

TRINITY_DN35676_c0_g1XP_023883191.1beta-1,4-mannosyl-glycoprotein 4-beta-N-acetylglucosaminyltransferase-like [Quercus suber]Quercus_suber 26.40 0.00

TRINITY_DN36676_c0_g1PSC76619.1hypothetical protein C2E20_0740 [Micractinium conductrix]Micractinium_conductrix 26.40 0.00

TRINITY_DN36954_c1_g5XP_018856724.1PREDICTED: senescence/dehydration-associated protein At4g35985, chloroplastic-like [Juglans regia]Juglans_regia 26.40 0.00

TRINITY_DN37195_c1_g4XP_020242223.1calcium-dependent protein kinase 19 [Asparagus officinalis]Asparagus_officinalis 26.40 0.00

TRINITY_DN38790_c0_g2GAX85982.1hypothetical protein CEUSTIGMA_g13398.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.40 0.00



TRINITY_DN38830_c0_g6PIA44256.1hypothetical protein AQUCO_01700094v1 [Aquilegia coerulea]Aquilegia_coerulea 26.40 0.00

TRINITY_DN40239_c0_g7GBF87925.1importin-like protein [Raphidocelis subcapitata]Raphidocelis_subcapitata 26.40 0.00

TRINITY_DN40368_c0_g9XP_024383030.1nicotianamine synthase 2-like [Physcomitrella patens]Physcomitrella_patens 26.40 0.00

TRINITY_DN40544_c0_g2GBG62368.1hypothetical protein CBR_g30322 [Chara braunii]Chara_braunii 26.40 0.00

TRINITY_DN40694_c0_g2PTQ28344.1hypothetical protein MARPO_0166s0004 [Marchantia polymorpha]Marchantia_polymorpha 26.40 0.00

TRINITY_DN41506_c0_g1XP_025800903.1importin-5 [Panicum hallii]Panicum_hallii 26.40 0.00

TRINITY_DN41915_c0_g1GAX73356.1hypothetical protein CEUSTIGMA_g809.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.40 0.00

TRINITY_DN42087_c0_g7XP_010442068.1PREDICTED: uncharacterized protein LOC104725160 isoform X1 [Camelina sativa]Camelina_sativa 26.40 0.00

TRINITY_DN42468_c0_g2XP_024631993.1cyclin-T1-5 isoform X2 [Medicago truncatula]Medicago_truncatula 26.40 0.00

TRINITY_DN43256_c1_g1PNW84538.1hypothetical protein CHLRE_03g146807v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.40 0.00

TRINITY_DN44899_c0_g9EYU26264.1hypothetical protein MIMGU_mgv1a004586mg [Erythranthe guttata]Erythranthe_guttata 26.40 0.00

TRINITY_DN46354_c0_g1XP_016490691.1PREDICTED: DNA polymerase V-like isoform X2 [Nicotiana tabacum]Nicotiana_tabacum 26.40 0.00

TRINITY_DN46811_c0_g1XP_006645862.1PREDICTED: importin subunit alpha-1b-like [Oryza brachyantha]Oryza_brachyantha 26.40 0.00

TRINITY_DN48732_c1_g1ONI33183.1hypothetical protein PRUPE_1G410100 [Prunus persica]Prunus_persica 26.40 0.00

TRINITY_DN49826_c0_g9RYR24476.1hypothetical protein Ahy_B02g057979 [Arachis hypogaea]Arachis_hypogaea 26.40 0.00

TRINITY_DN51308_c0_g1PNW72590.1hypothetical protein CHLRE_15g635067v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.40 0.00

TRINITY_DN51516_c0_g4XP_001701994.1E1-E2 ATPase family protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.40 0.00

TRINITY_DN51688_c1_g1XP_005850336.1hypothetical protein CHLNCDRAFT_50640 [Chlorella variabilis]Chlorella_variabilis 26.40 0.00

TRINITY_DN52042_c1_g2PNW73117.1hypothetical protein CHLRE_14g619400v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.40 0.00

TRINITY_DN27545_c0_g1XP_014752470.1transmembrane emp24 domain-containing protein p24delta3 [Brachypodium distachyon]Brachypodium_distachyon 26.30 0.00

TRINITY_DN33215_c0_g1XP_002503412.1predicted protein [Micromonas commoda]Micromonas_commoda 26.30 0.00

TRINITY_DN34170_c0_g7KXZ49179.1hypothetical protein GPECTOR_22g769 [Gonium pectorale]Gonium_pectorale 26.30 0.00

TRINITY_DN34813_c0_g2XP_024364448.1SET domain-containing protein 4-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 26.30 0.00

TRINITY_DN35672_c0_g2XP_020264734.1cyclase-associated protein 1-like isoform X1 [Asparagus officinalis]Asparagus_officinalis 26.30 0.00

TRINITY_DN35771_c0_g6GAQ86693.1hypothetical protein KFL_003050050 [Klebsormidium nitens]Klebsormidium_nitens 26.30 0.00

TRINITY_DN36845_c1_g2XP_016648190.1PREDICTED: uncharacterized protein LOC103325399, partial [Prunus mume]Prunus_mume 26.30 0.00

TRINITY_DN37003_c0_g3GBG67818.1hypothetical protein CBR_g939 [Chara braunii]Chara_braunii 26.30 0.00

TRINITY_DN37318_c0_g4XP_022861500.1SCY1-like protein 2 isoform X3 [Olea europaea var. sylvestris]Olea_europaea 26.30 0.00

TRINITY_DN37831_c0_g5GAQ86089.1Zinc finger RING-type domain containing protein [Klebsormidium nitens]Klebsormidium_nitens 26.30 0.00

TRINITY_DN38334_c0_g3PON84519.1Ubiquitin fusion degradation protein UFD [Trema orientale]Trema_orientale 26.30 0.00

TRINITY_DN38724_c0_g2GAX78728.1hypothetical protein CEUSTIGMA_g6165.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.30 0.00

TRINITY_DN38843_c0_g1KMZ65800.1hypothetical protein ZOSMA_30G00800 [Zostera marina]Zostera_marina 26.30 0.00

TRINITY_DN39035_c1_g3RYR22514.1hypothetical protein Ahy_B03g067819 [Arachis hypogaea]Arachis_hypogaea 26.30 0.00

TRINITY_DN40339_c0_g4OAE27266.1hypothetical protein AXG93_59s1100 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 26.30 0.00

TRINITY_DN40900_c0_g4AAC49376.1GmCK3p, partial [Glycine max]Glycine_max 26.30 0.00

TRINITY_DN41859_c0_g10XP_013441317.2uncharacterized protein LOC25481653 [Medicago truncatula]Medicago_truncatula 26.30 0.00

TRINITY_DN43588_c1_g5XP_027340005.1clustered mitochondria protein isoform X1 [Abrus precatorius]Abrus_precatorius 26.30 0.00

TRINITY_DN44692_c0_g1XP_012487752.1PREDICTED: uncharacterized protein LOC105800943 [Gossypium raimondii]Gossypium_raimondii 26.30 0.00

TRINITY_DN44816_c0_g2BAK00735.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 26.30 0.00

TRINITY_DN45231_c0_g5XP_003061501.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 26.30 0.00

TRINITY_DN45553_c0_g2GAQ92344.1Sas10/Utp3/C1D family protein [Klebsormidium nitens]Klebsormidium_nitens 26.30 0.00

TRINITY_DN46155_c1_g5PHT48490.1Structural maintenance of chromosomes protein 6B [Capsicum baccatum]Capsicum_baccatum 26.30 0.00

TRINITY_DN46185_c0_g6XP_002947322.1hypothetical protein VOLCADRAFT_116378 [Volvox carteri f. nagariensis]Volvox_carteri 26.30 0.00

TRINITY_DN46367_c0_g1GAX74416.1hypothetical protein CEUSTIGMA_g1864.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.30 0.00

TRINITY_DN47004_c0_g4GAQ79648.1hypothetical protein KFL_000350050 [Klebsormidium nitens]Klebsormidium_nitens 26.30 0.00

TRINITY_DN47945_c0_g5XP_018827739.1PREDICTED: serine/threonine-protein kinase ATG1t [Juglans regia]Juglans_regia 26.30 0.00

TRINITY_DN51934_c1_g1XP_005648430.1hypothetical protein COCSUDRAFT_62416 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.30 0.00

TRINITY_DN33260_c0_g1XP_002500115.1zinc permease family [Micromonas commoda]Micromonas_commoda 26.20 0.00

TRINITY_DN33324_c0_g1XP_014516977.1protein RAE1 [Vigna radiata var. radiata]Vigna_radiata 26.20 0.00

TRINITY_DN34700_c0_g3XP_015064980.1cationic amino acid transporter 4, vacuolar-like isoform X2 [Solanum pennellii]Solanum_pennellii 26.20 0.00

TRINITY_DN35023_c0_g1PRW58605.1alkaline phosphatase isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 26.20 0.00

TRINITY_DN36842_c0_g12GAX83759.1hypothetical protein CEUSTIGMA_g11184.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.20 0.00

TRINITY_DN37344_c0_g1XP_006853094.1phospholipase A1-Igamma1, chloroplastic [Amborella trichopoda]Amborella_trichopoda 26.20 0.00

TRINITY_DN37781_c0_g4XP_023871278.1ras-related GTP-binding protein A-like [Quercus suber]Quercus_suber 26.20 0.00

TRINITY_DN39093_c0_g4XP_023900939.1ribosome biogenesis protein NOC1-like [Quercus suber]Quercus_suber 26.20 0.00

TRINITY_DN39551_c2_g1EPS71524.1hypothetical protein M569_03234, partial [Genlisea aurea]Genlisea_aurea 26.20 0.00

TRINITY_DN39971_c0_g1KZV15415.1penicillin-binding protein [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 26.20 0.00

TRINITY_DN40258_c0_g1XP_020229038.1cytochrome P450 714A1-like [Cajanus cajan]Cajanus_cajan 26.20 0.00

TRINITY_DN41568_c0_g1XP_013450057.1sulfite exporter TauE/SafE family protein 4 isoform X1 [Medicago truncatula]Medicago_truncatula 26.20 0.00

TRINITY_DN42028_c0_g1XP_006400231.1TOM1-like protein 1 [Eutrema salsugineum]Eutrema_salsugineum 26.20 0.00

TRINITY_DN42505_c0_g2PNH04333.1MOXD1 1 [Tetrabaena socialis]Tetrabaena_socialis 26.20 0.00

TRINITY_DN42565_c0_g8PTQ32678.1hypothetical protein MARPO_0096s0028 [Marchantia polymorpha]Marchantia_polymorpha 26.20 0.00

TRINITY_DN42942_c0_g1ABR16386.1unknown [Picea sitchensis]Picea_sitchensis 26.20 0.00

TRINITY_DN44154_c0_g2XP_023916550.1RHO GTPase-activating protein RGD1-like [Quercus suber]Quercus_suber 26.20 0.00

TRINITY_DN45850_c1_g3XP_011007356.1PREDICTED: clustered mitochondria protein [Populus euphratica]Populus_euphratica 26.20 0.00

TRINITY_DN48568_c0_g2PON90458.1Voltage dependent potassium channel [Trema orientale]Trema_orientale 26.20 0.00



TRINITY_DN49118_c1_g9XP_027916589.1pyruvate, phosphate dikinase, chloroplastic-like [Vigna unguiculata]Vigna_unguiculata 26.20 0.00

TRINITY_DN49386_c0_g3XP_004984264.2cytochrome P450 709B2 [Setaria italica]Setaria_italica 26.20 0.00

TRINITY_DN51986_c0_g1BAD34493.1Gag-Pol [Ipomoea batatas]Ipomoea_batatas 26.20 0.00

TRINITY_DN14129_c0_g1XP_012574681.1protein DETOXIFICATION 16-like [Cicer arietinum]Cicer_arietinum 26.10 0.00

TRINITY_DN19235_c0_g1GAX76242.1hypothetical protein CEUSTIGMA_g3686.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.10 0.00

TRINITY_DN30009_c0_g2XP_024399933.1choline/ethanolaminephosphotransferase 1-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 26.10 0.00

TRINITY_DN34765_c0_g1GBG82360.1hypothetical protein CBR_g34644 [Chara braunii]Chara_braunii 26.10 0.00

TRINITY_DN35846_c0_g2GAQ84160.1Nodal modulator like protein [Klebsormidium nitens]Klebsormidium_nitens 26.10 0.00

TRINITY_DN36116_c1_g1XP_009386970.1PREDICTED: serine/threonine-protein kinase ATG1c-like isoform X1 [Musa acuminata subsp. malaccensis]Musa_acuminata 26.10 0.00

TRINITY_DN36168_c0_g2XP_023871150.1probable inositol polyphosphate 5-phosphatase C9G1.10c [Quercus suber]Quercus_suber 26.10 0.00

TRINITY_DN36304_c0_g1GBG76997.1hypothetical protein CBR_g23328 [Chara braunii]Chara_braunii 26.10 0.00

TRINITY_DN36783_c0_g3KJB59826.1hypothetical protein B456_009G274100 [Gossypium raimondii]Gossypium_raimondii 26.10 0.00

TRINITY_DN37318_c0_g2XP_022714507.1SCY1-like protein 2 [Durio zibethinus]Durio_zibethinus 26.10 0.00

TRINITY_DN38251_c1_g4EFJ10569.1hypothetical protein SELMODRAFT_269407 [Selaginella moellendorffii]Selaginella_moellendorffii 26.10 0.00

TRINITY_DN38421_c1_g2XP_008390873.1PREDICTED: chloride channel protein CLC-d isoform X2 [Malus domestica]Malus_domestica 26.10 0.00

TRINITY_DN38427_c0_g3XP_010673327.1PREDICTED: receptor-like kinase TMK4 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 26.10 0.00

TRINITY_DN38598_c1_g5XP_023899357.1putative metal ion transporter C17A12.14 [Quercus suber]Quercus_suber 26.10 0.00

TRINITY_DN39099_c0_g7XP_024960077.1acyl-CoA-binding domain-containing protein 4-like [Cynara cardunculus var. scolymus]Cynara_cardunculus 26.10 0.00

TRINITY_DN40199_c0_g2RWR75451.1serine/threonine-protein kinase TIO [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 26.10 0.00

