
Table S4 DEGs of flavonoid  and anthocyanin biosynthesis in the testa of R4 and R7 stages of Shanhua15 and Zhonghua12 peanut

Gene name ID Shanhua15R4Shanhua15R7log2FoldChange

PAL arahy.Tifrunner.gnm1.ann1.NB2RRK 413 147 -1.492

arahy.Tifrunner.gnm1.ann1.PUMP6L 4810 1025 -2.231

C4H arahy.Tifrunner.gnm1.ann1.AYA1A5 62 4 -4.14

arahy.Tifrunner.gnm1.ann1.K1LFJJ 53 5 -3.359

arahy.Tifrunner.gnm1.ann1.SGZ2CH 7874 3613 -1.124

4CL arahy.Tifrunner.gnm1.ann1.35X8AA 530 73 -2.853

arahy.Tifrunner.gnm1.ann1.7DZV4F 17 0 -6.641

arahy.Tifrunner.gnm1.ann1.BDR360 137 40 -1.771

arahy.Tifrunner.gnm1.ann1.IT8P61 742 340 -1.127

arahy.Tifrunner.gnm1.ann1.L700WL 79 282 1.841

arahy.Tifrunner.gnm1.ann1.W43CKL 643 1785 1.474

CHS arahy.Tifrunner.gnm1.ann1.6J3HHE 110 38 -1.549

arahy.Tifrunner.gnm1.ann1.ALW2B1 22 1095 5.634

arahy.Tifrunner.gnm1.ann1.JH8TMD 67 15 -2.198

arahy.Tifrunner.gnm1.ann1.K0UY8K 117 19 -2.618

arahy.Tifrunner.gnm1.ann1.QZN0LQ 111 10 -3.551

arahy.Tifrunner.gnm1.ann1.UDJX6I 3893 1897 -1.037

F3H arahy.Tifrunner.gnm1.ann1.79B99S 2518 525 -2.261

arahy.Tifrunner.gnm1.ann1.HE8J5U 2687 685 -1.973

F3'H arahy.Tifrunner.gnm1.ann1.8F7PE4 3121 876 -1.834

arahy.Tifrunner.gnm1.ann1.K8H9R8 1769 453 -1.966

DFR arahy.Tifrunner.gnm1.ann1.B0KX4P 68 20 -1.786

ANS arahy.Tifrunner.gnm1.ann1.AQ6B1J 909 128 -2.826

arahy.Tifrunner.gnm1.ann1.UQ0Z3E 799 138 -2.53

ANR arahy.Tifrunner.gnm1.ann1.IK60LM 753 106 -2.824

arahy.Tifrunner.gnm1.ann1.W8TDEC 100 36 -1.48

LAR arahy.Tifrunner.gnm1.ann1.T1J2UZ 643 6 -6.76

arahy.Tifrunner.gnm1.ann1.M05HM0 580 7 -6.381

FLS arahy.Tifrunner.gnm1.ann1.4WXU8P 1840 113 -4.018

arahy.Tifrunner.gnm1.ann1.4Y1607 2828 174 -4.018



Table S4 DEGs of flavonoid  and anthocyanin biosynthesis in the testa of R4 and R7 stages of Shanhua15 and Zhonghua12 peanut

pvalue FDR regulated Name Chrom Start End Strand Length

0.00151 0.018568 downarahy.NB2RRKarahy.Tifrunner.gnm1.Arahy.191.46E+08 1.46E+08 - 7414

7.2E-06 0.000252 down arahy.PUMP6Larahy.Tifrunner.gnm1.Arahy.1642030770 42036927 + 6158

5.38E-08 3.99E-06 down arahy.AYA1A5arahy.Tifrunner.gnm1.Arahy.112642047 2650511 + 8465

8.01E-05 0.001857 down arahy.K1LFJJarahy.Tifrunner.gnm1.Arahy.018101429 8107794 - 6366

0.002131 0.024098 down arahy.SGZ2CHarahy.Tifrunner.gnm1.Arahy.1721279765 21284834 + 5070

6.61E-06 0.000235 down arahy.35X8AAarahy.Tifrunner.gnm1.Arahy.111.48E+08 1.48E+08 - 6568

0.000202 0.003955 down arahy.7DZV4Farahy.Tifrunner.gnm1.Arahy.118358130 8363858 - 5729

