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Title Mean Example
Title Mean Example
ControlType quality control site（pos:Quality Control Point，FALSE: Non-Quality Control Point）Pos/FALSE
Sample_NS Normalized  signal values of probes in samples 7.023509
Sample_flag Detection and determination  of samples：A：There is no significant difference between the signal of the probe and background; P：There is significant difference between the signal of the probe and background; M：The difference between the signal of the probe and background is between A and P.P/M/A
Fold_change(1_vs_2) （formula : foldchange=average(power(2,signal(CASE)))/ average(power(2,signal(CONTROL)))）Multiple differences of two groups (Biologically repetitive samples) or two (No biologically duplicated samples)3.4
foldchange (abs) （formula : if foldchange >1, foldchange (abs) = foldchange，foldchange < 1, foldchange (abs) =1\ foldchange）Absolute value of multiple differences of two groups (Biologically repetitive samples) or two (No biologically duplicated samples)3.4
Regulation(1_vs_2) Up-down trend of two groups (Biologically repetitive samples) or two (No biologically duplicated samples)up/down
Type RNAtype：circRNA/lncRNA / mRNA circRNA/lncRNA/mRNA
ProbeSeq Probe sequence AAGGTATCTTAAGGAAAGTTCAAGGTAAAAAGACAGAGGTGTTTATGGTTACATGTGTGT
Accession ID of RNA in database lnc-ZNF558-1:4
Source Database Sources of Gene Sequences ENSEMBL_GENCODE
Chr Chromosome Location Chr19
strand Sequence Positive and Negative Chain Sources -/+
Start Sequence starting position 8831143
end Sequence termination position 8832242
GeneSymbol Gene name abbreviation SNHG23
gene_description Gene Function Description translation regulatory long non-coding RNA 1
EntrezGeneID Number of genes on Entrez 55357
GO gene ontology: classification of genes according to cellular biological  functionsGO:0043565
Relation The relationship between lncRNA and adjacent mRNA Intergenic
Associated_gene Gene symbols for identified lncRNA associated genes in relation Zfp846



Fold-Change cut-off: 2.0
P-value cut-off: 0.05
compare: g2_VS_g1
foldchange:the ratio ( not logarithm) of normalized intensities between two conditions ; Formula : foldchange=average(power(2,signal(CASE)))/average(power(2,signal(CONTROL))).
foldchange (abs):the absolute ratio (not logarithm) of normalized intensities between two conditions ; Formula : if foldchange>1,foldchange(abs)=foldchange,foldchange<1,foldchange(abs)=1/foldchange.

Probe ID T test p-value Fold Change Normalized signal (log2) of g2 Detection of g2 Normalized signal (log2) of g1 Detection of g1 Annotation
ProbeName pvalues foldchange foldchange(abs) Regulation S1_HTMC_H2O2_NSS2_HTMC_H2O2_NSS3_HTMC_H2O2_NSS1_HTMC_H2O2_flagsS2_HTMC_H2O2_flagsS3_HTMC_H2O2_flagsS1_HTMC_no_NSS2_HTMC_no_NSS3_HTMC_no_NSS1_HTMC_no_flagsS2_HTMC_no_flagsS3_HTMC_no_flags ProbeName.1 Type ProbeSeq Accession Source chr strand start end GeneSymbol gene_description EntrezGeneID Go Relation Associated_geneAssociated_gene_descriptionAssociated_gene_strandcircRNA_ID chrom Hsa_hg19_circRNA_startHsa_hg19_circRNA_endHsa_hg19_circRNA_strandgenomic_length spliced_seq_length samples repeats annotation best_transcript gene_symbol circRNA_study

LNCV6_137244_PI4300481700.003281265 4.755206315 4.755206315 up 9.678050361 9.629924539 9.663604622 P P P 7.163990751 7.387966754 7.633314953 P P P LNCV6_137244_PI430048170mRNA GTAGTCCTGTGGGGGCAAATGTGTAGATATTTTTAAACATTTTGCCATAATTGCACAATTNM_032505 RefSeq chr3 + 66998302 67011208 KBTBD8 kelch repeat and BTB (POZ) domain containing 884541 GO:0005794|GO:0005819. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129832_PI4300481700.024773941 2.689382165 2.689382165 up 5.34730287 5.298247429 5.235487612 P P P 3.887405204 3.378750504 4.215384929 A A A LNCV6_129832_PI430048170mRNA GGGCCATATTTATTAAAAGAGTTCTGTGTGGTCACATAGAGTTCCTTTGGGATTTCATCCNM_001297617 RefSeq chr5 - 60751788 60844274 ELOVL7 ELOVL fatty acid elongase 7%2C transcript variant 379993 GO:0005515|GO:0005783|GO:0019367|GO:0019432|GO:0005789|GO:0044281|GO:0035338|GO:0034626|GO:0016021|GO:0042761|GO:0044255|GO:0016740. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_65532_PI430048170 0.004550273 2.003714043 2.003714043 up 6.27291688 6.402542642 6.251232653 P P P 5.086352034 5.419609227 5.394145338 P P P LNCV6_65532_PI430048170mRNA GAGCAATTTTTATTACTTCCAGAGATCCTCTTCTTTCACTGGAATTACTTGATCAACTGTNM_199346 RefSeq chr2 - 24114808 24123477 PFN4 profilin family%2C member 4375189 GO:0005737|GO:0005856|GO:0008289. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132256_PI4300481700.000434836 2.263539897 2.263539897 up 8.134861716 7.998002608 8.012713547 P P P 6.845319155 6.898702148 6.869267587 P P P LNCV6_132256_PI430048170mRNA GTGTCTTCACATCTCCTGCTGCGTTTTAAAGCATTTTTATAGTATGCGGTTTTGACTAATNM_177987 RefSeq chr10 - 46887 49238 TUBB8 tubulin%2C beta 8 class VIII347688 GO:0006184|GO:0008150|GO:0003674|GO:0051258|GO:0005737|GO:0005874|GO:0005200|GO:0003924|GO:0007017|GO:0005525|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142859_PI4300481700.000931441 3.997934078 3.997934078 up 6.421002698 6.466270698 6.668659393 P P P 4.498590648 4.757728771 4.273282384 A A A LNCV6_142859_PI430048170mRNA CGCGGTATATAGAGATATGCATTTTATTTTACTTGTGTAAAAATATCGGACGACGTGGAANM_023004 RefSeq chr22 - 20241414 20268293 RTN4R reticulon 4 receptor65078 GO:0005515|GO:0048011|GO:0009986|GO:0005886|GO:0005783|GO:0050771|GO:0004872|GO:0031225|GO:0007409|GO:0050770|GO:0070062|GO:0030426. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129100_PI4300481700.02947684 2.195257004 2.195257004 up 6.253580079 6.213504537 5.992284242 P P P 5.446298198 4.640014183 4.859140075 P A A LNCV6_129100_PI430048170mRNA TACCTGCCTGGGACAGCCACTGGAAACTTTTGGGAACTCTCCTCGAATGTGTGGGCCCAANM_016335 RefSeq chr22_KI270734v1_random- 138078 161852 PRODH proline dehydrogenase (oxidase) 1%2C transcript variant 15625 GO:0071949|GO:0034641|GO:0019470|GO:0006560|GO:0005759|GO:0010133|GO:0008631|GO:0006562|GO:0005743|GO:0004657|GO:0044281|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143175_PI4300481700.022270082 3.81643899 3.81643899 up 5.104846965 5.151357501 5.317165601 P P P 2.844839596 2.864220488 3.838934628 A A A LNCV6_143175_PI430048170mRNA ATGGATCTCATACATGTTTTTAGAACATTGTTCTTCTGATTGAAGAAGTCTGATGCTCCTNM_001168214 RefSeq chr3 + 160225635 160228213 C3orf80 chromosome 3 open reading frame 80401097 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133942_PI4300481700.001265016 0.39544055 2.528825127 down 6.787953085 7.178227454 6.866422796 P P P 8.055282616 8.395228784 8.401237505 P P P LNCV6_133942_PI430048170mRNA GCTCTTTGAGGTCAGGTATGTATTTCTTTCCCATATAGATAGTATTTTGTACATACCAGTNM_018651 RefSeq chr3 + 44555174 44572158 ZKSCAN7 zinc finger with KRAB and SCAN domains 7%2C transcript variant 155888 GO:0006355|GO:0003700|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127988_PI4300481703.57406E-05 0.375894747 2.660319163 down 9.237928141 9.285348541 9.371865417 P P P 10.77214244 10.74430338 10.61166006 P P P LNCV6_127988_PI430048170mRNA TGGGGATGAATAGAAAACCTGTAAGCTTTGATGTTCTGGTTACTTCTAGTAAATTCCTGTNM_001809 RefSeq chr2 + 26786013 26794587 CENPA centromere protein A%2C transcript variant 11058 GO:0005515|GO:0000780|GO:0046982|GO:0006334|GO:0000132|GO:0005634|GO:0071459|GO:0003677|GO:0005829|GO:0034080|GO:0051382|GO:0003682|GO:0016032|GO:0005654|GO:0000778|GO:0000278|GO:0000786|GO:0000775|GO:0000939. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136272_PI4300481700.000280786 2.435237076 2.435237076 up 11.90306232 11.85734359 11.66391718 P P P 10.42892105 10.54963612 10.59930105 P P P LNCV6_136272_PI430048170mRNA AGCCACTGGGGAAGGGAAGTTTCAGTAACATGACACTAAAATGGCAGAGACGTTAAAAAANM_004556 RefSeq chr6 - 44258165 44265788 NFKBIE nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor%2C epsilon4794 GO:0005515|GO:0048471|GO:0005737|GO:0005794|GO:0042942|GO:0042994|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138439_PI4300481700.004396472 2.054842174 2.054842174 up 8.09431288 7.900836022 8.118874818 P P P 7.201764861 6.773849113 6.999438592 P P P LNCV6_138439_PI430048170mRNA AAATGGCATAGGCAGAGATGATACCTAATTCTGCATTTGATTGTCACTTTTTGTACCTGCNM_014143 RefSeq chr9 + 5450502 5470567 CD274 CD274 molecule%2C transcript variant 129126 GO:0005515|GO:2001181|GO:0070232|GO:0005886|GO:0032693|GO:0046006|GO:0046007|GO:0031295|GO:0012505|GO:0007165|GO:0006955|GO:0042102|GO:0016021|GO:0032689|GO:0007166|GO:0009897|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144437_PI4300481700.010854164 2.579888922 2.579888922 up 6.031659303 5.574776112 5.557718967 P P P 4.318888744 4.419792464 4.373505883 A A A LNCV6_144437_PI430048170mRNA GCTGAGCCGGCAGCTGAAAATCTAACTCATAATTTATGTTGTAGAGAAATAGAATTACCTNM_173576 RefSeq chr10 - 27672873 27745849 MKX mohawk homeobox%2C transcript variant 1283078 GO:0006366|GO:0005634|GO:0000122|GO:0000978|GO:0045662|GO:0001078|GO:0002932|GO:0001077|GO:0007517|GO:0032967|GO:0035990|GO:0045944|GO:0030199|GO:0001085. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127950_PI4300481700.000839632 6.377652442 6.377652442 up 5.191758187 4.7973289 5.472809526 P P P 2.734748128 2.416962528 2.338335982 A A A LNCV6_127950_PI430048170mRNA GCCCATGTTTCAGTTGCCAGTAAGCTTCTCACATTTAATAAAGTGTACTTTTTAGAACATNM_032562 RefSeq chr10 - 72935179 72954752 PLA2G12B phospholipase A2%2C group XIIB84647 GO:0042632|GO:0016042|GO:0005509|GO:0004623|GO:0070328|GO:0005576. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_49460_PI430048170 0.001558947 2.403431729 2.403431729 up 6.720041873 6.429438238 6.772245239 P P P 5.129592064 5.477023985 5.512754893 P P P LNCV6_49460_PI430048170mRNA TGGAAGATCAGGAAATGCACCTTACTTCCTCTGTTATGCCAGATATGGTTAGCCACTTTGNM_001195243 RefSeq chr7 + 129502478 129512932 SMKR1 small lysine-rich protein 1100287482 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140186_PI4300481700.007084027 3.008886213 3.008886213 up 10.68752659 10.83941377 10.6466985 P P P 8.784797426 9.392893563 9.171279981 P P P LNCV6_140186_PI430048170mRNA GCTGCACAGTCAATTCATCGGTGCCTTAGTCCAAGAAAATAAAAACCACTAAGAAGCTTTNM_001039792 RefSeq chr9 + 35906191 35907141 HRCT1 histidine rich carboxyl terminus 1646962 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131376_PI4300481700.003993093 2.625441062 2.625441062 up 9.416605648 8.924576092 9.095588095 P P P 7.893076588 7.664761568 7.735558844 P P P LNCV6_131376_PI430048170mRNA GACAAACGTGTTTCATAAAATTCGTTGTTGATGGTATTGATTGAAACTATCTGAGCCATGNM_052957 RefSeq chrX + 71578023 71613583 ACRC acidic repeat containing93953 GO:0005634 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128407_PI4300481704.8118E-06 18.89008024 18.89008024 up 9.621941294 9.600754602 9.873719629 P P P 5.323672821 5.512884389 5.547558564 P P P LNCV6_128407_PI430048170mRNA GCCCTCCTGAAACTTACACACAAAACGTTAAGTGATGAACATTAAATAGCAAAGAAAGAANM_002507 RefSeq chr17 + 49495292 49515020 NGFR nerve growth factor receptor4804 GO:0005515|GO:0005886|GO:0031293|GO:2001235|GO:0021675|GO:0048146|GO:0006886|GO:0005829|GO:0031069|GO:0007411|GO:0004872|GO:0004871|GO:0031625|GO:0048011|GO:0043066|GO:0017137|GO:0043065|GO:0048406|GO:0009986|GO:0005576|GO:0042593|GO:0045786|GO:0007417|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130421_PI4300481701.30224E-05 