TRINITY_DN41604_c0_g3CAB72477.1putative protein [Arabidopsis thaliana]Arabidopsis_thaliana 26.10 0.00

TRINITY_DN42524_c0_g2GAQ81599.1Cation efflux family protein [Klebsormidium nitens]Klebsormidium_nitens 26.10 0.00

TRINITY_DN43206_c0_g5XP_023901855.1phosphatidylinositol 4-phosphate 5-kinase its3-like [Quercus suber]Quercus_suber 26.10 0.00

TRINITY_DN43524_c0_g1GAX83744.1hypothetical protein CEUSTIGMA_g11169.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.10 0.00

TRINITY_DN44426_c0_g2GBG68900.1hypothetical protein CBR_g3599 [Chara braunii]Chara_braunii 26.10 0.00

TRINITY_DN47184_c0_g2XP_024179583.1TOM1-like protein 1 [Rosa chinensis]Rosa_chinensis 26.10 0.00

TRINITY_DN47872_c0_g3PTQ44265.1hypothetical protein MARPO_0021s0119 [Marchantia polymorpha]Marchantia_polymorpha 26.10 0.00

TRINITY_DN48305_c0_g1PSC72205.1ultraviolet-B receptor UVR8 [Micractinium conductrix]Micractinium_conductrix 26.10 0.00

TRINITY_DN50963_c0_g3EFJ20729.1hypothetical protein SELMODRAFT_108542, partial [Selaginella moellendorffii]Selaginella_moellendorffii 26.10 0.00

TRINITY_DN50980_c0_g2PRW57760.1DEAD DEAH box [Chlorella sorokiniana]Chlorella_sorokiniana 26.10 0.00

TRINITY_DN52986_c0_g1GAQ83723.1vesicle-associated membrane protein [Klebsormidium nitens]Klebsormidium_nitens 26.10 0.00

TRINITY_DN28759_c0_g1XP_024930158.111-beta-hydroxysteroid dehydrogenase 1B-like [Ziziphus jujuba]Ziziphus_jujuba 26.00 0.00

TRINITY_DN30737_c0_g1XP_002979329.1mitochondrial uncoupling protein 5 [Selaginella moellendorffii]Selaginella_moellendorffii 26.00 0.00

TRINITY_DN32474_c0_g3XP_020597218.1LOW QUALITY PROTEIN: uncharacterized protein LOC110036994 [Phalaenopsis equestris]Phalaenopsis_equestris 26.00 0.00

TRINITY_DN36946_c0_g3XP_019227940.1PREDICTED: acyl-coenzyme A thioesterase 13-like [Nicotiana attenuata]Nicotiana_attenuata 26.00 0.00

TRINITY_DN37463_c1_g2XP_016733180.1PREDICTED: uncharacterized protein LOC107943881 [Gossypium hirsutum]Gossypium_hirsutum 26.00 0.00

TRINITY_DN38431_c1_g2GBG82059.1hypothetical protein CBR_g34339 [Chara braunii]Chara_braunii 26.00 0.00

TRINITY_DN38719_c0_g5XP_015693278.1PREDICTED: carbon catabolite repressor protein 4 homolog 4 [Oryza brachyantha]Oryza_brachyantha 26.00 0.00

TRINITY_DN39155_c0_g1XP_007139753.1hypothetical protein PHAVU_008G056500g [Phaseolus vulgaris]Phaseolus_vulgaris 26.00 0.00

TRINITY_DN39354_c0_g3XP_017231996.1PREDICTED: tubulin-folding cofactor E-like [Daucus carota subsp. sativus]Daucus_carota 26.00 0.00

TRINITY_DN40103_c0_g1XP_002516120.1mechanosensitive ion channel protein 10 [Ricinus communis]Ricinus_communis 26.00 0.00

TRINITY_DN40283_c0_g6XP_009408614.1PREDICTED: serine/threonine-protein kinase GRIK1-like [Musa acuminata subsp. malaccensis]Musa_acuminata 26.00 0.00

TRINITY_DN40554_c0_g8XP_026396752.1calcium-dependent protein kinase 29-like [Papaver somniferum]Papaver_somniferum 26.00 0.00

TRINITY_DN41293_c0_g12XP_002263609.1PREDICTED: cytochrome P450 CYP72A219 [Vitis vinifera]Vitis_vinifera 26.00 0.00

TRINITY_DN41489_c0_g3GAX81189.1hypothetical protein CEUSTIGMA_g8622.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 26.00 0.00

TRINITY_DN42179_c0_g1OAY75542.1Calmodulin-interacting protein 111 [Ananas comosus]Ananas_comosus 26.00 0.00

TRINITY_DN42475_c0_g4XP_005650223.1hypothetical protein COCSUDRAFT_39973 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.00 0.00

TRINITY_DN43919_c0_g3XP_023907919.1uncharacterized protein LOC112019635 [Quercus suber]Quercus_suber 26.00 0.00

TRINITY_DN44296_c0_g1PIM99941.1Cytochrome P450 CYP4/CYP19/CYP26 subfamily [Handroanthus impetiginosus]Handroanthus_impetiginosus 26.00 0.00

TRINITY_DN45654_c0_g5PNH02683.1AP2-like ethylene-responsive transcription factor ANT, partial [Tetrabaena socialis]Tetrabaena_socialis 26.00 0.00

TRINITY_DN46239_c1_g3BAI67941.1tubulin tyrosine ligase-like family, member 9 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.00 0.00

TRINITY_DN46488_c0_g1XP_005643495.1concanavalin A-like lectin/glucanase [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.00 0.00

TRINITY_DN46586_c0_g1XP_024541290.1probable cation transporter HKT9 [Selaginella moellendorffii]Selaginella_moellendorffii 26.00 0.00

TRINITY_DN46707_c0_g1XP_009406047.1PREDICTED: linoleate 9S-lipoxygenase 6-like [Musa acuminata subsp. malaccensis]Musa_acuminata 26.00 0.00

TRINITY_DN51118_c0_g3XP_005645655.1hypothetical protein COCSUDRAFT_67088 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 26.00 0.00

TRINITY_DN52046_c0_g4XP_002505939.1predicted protein [Micromonas commoda]Micromonas_commoda 26.00 0.00

TRINITY_DN52540_c1_g1PNW74987.1hypothetical protein CHLRE_12g501403v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.00 0.00

TRINITY_DN52642_c0_g3PNW78448.1hypothetical protein CHLRE_09g397000v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 26.00 0.00

TRINITY_DN32876_c0_g5XP_007513515.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 25.90 0.00

TRINITY_DN33492_c0_g1BAJ99089.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.90 0.00

TRINITY_DN34539_c2_g9KMZ65795.1Translation initiation factor IF-2 [Zostera marina]Zostera_marina 25.90 0.00

TRINITY_DN35677_c0_g1XP_009350639.1PREDICTED: uncharacterized protein LOC103942158 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 25.90 0.00

TRINITY_DN36015_c0_g1PSC69692.1Transducin WD40 repeat-like superfamily [Micractinium conductrix]Micractinium_conductrix 25.90 0.00

TRINITY_DN36589_c0_g10OAE32629.1hypothetical protein AXG93_3569s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 25.90 0.00

TRINITY_DN36712_c1_g1CBI23190.3unnamed protein product, partial [Vitis vinifera]Vitis_vinifera 25.90 0.00

TRINITY_DN37003_c0_g5XP_004498500.1exonuclease mut-7 homolog isoform X1 [Cicer arietinum]Cicer_arietinum 25.90 0.00

TRINITY_DN37552_c0_g2GAQ86613.1Mitochondrial substrate carrier protein (carnitine/acylcarnitine?) [Klebsormidium nitens]Klebsormidium_nitens 25.90 0.00



TRINITY_DN37887_c0_g7KXZ56015.1hypothetical protein GPECTOR_2g1567 [Gonium pectorale]Gonium_pectorale 25.90 0.00

TRINITY_DN38240_c0_g10XP_022895954.1heparan-alpha-glucosaminide N-acetyltransferase [Olea europaea var. sylvestris]Olea_europaea 25.90 0.00

TRINITY_DN38826_c0_g8OMO89040.1hypothetical protein CCACVL1_08050 [Corchorus capsularis]Corchorus_capsularis 25.90 0.00

TRINITY_DN40170_c0_g3XP_002454482.1SPX domain-containing membrane protein Os02g45520 [Sorghum bicolor]Sorghum_bicolor 25.90 0.00

TRINITY_DN41756_c0_g8XP_003081656.1unnamed product [Ostreococcus tauri]Ostreococcus_tauri 25.90 0.00

TRINITY_DN42605_c1_g6XP_017238844.1PREDICTED: protein ZINC INDUCED FACILITATOR-LIKE 1-like isoform X2 [Daucus carota subsp. sativus]Daucus_carota 25.90 0.00

TRINITY_DN43700_c0_g1GAQ92515.1hypothetical protein KFL_010370010 [Klebsormidium nitens]Klebsormidium_nitens 25.90 0.00

TRINITY_DN47105_c0_g2GAX73103.1hypothetical protein CEUSTIGMA_g556.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.90 0.00

TRINITY_DN48301_c0_g3XP_001695618.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.90 0.00

TRINITY_DN48448_c0_g5XP_003059477.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 25.90 0.00

TRINITY_DN48696_c1_g1GAX74135.1hypothetical protein CEUSTIGMA_g1584.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.90 0.00

TRINITY_DN49148_c0_g1PIA54308.1hypothetical protein AQUCO_00900684v1 [Aquilegia coerulea]Aquilegia_coerulea 25.90 0.00

TRINITY_DN50199_c2_g2GAQ89579.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 25.90 0.00

TRINITY_DN31829_c0_g1KXZ43208.1hypothetical protein GPECTOR_97g746 [Gonium pectorale]Gonium_pectorale 25.80 0.00

TRINITY_DN32209_c0_g1XP_022979774.1sugar transporter ERD6-like 16 isoform X1 [Cucurbita maxima]Cucurbita_maxima 25.80 0.00

TRINITY_DN33064_c0_g1OWM80250.1hypothetical protein CDL15_Pgr019530 [Punica granatum]Punica_granatum 25.80 0.00

TRINITY_DN33734_c0_g1PSC76625.1wd g-beta repeat-containing [Micractinium conductrix]Micractinium_conductrix 25.80 0.00

TRINITY_DN33914_c0_g2XP_010678085.1PREDICTED: UNC93-like protein 3 isoform X2 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 25.80 0.00

TRINITY_DN34189_c0_g1PTQ50637.1hypothetical protein MARPO_0001s0536 [Marchantia polymorpha]Marchantia_polymorpha 25.80 0.00

TRINITY_DN35592_c0_g1XP_001691551.1flagellar associated membrane protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.80 0.00

TRINITY_DN36378_c0_g6GAQ92200.1Ribonuclease P family protein [Klebsormidium nitens]Klebsormidium_nitens 25.80 0.00

TRINITY_DN38299_c0_g7GBF91572.1leishmanolysin-like peptidase [Raphidocelis subcapitata]Raphidocelis_subcapitata 25.80 0.00

TRINITY_DN38380_c0_g1XP_009416240.1PREDICTED: guanosine nucleotide diphosphate dissociation inhibitor At5g09550-like [Musa acuminata subsp. malaccensis]Musa_acuminata 25.80 0.00

TRINITY_DN38820_c0_g2AES94605.2eukaryotic aspartyl protease family protein [Medicago truncatula]Medicago_truncatula 25.80 0.00

TRINITY_DN39916_c1_g8PIA55279.1hypothetical protein AQUCO_00800179v1 [Aquilegia coerulea]Aquilegia_coerulea 25.80 0.00

TRINITY_DN40154_c0_g3KXZ45198.1hypothetical protein GPECTOR_57g488 [Gonium pectorale]Gonium_pectorale 25.80 0.00

TRINITY_DN40199_c0_g7XP_007140348.1hypothetical protein PHAVU_008G104600g [Phaseolus vulgaris]Phaseolus_vulgaris 25.80 0.00

TRINITY_DN40593_c0_g2XP_023877459.1adenosine deaminase 2-like [Quercus suber]Quercus_suber 25.80 0.00

TRINITY_DN40705_c0_g3XP_027169289.1protein ROOT INITIATION DEFECTIVE 3-like [Coffea eugenioides]Coffea_eugenioides 25.80 0.00

TRINITY_DN41019_c0_g1GAQ92055.1hypothetical protein KFL_009130020 [Klebsormidium nitens]Klebsormidium_nitens 25.80 0.00

TRINITY_DN41336_c1_g4XP_012571385.1phosphatidylinositol transfer protein 3-like [Cicer arietinum]Cicer_arietinum 25.80 0.00

TRINITY_DN42296_c0_g4GBG80526.1hypothetical protein CBR_g30987 [Chara braunii]Chara_braunii 25.80 0.00

TRINITY_DN42568_c0_g2XP_013905155.1hypothetical protein MNEG_1821 [Monoraphidium neglectum]Monoraphidium_neglectum 25.80 0.00

TRINITY_DN43522_c0_g2XP_020274054.1cytochrome P450 709B1-like [Asparagus officinalis]Asparagus_officinalis 25.80 0.00

TRINITY_DN45833_c4_g2GAX74055.1hypothetical protein CEUSTIGMA_g1505.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.80 0.00

TRINITY_DN46108_c1_g9XP_009609485.1PREDICTED: VHS domain-containing protein At3g16270 isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 25.80 0.00

TRINITY_DN46198_c0_g1PNR37285.1hypothetical protein PHYPA_020393 [Physcomitrella patens]Physcomitrella_patens 25.80 0.00

TRINITY_DN46260_c0_g5XP_023899357.1putative metal ion transporter C17A12.14 [Quercus suber]Quercus_suber 25.80 0.00

TRINITY_DN47085_c0_g1XP_010312489.1transcriptional corepressor SEUSS-like isoform X1 [Solanum lycopersicum]Solanum_lycopersicum 25.80 0.00

TRINITY_DN48119_c1_g3XP_024541758.12-hydroxyacyl-CoA lyase isoform X1 [Selaginella moellendorffii]Selaginella_moellendorffii 25.80 0.00

TRINITY_DN51773_c0_g2XP_010665151.1PREDICTED: polypyrimidine tract-binding protein homolog 3 isoform X1 [Vitis vinifera]Vitis_vinifera 25.80 0.00