7.47E-08 5.25E-06 down arahy.BDR360arahy.Tifrunner.gnm1.Arahy.0829365019 29368436 - 3418

0.00022 0.004231 down arahy.IT8P61arahy.Tifrunner.gnm1.Arahy.0196248067 96251891 + 3825

1.28E-08 1.16E-06 up arahy.L700WLarahy.Tifrunner.gnm1.Arahy.0850725449 50731693 + 6245

0.001335 0.016966 up arahy.W43CKLarahy.Tifrunner.gnm1.Arahy.185092509 5096167 - 3659

0.000204 0.00399 down arahy.6J3HHEarahy.Tifrunner.gnm1.Arahy.1518572663 18574554 - 1892

3.79E-34 2.18E-30 up arahy.ALW2B1arahy.Tifrunner.gnm1.Arahy.161.29E+08 1.29E+08 + 4179

0.001883 0.021999 down arahy.JH8TMDarahy.Tifrunner.gnm1.Arahy.0538986848 38988503 + 1656

1.09E-09 1.29E-07 down arahy.K0UY8Karahy.Tifrunner.gnm1.Arahy.0538961309 38963310 - 2002

5.45E-13 1.5E-10 down arahy.QZN0LQarahy.Tifrunner.gnm1.Arahy.1518595150 18597004 + 1855

0.000722 0.010674 down arahy.UDJX6Iarahy.Tifrunner.gnm1.Arahy.038632413 8635267 - 2855

2.11E-12 4.88E-10 down arahy.79B99Sarahy.Tifrunner.gnm1.Arahy.0111007083 11012015 - 4933

4.86E-11 8.2E-09 down arahy.HE8J5Uarahy.Tifrunner.gnm1.Arahy.11673566 679235 + 5670

1.39E-11 2.6E-09 down arahy.8F7PE4arahy.Tifrunner.gnm1.Arahy.201.3E+08 1.3E+08 - 5438

5.81E-12 1.22E-09 down arahy.K8H9R8arahy.Tifrunner.gnm1.Arahy.101.06E+08 1.06E+08 - 5230

0.004007 0.038214 down arahy.B0KX4Parahy.Tifrunner.gnm1.Arahy.0844757364 44760433 - 3070

2.19E-27 6.79E-24 down arahy.AQ6B1Jarahy.Tifrunner.gnm1.Arahy.0512997611 12999986 + 2376

4.91E-15 2.13E-12 down arahy.UQ0Z3Earahy.Tifrunner.gnm1.Arahy.1513644667 13647176 + 2510

2.65E-10 3.71E-08 down arahy.IK60LMarahy.Tifrunner.gnm1.Arahy.121.17E+08 1.17E+08 - 2631

5.3E-05 0.00132 downarahy.W8TDECarahy.Tifrunner.gnm1.Arahy.031.26E+08 1.26E+08 + 2680

5.81E-16 3.21E-13 down arahy.T1J2UZarahy.Tifrunner.gnm1.Arahy.051.1E+08 1.1E+08 + 6039

6.42E-46 1.29E-41 downarahy.M05HM0arahy.Tifrunner.gnm1.Arahy.151.19E+08 1.19E+08 - 6084

6.09E-12 1.26E-09 downarahy.4WXU8Parahy.Tifrunner.gnm1.Arahy.0719357631 19364660 - 7030

2.57E-19 2.59E-16 down arahy.4Y1607arahy.Tifrunner.gnm1.Arahy.1724219840 24228275 - 8436



Type GO KEGG KOG NR SwissProt TrEMBL

protein_codingGO:0005737,cytoplasm; GO:0045548,phenylalanine ammonia-lyase activity; GO:0009800,cinnamic acid biosynthetic process; GO:0006559,L-phenylalanine catabolic processK10775: PAL; phenylalanine ammonia-lyase [EC:4.3.1.24]At3g53260phenylalanine ammonia-lyase 2 [Arachis ipaensis]PAL2_CICAR,RecName: Full=Phenylalanine ammonia-lyase 2; EC=4.3.1.24;K7N485_SOYBN,RecName: Full=Phenylalanine ammonia-lyase {ECO:0000256|RuleBase:RU003955}; EC=4.3.1.24 {ECO:0000256|RuleBase:RU003955};

protein_codingGO:0005737,cytoplasm; GO:0045548,phenylalanine ammonia-lyase activity; GO:0009800,cinnamic acid biosynthetic process; GO:0006559,L-phenylalanine catabolic processK10775: PAL; phenylalanine ammonia-lyase [EC:4.3.1.24]At2g37040phenylalanine ammonia-lyase 1 [Arachis ipaensis]PAL1_SOYBN,RecName: Full=Phenylalanine ammonia-lyase 1; EC=4.3.1.24;I1JPN0_SOYBN,RecName: Full=Phenylalanine ammonia-lyase {ECO:0000256|RuleBase:RU003955}; EC=4.3.1.24 {ECO:0000256|RuleBase:RU003955};

protein_codingGO:0016020,membrane; GO:0020037,heme binding; GO:0005506,iron ion binding; GO:0016710,trans-cinnamate 4-monooxygenase activity; GO:0009808,lignin metabolic process; GO:0044550,secondary metabolite biosynthetic processK00487: CYP73A; trans-cinnamate 4-monooxygenase [EC:1.14.13.11]At2g30490trans-cinnamate 4-monooxygenase [Arachis ipaensis]TCMO_SOYBN,RecName: Full=Trans-cinnamate 4-monooxygenase; EC=1.14.13.11; AltName: Full=Cinnamic acid 4-hydroxylase; Short=C4H; Short=CA4H; AltName: Full=Cytochrome P450 73; AltName: Full=Cytochrome P450C4H;A0A067LB95_JATCU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDP45711.1};

protein_codingGO:0016020,membrane; GO:0020037,heme binding; GO:0005506,iron ion binding; GO:0016710,trans-cinnamate 4-monooxygenase activity; GO:0009808,lignin metabolic process; GO:0044550,secondary metabolite biosynthetic processK00487: CYP73A; trans-cinnamate 4-monooxygenase [EC:1.14.13.11]At2g30490trans-cinnamate 4-monooxygenase [Arachis duranensis]TCMO_SOYBN,RecName: Full=Trans-cinnamate 4-monooxygenase; EC=1.14.13.11; AltName: Full=Cinnamic acid 4-hydroxylase; Short=C4H; Short=CA4H; AltName: Full=Cytochrome P450 73; AltName: Full=Cytochrome P450C4H;A0A067LB95_JATCU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDP45711.1};

protein_codingGO:0016020,membrane; GO:0020037,heme binding; GO:0005506,iron ion binding; GO:0016710,trans-cinnamate 4-monooxygenase activity; GO:0009808,lignin metabolic process; GO:0044550,secondary metabolite biosynthetic processK00487: CYP73A; trans-cinnamate 4-monooxygenase [EC:1.14.13.11]At2g30490trans-cinnamate 4-monooxygenase [Arachis ipaensis]TCMO_SOYBN,RecName: Full=Trans-cinnamate 4-monooxygenase; EC=1.14.13.11; AltName: Full=Cinnamic acid 4-hydroxylase; Short=C4H; Short=CA4H; AltName: Full=Cytochrome P450 73; AltName: Full=Cytochrome P450C4H;I1MBL5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17200.1, ECO:0000313|EnsemblPlants:GLYMA14G38580.1};

protein_codingGO:0016207,4-coumarate-CoA ligase activity; GO:0005524,ATP binding; GO:0009698,phenylpropanoid metabolic processK01904: 4CL; 4-coumarate--CoA ligase [EC:6.2.1.12]At3g212404-coumarate--CoA ligase 2 isoform X1 [Arachis ipaensis]4CL1_TOBAC,RecName: Full=4-coumarate--CoA ligase 1; Short=4CL 1; EC=6.2.1.12; AltName: Full=4-coumaroyl-CoA synthase 1;I1MSS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH02884.1, ECO:0000313|EnsemblPlants:GLYMA17G07170.1};

protein_coding########K01904: 4CL; 4-coumarate--CoA ligase [EC:6.2.1.12]At1g629404-coumarate--CoA ligase-like 1 [Arachis ipaensis]4CLL1_ARATH,RecName: Full=4-coumarate--CoA ligase-like 1; EC=6.2.1.-; AltName: Full=4-coumarate--CoA ligase isoform 10; Short=At4CL10;A0A1S2Z6V1_CICAR,SubName: Full=4-coumarate--CoA ligase-like 1 {ECO:0000313|RefSeq:XP_004516098.1};