TRINITY_DN51872_c1_g1XP_023926179.1GTPase-activating protein-like [Quercus suber]Quercus_suber 25.80 0.00

TRINITY_DN52075_c0_g1KXZ42842.1hypothetical protein GPECTOR_115g336 [Gonium pectorale]Gonium_pectorale 25.80 0.00

TRINITY_DN33259_c0_g4GAQ85420.1Putative histidine kinase containing cheY-homologous receiver domain and PAS domain [Klebsormidium nitens]Klebsormidium_nitens 25.70 0.00

TRINITY_DN33493_c0_g1XP_011084253.13-oxo-5-alpha-steroid 4-dehydrogenase 2-like [Sesamum indicum]Sesamum_indicum 25.70 0.00

TRINITY_DN33943_c0_g3XP_018808834.1PREDICTED: probable thimet oligopeptidase isoform X1 [Juglans regia]Juglans_regia 25.70 0.00

TRINITY_DN34763_c0_g2BAJ93197.1predicted protein, partial [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.70 0.00

TRINITY_DN35315_c0_g7GAQ84494.1cytochrome p450 [Klebsormidium nitens]Klebsormidium_nitens 25.70 0.00

TRINITY_DN35732_c0_g1EFJ15103.1hypothetical protein SELMODRAFT_119527 [Selaginella moellendorffii]Selaginella_moellendorffii 25.70 0.00

TRINITY_DN36890_c0_g3XP_002502789.1selenide, water dikinase [Micromonas commoda]Micromonas_commoda 25.70 0.00

TRINITY_DN37659_c0_g5XP_002504389.18-amino-7-oxononanoate synthase-like protein [Micromonas commoda]Micromonas_commoda 25.70 0.00

TRINITY_DN38335_c0_g3XP_011003986.1PREDICTED: beta-amyrin 28-oxidase-like [Populus euphratica]Populus_euphratica 25.70 0.00

TRINITY_DN38474_c0_g1ERN06004.1hypothetical protein AMTR_s00143p00107110 [Amborella trichopoda]Amborella_trichopoda 25.70 0.00

TRINITY_DN38570_c0_g1OWM70281.1hypothetical protein CDL15_Pgr026131 [Punica granatum]Punica_granatum 25.70 0.00

TRINITY_DN3876_c0_g1XP_024157589.1protein Simiate [Rosa chinensis]Rosa_chinensis 25.70 0.00

TRINITY_DN39011_c0_g2XP_003079628.2tRNA (guanine-N-7) methyltransferase [Ostreococcus tauri]Ostreococcus_tauri 25.70 0.00

TRINITY_DN40418_c1_g4XP_023876660.11-phosphatidylinositol 4,5-bisphosphate phosphodiesterase 1-like [Quercus suber]Quercus_suber 25.70 0.00

TRINITY_DN40556_c0_g4GAQ83028.1hypothetical protein KFL_001330110 [Klebsormidium nitens]Klebsormidium_nitens 25.70 0.00

TRINITY_DN40919_c0_g1GAX80224.1hypothetical protein CEUSTIGMA_g7662.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.70 0.00

TRINITY_DN41702_c0_g4XP_020579124.1uncharacterized protein LOC110023851 [Phalaenopsis equestris]Phalaenopsis_equestris 25.70 0.00

TRINITY_DN42203_c0_g2BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.70 0.00

TRINITY_DN42661_c0_g1OAY71815.1Ankyrin-3, partial [Ananas comosus]Ananas_comosus 25.70 0.00

TRINITY_DN43116_c0_g6XP_024436703.1protein transport protein SEC31 homolog B [Populus trichocarpa]Populus_trichocarpa 25.70 0.00

TRINITY_DN44651_c0_g4PTQ49362.1hypothetical protein MARPO_0003s0230 [Marchantia polymorpha]Marchantia_polymorpha 25.70 0.00

TRINITY_DN44782_c0_g4XP_015691510.1PREDICTED: ankyrin-1 [Oryza brachyantha]Oryza_brachyantha 25.70 0.00

TRINITY_DN44968_c0_g5XP_027913009.1phosphoglycerate mutase-like protein AT74H isoform X1 [Vigna unguiculata]Vigna_unguiculata 25.70 0.00



TRINITY_DN47091_c0_g1XP_023896127.1uncharacterized protein LOC112008007 [Quercus suber]Quercus_suber 25.70 0.00

TRINITY_DN47225_c0_g2PIA50742.1hypothetical protein AQUCO_01200167v1 [Aquilegia coerulea]Aquilegia_coerulea 25.70 0.00

TRINITY_DN48676_c0_g1OAE33190.1hypothetical protein AXG93_4773s1640 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 25.70 0.00

TRINITY_DN49192_c0_g5XP_006364106.1PREDICTED: transcription factor GTE4 isoform X3 [Solanum tuberosum]Solanum_tuberosum 25.70 0.00

TRINITY_DN50649_c0_g2XP_001697568.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.70 0.00

TRINITY_DN52310_c0_g1XP_019174804.1PREDICTED: poly [ADP-ribose] polymerase 2 [Ipomoea nil]Ipomoea_nil 25.70 0.00

TRINITY_DN52636_c5_g1GAX73347.1hypothetical protein CEUSTIGMA_g800.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.70 0.00

TRINITY_DN6689_c0_g1OUS43757.1hypothetical protein BE221DRAFT_79291 [Ostreococcus tauri]Ostreococcus_tauri 25.70 0.00

TRINITY_DN36242_c0_g4BAJ94575.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.60 0.00

TRINITY_DN36245_c0_g5NP_001345579.1uncharacterized protein LOC100193150 [Zea mays]Zea_mays 25.60 0.00

TRINITY_DN36284_c0_g12XP_024537732.1probable cation transporter HKT9 [Selaginella moellendorffii]Selaginella_moellendorffii 25.60 0.00

TRINITY_DN36535_c0_g1GAQ78532.1ARM repeat superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 25.60 0.00

TRINITY_DN36585_c0_g1GAQ90142.1Putative tubulin-tyrosine ligase [Klebsormidium nitens]Klebsormidium_nitens 25.60 0.00

TRINITY_DN37760_c1_g3XP_003521174.1cytoplasmic tRNA 2-thiolation protein 2 [Glycine max]Glycine_max 25.60 0.00

TRINITY_DN38008_c0_g1GAX81189.1hypothetical protein CEUSTIGMA_g8622.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.60 0.00

TRINITY_DN39503_c0_g3GAQ80443.1hypothetical protein KFL_000540190 [Klebsormidium nitens]Klebsormidium_nitens 25.60 0.00

TRINITY_DN39881_c0_g1RZR85069.1hypothetical protein BHM03_00012015 [Ensete ventricosum]Ensete_ventricosum 25.60 0.00

TRINITY_DN40933_c0_g1AFO84089.1sucrose transport protein [Actinidia deliciosa]Actinidia_deliciosa 25.60 0.00

TRINITY_DN40973_c0_g2KFK25491.1hypothetical protein AALP_AA8G121700 [Arabis alpina]Arabis_alpina 25.60 0.00

TRINITY_DN42248_c0_g4RXH91911.1hypothetical protein DVH24_020934 [Malus domestica]Malus_domestica 25.60 0.00

TRINITY_DN43426_c0_g5BAI67941.1tubulin tyrosine ligase-like family, member 9 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.60 0.00

TRINITY_DN44269_c0_g1XP_010243799.1PREDICTED: alpha-dioxygenase 2 [Nelumbo nucifera]Nelumbo_nucifera 25.60 0.00

TRINITY_DN44291_c0_g1XP_023917588.1low affinity vacuolar monovalent cation/H(+) antiporter-like [Quercus suber]Quercus_suber 25.60 0.00

TRINITY_DN45768_c0_g1GAQ81249.1hypothetical protein KFL_000750170 [Klebsormidium nitens]Klebsormidium_nitens 25.60 0.00

TRINITY_DN46021_c0_g2XP_012084887.1tRNAse Z TRZ4, mitochondrial isoform X1 [Jatropha curcas]Jatropha_curcas 25.60 0.00

TRINITY_DN46312_c0_g1XP_009618984.1PREDICTED: protein DETOXIFICATION 16-like isoform X1 [Nicotiana tomentosiformis]Nicotiana_tomentosiformis 25.60 0.00

TRINITY_DN46789_c0_g3NP_001312977.1two pore calcium channel protein 1B [Nicotiana tabacum]Nicotiana_tabacum 25.60 0.00

TRINITY_DN46887_c0_g3BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.60 0.00

TRINITY_DN47543_c1_g3GAX84964.1hypothetical protein CEUSTIGMA_g12385.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.60 0.00

TRINITY_DN47883_c1_g1OTG25364.1putative galactose oxidase/kelch repeat superfamily protein [Helianthus annuus]Helianthus_annuus 25.60 0.00

TRINITY_DN48038_c0_g2XP_022749967.1uncharacterized protein LOC111299181 isoform X6 [Durio zibethinus]Durio_zibethinus 25.60 0.00

TRINITY_DN49056_c0_g3KXZ48227.1hypothetical protein GPECTOR_29g131 [Gonium pectorale]Gonium_pectorale 25.60 0.00

TRINITY_DN49417_c1_g2GAV59214.1Sec6 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 25.60 0.00

TRINITY_DN49849_c1_g1XP_002956098.1hypothetical protein VOLCADRAFT_107083 [Volvox carteri f. nagariensis]Volvox_carteri 25.60 0.00

TRINITY_DN36105_c0_g1KZV42098.1nicotinamide adenine dinucleotide transporter 2, mitochondrial-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 25.50 0.00

TRINITY_DN38571_c0_g1GAX84617.1hypothetical protein CEUSTIGMA_g12038.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.50 0.00

TRINITY_DN39175_c0_g1XP_026409886.1cytochrome P450 87A3-like [Papaver somniferum]Papaver_somniferum 25.50 0.00

TRINITY_DN39571_c0_g5CDM86906.1unnamed protein product [Triticum aestivum]Triticum_aestivum 25.50 0.00

TRINITY_DN39581_c0_g3RDX65605.1Acid beta-fructofuranosidase, partial [Mucuna pruriens]Mucuna_pruriens 25.50 0.00

TRINITY_DN40113_c0_g2XP_027192931.1tip elongation aberrant protein 1 isoform X2 [Cicer arietinum]Cicer_arietinum 25.50 0.00

TRINITY_DN43260_c1_g5KDP40900.1hypothetical protein JCGZ_24899 [Jatropha curcas]Jatropha_curcas 25.50 0.00

TRINITY_DN43297_c0_g1NP_001185018.1SH2 domain protein A [Arabidopsis thaliana]Arabidopsis_thaliana 25.50 0.00

TRINITY_DN44470_c0_g2XP_001693374.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.50 0.00

TRINITY_DN46773_c0_g1RVX17172.1Retrovirus-related Pol polyprotein from transposon TNT 1-94 [Vitis vinifera]Vitis_vinifera 25.50 0.00

TRINITY_DN47074_c0_g3XP_003060053.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 25.50 0.00

TRINITY_DN47503_c0_g3GAX80529.1hypothetical protein CEUSTIGMA_g7967.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.50 0.00

TRINITY_DN47875_c1_g1GAX80164.1hypothetical protein CEUSTIGMA_g7602.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.50 0.00

TRINITY_DN51002_c1_g2XP_002445129.1cullin-3A [Sorghum bicolor]Sorghum_bicolor 25.50 0.00

TRINITY_DN30616_c0_g1XP_004287965.1PREDICTED: condensin complex subunit 2 [Fragaria vesca subsp. vesca]Fragaria_vesca 25.40 0.00

TRINITY_DN31683_c0_g1GAQ82934.1prefoldin subunit [Klebsormidium nitens]Klebsormidium_nitens 25.40 0.00

TRINITY_DN35141_c0_g1XP_023751413.1ELMO domain-containing protein A-like isoform X2 [Lactuca sativa]Lactuca_sativa 25.40 0.00

TRINITY_DN35339_c0_g5GBF97643.1hypothetical protein Rsub_10519 [Raphidocelis subcapitata]Raphidocelis_subcapitata 25.40 0.00

TRINITY_DN36434_c0_g8XP_005850903.1hypothetical protein CHLNCDRAFT_29817 [Chlorella variabilis]Chlorella_variabilis 25.40 0.00

TRINITY_DN36906_c0_g1PIA32209.1hypothetical protein AQUCO_04500064v1 [Aquilegia coerulea]Aquilegia_coerulea 25.40 0.00

TRINITY_DN40824_c0_g4RAL53418.1hypothetical protein DM860_007090 [Cuscuta australis]Cuscuta_australis 25.40 0.00

TRINITY_DN41149_c1_g1XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 25.40 0.00

TRINITY_DN42355_c0_g3KXZ55968.1hypothetical protein GPECTOR_2g1520 [Gonium pectorale]Gonium_pectorale 25.40 0.00

TRINITY_DN42663_c0_g2GAY56801.1hypothetical protein CUMW_174640 [Citrus unshiu]Citrus_unshiu 25.40 0.00

TRINITY_DN42875_c1_g1NP_001151085.1uncharacterized protein LOC100284718 [Zea mays]Zea_mays 25.40 0.00

TRINITY_DN43917_c1_g2XP_022559620.1ATP-dependent helicase rhp16 isoform X3 [Brassica napus]Brassica_napus 25.40 0.00

TRINITY_DN43950_c2_g7XP_004971535.1putative cyclin-dependent kinase F-2 [Setaria italica]Setaria_italica 25.40 0.00

TRINITY_DN44264_c0_g6XP_021842673.1poly(A)-specific ribonuclease PARN isoform X1 [Spinacia oleracea]Spinacia_oleracea 25.40 0.00

TRINITY_DN45093_c0_g2XP_023928589.1GTPase-activating protein-like [Quercus suber]Quercus_suber 25.40 0.00

TRINITY_DN46054_c1_g4BBE49391.1squalene cyclase [Polystichum makinoi]Polystichum_makinoi 25.40 0.00

TRINITY_DN47653_c2_g2GAX80160.1hypothetical protein CEUSTIGMA_g7598.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.40 0.00

TRINITY_DN47917_c0_g1XP_002508657.1choline transporter like family [Micromonas commoda]Micromonas_commoda 25.40 0.00



TRINITY_DN49111_c1_g1KXZ52299.1hypothetical protein GPECTOR_10g931 [Gonium pectorale]Gonium_pectorale 25.40 0.00