protein_codingGO:0005777,peroxisome; GO:0005524,ATP binding; GO:0004321,fatty-acyl-CoA synthase activity; GO:0016874,ligase activity; GO:0009695,jasmonic acid biosynthetic process; GO:0031408,oxylipin biosynthetic processK01904: 4CL; 4-coumarate--CoA ligase [EC:6.2.1.12]At4g051604-coumarate--CoA ligase-like 7 [Arachis duranensis]4CLL7_ARATH,RecName: Full=4-coumarate--CoA ligase-like 7; EC=6.2.1.-; AltName: Full=4-coumarate--CoA ligase isoform 6; Short=At4CL6;A0A1S3TX94_VIGRR,SubName: Full=4-coumarate--CoA ligase-like 7 {ECO:0000313|RefSeq:XP_014498368.1};

protein_codingGO:0016207,4-coumarate-CoA ligase activity; GO:0005524,ATP binding; GO:0009698,phenylpropanoid metabolic processK01904: 4CL; 4-coumarate--CoA ligase [EC:6.2.1.12]At3g212404-coumarate--CoA ligase 2-like [Arachis duranensis]4CL1_TOBAC,RecName: Full=4-coumarate--CoA ligase 1; Short=4CL 1; EC=6.2.1.12; AltName: Full=4-coumaroyl-CoA synthase 1;I1MSS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH02884.1, ECO:0000313|EnsemblPlants:GLYMA17G07170.1};

protein_codingGO:0005777,peroxisome; GO:0005524,ATP binding; GO:0004321,fatty-acyl-CoA synthase activity; GO:0016874,ligase activity; GO:0009695,jasmonic acid biosynthetic process; GO:0031408,oxylipin biosynthetic process-- At5g633804-coumarate--CoA ligase-like 9 [Arachis duranensis]4CLL9_ARATH,RecName: Full=4-coumarate--CoA ligase-like 9; EC=6.2.1.-; AltName: Full=4-coumarate--CoA ligase isoform 4; Short=At4CL4;G7J515_MEDTR,SubName: Full=4-coumarate:CoA ligase-like protein {ECO:0000313|EMBL:AES72328.1};

protein_codingGO:0005777,peroxisome; GO:0005524,ATP binding; GO:0004321,fatty-acyl-CoA synthase activity; GO:0016874,ligase activity; GO:0009695,jasmonic acid biosynthetic process; GO:0031408,oxylipin biosynthetic processK01904: 4CL; 4-coumarate--CoA ligase [EC:6.2.1.12]At4g051604-coumarate--CoA ligase-like 7 [Arachis duranensis]4CLL7_ARATH,RecName: Full=4-coumarate--CoA ligase-like 7; EC=6.2.1.-; AltName: Full=4-coumarate--CoA ligase isoform 6; Short=At4CL6;A0A1S3TX94_VIGRR,SubName: Full=4-coumarate--CoA ligase-like 7 {ECO:0000313|RefSeq:XP_014498368.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase 6 [Arachis duranensis]CHSY_PUEML,RecName: Full=Chalcone synthase; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase;Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase [Arachis hypogaea]CHSY_VITVI,RecName: Full=Chalcone synthase; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase;A0A0K0KBH0_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AID59203.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase 6 [Arachis duranensis]CHSY_PHAVU,RecName: Full=Chalcone synthase 17; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase 17;Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase 6 [Arachis duranensis]CHSY_PUEML,RecName: Full=Chalcone synthase; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase;Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase 6 [Arachis duranensis]CHSY_PUEML,RecName: Full=Chalcone synthase; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase;Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

protein_codingGO:0016210,naringenin-chalcone synthase activity; GO:0009813,flavonoid biosynthetic processK00660: CHS; chalcone synthase [EC:2.3.1.74]At5g13930chalcone synthase [Arachis duranensis]CHSY_PUEML,RecName: Full=Chalcone synthase; EC=2.3.1.74; AltName: Full=Naringenin-chalcone synthase;D3G7Y0_9FABA,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:ACB78187.1};

protein_codingGO:0031418,L-ascorbic acid binding; GO:0046872,metal ion binding; GO:0045486,naringenin 3-dioxygenase activity; GO:0009813,flavonoid biosynthetic processK00475: E1.14.11.9; naringenin 3-dioxygenase [EC:1.14.11.9]At3g51240naringenin,2-oxoglutarate 3-dioxygenase [Arachis duranensis]FL3H_PETHY,RecName: Full=Naringenin,2-oxoglutarate 3-dioxygenase; EC=1.14.11.9 {ECO:0000250|UniProtKB:Q7XZQ7}; AltName: Full=FHT; AltName: Full=Flavanone-3-hydroxylase; Short=F3H; Flags: Fragment;A0A0K0KCL2_ARAHY,SubName: Full=Flavanone-3-hydroxylase {ECO:0000313|EMBL:AID59205.1};