TRINITY_DN49372_c0_g4XP_024387823.1protein ANTAGONIST OF LIKE HETEROCHROMATIN PROTEIN 1-like [Physcomitrella patens]Physcomitrella_patens 25.40 0.00

TRINITY_DN49448_c0_g4PTQ36706.1hypothetical protein MARPO_0062s0116 [Marchantia polymorpha]Marchantia_polymorpha 25.40 0.00

TRINITY_DN49675_c0_g2AIU49293.1AT2G18410-like protein, partial [Sarcandra glabra]Sarcandra_glabra 25.40 0.00

TRINITY_DN49937_c0_g1PNH12954.1A disintegrin and metalloproteinase with thrombospondin motifs 13 [Tetrabaena socialis]Tetrabaena_socialis 25.40 0.00

TRINITY_DN34905_c0_g1XP_002510387.25'-nucleotidase domain-containing protein 4 isoform X1 [Ricinus communis]Ricinus_communis 25.30 0.00

TRINITY_DN35797_c0_g1GBG91585.1hypothetical protein CBR_g52621 [Chara braunii]Chara_braunii 25.30 0.00

TRINITY_DN39316_c0_g8XP_024538947.1nucleolar complex protein 2 homolog [Selaginella moellendorffii]Selaginella_moellendorffii 25.30 0.00

TRINITY_DN39425_c0_g3XP_020095146.1syntaxin-132-like [Ananas comosus]Ananas_comosus 25.30 0.00

TRINITY_DN40056_c0_g3NP_568281.1calmodulin-domain protein kinase 7 [Arabidopsis thaliana]Arabidopsis_thaliana 25.30 0.00

TRINITY_DN40158_c0_g1XP_004244770.1uncharacterized protein LOC101256311 isoform X2 [Solanum lycopersicum]Solanum_lycopersicum 25.30 0.00

TRINITY_DN42268_c0_g2XP_023733851.1calcium-dependent protein kinase 13-like [Lactuca sativa]Lactuca_sativa 25.30 0.00

TRINITY_DN42291_c1_g3KXZ43308.1hypothetical protein GPECTOR_95g697 [Gonium pectorale]Gonium_pectorale 25.30 0.00

TRINITY_DN42605_c1_g7XP_024184080.1transcription initiation factor IIB-like [Rosa chinensis]Rosa_chinensis 25.30 0.00

TRINITY_DN43357_c0_g2XP_023755781.1protein CHUP1, chloroplastic [Lactuca sativa]Lactuca_sativa 25.30 0.00

TRINITY_DN43457_c0_g4XP_005645833.1hypothetical protein COCSUDRAFT_67155 [Coccomyxa subellipsoidea C-169]Coccomyxa_subellipsoidea 25.30 0.00

TRINITY_DN43983_c1_g4XP_020872208.1putative glucuronosyltransferase PGSIP7 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 25.30 0.00

TRINITY_DN44546_c1_g4GAX78819.1hypothetical protein CEUSTIGMA_g6256.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.30 0.00

TRINITY_DN44690_c0_g4RYR22514.1hypothetical protein Ahy_B03g067819 [Arachis hypogaea]Arachis_hypogaea 25.30 0.00

TRINITY_DN44899_c0_g1PTQ44832.1hypothetical protein MARPO_0018s0023 [Marchantia polymorpha]Marchantia_polymorpha 25.30 0.00

TRINITY_DN47309_c0_g1XP_015935280.1ras-related protein RABA5b [Arachis duranensis]Arachis_duranensis 25.30 0.00

TRINITY_DN47832_c1_g1XP_006829415.1protein ALP1-like [Amborella trichopoda]Amborella_trichopoda 25.30 0.00

TRINITY_DN48625_c0_g4RAL48391.1hypothetical protein DM860_005815 [Cuscuta australis]Cuscuta_australis 25.30 0.00

TRINITY_DN49217_c0_g2GBF99551.1hypothetical protein Rsub_12357 [Raphidocelis subcapitata]Raphidocelis_subcapitata 25.30 0.00

TRINITY_DN50344_c2_g9XP_006649120.1PREDICTED: autophagy-related protein 18b isoform X1 [Oryza brachyantha]Oryza_brachyantha 25.30 0.00

TRINITY_DN51491_c1_g2XP_023888690.1protein btn-1-like [Quercus suber]Quercus_suber 25.30 0.00

TRINITY_DN51794_c1_g2GAX79678.1hypothetical protein CEUSTIGMA_g7119.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.30 0.00

TRINITY_DN32830_c0_g1ONI31425.1hypothetical protein PRUPE_1G312200 [Prunus persica]Prunus_persica 25.20 0.00

TRINITY_DN33390_c0_g4XP_018438916.1PREDICTED: small subunit processome component 20 homolog [Raphanus sativus]Raphanus_sativus 25.20 0.00

TRINITY_DN36538_c2_g3BAK06922.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 25.20 0.00

TRINITY_DN37227_c0_g1XP_022839399.11,3-beta-glucan synthase subunit FKS1-like,domain-1 [Ostreococcus tauri]Ostreococcus_tauri 25.20 0.00

TRINITY_DN37794_c0_g9PNR36360.1hypothetical protein PHYPA_022211 [Physcomitrella patens]Physcomitrella_patens 25.20 0.00

TRINITY_DN38687_c0_g1KDP40680.1hypothetical protein JCGZ_24679 [Jatropha curcas]Jatropha_curcas 25.20 0.00

TRINITY_DN41150_c0_g2OAE29107.1hypothetical protein AXG93_3241s1040 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 25.20 0.00

TRINITY_DN43156_c0_g1XP_020522925.1protein DETOXIFICATION 16 isoform X1 [Amborella trichopoda]Amborella_trichopoda 25.20 0.00

TRINITY_DN44035_c0_g1XP_024538580.1dynamin-like protein ARC5 [Selaginella moellendorffii]Selaginella_moellendorffii 25.20 0.00

TRINITY_DN45669_c0_g6GAQ78012.1hypothetical protein KFL_000060790 [Klebsormidium nitens]Klebsormidium_nitens 25.20 0.00

TRINITY_DN45929_c0_g1PNH09214.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 25.20 0.00

TRINITY_DN46270_c1_g7PKA63986.1Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha [Apostasia shenzhenica]Apostasia_shenzhenica 25.20 0.00

TRINITY_DN50410_c0_g6XP_020265797.1ubiquitin carboxyl-terminal hydrolase 22-like isoform X1 [Asparagus officinalis]Asparagus_officinalis 25.20 0.00

TRINITY_DN34487_c0_g1OTG17944.1putative autophagy-related protein 9 [Helianthus annuus]Helianthus_annuus 25.10 0.00

TRINITY_DN35326_c0_g1XP_011070623.1SEC12-like protein 2 [Sesamum indicum]Sesamum_indicum 25.10 0.00

TRINITY_DN36211_c0_g1XP_009406517.2PREDICTED: galactan beta-1,4-galactosyltransferase GALS3-like [Musa acuminata subsp. malaccensis]Musa_acuminata 25.10 0.00

TRINITY_DN36284_c0_g10XP_023907924.1vacuolar amino acid transporter 2-like [Quercus suber]Quercus_suber 25.10 0.00

TRINITY_DN37357_c0_g1AFK35117.1unknown [Medicago truncatula]Medicago_truncatula 25.10 0.00

TRINITY_DN39247_c0_g4XP_020588453.1WD repeat-containing protein 89 homolog [Phalaenopsis equestris]Phalaenopsis_equestris 25.10 0.00

TRINITY_DN39550_c0_g3XP_016668098.1PREDICTED: ultraviolet-B receptor UVR8-like [Gossypium hirsutum]Gossypium_hirsutum 25.10 0.00

TRINITY_DN3985_c0_g1XP_027358386.1ultraviolet-B receptor UVR8-like isoform X2 [Abrus precatorius]Abrus_precatorius 25.10 0.00

TRINITY_DN40489_c0_g3OAE27724.1hypothetical protein AXG93_4193s1240 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 25.10 0.00

TRINITY_DN40524_c0_g1XP_017424064.1PREDICTED: protein ROOT HAIR DEFECTIVE 3 homolog 1 isoform X1 [Vigna angularis]Vigna_angularis 25.10 0.00

TRINITY_DN41130_c0_g3XP_022926244.1protein POLLEN DEFECTIVE IN GUIDANCE 1-like isoform X1 [Cucurbita moschata]Cucurbita_moschata 25.10 0.00

TRINITY_DN41309_c0_g7XP_011022536.1PREDICTED: high mobility group B protein 13-like [Populus euphratica]Populus_euphratica 25.10 0.00

TRINITY_DN42208_c1_g6GBG82044.1hypothetical protein CBR_g34323, partial [Chara braunii]Chara_braunii 25.10 0.00

TRINITY_DN43533_c0_g1PRW59933.1sterol 14 desaturase [Chlorella sorokiniana]Chlorella_sorokiniana 25.10 0.00

TRINITY_DN45664_c1_g11EFJ29459.1hypothetical protein SELMODRAFT_410380 [Selaginella moellendorffii]Selaginella_moellendorffii 25.10 0.00

TRINITY_DN46385_c1_g3GAX72850.1hypothetical protein CEUSTIGMA_g305.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.10 0.00

TRINITY_DN47000_c0_g1GBF98412.1hypothetical protein Rsub_10477 [Raphidocelis subcapitata]Raphidocelis_subcapitata 25.10 0.00

TRINITY_DN47790_c0_g1XP_021302174.1alpha-L-arabinofuranosidase 1 [Sorghum bicolor]Sorghum_bicolor 25.10 0.00

TRINITY_DN48287_c2_g6XP_027902126.1cytochrome P450 CYP82D47-like [Vigna unguiculata]Vigna_unguiculata 25.10 0.00

TRINITY_DN48347_c0_g8XP_006645862.1PREDICTED: importin subunit alpha-1b-like [Oryza brachyantha]Oryza_brachyantha 25.10 0.00

TRINITY_DN49054_c0_g5PNW76910.1hypothetical protein CHLRE_11g481050v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.10 0.00

TRINITY_DN28813_c1_g5XP_006645862.1PREDICTED: importin subunit alpha-1b-like [Oryza brachyantha]Oryza_brachyantha 25.00 0.00

TRINITY_DN30436_c0_g1PKU71850.1Calmodulin [Dendrobium catenatum]Dendrobium_catenatum 25.00 0.00

TRINITY_DN32661_c0_g1KMS94278.1hypothetical protein BVRB_023020, partial [Beta vulgaris subsp. vulgaris]Beta_vulgaris 25.00 0.00

TRINITY_DN37157_c0_g3XP_010106065.1probable E3 ubiquitin-protein ligase ARI2 [Morus notabilis]Morus_notabilis 25.00 0.00

TRINITY_DN37504_c0_g5GAX81474.1hypothetical protein CEUSTIGMA_g8903.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.00 0.00



TRINITY_DN37912_c0_g7GAX79702.1hypothetical protein CEUSTIGMA_g7143.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.00 0.00

TRINITY_DN38656_c0_g5EYU37994.1hypothetical protein MIMGU_mgv1a003777mg [Erythranthe guttata]Erythranthe_guttata 25.00 0.00

TRINITY_DN38705_c0_g2GAQ81449.1hypothetical protein KFL_000800270 [Klebsormidium nitens]Klebsormidium_nitens 25.00 0.00

TRINITY_DN39087_c0_g1XP_020188426.1transmembrane protein 87A [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 25.00 0.00

TRINITY_DN39378_c0_g4KFK35560.1hypothetical protein AALP_AA4G006800 [Arabis alpina]Arabis_alpina 25.00 0.00

TRINITY_DN40684_c0_g5PTQ39897.1hypothetical protein MARPO_0043s0127 [Marchantia polymorpha]Marchantia_polymorpha 25.00 0.00

TRINITY_DN41976_c0_g1GBF97643.1hypothetical protein Rsub_10519 [Raphidocelis subcapitata]Raphidocelis_subcapitata 25.00 0.00

TRINITY_DN42364_c0_g2XP_003060833.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 25.00 0.00

TRINITY_DN43454_c0_g1RXH79113.1hypothetical protein DVH24_040260 [Malus domestica]Malus_domestica 25.00 0.00

TRINITY_DN44653_c0_g1GAQ90256.1hypothetical protein KFL_006190060 [Klebsormidium nitens]Klebsormidium_nitens 25.00 0.00

TRINITY_DN44713_c1_g5XP_001692051.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.00 0.00

TRINITY_DN45531_c0_g6GAX76579.1hypothetical protein CEUSTIGMA_g4025.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 25.00 0.00

TRINITY_DN47494_c0_g1XP_023877522.1von Willebrand factor A domain-containing protein DDB_G0292016-like [Quercus suber]Quercus_suber 25.00 0.00

TRINITY_DN49114_c0_g3PNW70905.1hypothetical protein CHLRE_17g738350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 25.00 0.00

TRINITY_DN49639_c0_g11XP_020206321.1homocysteine S-methyltransferase 1-like [Cajanus cajan]Cajanus_cajan 25.00 0.00

TRINITY_DN50141_c1_g1XP_023752229.1importin-5 [Lactuca sativa]Lactuca_sativa 25.00 0.00

TRINITY_DN31780_c0_g1XP_011082899.1protein VACUOLELESS1 [Sesamum indicum]Sesamum_indicum 24.90 0.00

TRINITY_DN34364_c0_g1RWR92530.1presequence protease 2, chloroplastic/mitochondrial [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 24.90 0.00

TRINITY_DN37664_c0_g1XP_024516178.1neutral ceramidase 2 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 24.90 0.00

TRINITY_DN40119_c0_g1XP_022838472.1G-patch domain [Ostreococcus tauri]Ostreococcus_tauri 24.90 0.00

TRINITY_DN43272_c1_g2XP_016172141.1DNA repair protein RAD16-like isoform X1 [Arachis ipaensis]Arachis_ipaensis 24.90 0.00

TRINITY_DN44241_c1_g1XP_020394127.1leucine aminopeptidase 2, chloroplastic [Zea mays]Zea_mays 24.90 0.00

TRINITY_DN45159_c0_g4BAK01751.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 24.90 0.00

TRINITY_DN45591_c0_g2OAE25787.1hypothetical protein AXG93_4368s2480 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 24.90 0.00

TRINITY_DN45700_c0_g2ABB45380.1diacylglycerol kinase 1 [Oryza sativa Indica Group]Oryza_sativa 24.90 0.00

TRINITY_DN46002_c0_g3XP_023907880.1tuberous sclerosis 1 protein homolog [Quercus suber]Quercus_suber 24.90 0.00

TRINITY_DN46434_c1_g2XP_027075105.1SNF1-related protein kinase regulatory subunit gamma-1-like [Coffea arabica]Coffea_arabica 24.90 0.00

TRINITY_DN47057_c0_g3PHT70348.1Dynamin-like protein ARC5 [Capsicum annuum]Capsicum_annuum 24.90 0.00

TRINITY_DN49377_c0_g8XP_002504790.1predicted protein [Micromonas commoda]Micromonas_commoda 24.90 0.00

TRINITY_DN50311_c2_g2A2YFR6.1RecName: Full=Probable histidine kinase 1; Short=OsHK1Oryza_sativa 24.90 0.00

TRINITY_DN12570_c0_g1XP_025820496.1UBX domain-containing protein 1-like isoform X2 [Panicum hallii]Panicum_hallii 24.80 0.00

TRINITY_DN30228_c1_g2XP_024371523.1ethylene receptor 2-like [Physcomitrella patens]Physcomitrella_patens 24.80 0.00

TRINITY_DN31729_c0_g2GAX85222.1hypothetical protein CEUSTIGMA_g12642.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.80 0.00

TRINITY_DN37549_c0_g5KEH18995.1shrunken seed protein, putative [Medicago truncatula]Medicago_truncatula 24.80 0.00

TRINITY_DN39642_c0_g1OAE29674.1hypothetical protein AXG93_509s1260 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 24.80 0.00

TRINITY_DN40912_c0_g4XP_020867458.1importin-5 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 24.80 0.00

TRINITY_DN42361_c0_g1XP_007510864.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 24.80 0.00

TRINITY_DN42894_c0_g1GAQ87539.1hypothetical protein KFL_003590130 [Klebsormidium nitens]Klebsormidium_nitens 24.80 0.00

TRINITY_DN43021_c2_g5XP_005844073.1hypothetical protein CHLNCDRAFT_139467 [Chlorella variabilis]Chlorella_variabilis 24.80 0.00

TRINITY_DN43527_c0_g3XP_023907429.1LOW QUALITY PROTEIN: uncharacterized protein LOC112019135 [Quercus suber]Quercus_suber 24.80 0.00

TRINITY_DN43784_c0_g2XP_020274885.1EVI5-like protein [Asparagus officinalis]Asparagus_officinalis 24.80 0.00

TRINITY_DN44984_c1_g4XP_013903521.1hypothetical protein MNEG_3452 [Monoraphidium neglectum]Monoraphidium_neglectum 24.80 0.00

TRINITY_DN46422_c0_g2GAX77365.1hypothetical protein CEUSTIGMA_g4811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.80 0.00

TRINITY_DN48177_c1_g3PNW75381.1hypothetical protein CHLRE_12g524850v5, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.80 0.00

TRINITY_DN52642_c0_g1KXZ55666.1hypothetical protein GPECTOR_2g1216 [Gonium pectorale]Gonium_pectorale 24.80 0.00

TRINITY_DN37898_c0_g3XP_001694327.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.70 0.00

TRINITY_DN39794_c0_g1XP_019461038.1PREDICTED: ASC1-like protein [Lupinus angustifolius]Lupinus_angustifolius 24.70 0.00

TRINITY_DN39858_c0_g4XP_001417435.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 24.70 0.00

TRINITY_DN40798_c0_g3XP_010522368.1PREDICTED: ATP-dependent helicase rhp16-like isoform X2 [Tarenaya hassleriana]Tarenaya_hassleriana 24.70 0.00

TRINITY_DN47005_c1_g1KXZ47726.1hypothetical protein GPECTOR_33g608 [Gonium pectorale]Gonium_pectorale 24.70 0.00

TRINITY_DN48229_c0_g2RMZ55363.1hypothetical protein APUTEX25_002221 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 24.70 0.00

TRINITY_DN52029_c0_g1RMZ55140.1hypothetical protein APUTEX25_005418 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 24.70 0.00

TRINITY_DN36830_c1_g8XP_003057284.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 24.60 0.00

TRINITY_DN38209_c0_g4PNW79071.1hypothetical protein CHLRE_09g399663v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.60 0.00

TRINITY_DN38553_c0_g4XP_024007591.1phospholipase D Z [Eutrema salsugineum]Eutrema_salsugineum 24.60 0.00

TRINITY_DN42274_c0_g2PNH00477.1hypothetical protein TSOC_013698, partial [Tetrabaena socialis]Tetrabaena_socialis 24.60 0.00

TRINITY_DN42512_c0_g7XP_024382394.1von Willebrand factor A domain-containing protein DDB_G0267758-like [Physcomitrella patens]Physcomitrella_patens 24.60 0.00

TRINITY_DN43369_c0_g2XP_001696919.1predicted protein [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.60 0.00

TRINITY_DN46075_c0_g3XP_006575540.1uncharacterized protein LOC100777534 isoform X1 [Glycine max]Glycine_max 24.60 0.00

TRINITY_DN46751_c0_g6GAQ84341.1transcription initiation factor TFIIH subunit 1 [Klebsormidium nitens]Klebsormidium_nitens 24.60 0.00

TRINITY_DN48032_c0_g1EFJ18448.1hypothetical protein SELMODRAFT_419803 [Selaginella moellendorffii]Selaginella_moellendorffii 24.60 0.00

TRINITY_DN48122_c0_g3PWA43769.1Armadillo-type fold [Artemisia annua]Artemisia_annua 24.60 0.00

TRINITY_DN48176_c1_g2XP_002504790.1predicted protein [Micromonas commoda]Micromonas_commoda 24.60 0.00

TRINITY_DN52515_c3_g6NP_001314304.1elongation factor 1-alpha-like [Gossypium hirsutum]Gossypium_hirsutum 24.60 0.00

TRINITY_DN33550_c0_g1XP_002503762.1predicted protein [Micromonas commoda]Micromonas_commoda 24.50 0.00

TRINITY_DN34088_c0_g1KRH73926.1hypothetical protein GLYMA_02G301900 [Glycine max]Glycine_max 24.50 0.00



TRINITY_DN36225_c1_g5XP_007202076.1L-2-hydroxyglutarate dehydrogenase, mitochondrial isoform X1 [Prunus persica]Prunus_persica 24.50 0.00

TRINITY_DN36793_c0_g6EEE63703.1hypothetical protein OsJ_18521 [Oryza sativa Japonica Group]Oryza_sativa 24.50 0.00

TRINITY_DN37248_c1_g9XP_015614850.1pre-mRNA-processing factor 19 [Oryza sativa Japonica Group]Oryza_sativa 24.50 0.00

TRINITY_DN38903_c0_g6XP_021829661.1ABC transporter C family member 8-like [Prunus avium]Prunus_avium 24.50 0.00

TRINITY_DN43270_c0_g1RLN40701.1hypothetical protein C2845_PM01G45570 [Panicum miliaceum]Panicum_miliaceum 24.50 0.00

TRINITY_DN44300_c1_g6XP_010667936.1PREDICTED: NAD-dependent protein deacetylase SRT1 isoform X1 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 24.50 0.00

TRINITY_DN45426_c0_g4PNW71675.1hypothetical protein CHLRE_16g664200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.50 0.00

TRINITY_DN45625_c0_g2XP_016165808.1protein misato homolog 1 isoform X1 [Arachis ipaensis]Arachis_ipaensis 24.50 0.00

TRINITY_DN47251_c0_g1XP_023889310.1RNA polymerase II transcription factor B subunit 3-like [Quercus suber]Quercus_suber 24.50 0.00

TRINITY_DN49518_c0_g5XP_009401563.1PREDICTED: ribosomal RNA processing protein 1 homolog [Musa acuminata subsp. malaccensis]Musa_acuminata 24.50 0.00

TRINITY_DN52589_c3_g1GAX76365.1hypothetical protein CEUSTIGMA_g3811.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.50 0.00

TRINITY_DN33831_c0_g1XP_003629943.2mitochondrial proton/calcium exchanger protein [Medicago truncatula]Medicago_truncatula 24.40 0.00

TRINITY_DN34801_c1_g2PNR57733.1hypothetical protein PHYPA_004727 [Physcomitrella patens]Physcomitrella_patens 24.40 0.00

TRINITY_DN35115_c0_g2XP_002946405.1hypothetical protein VOLCADRAFT_102998 [Volvox carteri f. nagariensis]Volvox_carteri 24.40 0.00

TRINITY_DN36253_c0_g1XP_007511378.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 24.40 0.00

TRINITY_DN36632_c0_g1XP_002508846.1predicted protein [Micromonas commoda]Micromonas_commoda 24.40 0.00

TRINITY_DN37769_c0_g6PWA74473.1organic cation/carnitine transporter4 [Artemisia annua]Artemisia_annua 24.40 0.00

TRINITY_DN39502_c0_g1EPS70532.1hypothetical protein M569_04230, partial [Genlisea aurea]Genlisea_aurea 24.40 0.00

TRINITY_DN40338_c0_g1GAX81250.1hypothetical protein CEUSTIGMA_g8682.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.40 0.00

TRINITY_DN41480_c2_g1CDP13557.1unnamed protein product [Coffea canephora]Coffea_canephora 24.40 0.00

TRINITY_DN46817_c0_g4XP_021635725.1uncharacterized protein LOC110631976 [Hevea brasiliensis]Hevea_brasiliensis 24.40 0.00

TRINITY_DN47130_c1_g1KXZ50306.1hypothetical protein GPECTOR_17g945 [Gonium pectorale]Gonium_pectorale 24.40 0.00

TRINITY_DN49160_c0_g1XP_020160598.1obtusifoliol 14-alpha demethylase-like isoform X1 [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 24.40 0.00

TRINITY_DN49991_c0_g3XP_003609483.1calcium uptake protein, mitochondrial [Medicago truncatula]Medicago_truncatula 24.40 0.00

TRINITY_DN52655_c0_g1XP_002954230.1hypothetical protein VOLCADRAFT_95074 [Volvox carteri f. nagariensis]Volvox_carteri 24.40 0.00

TRINITY_DN28102_c0_g1GBG74617.1hypothetical protein CBR_g19024 [Chara braunii]Chara_braunii 24.30 0.00

TRINITY_DN29093_c0_g1KXZ42755.1hypothetical protein GPECTOR_120g422 [Gonium pectorale]Gonium_pectorale 24.30 0.00

TRINITY_DN34301_c0_g2KXZ48565.1hypothetical protein GPECTOR_26g468 [Gonium pectorale]Gonium_pectorale 24.30 0.00

TRINITY_DN34768_c0_g1PRW60440.1pathogenesis-related 1-like [Chlorella sorokiniana]Chlorella_sorokiniana 24.30 0.00

TRINITY_DN35431_c1_g9RAL53975.1hypothetical protein DM860_004446 [Cuscuta australis]Cuscuta_australis 24.30 0.00

TRINITY_DN35489_c1_g6GAQ80193.1serine/threonine protein kinase [Klebsormidium nitens]Klebsormidium_nitens 24.30 0.00

TRINITY_DN36518_c0_g5XP_024629873.1uncharacterized protein LOC112417935 [Medicago truncatula]Medicago_truncatula 24.30 0.00

TRINITY_DN37306_c0_g2XP_023871857.1tripeptidyl-peptidase sed2-like [Quercus suber]Quercus_suber 24.30 0.00

TRINITY_DN37551_c0_g1XP_006643912.1PREDICTED: histone-lysine N-methyltransferase ATX5-like [Oryza brachyantha]Oryza_brachyantha 24.30 0.00

TRINITY_DN38251_c1_g6XP_025821615.1patatin-like protein 2 [Panicum hallii]Panicum_hallii 24.30 0.00

TRINITY_DN38288_c1_g2KXZ49941.1hypothetical protein GPECTOR_18g10 [Gonium pectorale]Gonium_pectorale 24.30 0.00

TRINITY_DN38826_c0_g7KRH48753.1hypothetical protein GLYMA_07G110200 [Glycine max]Glycine_max 24.30 0.00

TRINITY_DN39315_c0_g1BAS31047.1hypothetical protein [Klebsormidium flaccidum]Klebsormidium_flaccidum 24.30 0.00

TRINITY_DN40213_c1_g6XP_010252266.1PREDICTED: ubiquitin carboxyl-terminal hydrolase 27 [Nelumbo nucifera]Nelumbo_nucifera 24.30 0.00

TRINITY_DN40286_c0_g1XP_027912362.12-amino-3-carboxymuconate-6-semialdehyde decarboxylase-like [Vigna unguiculata]Vigna_unguiculata 24.30 0.00

TRINITY_DN41598_c0_g1KVI06372.1Major facilitator superfamily, partial [Cynara cardunculus var. scolymus]Cynara_cardunculus 24.30 0.00

TRINITY_DN45319_c0_g5XP_011071577.1uncharacterized protein LOC105156991 [Sesamum indicum]Sesamum_indicum 24.30 0.00

TRINITY_DN45957_c0_g3XP_013905357.1hypothetical protein MNEG_1620 [Monoraphidium neglectum]Monoraphidium_neglectum 24.30 0.00

TRINITY_DN46161_c0_g3XP_004302835.1PREDICTED: thioredoxin-like protein AAED1, chloroplastic [Fragaria vesca subsp. vesca]Fragaria_vesca 24.30 0.00

TRINITY_DN49104_c0_g1XP_023761239.1protein argonaute 4A-like [Lactuca sativa]Lactuca_sativa 24.30 0.00

TRINITY_DN49520_c0_g2GAX72852.1hypothetical protein CEUSTIGMA_g307.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.30 0.00

TRINITY_DN50300_c0_g1PSC70392.1Leukotriene A-4 hydrolase isoform A [Micractinium conductrix]Micractinium_conductrix 24.30 0.00

TRINITY_DN50398_c1_g2XP_002309153.2importin subunit beta-1 [Populus trichocarpa]Populus_trichocarpa 24.30 0.00

TRINITY_DN31014_c0_g1GAQ84733.1Cysteine proteinases superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 24.20 0.00