protein_codingGO:0031418,L-ascorbic acid binding; GO:0046872,metal ion binding; GO:0045486,naringenin 3-dioxygenase activity; GO:0009813,flavonoid biosynthetic processK00475: E1.14.11.9; naringenin 3-dioxygenase [EC:1.14.11.9]At3g51240naringenin,2-oxoglutarate 3-dioxygenase [Arachis ipaensis]FL3H_PETHY,RecName: Full=Naringenin,2-oxoglutarate 3-dioxygenase; EC=1.14.11.9 {ECO:0000250|UniProtKB:Q7XZQ7}; AltName: Full=FHT; AltName: Full=Flavanone-3-hydroxylase; Short=F3H; Flags: Fragment;A0A0K0KCL2_ARAHY,SubName: Full=Flavanone-3-hydroxylase {ECO:0000313|EMBL:AID59205.1};

protein_codingGO:0005789,endoplasmic reticulum membrane; GO:0016021,integral component of membrane; GO:0016711,flavonoid 3'-monooxygenase activity; GO:0020037,heme binding; GO:0005506,iron ion binding; GO:0009813,flavonoid biosynthetic processK05280: E1.14.13.21; flavonoid 3'-monooxygenase [EC:1.14.13.21]At5g07990flavonoid 3'-monooxygenase [Arachis ipaensis]F3PH_PETHY,RecName: Full=Flavonoid 3'-monooxygenase; EC=1.14.13.21; AltName: Full=Cytochrome P450 75B2; AltName: Full=Flavonoid 3'-hydroxylase;G9I5H9_ARAHY,SubName: Full=F3'H {ECO:0000313|EMBL:AEX07282.1};

protein_codingGO:0005789,endoplasmic reticulum membrane; GO:0016021,integral component of membrane; GO:0016711,flavonoid 3'-monooxygenase activity; GO:0020037,heme binding; GO:0005506,iron ion binding; GO:0009813,flavonoid biosynthetic processK05280: E1.14.13.21; flavonoid 3'-monooxygenase [EC:1.14.13.21]At5g07990flavonoid 3'-monooxygenase [Arachis duranensis]F3PH_PETHY,RecName: Full=Flavonoid 3'-monooxygenase; EC=1.14.13.21; AltName: Full=Cytochrome P450 75B2; AltName: Full=Flavonoid 3'-hydroxylase;G9I5H9_ARAHY,SubName: Full=F3'H {ECO:0000313|EMBL:AEX07282.1};

protein_codingGO:0050662,coenzyme binding; GO:0016491,oxidoreductase activity; GO:0006952,defense response; GO:0009813,flavonoid biosynthetic processK13265: VR; vestitone reductase [EC:1.1.1.348]At2g45400vestitone reductase [Arachis ipaensis]VESTR_MEDSA,RecName: Full=Vestitone reductase; EC=1.1.1.348;A0A151SC26_CAJCA,SubName: Full=Dihydroflavonol-4-reductase {ECO:0000313|EMBL:KYP52299.1};

protein_codingGO:0031418,L-ascorbic acid binding; GO:0050589,leucocyanidin oxygenase activity; GO:0046872,metal ion binding; GO:0009718,anthocyanin-containing compound biosynthetic processK05277: ANS; leucoanthocyanidin dioxygenase [EC:1.14.11.19]At4g22880leucoanthocyanidin dioxygenase [Arachis ipaensis]LDOX_MALDO,RecName: Full=Leucoanthocyanidin dioxygenase; Short=LDOX; Short=Leucocyanidin oxygenase; EC=1.14.11.19 {ECO:0000250|UniProtKB:Q96323}; AltName: Full=Anthocyanidin synthase; AltName: Full=Leucoanthocyanidin hydroxylase;A0A0K0KBG3_ARAHY,SubName: Full=Anthocyanidin synthase {ECO:0000313|EMBL:AID59207.1};