TRINITY_DN37164_c1_g4XP_024377545.1platelet-activating factor acetylhydrolase-like [Physcomitrella patens]Physcomitrella_patens 24.20 0.00

TRINITY_DN37678_c0_g2XP_002956001.1hypothetical protein VOLCADRAFT_96890 [Volvox carteri f. nagariensis]Volvox_carteri 24.20 0.00

TRINITY_DN37848_c0_g7XP_019436274.1PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 1-like [Lupinus angustifolius]Lupinus_angustifolius 24.20 0.00

TRINITY_DN41844_c0_g4XP_005846017.1hypothetical protein CHLNCDRAFT_136118 [Chlorella variabilis]Chlorella_variabilis 24.20 0.00

TRINITY_DN43790_c0_g1XP_024532967.1retinoblastoma-related protein isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 24.20 0.00

TRINITY_DN44161_c0_g8XP_001417456.1MFS family transporter: organic cation, partial [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 24.20 0.00

TRINITY_DN46855_c0_g1OAE26881.1hypothetical protein AXG93_4360s1360 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 24.20 0.00

TRINITY_DN48123_c2_g1XP_020187583.1organic cation/carnitine transporter 4-like [Aegilops tauschii subsp. tauschii]Aegilops_tauschii 24.20 0.00

TRINITY_DN49434_c0_g4GAQ91695.1HCP-like superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 24.20 0.00

TRINITY_DN49784_c0_g9XP_002515938.1polyadenylate-binding protein 4-like [Ricinus communis]Ricinus_communis 24.20 0.00

TRINITY_DN50191_c0_g1XP_001689699.1predicted protein, partial [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 24.20 0.00

TRINITY_DN28014_c0_g1EFJ21539.1hypothetical protein SELMODRAFT_106750 [Selaginella moellendorffii]Selaginella_moellendorffii 24.10 0.00

TRINITY_DN33500_c0_g2EFJ38482.1hypothetical protein SELMODRAFT_1612, partial [Selaginella moellendorffii]Selaginella_moellendorffii 24.10 0.00

TRINITY_DN33732_c0_g1PHT54029.1hypothetical protein CQW23_08491 [Capsicum baccatum]Capsicum_baccatum 24.10 0.00

TRINITY_DN34613_c0_g1XP_012855056.1PREDICTED: histone-lysine N-methyltransferase ASHR1-like [Erythranthe guttata]Erythranthe_guttata 24.10 0.00

TRINITY_DN34822_c0_g1XP_023876671.1uncharacterized protein LOC111989104 [Quercus suber]Quercus_suber 24.10 0.00

TRINITY_DN34989_c0_g2RYR22514.1hypothetical protein Ahy_B03g067819 [Arachis hypogaea]Arachis_hypogaea 24.10 0.00



TRINITY_DN35438_c0_g5ONK56204.1uncharacterized protein A4U43_C10F5200 [Asparagus officinalis]Asparagus_officinalis 24.10 0.00

TRINITY_DN37392_c0_g1GAQ85744.1hypothetical protein KFL_002520030 [Klebsormidium nitens]Klebsormidium_nitens 24.10 0.00

TRINITY_DN38370_c0_g1XP_017247269.1PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 3-like isoform X1 [Daucus carota subsp. sativus]Daucus_carota 24.10 0.00

TRINITY_DN40275_c0_g2XP_003063459.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 24.10 0.00

TRINITY_DN40475_c0_g6XP_003078480.1Amino acid transporter, transmembrane [Ostreococcus tauri]Ostreococcus_tauri 24.10 0.00

TRINITY_DN41288_c0_g1XP_010689580.1PREDICTED: transmembrane protein 209 [Beta vulgaris subsp. vulgaris]Beta_vulgaris 24.10 0.00

TRINITY_DN41723_c0_g1XP_009107602.2PREDICTED: probable sodium-coupled neutral amino acid transporter 6 [Brassica rapa]Brassica_rapa 24.10 0.00

TRINITY_DN48130_c1_g4BAJ95858.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 24.10 0.00

TRINITY_DN48275_c0_g4KXZ46217.1hypothetical protein GPECTOR_46g286 [Gonium pectorale]Gonium_pectorale 24.10 0.00

TRINITY_DN51028_c2_g5XP_021286033.1alanine--tRNA ligase, chloroplastic/mitochondrial isoform X1 [Herrania umbratica]Herrania_umbratica 24.10 0.00

TRINITY_DN51235_c2_g5GBG85996.1hypothetical protein CBR_g40809 [Chara braunii]Chara_braunii 24.10 0.00

TRINITY_DN36473_c0_g1KMZ63281.1Alkaline phytoceramidase (APHC) [Zostera marina]Zostera_marina 24.00 0.00

TRINITY_DN36918_c0_g4XP_020276619.1pentatricopeptide repeat-containing protein At3g16610-like [Asparagus officinalis]Asparagus_officinalis 24.00 0.00

TRINITY_DN37678_c0_g1XP_002956001.1hypothetical protein VOLCADRAFT_96890 [Volvox carteri f. nagariensis]Volvox_carteri 24.00 0.00

TRINITY_DN38843_c0_g3PWA49533.1heavy metal atpase 5 [Artemisia annua]Artemisia_annua 24.00 0.00

TRINITY_DN41597_c0_g4XP_010423320.1PREDICTED: D-lactate dehydrogenase [cytochrome], mitochondrial [Camelina sativa]Camelina_sativa 24.00 0.00

TRINITY_DN43250_c0_g1GAX78841.1hypothetical protein CEUSTIGMA_g6279.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 24.00 0.00

TRINITY_DN45527_c1_g2XP_003057199.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 24.00 0.00

TRINITY_DN45625_c0_g1OAE22546.1hypothetical protein AXG93_2423s1350 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 24.00 0.00

TRINITY_DN51300_c0_g2XP_016750003.1PREDICTED: autophagy-related protein 11-like [Gossypium hirsutum]Gossypium_hirsutum 24.00 0.00

TRINITY_DN33713_c2_g1XP_022838295.1Amino acid transporter, transmembrane [Ostreococcus tauri]Ostreococcus_tauri 23.90 0.00

TRINITY_DN35163_c0_g1XP_001420975.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 23.90 0.00

TRINITY_DN35952_c0_g2XP_006392426.1RNA polymerase II-associated protein 3 isoform X1 [Eutrema salsugineum]Eutrema_salsugineum 23.90 0.00

TRINITY_DN36665_c0_g3KYP59504.1Histone-lysine N-methyltransferase NSD3 [Cajanus cajan]Cajanus_cajan 23.90 0.00

TRINITY_DN36864_c0_g1CDY40108.1BnaC02g00220D [Brassica napus]Brassica_napus 23.90 0.00

TRINITY_DN37941_c0_g6XP_006828193.1DNA damage-binding protein 1 [Amborella trichopoda]Amborella_trichopoda 23.90 0.00

TRINITY_DN38994_c0_g1XP_003057835.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 23.90 0.00

TRINITY_DN39573_c0_g2XP_002965148.1RINT1-like protein MAG2 [Selaginella moellendorffii]Selaginella_moellendorffii 23.90 0.00

TRINITY_DN39638_c1_g1XP_021854793.1trafficking protein particle complex subunit 11 [Spinacia oleracea]Spinacia_oleracea 23.90 0.00

TRINITY_DN40013_c0_g1XP_013463070.1ent-kaurenoic acid oxidase 2 [Medicago truncatula]Medicago_truncatula 23.90 0.00

TRINITY_DN41772_c0_g5KFK43435.1hypothetical protein AALP_AA1G125100 [Arabis alpina]Arabis_alpina 23.90 0.00

TRINITY_DN47703_c1_g10GAX83104.1hypothetical protein CEUSTIGMA_g10530.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.90 0.00

TRINITY_DN47705_c1_g1GBF95401.1helicase-like transcription factor [Raphidocelis subcapitata]Raphidocelis_subcapitata 23.90 0.00

TRINITY_DN50419_c0_g1XP_009117278.1PREDICTED: probable E3 ubiquitin ligase SUD1 isoform X2 [Brassica rapa]Brassica_rapa 23.90 0.00

TRINITY_DN9354_c0_g1XP_002949312.1Qb-SNARE, VTI1-family [Volvox carteri f. nagariensis]Volvox_carteri 23.90 0.00

TRINITY_DN31580_c0_g1PWA43260.1protein disulfide isomerase, Thioredoxin-like fold protein [Artemisia annua]Artemisia_annua 23.80 0.00

TRINITY_DN33317_c1_g1EFH68419.1Serine/threonine-protein phosphatase BSU1 [Arabidopsis lyrata subsp. lyrata]Arabidopsis_lyrata 23.80 0.00

TRINITY_DN36518_c0_g7XP_024629873.1uncharacterized protein LOC112417935 [Medicago truncatula]Medicago_truncatula 23.80 0.00

TRINITY_DN38104_c0_g1PWA40096.1Concanavalin A-like lectin/glucanase, subgroup [Artemisia annua]Artemisia_annua 23.80 0.00

TRINITY_DN41132_c0_g2XP_026410769.1SNF1-related protein kinase regulatory subunit gamma-1-like [Papaver somniferum]Papaver_somniferum 23.80 0.00

TRINITY_DN41400_c0_g1XP_021863054.1protein disulfide isomerase-like 1-3 [Spinacia oleracea]Spinacia_oleracea 23.80 0.00

TRINITY_DN41503_c0_g4AYM32740.1DNA polymerase (mitochondrion) [Silene vulgaris]Silene_vulgaris 23.80 0.00

TRINITY_DN41510_c1_g7KEH27917.1LAG1 longevity assurance-like protein [Medicago truncatula]Medicago_truncatula 23.80 0.00

TRINITY_DN42433_c0_g1XP_002948812.1hypothetical protein VOLCADRAFT_104018 [Volvox carteri f. nagariensis]Volvox_carteri 23.80 0.00

TRINITY_DN42833_c0_g1XP_007513910.1polycystin cation channel family [Bathycoccus prasinos]Bathycoccus_prasinos 23.80 0.00

TRINITY_DN45208_c1_g4PRW61566.1Retrovirus-related Pol poly from transposon TNT 1-94 isoform A [Chlorella sorokiniana]Chlorella_sorokiniana 23.80 0.00

TRINITY_DN46070_c0_g1XP_004495465.3ribosomal lysine N-methyltransferase 3 [Cicer arietinum]Cicer_arietinum 23.80 0.00

TRINITY_DN46327_c0_g2XP_024375794.1EVI5-like protein [Physcomitrella patens]Physcomitrella_patens 23.80 0.00

TRINITY_DN46726_c2_g2XP_024542732.1eukaryotic peptide chain release factor GTP-binding subunit ERF3A isoform X3 [Selaginella moellendorffii]Selaginella_moellendorffii 23.80 0.00

TRINITY_DN47452_c0_g1XP_023886757.1rho1 guanine nucleotide exchange factor 1-like [Quercus suber]Quercus_suber 23.80 0.00

TRINITY_DN48352_c0_g1KZV47137.1cation/calcium exchanger 4-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 23.80 0.00

TRINITY_DN51994_c1_g1PNW83063.1hypothetical protein CHLRE_06g305350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 23.80 0.00

TRINITY_DN23978_c0_g1XP_002501931.1adenylate kinase [Micromonas commoda]Micromonas_commoda 23.70 0.00

TRINITY_DN35352_c0_g7ONL92576.1transcription regulator [Zea mays]Zea_mays 23.70 0.00

TRINITY_DN3549_c0_g1XP_006468796.1protein DETOXIFICATION 16-like [Citrus sinensis]Citrus_sinensis 23.70 0.00

TRINITY_DN36540_c2_g7PIA53510.1hypothetical protein AQUCO_00900239v1, partial [Aquilegia coerulea]Aquilegia_coerulea 23.70 0.00

TRINITY_DN37686_c0_g4ALM54988.1DEAD box RNA helicase CiRH16, partial [Chlamydomonas sp. ICE-L]Chlamydomonas_sp._ICE-L 23.70 0.00

TRINITY_DN39587_c0_g1EMS68116.1Obtusifoliol 14-alpha demethylase [Triticum urartu]Triticum_urartu 23.70 0.00

TRINITY_DN40691_c1_g4XP_022839900.1RNA polymerase II accessory factor, Cdc73 [Ostreococcus tauri]Ostreococcus_tauri 23.70 0.00

TRINITY_DN44240_c0_g3XP_004307789.1PREDICTED: uncharacterized Rho GTPase-activating protein At5g61530 [Fragaria vesca subsp. vesca]Fragaria_vesca 23.70 0.00

TRINITY_DN46496_c0_g2XP_015871072.1uncharacterized protein LOC107408210 [Ziziphus jujuba]Ziziphus_jujuba 23.70 0.00

TRINITY_DN47110_c1_g4XP_001416005.1predicted protein [Ostreococcus lucimarinus CCE9901]Ostreococcus_sp._'lucimarinus' 23.70 0.00

TRINITY_DN47275_c1_g6XP_003083942.2Twin-arginine translocation pathway, signal sequence [Ostreococcus tauri]Ostreococcus_tauri 23.70 0.00

TRINITY_DN48825_c0_g2XP_024374193.1cilia- and flagella-associated protein 44-like isoform X5 [Physcomitrella patens]Physcomitrella_patens 23.70 0.00

TRINITY_DN32972_c0_g1XP_017231456.1PREDICTED: uncharacterized protein LOC108205861 [Daucus carota subsp. sativus]Daucus_carota 23.60 0.00

TRINITY_DN35482_c0_g1XP_018834640.1PREDICTED: non-structural maintenance of chromosomes element 4 homolog A-like isoform X1 [Juglans regia]Juglans_regia 23.60 0.00



TRINITY_DN36300_c1_g1XP_002962619.1uncharacterized protein At4g18257 [Selaginella moellendorffii]Selaginella_moellendorffii 23.60 0.00

TRINITY_DN37345_c0_g3XP_004250878.1signal recognition particle subunit SRP72 [Solanum lycopersicum]Solanum_lycopersicum 23.60 0.00

TRINITY_DN42971_c1_g2XP_019163987.1PREDICTED: equilibrative nucleotide transporter 1-like isoform X1 [Ipomoea nil]Ipomoea_nil 23.60 0.00

TRINITY_DN46824_c0_g1XP_018852824.1PREDICTED: uncharacterized protein LOC109014779, partial [Juglans regia]Juglans_regia 23.60 0.00

TRINITY_DN47698_c0_g3XP_008342018.1PREDICTED: DNA repair protein RAD16 [Malus domestica]Malus_domestica 23.60 0.00

TRINITY_DN47705_c0_g8XP_025013519.1LOW QUALITY PROTEIN: beta-fructofuranosidase, insoluble isoenzyme CWINV1-like [Ricinus communis]Ricinus_communis 23.60 0.00

TRINITY_DN48068_c0_g1XP_023902220.1uncharacterized protein LOC112014072 [Quercus suber]Quercus_suber 23.60 0.00

TRINITY_DN48695_c0_g1NP_181643.1Calcium-binding EF hand family protein [Arabidopsis thaliana]Arabidopsis_thaliana 23.60 0.00

TRINITY_DN34200_c0_g1XP_011459988.1PREDICTED: tRNA wybutosine-synthesizing protein 2/3/4 [Fragaria vesca subsp. vesca]Fragaria_vesca 23.50 0.00

TRINITY_DN36830_c1_g6XP_003075094.2Insulin-like growth factor binding protein,N-terminal [Ostreococcus tauri]Ostreococcus_tauri 23.50 0.00

TRINITY_DN38716_c0_g2XP_027364291.1fatty acyl-CoA reductase 2 [Abrus precatorius]Abrus_precatorius 23.50 0.00

TRINITY_DN39582_c0_g2XP_023902848.1vacuolar protein sorting-associated protein 13-like [Quercus suber]Quercus_suber 23.50 0.00

TRINITY_DN41751_c0_g4KXZ52944.1hypothetical protein GPECTOR_8g319 [Gonium pectorale]Gonium_pectorale 23.50 0.00

TRINITY_DN42547_c0_g1GAQ83836.1RAN GTPase binding protein [Klebsormidium nitens]Klebsormidium_nitens 23.50 0.00

TRINITY_DN44687_c0_g4XP_023882607.1probable acid phosphatase SPBC4.06 [Quercus suber]Quercus_suber 23.50 0.00

TRINITY_DN45497_c0_g2OAE35055.1hypothetical protein AXG93_3253s1210 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 23.50 0.00

TRINITY_DN46684_c0_g1GAX72705.1hypothetical protein CEUSTIGMA_g161.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.50 0.00

TRINITY_DN50484_c1_g3XP_004962723.1UNC93-like protein 3 [Setaria italica]Setaria_italica 23.50 0.00

TRINITY_DN53937_c0_g1PRW60304.1Mitochondrial import inner membrane translocase subunit TIM44 [Chlorella sorokiniana]Chlorella_sorokiniana 23.50 0.00

TRINITY_DN29198_c0_g1XP_005847214.1hypothetical protein CHLNCDRAFT_35880 [Chlorella variabilis]Chlorella_variabilis 23.40 0.00

TRINITY_DN33492_c0_g2XP_018828813.1PREDICTED: lysophospholipid acyltransferase 1-like [Juglans regia]Juglans_regia 23.40 0.00

TRINITY_DN33915_c0_g2XP_017239438.1PREDICTED: carbon catabolite repressor protein 4 homolog 1-like [Daucus carota subsp. sativus]Daucus_carota 23.40 0.00

TRINITY_DN34913_c0_g1PKI78569.1hypothetical protein CRG98_001041 [Punica granatum]Punica_granatum 23.40 0.00

TRINITY_DN35093_c0_g1XP_003532386.1phosphatidylinositol transfer protein 3 [Glycine max]Glycine_max 23.40 0.00

TRINITY_DN36403_c1_g12PKA55682.1hypothetical protein AXF42_Ash011974 [Apostasia shenzhenica]Apostasia_shenzhenica 23.40 0.00

TRINITY_DN39646_c0_g6XP_024364769.1RNA polymerase II-associated protein 3-like [Physcomitrella patens]Physcomitrella_patens 23.40 0.00

TRINITY_DN43854_c0_g1GAQ79149.1major facilitator superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 23.40 0.00

TRINITY_DN44270_c0_g4GAQ84765.1hypothetical protein KFL_002050070 [Klebsormidium nitens]Klebsormidium_nitens 23.40 0.00

TRINITY_DN50408_c0_g3PNW79070.1hypothetical protein CHLRE_09g399663v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 23.40 0.00

TRINITY_DN51368_c1_g2GAX85835.1hypothetical protein CEUSTIGMA_g13250.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.40 0.00

TRINITY_DN52492_c5_g1XP_002955426.1hypothetical protein VOLCADRAFT_96385 [Volvox carteri f. nagariensis]Volvox_carteri 23.40 0.00

TRINITY_DN35798_c0_g3XP_009131753.1PREDICTED: importin-5-like [Brassica rapa]Brassica_rapa 23.30 0.00

TRINITY_DN37842_c1_g1PTQ43088.1hypothetical protein MARPO_0027s0183 [Marchantia polymorpha]Marchantia_polymorpha 23.30 0.00

TRINITY_DN38704_c0_g7CDO97042.1unnamed protein product [Coffea canephora]Coffea_canephora 23.30 0.00

TRINITY_DN40326_c0_g1XP_006836195.1protein kri1 [Amborella trichopoda]Amborella_trichopoda 23.30 0.00

TRINITY_DN40683_c0_g1XP_002946006.1hypothetical protein VOLCADRAFT_102615 [Volvox carteri f. nagariensis]Volvox_carteri 23.30 0.00

TRINITY_DN40953_c1_g2GAX79866.1hypothetical protein CEUSTIGMA_g7306.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.30 0.00

TRINITY_DN41265_c0_g3XP_003058328.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 23.30 0.00

TRINITY_DN43862_c0_g2EFJ13772.1hypothetical protein SELMODRAFT_424296 [Selaginella moellendorffii]Selaginella_moellendorffii 23.30 0.00

TRINITY_DN45100_c1_g3PNH02387.1hypothetical protein TSOC_011641 [Tetrabaena socialis]Tetrabaena_socialis 23.30 0.00

TRINITY_DN45720_c0_g2XP_024517221.1probable ubiquitin carboxyl-terminal hydrolase FAF-X isoform X4 [Selaginella moellendorffii]Selaginella_moellendorffii 23.30 0.00

TRINITY_DN47148_c3_g1XP_001693638.1Qa-SNARE Sso1/Syntaxin1, PM-type [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 23.30 0.00

TRINITY_DN48680_c0_g3KXZ50583.1hypothetical protein GPECTOR_16g758 [Gonium pectorale]Gonium_pectorale 23.30 0.00

TRINITY_DN19680_c0_g2GAQ79924.1Putative histidine kinase containing cheY-homologous receiver domain and PAS domain [Klebsormidium nitens]Klebsormidium_nitens 23.20 0.00

TRINITY_DN27958_c0_g1XP_008453796.1PREDICTED: ADP,ATP carrier protein ER-ANT1 [Cucumis melo]Cucumis_melo 23.20 0.00

TRINITY_DN37759_c0_g3XP_009122219.1PREDICTED: sorting nexin 1 [Brassica rapa]Brassica_rapa 23.20 0.00

TRINITY_DN39687_c0_g5XP_015582430.1heparan-alpha-glucosaminide N-acetyltransferase [Ricinus communis]Ricinus_communis 23.20 0.00

TRINITY_DN40663_c0_g6GAX80532.1hypothetical protein CEUSTIGMA_g7970.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.20 0.00

TRINITY_DN44185_c0_g8OAE25240.1hypothetical protein AXG93_1420s1030 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 23.20 0.00

TRINITY_DN47125_c0_g1XP_022927536.1gamma-soluble NSF attachment protein [Cucurbita moschata]Cucurbita_moschata 23.20 0.00

TRINITY_DN47355_c1_g7XP_012088693.1uncharacterized protein LOC105647286 [Jatropha curcas]Jatropha_curcas 23.20 0.00

TRINITY_DN50781_c0_g5RVW17842.1F-box protein [Vitis vinifera]Vitis_vinifera 23.20 0.00

TRINITY_DN51213_c0_g3EEE66395.1hypothetical protein OsJ_22734 [Oryza sativa Japonica Group]Oryza_sativa 23.20 0.00

TRINITY_DN52569_c1_g1PNW87511.1hypothetical protein CHLRE_02g143350v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 23.20 0.00

TRINITY_DN28881_c0_g1XP_015868316.1cytochrome P450 81E8-like isoform X1 [Ziziphus jujuba]Ziziphus_jujuba 23.10 0.00

TRINITY_DN40698_c0_g6GAX85577.1hypothetical protein CEUSTIGMA_g12992.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.10 0.00

TRINITY_DN41746_c0_g2GAQ91695.1HCP-like superfamily protein [Klebsormidium nitens]Klebsormidium_nitens 23.10 0.00

TRINITY_DN46343_c0_g1XP_021627252.1uncharacterized protein LOC110625875 isoform X1 [Manihot esculenta]Manihot_esculenta 23.10 0.00

TRINITY_DN49243_c0_g2GAX78216.1hypothetical protein CEUSTIGMA_g5658.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.10 0.00

TRINITY_DN49815_c0_g2GAX76911.1hypothetical protein CEUSTIGMA_g4357.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 23.10 0.00

TRINITY_DN14411_c0_g1XP_023919025.1importin subunit beta-2-like [Quercus suber]Quercus_suber 23.00 0.00

TRINITY_DN19644_c0_g1XP_021635961.1transportin-1-like isoform X2 [Hevea brasiliensis]Hevea_brasiliensis 23.00 0.00

TRINITY_DN36229_c0_g4XP_024526945.1uncharacterized protein LOC112345107 [Selaginella moellendorffii]Selaginella_moellendorffii 23.00 0.00

TRINITY_DN41072_c0_g1XP_015885059.1activating signal cointegrator 1 complex subunit 2 isoform X2 [Ziziphus jujuba]Ziziphus_jujuba 23.00 0.00

TRINITY_DN43350_c0_g1AJE29370.1putative gag protein [Coffea canephora]Coffea_canephora 23.00 0.00

TRINITY_DN44643_c0_g2XP_011006540.1PREDICTED: nicalin-1-like isoform X1 [Populus euphratica]Populus_euphratica 23.00 0.00



TRINITY_DN46111_c0_g4GBG60121.1hypothetical protein CBR_g3365 [Chara braunii]Chara_braunii 23.00 0.00

TRINITY_DN46399_c0_g1XP_023927038.1ras GTPase-activating-like protein rng2 [Quercus suber]Quercus_suber 23.00 0.00

TRINITY_DN50271_c1_g1KXZ50306.1hypothetical protein GPECTOR_17g945 [Gonium pectorale]Gonium_pectorale 23.00 0.00

TRINITY_DN31970_c0_g1XP_015960023.1DNA-directed RNA polymerase I subunit rpa49 [Arachis duranensis]Arachis_duranensis 22.90 0.00

TRINITY_DN36666_c0_g2ABK23995.1unknown [Picea sitchensis]Picea_sitchensis 22.90 0.00

TRINITY_DN37923_c0_g2XP_024393343.1uncharacterized protein LOC112290833 [Physcomitrella patens]Physcomitrella_patens 22.90 0.00

TRINITY_DN42241_c0_g3GAX80492.1hypothetical protein CEUSTIGMA_g7930.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 22.90 0.00

TRINITY_DN44725_c0_g2KXZ56458.1hypothetical protein GPECTOR_1g41 [Gonium pectorale]Gonium_pectorale 22.90 0.00

TRINITY_DN45404_c0_g6XP_026439368.1putative E3 ubiquitin-protein ligase LIN-2 [Papaver somniferum]Papaver_somniferum 22.90 0.00

TRINITY_DN46245_c0_g5BAJ96946.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 22.90 0.00

TRINITY_DN46299_c0_g1XP_025611708.1pyruvate, phosphate dikinase, chloroplastic-like [Arachis hypogaea]Arachis_hypogaea 22.90 0.00

TRINITY_DN48143_c0_g4XP_004494562.1importin subunit alpha-4-like [Cicer arietinum]Cicer_arietinum 22.90 0.00

TRINITY_DN36897_c0_g1PON37203.1Endonuclease/exonuclease/phosphatase [Parasponia andersonii]Parasponia_andersonii 22.80 0.00

TRINITY_DN41238_c0_g2XP_003059384.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 22.80 0.00

TRINITY_DN42216_c0_g2GAV80154.1Ribophorin_II domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 22.80 0.00

TRINITY_DN47456_c0_g1XP_007513113.1peptidase M20 [Bathycoccus prasinos]Bathycoccus_prasinos 22.80 0.00

TRINITY_DN37429_c0_g1EEF27535.1two-component sensor protein histidine protein kinase, putative, partial [Ricinus communis]Ricinus_communis 22.70 0.00

TRINITY_DN37571_c0_g3BAK01751.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 22.70 0.00

TRINITY_DN43389_c0_g6ABR17135.1unknown [Picea sitchensis]Picea_sitchensis 22.70 0.00

TRINITY_DN43474_c0_g4XP_016202950.1sodium-coupled neutral amino acid transporter 2 [Arachis ipaensis]Arachis_ipaensis 22.70 0.00

TRINITY_DN45187_c0_g1RZB45948.1Alpha-dioxygenase 1 isoform B [Glycine soja]Glycine_soja 22.70 0.00

TRINITY_DN50226_c0_g3XP_006405190.1EIN3-binding F-box protein 1 [Eutrema salsugineum]Eutrema_salsugineum 22.70 0.00

TRINITY_DN50509_c0_g1XP_011467482.1PREDICTED: importin-5-like [Fragaria vesca subsp. vesca]Fragaria_vesca 22.70 0.00

TRINITY_DN39513_c0_g2XP_024386129.1carbon catabolite repressor protein 4 homolog 6-like isoform X1 [Physcomitrella patens]Physcomitrella_patens 22.60 0.00

TRINITY_DN40587_c1_g5BAJ96807.1predicted protein [Hordeum vulgare subsp. vulgare]Hordeum_vulgare 22.60 0.00

TRINITY_DN42208_c1_g3XP_009387104.2PREDICTED: protein DETOXIFICATION 48-like [Musa acuminata subsp. malaccensis]Musa_acuminata 22.60 0.00