protein_codingGO:0031418,L-ascorbic acid binding; GO:0050589,leucocyanidin oxygenase activity; GO:0046872,metal ion binding; GO:0009718,anthocyanin-containing compound biosynthetic processK05277: ANS; leucoanthocyanidin dioxygenase [EC:1.14.11.19]At4g22880leucoanthocyanidin dioxygenase [Arachis ipaensis]LDOX_MALDO,RecName: Full=Leucoanthocyanidin dioxygenase; Short=LDOX; Short=Leucocyanidin oxygenase; EC=1.14.11.19 {ECO:0000250|UniProtKB:Q96323}; AltName: Full=Anthocyanidin synthase; AltName: Full=Leucoanthocyanidin hydroxylase;A0A0K0KBG3_ARAHY,SubName: Full=Anthocyanidin synthase {ECO:0000313|EMBL:AID59207.1};

protein_codingGO:0050662,coenzyme binding; GO:0016491,oxidoreductase activity; GO:0009813,flavonoid biosynthetic processK08695: ANR; anthocyanidin reductase [EC:1.3.1.77]At1g61720anthocyanidin reductase ((2S)-flavan-3-ol-forming) [Arachis ipaensis]ANRPN_VITVI,RecName: Full=Anthocyanidin reductase ((2S)-flavan-3-ol-forming) {ECO:0000250|UniProtKB:Q5FB34}; Short=VvANR {ECO:0000250|UniProtKB:Q5FB34}; EC=1.3.1.112 {ECO:0000250|UniProtKB:Q5FB34};A0A0B5J1W1_ONOVI,SubName: Full=Anthocyanidin reductase {ECO:0000313|EMBL:AJF94633.1};

protein_codingGO:0050662,coenzyme binding; GO:0016491,oxidoreductase activity; GO:0009813,flavonoid biosynthetic processK08695: ANR; anthocyanidin reductase [EC:1.3.1.77]At1g61720anthocyanidin reductase ((2S)-flavan-3-ol-forming) [Arachis ipaensis]ANRPN_VITVI,RecName: Full=Anthocyanidin reductase ((2S)-flavan-3-ol-forming) {ECO:0000250|UniProtKB:Q5FB34}; Short=VvANR {ECO:0000250|UniProtKB:Q5FB34}; EC=1.3.1.112 {ECO:0000250|UniProtKB:Q5FB34};A0A0B5J1W1_ONOVI,SubName: Full=Anthocyanidin reductase {ECO:0000313|EMBL:AJF94633.1};

protein_codingGO:0033788,leucoanthocyanidin reductase activity; GO:0010023,proanthocyanidin biosynthetic processK13081: LAR; leucoanthocyanidin reductase [EC:1.17.1.3]At1g75290leucoanthocyanidin reductase [Arachis duranensis]LAR_DESUN,RecName: Full=Leucoanthocyanidin reductase; Short=Leucocyanidin reductase; EC=1.17.1.3;A1XEF5_LOTCO,SubName: Full=Leucoanthocyanidin reductase LAR1-2 {ECO:0000313|EMBL:ABC71325.1};

protein_codingGO:0033788,leucoanthocyanidin reductase activity; GO:0010023,proanthocyanidin biosynthetic processK13081: LAR; leucoanthocyanidin reductase [EC:1.17.1.3]At1g75290leucoanthocyanidin reductase-like [Arachis ipaensis]LAR_DESUN,RecName: Full=Leucoanthocyanidin reductase; Short=Leucocyanidin reductase; EC=1.17.1.3;A1XEF5_LOTCO,SubName: Full=Leucoanthocyanidin reductase LAR1-2 {ECO:0000313|EMBL:ABC71325.1};

protein_codingGO:0005737,cytoplasm; GO:0045431,flavonol synthase activity; GO:0031418,L-ascorbic acid binding; GO:0046872,metal ion binding; GO:0045486,naringenin 3-dioxygenase activityK05278: FLS; flavonol synthase [EC:1.14.11.23]At5g08640flavonol synthase/flavanone 3-hydroxylase [Arachis duranensis]FLS_PETHY,RecName: Full=Flavonol synthase/flavanone 3-hydroxylase; Short=FLS; EC=1.14.11.23 {ECO:0000250|UniProtKB:Q7XZQ6}; EC=1.14.11.9 {ECO:0000250|UniProtKB:Q7XZQ6};A4F1R3_CLITE,SubName: Full=Flavonol synthase {ECO:0000313|EMBL:BAF49296.1};