TRINITY_DN44403_c0_g2XP_010062473.1PREDICTED: protein disulfide isomerase-like 1-6 isoform X2 [Eucalyptus grandis]Eucalyptus_grandis 22.60 0.00

TRINITY_DN44581_c0_g1XP_020578983.1BTB/POZ domain-containing protein At2g04740 isoform X1 [Phalaenopsis equestris]Phalaenopsis_equestris 22.60 0.00

TRINITY_DN44899_c0_g3RLN41400.1hypothetical protein C2845_PM01G24410 [Panicum miliaceum]Panicum_miliaceum 22.60 0.00

TRINITY_DN46145_c0_g3PRW39140.1kinase domain [Chlorella sorokiniana]Chlorella_sorokiniana 22.60 0.00

TRINITY_DN46196_c0_g1GBG67866.1hypothetical protein CBR_g985 [Chara braunii]Chara_braunii 22.60 0.00

TRINITY_DN52227_c1_g3PNH09214.1Tiny macrocysts protein B, partial [Tetrabaena socialis]Tetrabaena_socialis 22.60 0.00

TRINITY_DN31906_c0_g3GAQ79003.1hypothetical protein KFL_000220340 [Klebsormidium nitens]Klebsormidium_nitens 22.50 0.00

TRINITY_DN33376_c0_g1GBF98776.1hypothetical protein Rsub_11358 [Raphidocelis subcapitata]Raphidocelis_subcapitata 22.50 0.00

TRINITY_DN36830_c1_g4XP_003058054.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 22.50 0.00

TRINITY_DN41413_c0_g1XP_019249969.1PREDICTED: transmembrane protein 87A isoform X1 [Nicotiana attenuata]Nicotiana_attenuata 22.50 0.00

TRINITY_DN48716_c0_g5OAY63206.1COP9 signalosome complex subunit 3 [Ananas comosus]Ananas_comosus 22.50 0.00

TRINITY_DN50454_c0_g3GAX74416.1hypothetical protein CEUSTIGMA_g1864.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 22.50 0.00

TRINITY_DN33822_c0_g7XP_002499844.1alpha-2 macroglobulin family-like protein [Micromonas commoda]Micromonas_commoda 22.40 0.00

TRINITY_DN36340_c0_g1XP_023891022.1DNA repair protein RAD5-like [Quercus suber]Quercus_suber 22.40 0.00

TRINITY_DN39776_c0_g3PSC70656.1actin-related 2 3 complex subunit 1A-like [Micractinium conductrix]Micractinium_conductrix 22.40 0.00

TRINITY_DN39852_c0_g4PRW39140.1kinase domain [Chlorella sorokiniana]Chlorella_sorokiniana 22.40 0.00

TRINITY_DN41941_c0_g3KYP60255.1putative E3 ubiquitin-protein ligase HERC1 [Cajanus cajan]Cajanus_cajan 22.40 0.00

TRINITY_DN49618_c0_g4XP_023772809.1brefeldin A-inhibited guanine nucleotide-exchange protein 5-like [Lactuca sativa]Lactuca_sativa 22.40 0.00

TRINITY_DN34567_c0_g3RQL93479.1hypothetical protein DY000_00019742 [Brassica cretica]Brassica_cretica 22.30 0.00

TRINITY_DN44754_c1_g4XP_025980973.1serine/threonine-protein phosphatase 6 regulatory subunit 3-B isoform X1 [Glycine max]Glycine_max 22.30 0.00

TRINITY_DN37141_c0_g1PSC76429.1WD40 repeat [Micractinium conductrix]Micractinium_conductrix 22.20 0.00

TRINITY_DN41493_c0_g2CAN61039.1hypothetical protein VITISV_018673 [Vitis vinifera]Vitis_vinifera 22.20 0.00

TRINITY_DN44749_c0_g3XP_010472227.1PREDICTED: tRNA (cytosine(34)-C(5))-methyltransferase [Camelina sativa]Camelina_sativa 22.20 0.00

TRINITY_DN37074_c0_g1XP_002946802.1hypothetical protein VOLCADRAFT_87151 [Volvox carteri f. nagariensis]Volvox_carteri 22.10 0.00

TRINITY_DN37345_c0_g1XP_003054949.1predicted protein [Micromonas pusilla CCMP1545]Micromonas_pusilla 22.10 0.00

TRINITY_DN37871_c0_g2GAQ79300.1hypothetical protein KFL_000280050 [Klebsormidium nitens]Klebsormidium_nitens 22.10 0.00

TRINITY_DN38931_c0_g7ABR17822.1unknown [Picea sitchensis]Picea_sitchensis 22.10 0.00

TRINITY_DN41502_c1_g6XP_010038006.1PREDICTED: poly [ADP-ribose] polymerase 1 [Eucalyptus grandis]Eucalyptus_grandis 22.10 0.00

TRINITY_DN42719_c0_g5XP_002319155.2importin-5 [Populus trichocarpa]Populus_trichocarpa 22.10 0.00

TRINITY_DN46901_c0_g5XP_006829543.3probable lipid-A-disaccharide synthase, mitochondrial [Amborella trichopoda]Amborella_trichopoda 22.10 0.00

TRINITY_DN47705_c0_g1XP_010062212.1PREDICTED: beta-fructofuranosidase, soluble isoenzyme I [Eucalyptus grandis]Eucalyptus_grandis 22.10 0.00

TRINITY_DN48352_c0_g2KZV47137.1cation/calcium exchanger 4-like [Dorcoceras hygrometricum]Dorcoceras_hygrometricum 22.10 0.00

TRINITY_DN49508_c0_g4XP_023912675.1PX domain-containing protein C1450.12-like [Quercus suber]Quercus_suber 22.10 0.00

TRINITY_DN32909_c0_g1GBG90296.1hypothetical protein CBR_g50474 [Chara braunii]Chara_braunii 22.00 0.00

TRINITY_DN35881_c0_g3GAU25964.1hypothetical protein TSUD_373650 [Trifolium subterraneum]Trifolium_subterraneum 22.00 0.00

TRINITY_DN47990_c1_g4GAX73762.1hypothetical protein CEUSTIGMA_g1213.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 22.00 0.00

TRINITY_DN36638_c0_g2XP_019181253.1PREDICTED: uncharacterized protein C57A7.06-like isoform X1 [Ipomoea nil]Ipomoea_nil 21.90 0.00

TRINITY_DN40812_c0_g1XP_007510524.1predicted protein [Bathycoccus prasinos]Bathycoccus_prasinos 21.90 0.00

TRINITY_DN36555_c0_g1XP_022846591.1beta-glucuronosyltransferase GlcAT14A [Olea europaea var. sylvestris]Olea_europaea 21.80 0.00

TRINITY_DN41707_c0_g4PNW84206.1hypothetical protein CHLRE_04g225200v5 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 21.80 0.00



TRINITY_DN41900_c0_g6OAE27533.1hypothetical protein AXG93_3857s1310 [Marchantia polymorpha subsp. ruderalis]Marchantia_polymorpha 21.80 0.00

TRINITY_DN44655_c1_g6RWR79461.1hypothetical protein CKAN_00803300 [Cinnamomum micranthum f. kanehirae]Cinnamomum_micranthum 21.80 0.00

TRINITY_DN49613_c1_g3KDD75286.1hypothetical protein H632_c764p0, partial [Helicosporidium sp. ATCC 50920]Helicosporidium_sp._ATCC_50920 21.80 0.00

TRINITY_DN50108_c0_g3KHG27277.1Equilibrative nucleoside transporter 3 [Gossypium arboreum]Gossypium_arboreum 21.80 0.00

TRINITY_DN5705_c0_g1RMZ53223.1hypothetical protein APUTEX25_005212 [Auxenochlorella protothecoides]Auxenochlorella_protothecoides 21.80 0.00

TRINITY_DN34776_c0_g18GBG76716.1hypothetical protein CBR_g22935 [Chara braunii]Chara_braunii 21.70 0.00

TRINITY_DN41842_c1_g2XP_010536129.1PREDICTED: cytoplasmic tRNA 2-thiolation protein 2 [Tarenaya hassleriana]Tarenaya_hassleriana 21.70 0.00

TRINITY_DN37919_c0_g1PNY01822.1WD repeat-containing protein 44-like [Trifolium pratense]Trifolium_pratense 21.60 0.00

TRINITY_DN42861_c1_g3EAZ26064.1hypothetical protein OsJ_09917 [Oryza sativa Japonica Group]Oryza_sativa 21.60 0.00

TRINITY_DN49934_c0_g4GAX74708.1hypothetical protein CEUSTIGMA_g2156.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 21.50 0.00

TRINITY_DN39186_c0_g5XP_001697224.1intraflagellar transport protein 81 [Chlamydomonas reinhardtii]Chlamydomonas_reinhardtii 21.40 0.00

TRINITY_DN34749_c0_g1KZM87265.1hypothetical protein DCAR_024399 [Daucus carota subsp. sativus]Daucus_carota 21.30 0.00

TRINITY_DN36934_c0_g1XP_021690193.1SNF1-related protein kinase regulatory subunit gamma-1 [Hevea brasiliensis]Hevea_brasiliensis 21.30 0.00

TRINITY_DN41124_c0_g3GAQ91638.1DnaJ heat shock family protein [Klebsormidium nitens]Klebsormidium_nitens 21.30 0.00

TRINITY_DN50163_c0_g2XP_021683300.1E3 ubiquitin-protein ligase BRE1-like 1 isoform X3 [Hevea brasiliensis]Hevea_brasiliensis 21.30 0.00

TRINITY_DN37758_c0_g3XP_023909815.15'-AMP-activated protein kinase subunit gamma-like [Quercus suber]Quercus_suber 21.20 0.00

TRINITY_DN39751_c1_g8EOX94415.1Ribophorin II (RPN2) family protein isoform 4 [Theobroma cacao]Theobroma_cacao 21.20 0.00

TRINITY_DN44679_c0_g4GAX73349.1hypothetical protein CEUSTIGMA_g802.t1 [Chlamydomonas eustigma]Chlamydomonas_eustigma 21.20 0.00

TRINITY_DN47782_c0_g1XP_023753068.1syndetin-like isoform X1 [Lactuca sativa]Lactuca_sativa 21.20 0.00

TRINITY_DN34916_c0_g1XP_003078480.1Amino acid transporter, transmembrane [Ostreococcus tauri]Ostreococcus_tauri 21.10 0.00

TRINITY_DN36732_c0_g3PRW58586.1glucuronokinase 1 isoform B [Chlorella sorokiniana]Chlorella_sorokiniana 21.10 0.00

TRINITY_DN40965_c1_g3RQL92630.1hypothetical protein DY000_00018880 [Brassica cretica]Brassica_cretica 21.00 0.00

TRINITY_DN47746_c1_g7GAQ81405.1hypothetical protein KFL_000790300 [Klebsormidium nitens]Klebsormidium_nitens 21.00 0.00

TRINITY_DN35762_c0_g1XP_011070643.1beta-glucuronosyltransferase GlcAT14A [Sesamum indicum]Sesamum_indicum 20.90 0.00

TRINITY_DN37649_c0_g1XP_011470138.1PREDICTED: topless-related protein 1-like isoform X1 [Fragaria vesca subsp. vesca]Fragaria_vesca 20.90 0.00

TRINITY_DN37996_c0_g3XP_005843598.1hypothetical protein CHLNCDRAFT_28005 [Chlorella variabilis]Chlorella_variabilis 20.90 0.00

TRINITY_DN45264_c1_g4XP_023907284.1uncharacterized protein LOC112018980 [Quercus suber]Quercus_suber 20.90 0.00

TRINITY_DN48680_c0_g1KXZ50583.1hypothetical protein GPECTOR_16g758 [Gonium pectorale]Gonium_pectorale 20.90 0.00

TRINITY_DN49034_c1_g3GBF87488.1sorting nexin [Raphidocelis subcapitata]Raphidocelis_subcapitata 20.90 0.00

TRINITY_DN38997_c0_g1XP_027363557.1polypyrimidine tract-binding protein homolog 3-like isoform X1 [Abrus precatorius]Abrus_precatorius 20.80 0.00

TRINITY_DN40965_c1_g5RQL92630.1hypothetical protein DY000_00018880 [Brassica cretica]Brassica_cretica 20.80 0.00

TRINITY_DN43480_c0_g1XP_022771323.1pentatricopeptide repeat-containing protein At3g26782, mitochondrial-like isoform X1 [Durio zibethinus]Durio_zibethinus 20.80 0.00

TRINITY_DN44043_c1_g6GBG67933.1hypothetical protein CBR_g1052 [Chara braunii]Chara_braunii 20.80 0.00

TRINITY_DN46971_c0_g1GAV78730.1RRM_5 domain-containing protein/RRM_6 domain-containing protein [Cephalotus follicularis]Cephalotus_follicularis 20.80 0.00

TRINITY_DN41293_c0_g6XP_004290497.1PREDICTED: polypyrimidine tract-binding protein homolog 3 [Fragaria vesca subsp. vesca]Fragaria_vesca 20.70 0.00

TRINITY_DN46509_c0_g1XP_009341394.1PREDICTED: pentatricopeptide repeat-containing protein At5g27110 [Pyrus x bretschneideri]Pyrus_x_bretschneideri 20.60 0.00

TRINITY_DN47802_c1_g8XP_023927038.1ras GTPase-activating-like protein rng2 [Quercus suber]Quercus_suber 20.60 0.00

TRINITY_DN34922_c0_g2XP_017258711.1PREDICTED: calcium-dependent protein kinase 8-like [Daucus carota subsp. sativus]Daucus_carota 20.50 0.00

TRINITY_DN41902_c0_g3XP_024528127.1importin subunit alpha-1 isoform X2 [Selaginella moellendorffii]Selaginella_moellendorffii 20.50 0.00

TRINITY_DN48397_c0_g3RAL44982.1hypothetical protein DM860_003741 [Cuscuta australis]Cuscuta_australis 20.50 0.00

TRINITY_DN44642_c0_g1XP_021905663.1SNF1-related protein kinase regulatory subunit gamma-1 [Carica papaya]Carica_papaya 20.30 0.00

TRINITY_DN39426_c1_g12ERN05728.1hypothetical protein AMTR_s00006p00245590 [Amborella trichopoda]Amborella_trichopoda 20.20 0.00