protein_codingGO:0005737,cytoplasm; GO:0045431,flavonol synthase activity; GO:0031418,L-ascorbic acid binding; GO:0046872,metal ion binding; GO:0045486,naringenin 3-dioxygenase activityK05278: FLS; flavonol synthase [EC:1.14.11.23]At5g08640flavonol synthase/flavanone 3-hydroxylase [Arachis ipaensis]FLS_PETHY,RecName: Full=Flavonol synthase/flavanone 3-hydroxylase; Short=FLS; EC=1.14.11.23 {ECO:0000250|UniProtKB:Q7XZQ6}; EC=1.14.11.9 {ECO:0000250|UniProtKB:Q7XZQ6};Q0EDG6_SOYBN,SubName: Full=Flavonol synthase {ECO:0000313|EMBL:BAF31231.1};



K7N485_SOYBN,RecName: Full=Phenylalanine ammonia-lyase {ECO:0000256|RuleBase:RU003955}; EC=4.3.1.24 {ECO:0000256|RuleBase:RU003955};

I1JPN0_SOYBN,RecName: Full=Phenylalanine ammonia-lyase {ECO:0000256|RuleBase:RU003955}; EC=4.3.1.24 {ECO:0000256|RuleBase:RU003955};

A0A067LB95_JATCU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDP45711.1};

A0A067LB95_JATCU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDP45711.1};

I1MBL5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17200.1, ECO:0000313|EnsemblPlants:GLYMA14G38580.1};

I1MSS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH02884.1, ECO:0000313|EnsemblPlants:GLYMA17G07170.1};

A0A1S2Z6V1_CICAR,SubName: Full=4-coumarate--CoA ligase-like 1 {ECO:0000313|RefSeq:XP_004516098.1};

A0A1S3TX94_VIGRR,SubName: Full=4-coumarate--CoA ligase-like 7 {ECO:0000313|RefSeq:XP_014498368.1};

I1MSS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH02884.1, ECO:0000313|EnsemblPlants:GLYMA17G07170.1};

G7J515_MEDTR,SubName: Full=4-coumarate:CoA ligase-like protein {ECO:0000313|EMBL:AES72328.1};

A0A1S3TX94_VIGRR,SubName: Full=4-coumarate--CoA ligase-like 7 {ECO:0000313|RefSeq:XP_014498368.1};

Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

A0A0K0KBH0_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AID59203.1};

Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

Q84XA8_ARAHY,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:AAO32821.1};

D3G7Y0_9FABA,SubName: Full=Chalcone synthase {ECO:0000313|EMBL:ACB78187.1};

A0A0K0KCL2_ARAHY,SubName: Full=Flavanone-3-hydroxylase {ECO:0000313|EMBL:AID59205.1};

A0A0K0KCL2_ARAHY,SubName: Full=Flavanone-3-hydroxylase {ECO:0000313|EMBL:AID59205.1};

G9I5H9_ARAHY,SubName: Full=F3'H {ECO:0000313|EMBL:AEX07282.1};

G9I5H9_ARAHY,SubName: Full=F3'H {ECO:0000313|EMBL:AEX07282.1};

A0A151SC26_CAJCA,SubName: Full=Dihydroflavonol-4-reductase {ECO:0000313|EMBL:KYP52299.1};

A0A0K0KBG3_ARAHY,SubName: Full=Anthocyanidin synthase {ECO:0000313|EMBL:AID59207.1};

A0A0K0KBG3_ARAHY,SubName: Full=Anthocyanidin synthase {ECO:0000313|EMBL:AID59207.1};

A0A0B5J1W1_ONOVI,SubName: Full=Anthocyanidin reductase {ECO:0000313|EMBL:AJF94633.1};

A0A0B5J1W1_ONOVI,SubName: Full=Anthocyanidin reductase {ECO:0000313|EMBL:AJF94633.1};

A1XEF5_LOTCO,SubName: Full=Leucoanthocyanidin reductase LAR1-2 {ECO:0000313|EMBL:ABC71325.1};

A1XEF5_LOTCO,SubName: Full=Leucoanthocyanidin reductase LAR1-2 {ECO:0000313|EMBL:ABC71325.1};

A4F1R3_CLITE,SubName: Full=Flavonol synthase {ECO:0000313|EMBL:BAF49296.1};

Q0EDG6_SOYBN,SubName: Full=Flavonol synthase {ECO:0000313|EMBL:BAF31231.1};