5.581794623 5.581794623 up 8.629809091 8.544811786 8.399854389 P P P 5.99342023 6.152931924 5.989124698 P P P LNCV6_130421_PI430048170mRNA CCTCTCTGTATATTGCAGTTTCATGAACCAAGTATTACTGCCTCAACAATTAAAAACAACNM_003862 RefSeq chr5 + 171419662 171457626 FGF18 fibroblast growth factor 188817 GO:0008286|GO:0030949|GO:0008284|GO:0030324|GO:0007267|GO:0005111|GO:0005615|GO:0009653|GO:0007173|GO:0002063|GO:0043406|GO:0032332|GO:0070374|GO:0048011|GO:0048015|GO:0005730|GO:0005576|GO:2000546|GO:0005105|GO:0001525|GO:0007399|GO:0007165|GO:0001958|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130206_PI4300481700.000191466 16.57901287 16.57901287 up 8.700806068 8.456401648 8.710714957 P P P 4.594474502 4.264349764 4.816625048 P A A LNCV6_130206_PI430048170mRNA TAGAGAACATGGTGCTTAGGGTCTGAGACCTTTTGAAAGGTCTGAGAACTCTTTAAAAAANM_001737 RefSeq chr5 - 39284275 39364553 C9 complement component 9735 GO:0006957|GO:0030449|GO:0005737|GO:0005886|GO:0005579|GO:0005887|GO:0045087|GO:0019836|GO:0006958|GO:0072562|GO:0005576|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141099_PI4300481709.54617E-05 2.695544813 2.695544813 up 11.17358043 11.34194203 11.27124474 P P P 9.708101371 9.924737547 9.858671966 P P P LNCV6_141099_PI430048170mRNA GTTTTAAACTCCAGTAGTCCCTAGAAATTGTAGCTCCCTCTAGTTGTGGCAATAGGTGTGNM_004295 RefSeq chr17 + 28744004 28750958 TRAF4 TNF receptor-associated factor 49618 GO:0005515|GO:0004842|GO:0048471|GO:0016567|GO:0005886|GO:0030323|GO:0046330|GO:0005634|GO:0031996|GO:0005737|GO:0045860|GO:0005856|GO:0031625|GO:0005164|GO:0090073|GO:0007585|GO:0007250|GO:0019901|GO:0050699|GO:0006915|GO:0042981|GO:0003677|GO:0007165|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_67040_PI430048170 0.003100196 3.326509365 3.326509365 up 5.539763479 5.937140537 6.213655069 P P P 3.978772074 3.971601797 4.539753038 A A A LNCV6_67040_PI430048170mRNA CTGTTGGAGTCCTGTACATAGAATGGCTGGATGCCTTTGGTGAAGGAAAAGGAAAAACAGNM_194298 RefSeq chr10 - 59650763 59709891 SLC16A9 solute carrier family 16%2C member 9220963 GO:0015718|GO:0034220|GO:0005886|GO:0008028|GO:0016021|GO:0046415|GO:0015293. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141862_PI4300481700.028344316 0.408037813 2.450753258 down 4.352469114 4.328911722 4.294879614 P A A 5.153022718 5.748458684 5.859987391 P P P LNCV6_141862_PI430048170mRNA GTTGTAGTTTGAACTTTAAAGGATTCCAGTCCTCCGAAAAACAGGATTAGACTCAAATCANM_001172655 RefSeq chr19 + 52570663 52587174 ZNF701 zinc finger protein 701%2C transcript variant 155762 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128833_PI4300481700.02847963 3.179823868 3.179823868 up 4.605421537 5.326425652 4.728164875 P P P 3.760363789 2.415286298 3.28148842 A A A LNCV6_128833_PI430048170mRNA CATGACACTGAAAAGATGATGCTATCAGATGCTGTTTAGAAAGCATTTATCTTGCATTTCNM_152538 RefSeq chr3 - 118900630 119146051 IGSF11 immunoglobulin superfamily%2C member 11%2C transcript variant 1152404 GO:0005886|GO:0016021|GO:0007155|GO:0040008|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135871_PI4300481701.51264E-05 16.23674397 16.23674397 up 9.949434207 9.681276778 9.751300298 P P P 5.739471002 5.868119439 5.719888732 P P P LNCV6_135871_PI430048170mRNA TACCCCAGAGACAGACTCTTTTTGTAAGATTTTGTTAATAAAACACTGAAACTTCCTGGANM_015193 RefSeq chr8 - 142611043 142614472 ARC activity-regulated cytoskeleton-associated protein23237 GO:0030054|GO:0001669|GO:0005886|GO:0014069|GO:0009952|GO:0015629|GO:0006897|GO:0005737|GO:0048168|GO:0043197|GO:0007492|GO:0016477|GO:0045211|GO:0007010|GO:0022604|GO:0007612|GO:0005768. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137787_PI4300481700.002509381 3.168649698 3.168649698 up 12.0735391 11.69814792 11.89423092 P P P 10.29171597 10.2061379 10.19895532 P P P LNCV6_137787_PI430048170mRNA GCTTGAGATATGGTTAACTTTTTTCTTTTGTTGGTTTTGACTTAGATGGACACCATGAGANM_015885 RefSeq chr11 + 83157094 83185793 PCF11 PCF11 cleavage and polyadenylation factor subunit51585 GO:0008380|GO:0006379|GO:0010467|GO:0006369|GO:0006366|GO:0000398|GO:0031124|GO:0005849|GO:0005654. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_2013_PI430048170 0.00505406 0.484680019 2.063216886 down 9.119762604 9.324204779 9.282362848 P P P 10.05282881 10.47514333 10.3100157 P P P LNCV6_2013_PI430048170mRNA CAATTACGCTGTATTTTAACACGATGTATGTCTGTTTTTGTGGTGCTCTAGTGGTAAATANM_001135599 RefSeq chr1 + 218345333 218444619 TGFB2 transforming growth factor%2C beta 2%2C transcript variant 17042 GO:0005515|GO:0008219|GO:0030308|GO:0030307|GO:0001654|GO:0042704|GO:0009790|GO:0005615|GO:0042803|GO:0031069|GO:0005114|GO:0007507|GO:0043525|GO:0004702|GO:0030198|GO:0007411|GO:0030199|GO:0043025|GO:0007179|GO:0001942|GO:0023014|GO:0030593|GO:0030168|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137050_PI4300481700.000410882 3.051202991 3.051202991 up 6.167378001 6.188721431 5.910960503 P P P 4.467778446 4.403764841 4.578172694 P A A LNCV6_137050_PI430048170mRNA CCACAGGGAAGCATGTACTGTACTTCCCAATTGCCACATTTTAAATAAAGACAAATTTTTNM_000196 RefSeq chr16 + 67431132 67437551 HSD11B2 hydroxysteroid (11-beta) dehydrogenase 23291 GO:0001666|GO:0032868|GO:0007565|GO:0005783|GO:0042493|GO:0006704|GO:0003845|GO:0051384|GO:0032094|GO:0051287|GO:0002017|GO:0005496|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139830_PI4300481700.002571955 43.27744733 43.27744733 up 8.792962475 8.8861157 8.70499919 P P P 3.747307188 3.446656136 2.698720963 A A A LNCV6_139830_PI430048170mRNA CTACCTGGCTAGAGTTTCTTCTCATCAGAGCACTGGGACATTAAACCAACCTTTTACAACNM_000835 RefSeq chr17 - 74842022 74859884 GRIN2C glutamate receptor%2C ionotropic%2C N-methyl D-aspartate 2C%2C transcript variant 12905 GO:0005515|GO:0030054|GO:0005886|GO:0017146|GO:0005234|GO:0007268|GO:0030425|GO:0008104|GO:0034220|GO:0004972|GO:0045211|GO:0006810|GO:0050885|GO:0005261|GO:0033058|GO:0042177|GO:0009611|GO:0035249|GO:0060079|GO:0014069|GO:0007215|GO:0030165|GO:0035235|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142415_PI4300481700.000856468 2.142286106 2.142286106 up 6.722636833 6.41925111 6.518214793 P P P 5.327262744 5.484910037 5.557718967 P P P LNCV6_142415_PI430048170mRNA AAAGTTAAAAGAGGAAGAGTTGTCCCTGTTTTACCAAATATAGGTAGTGGTGGCAGTTCANM_144644 RefSeq chr4 - 176184573 176195671 SPATA4 spermatogenesis associated 4132851 GO:0003674|GO:0005737|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134148_PI4300481700.040526738 2.520187454 2.520187454 up 5.893585329 6.163482664 6.02987258 P P P 4.764286965 4.037062808 5.102851471 P A P LNCV6_134148_PI430048170mRNA TGTTAAACTACAAAACTGTACAGCCTATTTTAGTGTGGACTATTAAAACCCTTGCACTGTNM_175887 RefSeq chr7 + 29563810 29567295 PRR15 proline rich 15 222171 GO:0007275 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142178_PI4300481700.005240181 13.81036531 13.81036531 up 6.555821803 6.715795399 6.65793925 P P P 2.76592765 2.283957271 3.33105365 A A A LNCV6_142178_PI430048170mRNA TGTGAAGATTCCTGACTTAGGGGTGGCTTTTGTTTACAAGATGCAAGAGGGGAAACCTGTNM_001004434 RefSeq chr1 - 26038021 26046138 SLC30A2 solute carrier family 30 (zinc transporter)%2C member 2%2C transcript variant 17780 GO:0005737|GO:0005770|GO:0008324|GO:0006829|GO:0016021|GO:0005765|GO:0061090|GO:0055085. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140211_PI4300481700.00328549 2.130168491 2.130168491 up 10.03720358 9.919934081 9.95868782 P P P 8.963173531 8.689623218 8.974949598 P P P LNCV6_140211_PI430048170mRNA CTGCATAGTCATATCGAGTGTGCACTTACTGTATATCTTTTCATTTACATACTTGTATGGNM_001042459 RefSeq chr3 - 99847922 100114513 FILIP1L filamin A interacting protein 1-like%2C transcript variant 311259 GO:0008150|GO:0003674|GO:0005737|GO:0016020|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142135_PI4300481700.002496648 12.31303549 12.31303549 up 7.062812133 6.281084201 6.393936254 P P P 3.527202276 2.976114244 2.203484707 A A A LNCV6_142135_PI430048170mRNA CTTGGGACGATAAAGAGAACTGTAAACTTAATTTTGTAGTTAGAGAAGATGAACCCAAACNM_001288707 RefSeq chr22 - 17580156 17589192 LOC101929372 uncharacterized LOC101929372NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128596_PI4300481700.001099998 3.465122415 3.465122415 up 10.92022729 11.11011982 11.11665998 P P P 9.468161363 9.030463499 9.244987481 P P P LNCV6_128596_PI430048170mRNA CAAACAAGATTGCTGATCTGTTCTGTATTAGTGACATTCTGGTACTTCTAGATTTGCAATNM_001174166 RefSeq chr17 - 68267025 68291264 SLC16A6 solute carrier family 16%2C member 6%2C transcript variant 19120 GO:0015718|GO:0034220|GO:0016020|GO:0005887|GO:0008028|GO:0016021|GO:0015293. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134564_PI4300481700.020401075 3.330874364 3.330874364 up 5.073659163 4.982933357 5.203143588 P P P 3.855724149 3.110189745 2.91683186 A A A LNCV6_134564_PI430048170mRNA CCCTGTTACATCCATTTGGTAAAATTTATTTGTCCTGATTAACCAGCTCTCATTTTATGGNM_021244 RefSeq chr6 - 89364615 89412276 RRAGD Ras-related GTP binding D58528 GO:0005515|GO:0032008|GO:0046982|GO:0003924|GO:0005634|GO:0005525|GO:0005764|GO:0006184|GO:0005737|GO:0071230|GO:0010506|GO:0034613|GO:0019003|GO:0009267|GO:0034448. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135397_PI4300481700.000210547 0.4219858 2.369747985 down 5.760721101 5.959510675 5.782742813 P P P 7.108693807 6.943496885 7.183016325 P P P LNCV6_135397_PI430048170mRNA AATCTTTCCAGAGCAGCTGAAAATCTCAGCATGGAGACAGTAAGAAAAGAGACGGGGTGTNM_024565 RefSeq chr5 - 160251651 160312600 CCNJL cyclin J-like 79616 GO:0005634 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137445_PI4300481700.018002428 2.05643365 2.05643365 up 6.872716122 7.130289976 7.553122134 P P P 6.198525585 5.944636169 6.347123156 P P P LNCV6_137445_PI430048170mRNA ACAGAAGACCTTCCTTTCCTCCTTTTTCCATATTGCTTTCTGTTCTAAGTGGGTGAATAANM_001166003 RefSeq chr22 + 39097223 39104067 APOBEC3H apolipoprotein B mRNA editing enzyme%2C catalytic polypeptide-like 3H%2C transcript variant SV-200164668 GO:0005515|GO:0009972|GO:0045869|GO:0005634|GO:0048525|GO:0010529|GO:0005737|GO:0051607|GO:0000932|GO:0045087|GO:0004126|GO:0008270|GO:0070383. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133806_PI4300481700.004326106 0.368094121 2.71669647 down 5.131152225 5.458450854 5.145876254 P P P 6.463906371 6.536338664 7.019630942 P P P LNCV6_133806_PI430048170mRNA AATCACATAGCCAATGATGTGTGAGTGAGAAACCTATCAGGTTTGTCCTGAGGATATAGCNM_017833 RefSeq chr21_GL383581v2_alt- 92183 95613 DNAJC28 DnaJ (Hsp40) homolog%2C subfamily C%2C member 28%2C transcript variant 154943 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143159_PI4300481701.11251E-05 6.739459045 6.739459045 up 12.07677252 12.10196347 12.18243372 P P P 9.410143204 9.261192957 9.428300879 P P P LNCV6_143159_PI430048170mRNA TTCGGAAAATGCTCCTTGTCACATTAGTGTGCATCCTACAAAAAGTGATCTCTTAATGTANM_021127 RefSeq chr18 + 59899959 59904306 PMAIP1 phorbol-12-myristate-13-acetate-induced protein 15366 GO:0005515|GO:0043331|GO:0010165|GO:0048147|GO:0005741|GO:0005634|GO:0001836|GO:0010907|GO:0005829|GO:0005739|GO:0051607|GO:1900740|GO:0043525|GO:0090200|GO:0042149|GO:0032461|GO:0043029|GO:0009411|GO:0046902|GO:0043065|GO:0006919|GO:0072593|GO:0071456|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133436_PI4300481700.006515717 2.449335485 2.449335485 up 7.247847309 7.415491088 6.946305099 P P P 5.525868684 6.122649219 6.052072794 P P P LNCV6_133436_PI430048170mRNA ATAGTGGATGCTCTTCCAGTTTCTTTTTTCTATTAAACACCCCACTTCCTTTGGAAAAAANM_152456 RefSeq chr16 + 70579894 70660682 IL34 interleukin 34%2C transcript variant 1146433 GO:0008284|GO:0006954|GO:0045087|GO:0005157|GO:0001934|GO:0008083|GO:0005615|GO:0005125. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129686_PI4300481700.000164776 2.820551606 2.820551606 up 7.864890705 7.614617587 7.639609504 P P P 6.071433687 6.24654525 6.315740742 P P P LNCV6_129686_PI430048170mRNA CATGTGTTCTCTGATTGTGAGGTCACTGTGAATGATTAAATTGGTAAGGGTAAAGTAAAANM_005527 RefSeq chr6_GL000255v2_alt- 3065447 3070886 HSPA1L heat shock 70kDa protein 1-like3305 GO:0005515|GO:0006986|GO:0072562|GO:0007339|GO:0005524|GO:0044297|GO:0005829|GO:0034605|GO:0042026|GO:0008180|GO:0005759|GO:0002199|GO:0005654|GO:0051082|GO:1900034. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139441_PI4300481700.008539147 2.447609388 2.447609388 up 6.563515556 6.586412432 6.591652567 P P P 5.11350958 5.518767072 5.203280651 P P P LNCV6_139441_PI430048170mRNA GTCATTATTAGCCCTTTGCTTTTCTGTATTGTTTCACTCCGTATGTAACATAACCCTAAANM_032756 RefSeq chr1 + 45326872 45328674 HPDL 4-hydroxyphenylpyruvate dioxygenase-like84842 GO:0003868|GO:0009072|GO:0046872|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133489_PI4300481708.54726E-05 4.082738058 4.082738058 up 9.087736857 9.185368716 9.126729636 P P P 7.211487463 7.016484991 7.077989402 P P P LNCV6_133489_PI430048170mRNA CCATTGTTCCAAGGGTCTGAGGTTTTCCCCTTATTTCATTTATCCTAATAACAAACATTANM_001126049 RefSeq chr10 - 87859160 87863437 KLLN killin%2C p53-regulated DNA replication inhibitorNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135145_PI4300481703.33465E-05 2.275407696 2.275407696 up 11.19538215 11.16933273 11.13000461 P P P 9.914915966 10.00947049 10.01063172 P P P LNCV6_135145_PI430048170mRNA CTGATGGCCTACTTGACTTATTTAATTAAAGATGAAATCATGCAATGAGCAAAACCTGCANM_004273 RefSeq chr10 + 71964361 72013564 CHST3 carbohydrate (chondroitin 6) sulfotransferase 39469 GO:0006790|GO:0005975|GO:0050698|GO:0008459|GO:0044281|GO:0030206|GO:0000139|GO:0008146|GO:0009405|GO:0016021|GO:0030204|GO:0043029|GO:0030203. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130876_PI4300481700.007277212 2.693631309 2.693631309 up 7.261399803 7.339783358 7.229692058 P P P 5.554614482 5.921966144 6.026522078 P P P LNCV6_130876_PI430048170mRNA GGGCTCTGGAATCCCTTTGTAAATAGGTGTGTTGAATTTGTTTTGAAGTGAATAAAATTCNM_018088 RefSeq chr12 - 8221259 8227618 FAM90A1 family with sequence similarity 90%2C member A155138 GO:0008270|GO:0003676. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130054_PI4300481705.87997E-05 9.93073009 9.93073009 up 9.29320439 9.034266988 9.089445758 P P P 5.64882866 5.768769182 6.047286481 P P P LNCV6_130054_PI430048170mRNA GACGGCAATGCAATAGCCTATTTAAAGACACTACGTGATCTGATTGAGATGTACATAGTTNM_173354 RefSeq chr21 - 43414518 43427122 SIK1 salt-inducible kinase 1150094 GO:0045721|GO:0005515|GO:0010868|GO:0000287|GO:0019901|GO:0032792|GO:0010830|GO:0005634|GO:0005524|GO:0035556|GO:0071889|GO:0007346|GO:0005737|GO:0007049|GO:0008140|GO:0046777|GO:0004674|GO:2000210|GO:0002028|GO:0045595|GO:0006468|GO:0048511|GO:0055007|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139359_PI4300481700.004880777 2.925890507 2.925890507 up 9.313278848 9.26107085 9.240244952 P P P 7.598034877 7.584238216 7.955221055 P P P LNCV6_139359_PI430048170mRNA CTGCTTGCAGTATTCATGTTGACAACAGAGTAAAAGAGAATACTGTAAAGAATTACTGCANM_152527 RefSeq chr2 - 230034973 230068999 SLC16A14 solute carrier family 16%2C member 14151473 GO:0015718|GO:0034220|GO:0005886|GO:0008028|GO:0016021|GO:0015293. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140936_PI4300481700.000474737 2.207037856 2.207037856 up 10.76377547 10.83073834 10.59743465 P P P 9.541698871 9.556217774 9.673911707 P P P LNCV6_140936_PI430048170mRNA TTCAGAGCCACCCACCTTTTCTGTAAAGTGCTGGAATACACATACGATGCCTGAAATCTCNM_021052 RefSeq chr6 + 26216919 26217483 HIST1H2AE histone cluster 1%2C H2ae3012 GO:0008150|GO:0046982|GO:0005634|GO:0000786|GO:0003677|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143751_PI4300481700.000240099 2.680032565 2.680032565 up 6.457897639 6.366426697 6.219772519 P P P 4.888481957 4.884556489 5.010645065 P P P LNCV6_143751_PI430048170mRNA GGAATAAAGGCACACAGAACTCCATCAAGACGTGGATTTCATCATAATAGTCATTCATGANM_139171 RefSeq chr18 - 54324691 54354573 STARD6 StAR-related lipid transfer (START) domain containing 6147323 GO:0006869|GO:0008289. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144623_PI4300481705.88022E-05 4.861349031 4.861349031 up 8.299878754 8.592702013 8.512583446 P P P 6.152313747 6.101915494 6.313907933 P P P LNCV6_144623_PI430048170mRNA ATGCATCTGTGTGAGCAGATGATCATTGTATTACCTTTTATCGGTAGTAAGCTTGGAAAANM_033393 RefSeq chr4 + 152942982 152979696 FHDC1 FH2 domain containing 185462 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133340_PI4300481701.77866E-05 3.373129651 3.373129651 up 8.31386642 8.372867454 8.28517046 P P P 6.494087702 6.635800502 6.577636682 P P P LNCV6_133340_PI430048170mRNA GTAGCTCCAAAGTCTTAAATGGCTTGTTTGTTCTTAAACTGTTAATTGATGAAACTGTGCNM_001099744 RefSeq chr8 - 109574175 109691791 SYBU syntabulin (syntaxin-interacting)%2C transcript variant 155638 GO:0005515|GO:0008017|GO:0005874|GO:0031982|GO:0043231|GO:0005739|GO:0000139|GO:0016023|GO:0005654|GO:0016021|GO:0017075|GO:0019894|GO:0061178. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132143_PI4300481700.021967401 2.853208965 2.853208965 up 6.832139301 6.642214768 6.545544896 P P P 4.639959888 5.108990853 5.592109602 P P P LNCV6_132143_PI430048170mRNA GGGTGTGAACTATGGTTTAGAAGGTTCAAGTTTCCAATTAAAGTCATTGAAGAAAACTTGNM_001172439 RefSeq chr12 - 47709734 47725572 ENDOU endonuclease%2C polyU-specific%2C transcript variant 18909 GO:0007565|GO:0030145|GO:0005886|GO:0003723|GO:0005576|GO:0004521|GO:0005615|GO:0006898|GO:0005737|GO:0006955|GO:0006508|GO:0008236|GO:0030247|GO:0008083|GO:0005044. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127068_PI4300481700.000813093 2.161377574 2.161377574 up 10.24084499 10.10323017 10.17559573 P P P 9.193659398 8.939778612 9.042298459 P P P LNCV6_127068_PI430048170mRNA CAGTGCAATAGATTTGTTTGACTGCTTGTGTCTTTTTATGACCTGTTTGCCTTTTAGAAANM_022817 RefSeq chr2 - 238244037 238288566 PER2 period circadian clock 28864 GO:0005515|GO:0043130|GO:0048471|GO:0042826|GO:0006094|GO:0019249|GO:0035257|GO:0070345|GO:0005634|GO:2000678|GO:0000989|GO:0019229|GO:0001222|GO:0005737|GO:0050767|GO:0051726|GO:0006631|GO:0004871|GO:0031397|GO:0070063|GO:0051946|GO:0036002|GO:0019900|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142914_PI4300481700.011913092 2.211663792 2.211663792 up 7.986920472 7.857983172 7.855830897 P P P 6.451201274 6.801962725 6.96883361 P P P LNCV6_142914_PI430048170mRNA TCTGTTAGACAGCTGATGGGTGTTTTTGAGCAACGTCTTAATAATTCAGTTGTTTCTGTTNM_001195432 RefSeq chr3 + 158571163 158606460 MLF1 myeloid leukemia factor 1%2C transcript variant 44291 GO:0005515|GO:0005737|GO:0019904|GO:0007050|GO:0005654|GO:0005634|GO:0002318|GO:0003677|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129265_PI4300481700.028921328 2.896298441 2.896298441 up 9.828331766 9.347712711 9.769794353 P P P 8.516859375 7.377170756 8.265466511 P P P LNCV6_129265_PI430048170mRNA TTTTACAATCTGTATCTTTGACAATTCTGGGTGCGAGTGTGAGAGTGTGAGCAGGGCTTGNM_006732 RefSeq chr19 + 45467994 45475179 FOSB FBJ murine osteosarcoma viral oncogene homolog B%2C transcript variant 12354 GO:0051412|GO:0007565|GO:0003700|GO:0006366|GO:0042493|GO:0005634|GO:0043278|GO:0000122|GO:0051591|GO:0003677|GO:0032870|GO:0009612|GO:0043565|GO:0003690|GO:0071277|GO:0032570|GO:0008134. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138690_PI4300481706.18801E-05 4.967846211 4.967846211 up 8.522852587 8.376314262 8.397214052 P P P 6.122756432 5.983258216 6.24504009 P P P LNCV6_138690_PI430048170mRNA GAGTTACGGTCTTTCGGTTGTGTATTAGGCTACAGCTATTTATTAAATTTGTTCTTGTTCNM_001304433 RefSeq chr13 - 113399609 113414393 LOC101928841 collagen alpha-1(II) chain-likeNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130625_PI4300481700.039785745 2.05753333 2.05753333 up 6.065704887 5.868537464 5.898651487 P P P 5.121134515 4.385579901 5.097642187 P A P LNCV6_130625_PI430048170mRNA AACCGTGGAACATCTAGAGATAAGTCTTAGTTTATGTAACATTAAAACTGTCTAGTGAGGNM_002014 RefSeq chr12 + 2794941 2805421 FKBP4 FK506 binding protein 4%2C 59kDa2288 GO:0051219|GO:0005515|GO:0000413|GO:0048471|GO:0046661|GO:0031503|GO:0035259|GO:0005829|GO:0034605|GO:0005739|GO:0005737|GO:0006457|GO:0031072|GO:0043025|GO:0030850|GO:0030674|GO:0070062|GO:0031115|GO:0032767|GO:0007566|GO:0031111|GO:0005874|GO:0048156|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_54146_PI430048170 0.000473178 2.852650218 2.852650218 up 12.27502175 12.43386337 12.47328359 P P P 10.70794302 10.88751791 11.03844807 P P P LNCV6_54146_PI430048170mRNA TTCACCCTGATCCAGGCGTTTTGCTGCGAGAACGACATCAACATCCTGCGCGTCAGCAACNM_001924 RefSeq chr1 + 67685176 67688338 GADD45A growth arrest and DNA-damage-inducible%2C alpha%2C transcript variant 11647 GO:0005515|GO:0043065|GO:0007098|GO:0046330|GO:0006915|GO:0001047|GO:0005634|GO:0000079|GO:0071479|GO:0042770|GO:0005737|GO:0000185|GO:0006281|GO:1900745|GO:0007050|GO:0006469|GO:0071260|GO:2000379. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138584_PI4300481700.000363836 0.491783652 2.033414483 down 4.766361849 4.593021247 4.794133018 P A P 5.710797298 5.828703251 5.689930993 P P P LNCV6_138584_PI430048170mRNA GCTTTGGAGTCATTTCTGTGTGAGACACTATTGCATAATCCTGTAAGATTGCTTTTATATNM_134431 RefSeq chr12 - 21264599 21395437 SLCO1A2 solute carrier organic anion transporter family%2C member 1A2%2C transcript variant 16579 GO:0005886|GO:0015721|GO:0015711|GO:0043252|GO:0008514|GO:0008206|GO:0044281|GO:0016021|GO:0055085. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138591_PI4300481700.003660708 2.151793348 2.151793348 up 11.93184862 11.7510312 11.71091116 P P P 10.69624324 10.68769411 10.70292256 P P P LNCV6_138591_PI430048170mRNA GTGTATAACTGGCAGGCTTATTTATCTGTTGCACTTGGTTAGCTTTAATTGTTCTGTATTNM_001031684 RefSeq chr2 - 38743598 38751494 SRSF7 serine/arginine-rich splicing factor 7%2C transcript variant 16432 GO:0005515|GO:0006397|GO:0008380|GO:0006369|GO:0010467|GO:0048025|GO:0006366|GO:0031124|GO:0005634|GO:0005737|GO:0006406|GO:0000166|GO:0000398|GO:0005654|GO:0008270|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144375_PI4300481700.002463022 17.28668731 17.28668731 up 9.645090368 9.530151299 9.528671654 P P P 5.509834426 5.769491732 4.986520385 P P P LNCV6_144375_PI430048170mRNA GTATTTAGTTGTGATTACTGATTGCCTGATTTTAAAATGTTGCCTTCTGGGACATCTTCTNM_001033081 RefSeq chr1 - 39895423 39902015 MYCL v-myc avian myelocytomatosis viral oncogene lung carcinoma derived homolog%2C transcript variant 14610 GO:0006355|GO:0003700|GO:0046983|GO:0005634|GO:0003677. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143656_PI4300481700.009016678 2.154293248 2.154293248 up 4.820641742 5.177141171 4.673143493 P P P 3.53423757 3.6788322 4.1179219 A A A LNCV6_143656_PI430048170mRNA GCTCTGGGAAAGCAACAGACAGTGAATGGGCCCAATAAACAATCATTTCAAACCTACTGANM_207341 RefSeq chr11 + 60867541 60875691 ZP1 zona pellucida glycoprotein 1 (sperm receptor)22917 GO:0007338|GO:0005794|GO:0005886|GO:0005578|GO:0005576|GO:0016021|GO:0030141|GO:0007339|GO:0032504. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128352_PI4300481700.004515527 0.17544095 5.699923535 down 2.894881127 2.695363461 2.190868087 A A A 4.474420359 5.185258689 5.546113702 P P P LNCV6_128352_PI430048170mRNA CTTTCACATATAGCACAGGGGAAGGTAAAATGGAAGGGCTGCTAATTGAGACATATAATTNM_004984 RefSeq chr12 + 57550063 57584771 KIF5A kinesin family member 5A3798 GO:0005515|GO:0008017|GO:0048471|GO:0005871|GO:0005874|GO:0007268|GO:0005524|GO:0005829|GO:0030705|GO:0019886|GO:0003774|GO:0008104|GO:0016020|GO:0007411|GO:0007596|GO:0008574|GO:0008152|GO:0016887|GO:0007018. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132153_PI4300481700.013784181 2.370697312 2.370697312 up 6.902875122 6.754679989 6.81691363 P P P 5.317295264 5.469777629 5.892296381 P P P LNCV6_132153_PI430048170mRNA TCTGGTTGCATCCCCAATTTCATACAAAAAGAAAAATAAAAGTGACCTCGTTCTAGCACCNM_005598 RefSeq chr1 + 160367070 160372848 NHLH1 nescient helix loop helix 14807 GO:0000977|GO:0045944|GO:0046983|GO:0005634|GO:0007417|GO:0001228|GO:0030154|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127121_PI4300481700.014697436 0.452115204 2.211825641 down 10.6502196 10.9216891 10.7439808 P P P 11.52840714 12.08461547 12.0838055 P P P LNCV6_127121_PI430048170mRNA CACATGCATATGTGTGTATGTGTGTATATCTTTCCCCCCATCAATTGGTACAATTTTTAANM_001003940 RefSeq chr15 - 40087890 40108874 BMF Bcl2 modifying factor%2C transcript variant 190427 GO:0005515|GO:0032464|GO:0001669|GO:0005886|GO:2001234|GO:0043276|GO:0006915|GO:2001244|GO:0005741|GO:0016459|GO:0097193|GO:0005829|GO:1900740|GO:0090200. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142879_PI4300481700.000510554 2.187188344 2.187188344 up 11.78565639 11.964049 11.9073967 P P P 10.73536534 10.8038467 10.73528382 P P P LNCV6_142879_PI430048170mRNA GTCGGAAGGGTTTTTGTTTTTGTTTCTGTTGCCATTTGTGTAAATACTAGTCTTTTTGGANM_004429 RefSeq chrX + 68828996 68842163 EFNB1 ephrin-B1 1947 GO:0005515|GO:0048013|GO:0005886|GO:0001755|GO:0007267|GO:0045202|GO:0005634|GO:0009880|GO:0005737|GO:0046875|GO:0005887|GO:0007411|GO:0042102|GO:0045121|GO:0007155|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145493_PI4300481707.52118E-05 2.790018642 2.790018642 up 6.933296245 7.075856331 6.855262957 P P P 5.414990385 5.423414239 5.587295225 P P P LNCV6_145493_PI430048170mRNA GCCCCTAATAGGACAATTCTATTTGTTGACCATTTCTACAATTTGTAAAAGTCCAATCTGNM_020665 RefSeq chrX - 15627315 15665031 TMEM27 transmembrane protein 2757393 GO:0035543|GO:0005515|GO:0005737|GO:0045956|GO:0035774|GO:0008241|GO:0006508|GO:0031526|GO:0016021|GO:0051957|GO:0008237|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137697_PI4300481700.014946604 4.830483751 4.830483751 up 6.9625737 7.118385684 7.151352156 P P P 4.166224422 4.821380878 5.239789189 A A P LNCV6_137697_PI430048170mRNA CTAGCAACATAGGGAAATGATCCATATGGAAAATCAGAATGCGATTCTTCTGTTGTAAAANM_182756 RefSeq chr2 + 28810833 28850609 SPDYA speedy/RINGO cell cycle regulator family member A%2C transcript variant 1245711 GO:0008284|GO:0000082|GO:0019901|GO:0045737|GO:0007275|GO:0005634|GO:0006974|GO:0007140. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135592_PI4300481700.004277797 2.968977804 2.968977804 up 7.387404046 7.4049271 7.244820636 P P P 5.955632396 5.478530896 5.855801419 P P P LNCV6_135592_PI430048170mRNA CAAGTATAATAATTGCCTTTATTACAGCTCTGGCTGAGTGTTCAGCCTGAGGATATTTTTNM_024503 RefSeq chr1 - 41506364 41918707 HIVEP3 human immunodeficiency virus type I enhancer binding protein 3%2C transcript variant 159269 GO:0005737|GO:0005634|GO:0045893|GO:0035914|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130696_PI4300481700.034965146 4.211051394 4.211051394 up 5.160680768 5.391605861 5.152555607 P P P 3.863503727 2.343802579 2.863500919 A A A LNCV6_130696_PI430048170mRNA GAGTTTTCAAGAAACTGCGTTCTACTTCCAGAAGATGGTCACTTTAACCTTGTAAATATTNM_021619 RefSeq chr9 + 130664593 130682997 PRDM12 PR domain containing 1259335 GO:0006355|GO:0008168|GO:0005634|GO:0032259|GO:0003677|GO:0046872|GO:0006351|GO:0022008. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139024_PI4300481700.000146304 2.288933448 2.288933448 up 6.149744512 6.15855277 6.095818429 P P P 5.019581092 4.896792782 4.901115807 P P A LNCV6_139024_PI430048170mRNA TATAGGTACATAGGCACTGCGTCGGCACCAAAGAGCTAAATAAAAGGATTGTTGAATTTTNM_001270601 RefSeq chr1 - 201113952 201115372 ASCL5 achaete-scute family bHLH transcription factor 5647219 GO:0008150|GO:0003674|GO:0006355|GO:0046983|GO:0005634|GO:0005575|GO:0003677|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143443_PI4300481702.57133E-06 20.77914343 20.77914343 up 14.07365276 13.8353917 13.93840695 P P P 9.712020822 9.434229416 9.566544211 P P P LNCV6_143443_PI430048170mRNA CGCTGGCTACTGTCTATTAAAATTCTGATGTTTCTGTGAAATTCTCAGAGTGTTTAATTGNM_001040619 RefSeq chr1 + 212608627 212620777 ATF3 activating transcription factor 3%2C transcript variant 4467 GO:0005515|GO:0008284|GO:0000977|GO:0003700|GO:0003714|GO:0005730|GO:0006094|GO:0005634|GO:0000122|GO:0035914|GO:0000978|GO:0001228|GO:0006351|GO:0042802|GO:0030968|GO:0001078|GO:0045944|GO:0005654|GO:0006987|GO:0044267. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145246_PI4300481700.000274628 2.115473261 2.115473261 up 8.660550454 8.869812917 8.688381341 P P P 7.579375027 7.621809031 7.776176604 P P P LNCV6_145246_PI430048170mRNA GAAAGACTCTTTTTACCAGAGGTTTCCTCTTAGGTGTTAGGAGTTAATACATATTAGGTTNM_003844 RefSeq chr8 - 23191456 23225167 TNFRSF10A tumor necrosis factor receptor superfamily%2C member 10a8797 GO:0005515|GO:0008625|GO:2001239|GO:0005886|GO:0007250|GO:0045569|GO:0006919|GO:0006915|GO:0097191|GO:0002020|GO:0097190|GO:0007165|GO:0004872|GO:0016021|GO:0071260|GO:0005035|GO:0008134. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129367_PI4300481700.044737434 3.647892103 3.647892103 up 7.40208701 7.777280524 7.704336778 P P P 4.694640188 6.109634591 6.102870013 P P P LNCV6_129367_PI430048170mRNA TGAGGATCTGTTACCTGCATGTGCCAATTATGGAAATAAAATCTTCTAGTCTTTACTGGANM_001289967 RefSeq chr18 - 58670008 58671873 LOC101927322 uncharacterized LOC101927322NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127406_PI4300481700.004474333 2.258164096 2.258164096 up 7.098594133 7.110290851 7.108223341 P P P 5.785903249 6.062073849 5.930510746 P P P LNCV6_127406_PI430048170mRNA GTGTGCTGGGGGACTTTTGCCTTGTTTGTAATGTTAAAGTTTTTGTTTACATTGAGAATANM_153274 RefSeq chr1 - 44783584 44787754 BEST4 bestrophin 4 266675 GO:0008150|GO:0003674|GO:0005886|GO:0034707|GO:0005254. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134291_PI4300481700.001123501 2.077936388 2.077936388 up 9.211483732 9.26634129 9.060591148 P P P 7.957619616 8.139268925 8.267202661 P P P LNCV6_134291_PI430048170mRNA AGGGCCACCTGTGACGTCTGCATCTTCTTGGAGAGAGAATAAAGTTTGTATTTAAGTGGTNM_178545 RefSeq chr1 - 1917589 1919301 TMEM52 transmembrane protein 52339456 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127821_PI4300481700.00032761 2.423417566 2.423417566 up 8.994312371 8.823216806 8.91955198 P P P 7.503151263 7.634845408 7.761489069 P P P LNCV6_127821_PI430048170mRNA GGCCAGTCAGTTGTACAGAAGTTGGAATATTCTGTTCCAGAATTAAAGAAGTTTTTAGATNM_014951 RefSeq chr10 + 62374156 62402458 ZNF365 zinc finger protein 365%2C transcript variant A22891 GO:0005515|GO:0005737|GO:0005815. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131226_PI4300481700.000200025 2.667136788 2.667136788 up 12.91055457 12.80289601 12.86516531 P P P 11.38921311 11.37896908 11.55937032 P P P LNCV6_131226_PI430048170mRNA GTAAAATAATCACGTTAGACTTCAGACCTCTGGGGATTCTTTCCGTGTCCTGAAAGAGAANM_025217 RefSeq chr6 + 149941937 149949232 ULBP2 UL16 binding protein 280328 GO:0002474|GO:0030101|GO:0009986|GO:0046703|GO:0042267|GO:0042605|GO:0046658|GO:0005615. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_88442_PI430048170 0.009687675 5.045728446 5.045728446 up 8.938864056 9.018125515 9.063959824 P P P 6.147372814 6.768364606 6.97947207 P P P LNCV6_88442_PI430048170mRNA AGGGGAGAGGTCCTTACCTCTGATCCACTTAGAGCAATAACCACTTTTTAAATGTAAAATNM_001171941 RefSeq chr1 - 32862267 32872492 FNDC5 fibronectin type III domain containing 5%2C transcript variant 1252995 GO:0008150|GO:0003674|GO:0005886|GO:0005179|GO:0014850|GO:0005783|GO:0005576|GO:0016021|GO:0090336|GO:0005778. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137274_PI4300481700.007051299 5.005874841 5.005874841 up 5.046628347 5.055957199 4.816549619 P P P 3.111765859 2.304998721 2.40351156 A A A LNCV6_137274_PI430048170mRNA CCAGTGTTCTTTTGGTTCTGATTTCATCAGTCTCAATAAAGTTCCGATCTCTCTTTAAAANM_001098814 RefSeq chr16 - 4189373 4242080 SRL sarcalumenin NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137205_PI4300481700.002955143 6.430100382 6.430100382 up 7.770001769 7.89100069 7.814925596 P P P 5.306646914 4.778394597 5.280167898 P P P LNCV6_137205_PI430048170mRNA TTACTCAGCCTAAGGAAACAAGTACACTCCACACATGCATAAAGGAAATCAAATGTTATTNM_001244950 RefSeq chr10 - 72059033 72088773 SPOCK2 sparc/osteonectin%2C cwcv and kazal-like domains proteoglycan (testican) 2%2C transcript variant 39806 GO:0019800|GO:0007165|GO:0030198|GO:0010811|GO:0005509|GO:0050840|GO:0005578|GO:0045595|GO:0005539|GO:0007416. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138018_PI4300481700.000948156 2.005785065 2.005785065 up 11.48614208 11.59409782 11.52872587 P P P 10.40462731 10.61988187 10.56542788 P P P LNCV6_138018_PI430048170mRNA ACCTTCTGAGCCTGCGCCCACACTATTGAAAACACTAATGAAAGTACTCCTCTGAAAAAANM_138463 RefSeq chr17 - 28724347 28726212 TLCD1 TLC domain containing 1%2C transcript variant 1116238 GO:0005886|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131585_PI4300481700.030985641 8.760441436 8.760441436 up 7.186945851 5.389093178 4.969354746 P P P 2.245900141 3.005591137 3.610912526 A A A LNCV6_131585_PI430048170mRNA CACTCCTTCTGTTTTGTTGCCGTTTATTTTTGTACTCAAATCTCTACATGGAGATAAATGNM_003695 RefSeq chr8 - 142784881 142786592 LY6D lymphocyte antigen 6 complex%2C locus D8581 GO:0035634|GO:0016020|GO:0009986|GO:0005886|GO:0030098|GO:0031225|GO:0007155. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_79849_PI430048170 0.00621464 2.127837959 2.127837959 up 7.569144969 7.477772565 7.512908455 P P P 6.279774023 6.626382869 6.363941086 P P P LNCV6_79849_PI430048170mRNA TTCCGTGAATTCCTCCGAACAGAATTCAGTGAGGAAAATATGCTCTTCTGGATGGCCTGTNM_170587 RefSeq chr8 + 53851807 53959304 RGS20 regulator of G-protein signaling 20%2C transcript variant 18601 GO:0043547|GO:0005515|GO:0005737|GO:0008277|GO:0005886|GO:0038032|GO:0005634|GO:0005096. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134306_PI4300481700.003048584 2.069025739 2.069025739 up 6.376234374 6.746579328 6.607429129 P P P 5.529667821 5.314263773 5.733115137 P P P LNCV6_134306_PI430048170mRNA GGACGTCCATGTTGCCTTTTCAGAACATTCTCTTCATTTTTCTCCTCTCAGTTTGACCATNM_001271682 RefSeq chrX - 37042881 37043794 FTH1P18 ferritin%2C heavy polypeptide 1 pseudogene 18NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_115797_PI4300481700.002522933 4.884133744 4.884133744 up 11.60839545 11.61611582 11.60359366 P P P 9.488997777 9.093411182 9.353823454 P P P LNCV6_115797_PI430048170mRNA ACCGCTGCGGCGTCAGCTCAGCCTTGCAAGACCCCAGGCGCCCGCGCTGCACCTGCGACTNM_004864 RefSeq chr19 + 18386157 18389176 GDF15 growth differentiation factor 159518 GO:0007267|GO:0010862|GO:0005576|GO:0042981|GO:0005125|GO:0005160|GO:0005615|GO:0060395|GO:0007165|GO:0043408|GO:0007179|GO:0048468|GO:0008083|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129227_PI4300481700.00026981 2.857367257 2.857367257 up 6.556142135 6.612181515 6.393706807 P P P 5.156034859 4.848282913 5.006089505 P P P LNCV6_129227_PI430048170mRNA CTGTTATCATTCCTCCCCAACATAATAATACATAAAGTGGCATGGTATTTTTTCTGATGCNM_032496 RefSeq chr12 - 57472254 57479850 ARHGAP9 Rho GTPase activating protein 9%2C transcript variant 164333 GO:0043547|GO:0051056|GO:0007264|GO:0005547|GO:0005829|GO:0005096. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138481_PI4300481700.019940781 2.012322313 2.012322313 up 6.883726966 6.594156348 6.638829871 P P P 5.303395978 5.767601658 5.959941442 P P P LNCV6_138481_PI430048170mRNA GCTGGAGGAGGACGGCTTACATGTTTGTTTCTGTAGAAAATAAAACTGAGCTACGAAAAANM_001327 RefSeq chrX - 154617608 154619271 CTAG1B cancer/testis antigen 1BNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132102_PI4300481700.025751044 2.262170396 2.262170396 up 8.126746368 8.059574931 8.268700667 P P P 7.38147734 6.650132787 6.789844495 P P P LNCV6_132102_PI430048170mRNA TAGTGGTAAATAGTGAAAGCCTGTCCTTCCCTAAATGTAAAGCCATCTGTCCGGCGTAAGNM_005883 RefSeq chr19 + 1450148 1473244 APC2 adenomatosis polyposis coli 210297 GO:0005515|GO:0008017|GO:0005881|GO:0048471|GO:0005794|GO:0008013|GO:0031258|GO:0005884|GO:0016342|GO:0035414|GO:0005737|GO:0000139|GO:0015630|GO:0016055|GO:0090090. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_82921_PI430048170 0.000145619 2.8243885 2.8243885 up 11.6834879 11.68993356 11.60500016 P P P 10.20841362 10.05366632 10.21823365 P P P LNCV6_82921_PI430048170mRNA TGTGCCTGATGCCAGGACAGCTGTGCTCTCAGATGTAAATAGAGCAACCTATATAAACCTNM_005952 RefSeq chr16 + 56682469 56684196 MT1X metallothionein 1X4501 GO:0071294|GO:0048471|GO:0007263|GO:0006882|GO:0005634|GO:0046872|GO:0036018|GO:0010273|GO:0005737|GO:0010038|GO:0008270|GO:0071276|GO:0045926. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143034_PI4300481700.002826503 2.102143322 2.102143322 up 9.115222512 9.383884942 9.114069556 P P P 8.092890747 8.110183821 8.208864714 P P P LNCV6_143034_PI430048170mRNA CCTGCCCAAGGATTTATTCATAGCTTACCTAAGAATTTCAAATTTCTACCATAACACTGANM_214461 RefSeq chr2_KI270768v1_alt- 98953 105653 C2orf27B chromosome 2 open reading frame 27BNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143909_PI4300481700.00764646 2.600746651 2.600746651 up 5.113627857 5.650246907 5.753465034 P P P 4.353119295 4.132438242 3.94395976 A A A LNCV6_143909_PI430048170mRNA TGATACACACACACCCCTTATATGGGACTAATTTTACACTTTTCTGTGTTATGTGTGTATNM_001010892 RefSeq chr6 + 116616478 116632985 RSPH4A radial spoke head 4 homolog A (Chlamydomonas)%2C transcript variant 1345895 GO:0003674|GO:0035082|GO:0031514|GO:0005930|GO:0005730|GO:0005654|GO:0005634|GO:0003341|GO:0005856|GO:0001534. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141383_PI4300481700.001507144 2.172732719 2.172732719 up 10.97833151 10.99602924 10.8045699 P P P 9.67728113 9.73205736 9.997930771 P P P LNCV6_141383_PI430048170mRNA GAAGGAGGTGAGATTTGTGCTACTTTGGGAGATTATGTTCTTTTTTCATGTCTAAGATTTNM_001902 RefSeq chr1 + 70411217 70439851 CTH cystathionine gamma-lyase%2C transcript variant 11491 GO:0005515|GO:0019344|GO:0005516|GO:0070814|GO:0019346|GO:2001234|GO:0006534|GO:0005634|GO:0044540|GO:0044281|GO:0005829|GO:0030968|GO:0018272|GO:0034641|GO:0005737|GO:0051092|GO:0051289|GO:0004123|GO:0043123|GO:0070062|GO:0016846|GO:0047982|GO:0080146|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138850_PI4300481700.008326851 3.599721402 3.599721402 up 8.090176479 7.639483855 8.048643714 P P P 6.563657022 5.897790449 5.656362315 P P P LNCV6_138850_PI430048170mRNA CAGCTGATTTTAACAATAACTACTGTGTTCCTGGCAATAGTGTGTTCTGATTAGAAATGANM_005252 RefSeq chr14 + 75278777 75282234 FOS FBJ murine osteosarcoma viral oncogene homolog2353 GO:0005515|GO:0003700|GO:0044212|GO:0006366|GO:0009409|GO:0051591|GO:0051403|GO:0002756|GO:0003690|GO:0002755|GO:0031668|GO:0032496|GO:0009416|GO:0007179|GO:0001661|GO:0051412|GO:0007565|GO:0038124|GO:0038123|GO:0034134|GO:0007568|GO:0009636|GO:0030431|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_102712_PI4300481700.006988732 4.313268089 4.313268089 up 6.273218654 6.708358295 5.713336242 P P P 3.83424197 4.348658998 4.300322051 A A A LNCV6_102712_PI430048170mRNA CCCCATACTCTTGGCTCTGTAGCATTTCCAAGTTCAGATAAACCCCTGAGTGCTCACCCANM_020882 RefSeq chr20 + 63293185 63330933 COL20A1 collagen%2C type XX%2C alpha 157642 GO:0031012|GO:0005581|GO:0030198|GO:0005788|GO:0005576|GO:0005615. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132911_PI4300481700.001327988 2.623144315 2.623144315 up 6.66435749 7.072374351 6.991562094 P P P 5.319336431 5.498528474 5.737402394 P P P LNCV6_132911_PI430048170mRNA TGCTAACTGGATAAAGTTTGTGCAGCACATTCCTGAGTGTACGATATTGACCTGTAGCCCNM_001004354 RefSeq chr9 - 137299630 137302251 NRARP NOTCH-regulated ankyrin repeat proteinNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127961_PI4300481700.000116225 0.48632802 2.056225344 down 10.74220163 10.77741108 10.79796813 P P P 11.77577082 11.78246242 11.87762668 P P P LNCV6_127961_PI430048170mRNA GTGGTTTCAGATTGTAAATAGCGCGTCAGCGAACTTGTCTAAATCATATATTTTTGTCTANM_024337 RefSeq chr5 + 3596053 3601403 IRX1 iroquois homeobox 179192 GO:0043565|GO:0006355|GO:0072272|GO:0005634|GO:0072086. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127715_PI4300481700.049048181 0.414114142 2.414793164 down 4.249647787 4.764101948 4.615121199 A A A 5.100733114 6.030153927 6.151094868 P P P LNCV6_127715_PI430048170mRNA GGAAATCGTTTGATGGGGAAAAGTCTCTTGTAAGTAAAAGTAGTCAAATTCAAATGGCAANM_006063 RefSeq chr2 + 169509701 169526262 KLHL41 kelch-like family member 4110324 GO:0005515|GO:0016567|GO:2000291|GO:0005886|GO:0031275|GO:0006941|GO:0033017|GO:0005634|GO:0035914|GO:0001726|GO:0031430|GO:0045661|GO:0031143|GO:0005737|GO:0030239|GO:0031463|GO:0005789|GO:2001014|GO:0005856. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_66130_PI430048170 0.005913781 0.315556096 3.169008654 down 8.720933429 9.346161142 9.273703029 P P P 11.16270434 10.77406526 10.36365076 P M P LNCV6_66130_PI430048170mRNA ACTTCTCCCCGCAAACCTAGGTCAGACTTTTCCTTTCATCTTTGTGTTCATCTACTGTAANM_001032392 RefSeq chr2 + 87748090 87759475 PLGLB1 plasminogen-like B15343 GO:0005576 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141532_PI4300481700.005168725 2.958281002 2.958281002 up 6.217619132 6.4854553 5.780181556 P P P 4.227183479 4.729104521 4.84655115 A A A LNCV6_141532_PI430048170mRNA CCAGTATTTCACAACTTCCTGGTCGCTGAGAATATTTATTCAAAAACAGGGATTGAAAAANM_080865 RefSeq chr3 + 51955313 51957504 GPR62 G protein-coupled receptor 62118442 GO:0043235|GO:0008150|GO:0007186|GO:0005886|GO:0004930|GO:0016021|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129346_PI4300481700.032247972 0.471388177 2.121393892 down 5.503625098 5.66702958 5.585072151 P P P 6.244681027 6.720942034 6.960570014 P P P LNCV6_129346_PI430048170mRNA CTTTACCTATACAAAATGACTGCTATGGTGGGAACACAATAAACACCAGTTTTGACTTTTNM_032107 RefSeq chr20 + 43507679 43541895 L3MBTL1 l(3)mbt-like 1 (Drosophila)%2C transcript variant II26013 GO:0030097|GO:0005515|GO:0000793|GO:0007088|GO:0003700|GO:0005886|GO:0005730|GO:0031491|GO:0005634|GO:0035064|GO:0031493|GO:0032093|GO:0006351|GO:0042802|GO:0045652|GO:0042393|GO:0003682|GO:0051726|GO:0005654|GO:0008270|GO:0045892|GO:0000785|GO:0016568. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130093_PI4300481702.33424E-05 9.898740346 9.898740346 up 9.014636995 8.723117037 9.050040805 P P P 5.483654197 5.553738537 5.827172588 P P P LNCV6_130093_PI430048170mRNA CCACCCAGAAATCCACTCAAATTTGGGGATTGTCATTCCTTTTGTGAATAATTAATACAANM_001012993 RefSeq chr9 - 110199565 110208133 C9orf152 chromosome 9 open reading frame 152NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139046_PI4300481700.044461732 2.539374891 2.539374891 up 5.900238203 5.87459125 6.046571964 P P P 3.989990322 4.490722542 5.09938281 A A P LNCV6_139046_PI430048170mRNA GTTCTGCATTGATAAACTCAAATGATCATGGCAGAATGAGAGTGAATCTTACATTACTACNM_012242 RefSeq chr10 + 52314280 52317657 DKK1 dickkopf WNT signaling pathway inhibitor 122943 GO:0005515|GO:0090082|GO:0005886|GO:0030178|GO:0042662|GO:0042663|GO:0030326|GO:0090244|GO:0060394|GO:0005615|GO:0030514|GO:0031333|GO:0033137|GO:0004871|GO:0032526|GO:0090090|GO:0001942|GO:0048019|GO:0001706|GO:0001707|GO:2000726|GO:0005576|GO:0000122|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130287_PI4300481700.018956959 5.654833084 5.654833084 up 5.692610295 5.478530896 5.068370576 P P P 3.705324709 2.371428015 2.246542165 A A A LNCV6_130287_PI430048170mRNA ACAGTTGCTTCTCAGCTCAGCTGTGCCAGGATCTTGTTGAGTCAGGTCAGCTGCCCACAGNM_024866 RefSeq chr22 + 50481555 50486437 ADM2 adrenomedullin 2%2C transcript variant 179924 GO:0010628|GO:0007631|GO:0005179|GO:0007586|GO:0006468|GO:0005576|GO:0045776|GO:0007189|GO:0001525|GO:0032403|GO:0045766. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136076_PI4300481700.012745435 2.831859105 2.831859105 up 5.76261077 5.271999231 5.076396905 P P P 3.907601349 3.355790631 4.284310043 A A A LNCV6_136076_PI430048170mRNA GCACTCTAATGGATAACAATCCAAGAATAAATGATTGTAAAAGATGATGCCGAAGAGTTGNM_014668 RefSeq chr2 + 11534115 11642786 GREB1 growth regulation by estrogen in breast cancer 1%2C transcript variant a9687 GO:0016021|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145297_PI4300481700.000475591 3.983685485 3.983685485 up 9.296267613 9.137071274 9.030196919 P P P 7.214982268 6.914681714 7.332545935 P P P LNCV6_145297_PI430048170mRNA TGTGCTTAGGTGCTTTAAAACTCAAAGGCTCTTTTCAGAGCCACTCAAGTCTCACATAAANM_003518 RefSeq chr6 - 26216200 26216644 HIST1H2BG histone cluster 1%2C H2bg8339 GO:0046982|GO:0050830|GO:0019731|GO:0006334|GO:0006325|GO:0005654|GO:0005634|GO:0000786|GO:0005615|GO:0003677|GO:0070062|GO:0002227. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127213_PI4300481701.43526E-05 2.538481465 2.538481465 up 15.16637266 15.21130999 15.2868776 P P P 13.89946896 13.82643594 13.90795313 P P P LNCV6_127213_PI430048170mRNA GGCGTGGCTGAGACCAACTGGTTTGCCTATAATTTATTAACTATTTATTTTTTCTAAGTGNM_014330 RefSeq chr19 + 48872391 48876062 PPP1R15A protein phosphatase 1%2C regulatory subunit 15A23645 GO:0005515|GO:0005783|GO:0005741|GO:0005829|GO:0030968|GO:0005739|GO:0008599|GO:0005737|GO:0033138|GO:0045943|GO:0000164|GO:0071862|GO:0007179|GO:0007050|GO:0030512|GO:0005794|GO:0019901|GO:0035308|GO:0006915|GO:0070972|GO:0006974|GO:0010628|GO:0032058|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142595_PI4300481700.012078393 2.516800862 2.516800862 up 7.633601704 7.733033744 7.706861351 P P P 6.64920544 6.096637787 6.278804551 P P P LNCV6_142595_PI430048170mRNA GGCACAGTATGCTCCTTACAGAAAAGTTGTCATTTTATTTCTAGAATAAATCTGTGAACCNM_004414 RefSeq chr21 - 34516442 34615142 RCAN1 regulator of calcineurin 1%2C transcript variant 11827 GO:0005515|GO:0007165|GO:0006355|GO:0019722|GO:0003700|GO:0008015|GO:0005634|GO:0007417|GO:0003677|GO:0042802. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133142_PI4300481700.001936823 4.187860713 4.187860713 up 4.805462205 5.294789513 5.346068135 P P P 2.957279884 3.253755755 3.080349168 A A A LNCV6_133142_PI430048170mRNA AGGCAGTCTTTCATGGAATGTTTTGATTGAGCAATGAAATAAACAGTCCTCCATTTTGTTNM_175873 RefSeq chr5 + 132813323 132816797 SOWAHA sosondowah ankyrin repeat domain family member A134548 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139504_PI4300481700.005236348 2.892497756 2.892497756 up 6.619386745 7.083306282 6.525197912 P P P 5.118171638 5.183438675 5.380103374 P P P LNCV6_139504_PI430048170mRNA AGCTTTTAGAGTGAGCTCAAATCTTACTGGACATAAGAAAAGAAAACATCAAGTATGGAGNM_001010877 RefSeq chr6_GL000252v2_alt- 260419 270863 ZNF311 zinc finger protein 311282890 GO:0006355|GO:0003700|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136712_PI4300481700.000380805 2.40544987 2.40544987 up 8.504193519 8.51895648 8.302050608 P P P 7.006036341 7.24702808 7.268781513 P P P LNCV6_136712_PI430048170mRNA GGAGGCGCGACCCCTTGTGGGTCTTTGTCTGGAAGGAATAAAAGCAAATGTTCCAAAAAANM_003279 RefSeq chr20 - 45823215 45827314 TNNC2 troponin C type 2 (fast)7125 GO:0006937|GO:0030049|GO:0005861|GO:0003009|GO:0005509|GO:0003779|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130138_PI4300481700.00041166 0.445872831 2.242791956 down 9.719609743 9.743466188 9.670006329 P P P 10.96522778 10.86700325 10.79249384 P P P LNCV6_130138_PI430048170mRNA GCTTCAGTGTGTGTTTTTTAAGTTGCTGGGCATTACACTTACCAATTAAAGAATTTTGGANM_001134793 RefSeq chr11 + 125887059 125900646 HYLS1 hydrolethalus syndrome 1%2C transcript variant 2219844 GO:0005813|GO:0005737|GO:0005886|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143872_PI4300481700.000201596 2.655917844 2.655917844 up 9.350525056 9.522428034 9.266675758 P P P 7.895550038 7.94444736 8.077676682 P P P LNCV6_143872_PI430048170mRNA GTTCAGTAACCCTATGTGAATCAGATGTCTCCTGGATAACATTAAAGCCATGTCTTTGTCNM_152331 RefSeq chr14 + 73591705 73595766 ACOT4 acyl-CoA thioesterase 4122970 GO:0052689|GO:0000038|GO:0004778|GO:0006637|GO:0001676|GO:0046459|GO:0043648|GO:0016290|GO:0043649|GO:0005102|GO:0047617|GO:0032789|GO:0032788|GO:0006104|GO:0019605|GO:0005777. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134684_PI4300481700.011412195 2.936647678 2.936647678 up 9.302869683 8.567718711 9.047522439 P P P 7.902550378 6.985496066 7.308081416 P P P LNCV6_134684_PI430048170mRNA TGGATATGTCTGTGAGGCTCCTGAAAGGAGACAAATAAAGTCAATATATTTGCACAGTGCNM_001145033 RefSeq chr11 + 43942555 43943883 C11orf96 chromosome 11 open reading frame 96387763 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145484_PI4300481700.014109083 2.654563582 2.654563582 up 6.627253587 6.703489457 6.464187833 P P P 4.767221148 5.223233255 5.497410487 P P P LNCV6_145484_PI430048170mRNA TTCCTGCTTCTCTAGGCAAGGTCCCGTCATAGCAATTATATTTATTATCCCTTGAAAAAANM_002529 RefSeq chr1 + 156860878 156881850 NTRK1 neurotrophic tyrosine kinase%2C receptor%2C type 1%2C transcript variant 24914 GO:0005515|GO:0021553|GO:0010465|GO:0046579|GO:0048678|GO:0042803|GO:0043068|GO:0043524|GO:0060009|GO:0046777|GO:0007411|GO:0051602|GO:0007611|GO:0043025|GO:0031667|GO:0070374|GO:0005166|GO:0048406|GO:0009986|GO:0051968|GO:0007568|GO:0018108|GO:0071316|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_83171_PI430048170 0.001352384 2.064200163 2.064200163 up 4.849097794 4.628160874 4.952626409 P P P 3.938041715 3.643679843 3.713550658 A A A LNCV6_83171_PI430048170mRNA AAAGCACTGTGGTTCGACCTGCAGCAGCGCCTGTCAGATGAAGATGGCACCAACATGCACNM_019065 RefSeq chr16 + 83968631 84002774 NECAB2 N-terminal EF-hand calcium binding protein 254550 GO:0005515|GO:0005737|GO:0005509. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136968_PI4300481700.00102256 6.124752157 6.124752157 up 7.132013651 6.762400909 7.132857671 P P P 4.176202543 4.782005022 4.165975432 A P A LNCV6_136968_PI430048170mRNA CTCACCACTTACCCGGGATAGTAAACATGATACACATCAATAAAGGCAGACTTTATTGTGNM_178468 RefSeq chr20 - 35285730 35292422 FAM83C family with sequence similarity 83%2C member C128876 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130318_PI4300481700.003236688 3.014910076 3.014910076 up 8.216951215 8.065509484 8.179615878 P P P 6.319077129 6.772410893 6.563056134 P P P LNCV6_130318_PI430048170mRNA CTACAGACATTTGGCCCCAAATCCCTGACTCAATAAAGTAAGCGTGTACCTAGCAAAAAANM_001303034 RefSeq chr11 - 3665586 3671384 CHRNA10 cholinergic receptor%2C nicotinic%2C alpha 10 (neuronal)%2C transcript variant 257053 GO:0030424|GO:0005262|GO:0030054|GO:0042472|GO:0005102|GO:0007204|GO:0005892|GO:0007271|GO:0016020|GO:0050910|GO:0042127|GO:0045211|GO:0070588|GO:0043204|GO:0004889. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129524_PI4300481700.018627142 4.8247629 4.8247629 up 6.613843771 6.568675204 6.368322734 P P P 4.709642902 4.296314722 3.495981648 P A A LNCV6_129524_PI430048170mRNA TTTGATTGGGTGTCTGTTTCTCGCAGCCAAAAGAGCTCTGAATGAGGAAAGTGCTTCTGTNM_001164723 RefSeq chr1 - 28147165 28176944 PTAFR platelet-activating factor receptor%2C transcript variant 45724 GO:0005886|GO:0004930|GO:0048015|GO:0019221|GO:0001875|GO:0001816|GO:0043231|GO:0001530|GO:0006955|GO:0032959|GO:0004992|GO:0005543|GO:0006954|GO:0016020|GO:0006935|GO:0007186|GO:0045028|GO:0005887|GO:0005654|GO:0035589|GO:0016021|GO:0031663|GO:0060333. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136258_PI4300481703.94427E-05 2.245008854 2.245008854 up 8.853982448 8.707086904 8.797889583 P P P 7.550280559 7.641640313 7.668038851 P P P LNCV6_136258_PI430048170mRNA CTTGTATCTCTAAATATGGTGTGATATGAACCAGTCCATTCACATTGGAAAAACTGATGGNM_031419 RefSeq chr3 + 101849513 101861025 NFKBIZ nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor%2C zeta%2C transcript variant 164332 GO:0003712|GO:0006954|GO:0006357|GO:0005634|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_101710_PI4300481700.002100058 2.027998335 2.027998335 up 4.741789647 4.651251884 4.994808314 P P P 3.914440945 3.73908822 3.686481571 A A A LNCV6_101710_PI430048170mRNA TCCAGCTGAAGAGTGAGGTGCAGCCCAAGAACACCATGAACCCCGAGAATGAGCAGCACANM_001031737 RefSeq chr16 - 722581 726473 CCDC78 coiled-coil domain containing 78124093 GO:0042383|GO:0048471|GO:0016529|GO:0003009|GO:0005814|GO:0030030. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137606_PI4300481700.007276157 2.616896368 2.616896368 up 7.013353011 6.796545713 6.906552124 P P P 5.734861648 5.180917828 5.589798585 P P P LNCV6_137606_PI430048170mRNA ATTTAATGGAAGGTTCCACAAGTCACCCTGTGATCAACAGTACCCGTATGGGACAAAGCTNM_000641 RefSeq chr19 - 55364381 55370463 IL11 interleukin 11%2C transcript variant 13589 GO:0008284|GO:0005142|GO:0007267|GO:0050731|GO:0005576|GO:0005125|GO:0005615|GO:0046888|GO:0005737|GO:0033138|GO:0045944|GO:0030219|GO:0030183|GO:0045444|GO:2000352|GO:0043410|GO:0008083. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131111_PI4300481700.000642158 12.78017173 12.78017173 up 8.453991664 8.499474006 8.509121257 P P P 4.633073883 4.999981966 4.778797487 P P A LNCV6_131111_PI430048170mRNA GCACAGGGTTCCCTTATGTAGATGTACACATGGCATTGCATATAGAGATTAAATTATTATNM_001039762 RefSeq chr10 - 127135425 127196158 FAM196A family with sequence similarity 196%2C member A642938 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143010_PI4300481700.027147544 2.316184604 2.316184604 up 5.952500535 6.004084366 5.647492293 P P P 4.723898536 5.010990888 4.122462345 P P A LNCV6_143010_PI430048170mRNA CCTGGAGATTCTGAAGTGCCTTTGCTGTGGTTTTCAAAATAATAAAGATTTGTATTCAACNM_001271702 RefSeq chr10 - 47467993 47484158 ANXA8 annexin A8%2C transcript variant 1NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136835_PI4300481700.000243911 3.409630528 3.409630528 up 5.071670725 5.080769144 5.065727682 P P P 3.305969719 3.246653608 3.354710665 A A A LNCV6_136835_PI430048170mRNA CGTGGACACCCCAGACCTGCGAAGGATGATCGCCCGATAAAGACGGATTCTAAGGACTCTNM_139355 RefSeq chr19 - 3777968 3786417 MATK megakaryocyte-associated tyrosine kinase%2C transcript variant 14145 GO:0005515|GO:0008284|GO:0008283|GO:0005102|GO:0005524|GO:0030154|GO:0031234|GO:0005829|GO:0016477|GO:0045087|GO:0042127|GO:0006468|GO:0007498|GO:0004713|GO:0038083|GO:0002009|GO:0004715|GO:0007169. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135811_PI4300481704.59244E-05 2.448759497 2.448759497 up 7.722276909 7.579779286 7.567313848 P P P 6.288869211 6.285363808 6.420051777 P P P LNCV6_135811_PI430048170mRNA AAATAAGGAGCCAGAGGAGTTACCTGTGTCCTGCATTATGATTAAAGCCTTTTAAAGTTGNM_145038 RefSeq chr2 + 26401915 26456711 DRC1 dynein regulatory complex subunit 192749 GO:0071973|GO:0060285|GO:0005930|GO:0070286|GO:0005856. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_54679_PI430048170 0.003425291 2.51934581 2.51934581 up 8.368445057 8.311512425 8.517543024 P P P 6.793375343 7.174399427 7.203366766 P P P LNCV6_54679_PI430048170mRNA CCATGACACTCACAGAACATTCACAACCTTTATTATGGGTGAGAGCTTCACTACAACTTTNM_001012758 RefSeq chr1 + 145845632 145848575 NUDT17 nudix (nucleoside diphosphate linked moiety X)-type motif 17NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126436_PI4300481700.007847854 3.309722157 3.309722157 up 6.635044258 6.775544506 6.336761439 P P P 4.867649241 4.379723648 5.230368018 P A P LNCV6_126436_PI430048170mRNA AAATTGGGTTCTTACTGCATACGCTGCTTGCTGGTTTCTAAATAAAATTGGGTTCTTACTNM_001242780 RefSeq chr17_KI270907v1_alt- 69149 71433 LOC100506388 uncharacterized LOC100506388%2C transcript variant 1100506388 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135421_PI4300481700.003452625 3.580997733 3.580997733 up 7.177687122 7.084179452 6.848709374 P P P 5.499787487 5.199954052 4.832963497 P P A LNCV6_135421_PI430048170mRNA TTGGACCTGGTTTTGTTTTCCTGCAGCTGTTGACTTGTTGCCCTGAAGTACAATAAAAAANM_001025199 RefSeq chr1 + 111229710 111243440 CHI3L2 chitinase 3-like 2%2C transcript variant 31117 GO:0008061|GO:0006032|GO:0006955|GO:0005975|GO:0030246|GO:0005615|GO:0004568. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141889_PI4300481700.012358133 2.423137866 2.423137866 up 5.724218372 5.868964174 5.682601012 P P P 4.254200337 4.817444871 4.311212091 A A A LNCV6_141889_PI430048170mRNA ACAGAAGTTACTGTCACCCTACTGACTTTCTCACCAGTAAACATTGTGGCTGTTCCTGTANM_001145010 RefSeq chr12 + 27466809 27502185 SMCO2 single-pass membrane protein with coiled-coil domains 2341346 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130901_PI4300481700.000761923 6.545485565 6.545485565 up 9.071964358 9.176614785 8.926657439 P P P 6.031478054 6.425016955 6.549029893 P P P LNCV6_130901_PI430048170mRNA TACTTTTCTCCTAAGTCTACCCTGGACACTTTTTAGGGCACCTGGAGAGAACTTTCCTCTNM_178570 RefSeq chr11 + 57460536 57477539 RTN4RL2 reticulon 4 receptor-like 2349667 GO:0031103|GO:0009986|GO:0045121|GO:0004872|GO:0046658|GO:0009897|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133373_PI4300481700.001816564 0.461051134 2.168956816 down 7.713541173 7.711809774 7.551296444 P P P 8.88916869 8.847151539 8.577941234 P P P LNCV6_133373_PI430048170mRNA GCAGTGAGTTTAATGACTGACTTAGTAGCAGGTACAAGAAGCAAACTTGTTAATATAGATNM_020242 RefSeq chr3 + 44761716 44853256 KIF15 kinesin family member 1556992 GO:0008017|GO:0005813|GO:0005871|GO:0005873|GO:0008283|GO:0005874|GO:0005819|GO:0003777|GO:0003677|GO:0005524|GO:0005829|GO:0019886|GO:0003774|GO:0007067|GO:0016020|GO:0007596|GO:0008152|GO:0016887|GO:0007018. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128329_PI4300481700.013505587 2.241718893 2.241718893 up 5.489138705 5.255436591 5.248041469 P P P 4.30587339 3.774626136 4.362039307 A A A LNCV6_128329_PI430048170mRNA CTCTTGCATTCTGTTTGGTTGCCCTTTAGTTTCCTAGTAAATGCTCCTTTTGAAAAACTCNM_175733 RefSeq chr11 + 7251949 7469045 SYT9 synaptotagmin IX 143425 GO:0005215|GO:0030054|GO:0050796|GO:0045956|GO:0006810|GO:0031045|GO:0030672|GO:0016021|GO:0046872|GO:0042802|GO:0030667. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139199_PI4300481700.0004553 0.479075292 2.087354568 down 9.182469466 9.238307083 9.139812625 P P P 10.13709617 10.31548321 10.28840182 P P P LNCV6_139199_PI430048170mRNA GCTGGAGGTGTGACACCTTCAGTTCTGTTCCTATTAAAGGACCTTCTGAAGGGCAAAAAANM_203374 RefSeq chr19 - 55620740 55624575 ZNF784 zinc finger protein 784147808 GO:0006355|GO:0002244|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132451_PI4300481700.003040445 3.247799768 3.247799768 up 6.235397809 6.131746787 6.128945696 P P P 4.577730831 4.582029046 4.209824779 P A A LNCV6_132451_PI430048170mRNA GCCTCAGTTAGAGGATGTTCCTCTTGGTGACCTCATGTAATTAGCTCATTCAATAAAGCANM_004895 RefSeq chr1 + 247418048 247449104 NLRP3 NLR family%2C pyrin domain containing 3%2C transcript variant 1114548 GO:0005515|GO:0042347|GO:0050713|GO:0051259|GO:0035872|GO:0005829|GO:0051607|GO:0005737|GO:0006954|GO:0051092|GO:0050718|GO:0009595|GO:0032621|GO:0072559|GO:0050701|GO:0006919|GO:0042834|GO:0006915|GO:0032088|GO:0006952|GO:0002674|GO:0005524|GO:0043280|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140728_PI4300481700.003432227 3.719774308 3.719774308 up 7.850659947 7.765021159 7.662995504 P P P 5.553738537 5.897307153 6.096782856 P P P LNCV6_140728_PI430048170mRNA TGCACCACTGGTCATAGCATCTATCTCCTTTGCCTTAATTTACTGAAATACATCATTTTANM_001393 RefSeq chr9 - 92495311 92536092 ECM2 extracellular matrix protein 2%2C female organ and adipocyte specific%2C transcript variant 11842 GO:0005178|GO:0007160|GO:0030198|GO:0010811|GO:0005578|GO:0005614|GO:0008201|GO:0070052. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134969_PI4300481700.030311565 2.077060992 2.077060992 up 5.769810917 5.827535495 6.238883106 P P P 4.456991292 5.326518713 4.801197466 A P A LNCV6_134969_PI430048170mRNA GAACATCAAACTCCAAACCCTGGGGACAAACGACATGAAATAAATGTATTTTAAAACATCNM_003965 RefSeq chr3 + 46407229 46409523 CCRL2 chemokine (C-C motif) receptor-like 2%2C transcript variant 19034 GO:0070098|GO:0006954|GO:0007186|GO:0006935|GO:0005886|GO:0005887|GO:0048020|GO:0004950|GO:0042379. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133862_PI4300481700.004875244 2.439558871 2.439558871 up 5.387010522 5.615319131 5.577300465 P P P 4.080219047 4.522862602 4.080219047 A A A LNCV6_133862_PI430048170mRNA TCAGTAATAAAACATCTTTCCAGTCCTTGGTCAGTTTGGTTGTGTAAGAGAATGTTGAATNM_000756 RefSeq chr8 - 66176376 66178611 CRH corticotropin releasing hormone1392 GO:0005515|GO:0043627|GO:0032811|GO:0006704|GO:0033685|GO:2000310|GO:2000854|GO:0060291|GO:0005615|GO:0051602|GO:0060548|GO:0007611|GO:0005184|GO:0010942|GO:0035641|GO:0008306|GO:0014062|GO:0051412|GO:0007565|GO:0007616|GO:0007567|GO:0071314|GO:0050801|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_39450_PI430048170 0.014989491 2.063584807 2.063584807 up 8.028207954 7.942236691 7.874699132 P P P 7.19696336 6.718312782 6.746956411 P P P LNCV6_39450_PI430048170mRNA TCTTCCTGACTGGCCTCTGTTTCGCCATCCTGCTGGAGGCCATCGAGCGCTTCATCGAGCNM_021194 RefSeq chr1 - 211575038 211578757 SLC30A1 solute carrier family 30 (zinc transporter)%2C member 17779 GO:0005515|GO:0071577|GO:0031965|GO:0005794|GO:0005886|GO:0005783|GO:0071585|GO:0006874|GO:0006882|GO:0030315|GO:0071584|GO:0055085|GO:0001701|GO:0090281|GO:0046929|GO:0070509|GO:0005737|GO:0005385|GO:0019855|GO:0070574|GO:0006829|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145746_PI4300481700.000555645 2.32041381 2.32041381 up 10.65970444 10.57816321 10.49904328 P P P 9.210198078 9.412109727 9.463684369 P P P LNCV6_145746_PI430048170mRNA TTCCCTTTTCTCTGTATTGGTCAGTGTAGTTGATGTAAAACCGTTTTGTGGATGGAAAATNM_024430 RefSeq chr18 - 45983535 46072284 PSTPIP2 proline-serine-threonine phosphatase interacting protein 29050 GO:0016020|GO:0007010|GO:0003779|GO:0005856|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128668_PI4300481700.001260231 0.460452798 2.17177527 down 7.513898236 7.239726445 7.194811673 P P P 8.438211748 8.316653303 8.560951946 P P P LNCV6_128668_PI430048170mRNA GGAGATATCTTGTGGTTTAAAGCAAATGTCCCACTGAAAGTGATTCAAATATCAACAGAANM_001142685 RefSeq chr11 - 128965059 129192198 ARHGAP32 Rho GTPase activating protein 32%2C transcript variant 19743 GO:0005515|GO:0051056|GO:0030054|GO:0007264|GO:0014069|GO:0015629|GO:0005829|GO:0043547|GO:0000139|GO:0043197|GO:0045211|GO:0005789|GO:0035091|GO:0005938|GO:0010008|GO:0005096. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143927_PI4300481700.00043012 3.052553393 3.052553393 up 6.659441296 6.320108009 6.442900131 P P P 4.794133018 4.994997961 4.815363654 P P A LNCV6_143927_PI430048170mRNA AACAAAACCCACCAGGAAGGAAAATCCAAGAGTTTCAGGTCTAGAGCTTGTGCTGCACTTNM_006049 RefSeq chr15 - 66490327 66497808 SNAPC5 small nuclear RNA activating complex%2C polypeptide 5%2C 19kDa10302 GO:0010467|GO:0006355|GO:0003700|GO:0006366|GO:0005730|GO:0005654|GO:0005634|GO:0006384|GO:0006383. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127277_PI4300481700.002585621 4.129122755 4.129122755 up 6.521038536 6.1156926 6.377697421 P P P 4.364751124 3.877006848 4.577657224 A A A LNCV6_127277_PI430048170mRNA ACGTTCATCACTTTAAACTGAACCTGGCAAGTTAATTTCCTCAGGAATGGGGATGTATTTNM_201435 RefSeq chr12 + 122774508 122827380 CCDC62 coiled-coil domain containing 62%2C transcript variant 284660 GO:0005737|GO:0030374|GO:0005886|GO:0071392|GO:0045944|GO:0030331|GO:0005654|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127092_PI4300481700.005002474 2.94097345 2.94097345 up 6.98287382 6.610950484 6.717483525 P P P 4.854206981 5.530709034 5.204570427 P P P LNCV6_127092_PI430048170mRNA CCAGTAAGCTTCCACCGTAGTTCCGTGAGCATCAATATATCTTTTCTTGGTCTTTTAATANM_145020 RefSeq chr18 - 50227193 50266495 CFAP53 cilia and flagella associated protein 53220136 GO:0008150|GO:0005929|GO:0003674|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_12098_PI430048170 0.012338134 0.49235314 2.031062503 down 5.203417179 5.288518032 4.741083116 P P A 5.77587212 6.296497053 6.231535291 P P P LNCV6_12098_PI430048170mRNA AAGTTGACTGGAACTTCCACAAGGACAGCTTTTTCTGCGACGTTCCAAGTGACCGATATTNM_032890 RefSeq chr1 + 222815088 223005995 DISP1 dispatched homolog 1 (Drosophila)84976 GO:0009880|GO:0007368|GO:0015833|GO:0060539|GO:0007225|GO:0008158|GO:0016021|GO:0009953|GO:0015197|GO:0007224. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130929_PI4300481700.033192265 0.425808973 2.348470942 down 8.645714386 9.377272431 8.649849363 P P P 10.38950838 9.534534331 10.41224539 P P P LNCV6_130929_PI430048170mRNA CCAAGTCTCCCAATATCCAATTTTAAAATGAAATGCATTTTGCTAGACAGTTAAACTGGCNM_000129 RefSeq chr6 - 6144077 6320691 F13A1 coagulation factor XIII%2C A1 polypeptide2162 GO:0018149|GO:0007596|GO:0003810|GO:0002576|GO:0030168|GO:0072562|GO:0031093|GO:0005576|GO:0046872. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138203_PI4300481700.003692666 2.740908488 2.740908488 up 7.241626343 7.324729912 7.077782591 P P P 5.491203417 6.014251023 5.738075051 P P P LNCV6_138203_PI430048170mRNA GTCTTGAAATTGTCACTCGCTTACTGGATCCAAGCGTCTCGAGGATAAATAAAGATCATGNM_024025 RefSeq chr8 - 33591329 33600106 DUSP26 dual specificity phosphatase 26 (putative)78986 GO:0005515|GO:0001102|GO:0005794|GO:0005634|GO:0000122|GO:0035335|GO:0004647|GO:0045785|GO:0005739|GO:0002039|GO:0005737|GO:0006470|GO:0044387|GO:0070373|GO:0004721|GO:0008138|GO:0004725|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128368_PI4300481700.042078963 2.140721893 2.140721893 up 5.645656799 6.075088317 5.103930705 P P P 4.425989945 4.206112716 4.953785549 A A P LNCV6_128368_PI430048170mRNA GAGGCCGTCATGAAGCTCTGTGTTGTCTGTTTTATTTTATAACCTTCCTCTCAACTATTANM_004561 RefSeq chr11 + 65787033 65797219 OVOL1 ovo-like zinc finger 15017 GO:0006366|GO:0051729|GO:0001822|GO:0000981|GO:0005634|GO:0000122|GO:0007283|GO:0000978|GO:0046872|GO:0009913|GO:0001078|GO:0007010|GO:0007498. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134411_PI4300481700.012623227 3.146642253 3.146642253 up 8.247148691 8.239753252 8.187318583 P P P 6.929399465 6.405047579 6.296984647 P P P LNCV6_134411_PI430048170mRNA TATTTATTCCCTCACCTTCTGCAGGGCTCCGTGCGGGCTGAAATTAAAGATTTCTTAGAGNM_002068 RefSeq chr19 + 3136031 3163769 GNA15 guanine nucleotide binding protein (G protein)%2C alpha 15 (Gq class)2769 GO:0001664|GO:0005886|GO:0005834|GO:0003924|GO:0030168|GO:0007202|GO:0031683|GO:0005525|GO:0007204|GO:0046872|GO:0006184|GO:0007596|GO:0060158|GO:0007207|GO:0007188|GO:0004871. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_103873_PI4300481700.005226003 2.258544712 2.258544712 up 7.137962661 6.651489242 6.707180728 P P P 5.673473791 5.492077819 5.835190754 P P P LNCV6_103873_PI430048170mRNA GTCTCAGCATTTGAACCGAATGCTAATATAGTCACTTATTAAAGGATTATGCTGATGGAANM_031898 RefSeq chr17 - 15303811 15341641 TEKT3 tektin 3 64518 GO:0003674|GO:0080154|GO:0060271|GO:0005874|GO:0036126|GO:0005634|GO:0030317|GO:0002080|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133473_PI4300481700.000373313 2.362885219 2.362885219 up 7.48200617 7.248809787 7.459073223 P P P 6.037436403 6.11600166 6.31203103 P P P LNCV6_133473_PI430048170mRNA CCTGAGTTGGGCAGCCAGGAGTGCCCCCGGGAATGGATAATAAAGATACTAGAGAACTGANM_012391 RefSeq chr6 - 34537801 34556333 SPDEF SAM pointed domain containing ETS transcription factor%2C transcript variant 125803 GO:0060576|GO:0043065|GO:0006366|GO:0010455|GO:0010454|GO:0000981|GO:0005634|GO:0007275|GO:0000122|GO:0030154|GO:0043565|GO:0045944|GO:0060480. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131323_PI4300481700.000628127 3.609325808 3.609325808 up 5.16654688 4.897510785 4.899296092 P P P 3.374942345 3.092238509 2.921140785 A A A LNCV6_131323_PI430048170mRNA TACATGGGGGCATCCTCAACAAGACGGTGCACGAACTCATACGCGGGCTGCGCATGCAGGNM_001029886 RefSeq chr5 - 177400106 177400636 PFN3 profilin 3 345456 GO:0005737|GO:0030036|GO:0005634|GO:0003779|GO:0005856|GO:0008289. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130945_PI4300481700.000789854 14.08996048 14.08996048 up 8.27063904 7.968381106 7.914241902 P P P 3.988683627 4.664776924 3.961006949 A A A LNCV6_130945_PI430048170mRNA TATCTAAACCAGCCTTGGGAAATTACAGTGTTTTACAATAAACAGAAAGCCAAGCGGAAANM_001282540 RefSeq chr17 - 15565481 15619704 CDRT1 CMT1A duplicated region transcript 1%2C transcript variant 2374286 GO:0008150|GO:0003674|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127257_PI4300481704.36114E-05 5.005453748 5.005453748 up 6.454820009 6.608516708 6.323777406 P P P 3.964518159 4.204560711 4.24594447 A A A LNCV6_127257_PI430048170mRNA CTCAGGTCTTAATTAGGAATAAATGAGGTGGGAAATAAACATTCTTATGACAGTTCTACCNM_181707 RefSeq chr17 + 60422503 60431426 C17orf64 chromosome 17 open reading frame 64124773 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127520_PI4300481700.006468752 0.405094974 2.468556915 down 6.524437814 6.397620617 7.012042316 P P P 7.824149947 7.851791718 8.211214799 P P P LNCV6_127520_PI430048170mRNA CTGGGGTTAATCCTGAAGCTAAAAGTAAATGTTTCTTGAATTGATTTTGTTCTGTGGTACNM_001080392 RefSeq chr7_GL383534v2_alt- 23319 68748 KIAA1147 KIAA1147 57189 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129011_PI4300481700.006891183 6.08896072 6.08896072 up 5.329370604 5.801844524 5.971951781 P P P 3.399552024 3.396507148 2.319121248 A A A LNCV6_129011_PI430048170mRNA GGTCTAAGTTGTTCTAAACCCAGGGTTCTCAAATGTGTTGTACAAAAAGTTTCATGTAATNM_181654 RefSeq chr18 - 59295403 59318649 CPLX4 complexin 4 339302 GO:0019905|GO:0030054|GO:0016020|GO:0006836|GO:0046928|GO:0045202|GO:0006887. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139742_PI4300481700.001783138 2.550879938 2.550879938 up 8.284715388 7.965498891 8.062392217 P P P 6.489372977 6.818452484 6.934530262 P P P LNCV6_139742_PI430048170mRNA GTCGCAACTGAGATCTCCATGACTGTGTGTTGTGAAATAAAATGGTGAAAGATCAAAAAANM_000892 RefSeq chr4 + 186227517 186258471 KLKB1 kallikrein B%2C plasma (Fletcher factor) 13818 GO:0005515|GO:0004252|GO:0005886|GO:0051919|GO:0005576|GO:0005615|GO:0022617|GO:0007596|GO:0030198|GO:0002542|GO:0007597|GO:0006508|GO:0031639|GO:0042730|GO:0031638|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130335_PI4300481700.030482608 2.889349861 2.889349861 up 5.854135695 5.982003535 5.41221506 P P P 3.712835439 4.862715208 3.85065176 A P A LNCV6_130335_PI430048170mRNA GTGAAGTGTTTCCTTAGAAGAAGAAAGCCTTTTGTTCCATAGAGACCCCTAAAGAGTATCNM_023917 RefSeq chr12_KI270904v1_alt- 7799 8874 TAS2R9 taste receptor%2C type 2%2C member 950835 GO:0050912|GO:0008150|GO:0007186|GO:0005886|GO:0008527|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136059_PI4300481704.53867E-05 3.934021471 3.934021471 up 9.182612603 9.390221274 9.328625565 P P P 7.472199502 7.235043855 7.262143404 P P P LNCV6_136059_PI430048170mRNA CCTCTACTCAAAGTTAAAACTGACCAAAGTTACTGGCTTTTTACTTTGCTAGAACAACAANM_001198 RefSeq chr6 + 106086319 106109939 PRDM1 PR domain containing 1%2C with ZNF domain%2C transcript variant 1639 GO:0060576|GO:0005515|GO:0003700|GO:0042826|GO:0060707|GO:0045579|GO:0008168|GO:0001893|GO:0030889|GO:0005634|GO:0000122|GO:0000978|GO:0009791|GO:0032259|GO:0007281|GO:0046872|GO:0006351|GO:0010628|GO:0001078|GO:0005737|GO:0045165|GO:0031665|GO:0042462. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126946_PI4300481700.011099492 3.302387561 3.302387561 up 5.456555824 5.68975105 5.585175884 P P P 3.570863745 4.272869367 3.614658907 A A A LNCV6_126946_PI430048170mRNA CTCTGAATACAATACTGCTGACCACATTTGGCTACTTCAGCTTAAATGTATGTTAATTGANM_024794 RefSeq chr19 - 15226918 15232420 EPHX3 epoxide hydrolase 3%2C transcript variant 179852 GO:0008150|GO:0003674|GO:0016787|GO:0008152|GO:0005576|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_11479_PI430048170 0.009453625 2.210318616 2.210318616 up 5.977992279 5.962990409 6.396164514 P P P 5.233305349 5.041302641 4.60272984 P P A LNCV6_11479_PI430048170mRNA GCATCTTAGCAGATAAGCCTATTAAAATTGTGCTTTTGTAACAATGTTGTGGTTGCTAGANM_002614 RefSeq chr1 - 145670852 145707400 PDZK1 PDZ domain containing 1%2C transcript variant 15174 GO:0005515|GO:0005215|GO:0005886|GO:0008283|GO:0090314|GO:0031528|GO:0031526|GO:0005124|GO:0030165|GO:0032403|GO:0044070|GO:0005737|GO:0016324|GO:0006810|GO:0045121|GO:0034767|GO:0015879|GO:0015893|GO:0090002|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139845_PI4300481700.020867341 2.31267456 2.31267456 up 5.464624434 5.397092047 5.988449406 P P P 3.882189956 4.668152226 4.620477716 A A A LNCV6_139845_PI430048170mRNA ACCTTGTGTCTTGTAGGGTATGGTATGTGGGACTTCGCTGTTTTTATCTCCAATAAAAAANM_017899 RefSeq chr12 - 117038922 117099446 TESC tescalcin%2C transcript variant 154997 GO:0005515|GO:0033628|GO:0008285|GO:0032417|GO:0005886|GO:0071300|GO:0072661|GO:0005634|GO:0042803|GO:0051604|GO:0005737|GO:0045654|GO:0030854|GO:0000287|GO:0005509|GO:0050821|GO:0032587|GO:0019212|GO:0001726|GO:0030027|GO:0010628|GO:0030219|GO:0004860|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_53346_PI430048170 0.016836354 3.742798735 3.742798735 up 7.008940245 7.265833016 7.071016614 P P P 4.86924194 5.742674614 4.842104656 P P A LNCV6_53346_PI430048170mRNA ACCCGGCAGGGAGATTTCGGTTTTGAGGTTTCTAAATACATTAAAGTTATTTCTTAAGAANM_014448 RefSeq chr1 + 3454582 3481113 ARHGEF16 Rho guanine nucleotide exchange factor (GEF) 1627237 GO:0005515|GO:0030971|GO:0051056|GO:0048011|GO:0043065|GO:0007264|GO:0030165|GO:0032863|GO:0097190|GO:0032864|GO:0005829|GO:0060326|GO:0017048|GO:0005089|GO:0090004. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143603_PI4300481700.002800141 0.368657789 2.712542719 down 7.63236335 7.735888807 7.70621787 P P P 9.017718412 9.02619134 9.329155633 P P P LNCV6_143603_PI430048170mRNA GAGTAATTCTAATCTCTTCTGTGTTTTCCTTGCCTTAACCACAAATTGTGGTGCTTTTTGNM_001258038 RefSeq chr4 + 123396794 123403760 SPRY1 sprouty homolog 1%2C antagonist of FGF signaling (Drosophila)%2C transcript variant 110252 GO:0001656|GO:0005515|GO:0001657|GO:0008285|GO:0005886|GO:0000132|GO:0042059|GO:0001759|GO:0051387|GO:0005829|GO:0046580|GO:0007173|GO:0043407|GO:0040037|GO:0070373|GO:0060449|GO:0034261. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140664_PI4300481700.004818847 5.058457452 5.058457452 up 7.552604293 7.529720366 7.429107221 P P P 5.467845056 4.817582329 5.139866187 P P P LNCV6_140664_PI430048170mRNA CTGTTTGTCCTTTTACACTCTTAACATTTTAAAAAGCACATCTCTGTATAGCCCATTCCANM_001001791 RefSeq chr10 - 73909968 73922777 C10orf55 chromosome 10 open reading frame 55NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137954_PI4300481703.12236E-05 2.080426997 2.080426997 up 10.79095743 10.69233289 10.81077057 P P P 9.669153914 9.769298151 9.685728228 P P P LNCV6_137954_PI430048170mRNA CTACCTGGAAGATGTCTAACTTCATTTTCTACAACTCTTATGTGATTTTGCCATTGTCATNM_001276320 RefSeq chr1 - 207043848 207052980 YOD1 YOD1 deubiquitinase%2C transcript variant 255432 GO:0071108|GO:0005515|GO:0004843|GO:0070536|GO:0035523|GO:0030433|GO:0046872|GO:0035871|GO:0030968. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130118_PI4300481700.00024962 0.356526545 2.804840243 down 9.928444277 10.19757097 10.01116425 P P P 11.44669072 11.53433199 11.6275503 P P P LNCV6_130118_PI430048170mRNA GCGTTATATTGCGATTGGCACTTTATGCTGACCATCGGTAACGGACATTTATCACTGGAGNM_145260 RefSeq chr2 - 19351484 19358611 OSR1 odd-skipped related transciption factor 1130497 GO:0008406|GO:0001657|GO:0071300|GO:0048793|GO:0001655|GO:0072239|GO:0072234|GO:0072183|GO:0030154|GO:0072075|GO:0072180|GO:0007507|GO:0002062|GO:0072133|GO:0050679|GO:0030501|GO:0090094|GO:0072190|GO:0072208|GO:0000122|GO:0072207|GO:0072184|GO:0060272|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143716_PI4300481700.00505784 6.036880883 6.036880883 up 4.452499783 5.099322981 4.864964866 P P P 2.210968829 2.269991432 2.226320217 A A A LNCV6_143716_PI430048170mRNA ACAGATATTTATCCAAGGGTTCACTGATTCCCGAATAAATGCCAGGAACATTCATGTAAANM_001010917 RefSeq chr10 + 97850237 97871578 GOLGA7B golgin A7 family%2C member BNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140326_PI4300481700.000889925 2.008756118 2.008756118 up 12.26551626 12.05567142 12.15081943 P P P 11.19383888 11.09918538 11.16610794 P P P LNCV6_140326_PI430048170mRNA CTGCTTATCTTATTGCACTGCTAGTTGTATGTAGGTATTAATTTTATTGCTGCTTACTGCNM_203394 RefSeq chr12 - 77021245 77065580 E2F7 E2F transcription factor 7144455 GO:0005515|GO:0005667|GO:0032466|GO:0000977|GO:0003700|GO:0008285|GO:0030330|GO:0003714|GO:0060707|GO:0032877|GO:2000134|GO:0001047|GO:0002040|GO:0005634|GO:0000122|GO:0001890|GO:0001227|GO:0071930|GO:0006351|GO:0042802|GO:0045944|GO:0060718|GO:0070365. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137562_PI4300481700.000496306 6.428449012 6.428449012 up 11.20787384 10.74220163 10.78853768 P P P 8.365266766 8.095349108 8.25885007 P P P LNCV6_137562_PI430048170mRNA GCGGTAGCTATTTGTTTACATGCAGATTTTTGTAATAAAGGCTATTTCCTGATAGTCATGNM_001128850 RefSeq chr16 - 66921678 66925536 RRAD Ras-related associated with diabetes%2C transcript variant 16236 GO:0006184|GO:0005515|GO:0005516|GO:0005886|GO:0007264|GO:0003924|GO:0005525. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129828_PI4300481700.013186715 3.420141753 3.420141753 up 5.560476625 5.222934876 5.781102191 P P P 3.091484528 4.000017432 4.024369624 A A A LNCV6_129828_PI430048170mRNA GGAGGGTCCTAAGAGCTGATTATTTAATTTCTATCCAGAAATCTTTCTTCTTCTTGCTCTNM_152310 RefSeq chr10 + 102226277 102229587 ELOVL3 ELOVL fatty acid elongase 383401 GO:0005515|GO:0005783|GO:0019367|GO:0044281|GO:0035338|GO:0005789|GO:0019432|GO:0007623|GO:0034625|GO:0016021|GO:0034626|GO:0042761|GO:0016740|GO:0044255. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128516_PI4300481700.00447402 2.209883693 2.209883693 up 8.690451202 8.574938345 8.635262661 P P P 7.313927548 7.463346444 7.671326283 P P P LNCV6_128516_PI430048170mRNA ACGCTCATGACAGCAAAGTCTCCTTATGTATAATGAAACAAGGTCAGAGACAGATTTGATNM_020485 RefSeq chr1 - 25362248 25420872 RHCE Rh blood group%2C CcEe antigens%2C transcript variant 16006 GO:0005887|GO:0072488|GO:0008519. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126951_PI4300481700.000944678 0.495790634 2.01698042 down 9.596419625 9.784397648 9.75898007 P P P 10.58883064 10.87410994 10.7062436 P P P LNCV6_126951_PI430048170mRNA GAGCTGGCTGCTGAGGTGACCACAGCCTTCTCCTAATAAAGCTGTAAGTATTTAAAACCTNM_139055 RefSeq chr11 + 130448973 130476644 ADAMTS15 ADAM metallopeptidase with thrombospondin type 1 motif%2C 15170689 GO:0006508|GO:0005578|GO:0008270|GO:0004222. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140415_PI4300481700.01626312 0.351826672 2.842308672 down 4.551069708 4.425292006 4.484683175 P A A 5.566392429 6.241687385 6.09332301 P P P LNCV6_140415_PI430048170mRNA CCTGATGCTGGCGGGGTATTTGTGTGTTTTTGTATTGTTATTTGATTACAAAAATAAAGCNM_152412 RefSeq chr8 + 124973296 124979388 ZNF572 zinc finger protein 572137209 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145442_PI4300481700.002038714 2.25213631 2.25213631 up 4.749439694 5.142903784 4.975540084 P P P 3.858724372 3.940670274 3.553198468 A A A LNCV6_145442_PI430048170mRNA CTGGGCTTGTTGCGGGAAATTTGTAAATTGTGCACAGAGAAGAATATGAAATTGCACATANM_007105 RefSeq chr11_KI270831v1_alt- 119555 136161 SLC22A18AS solute carrier family 22 (organic cation transporter)%2C member 18 antisense%2C transcript variant 15003 GO:0008150|GO:0003674|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128358_PI4300481700.00132988 3.383286273 3.383286273 up 7.223532119 7.123550498 6.924973784 P P P 5.288380281 5.086458263 5.592401421 P P P LNCV6_128358_PI430048170mRNA CACACCTGGAAACAGACCAATAGACATTTTGGGGTTTTATAATAGGAATTTGTATAAAGCNM_021101 RefSeq chr3 - 190305700 190322446 CLDN1 claudin 1 9076 GO:0005515|GO:0061436|GO:0016328|GO:0045216|GO:0042802|GO:0016324|GO:0016338|GO:0005198|GO:0005887|GO:0016032|GO:0005923|GO:0016021|GO:0007155. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143555_PI4300481700.005340622 0.455557667 2.195111779 down 11.1290886 10.71068793 10.79634156 P P P 12.1325882 11.97190718 11.9627265 P P P LNCV6_143555_PI430048170mRNA CTTCCAATTTGGAATCTTCTCTTTGACAATTCCTAGATAAAAAGATGGCCTTTGCTTATGNM_002228 RefSeq chr1 - 58780790 58784113 JUN jun proto-oncogene3725 GO:0005515|GO:0042542|GO:0003700|GO:0001190|GO:0006366|GO:0003705|GO:0000981|GO:0002756|GO:0043524|GO:0043525|GO:0003690|GO:0002755|GO:0017053|GO:0032496|GO:0007179|GO:0007612|GO:0001102|GO:0038124|GO:0038123|GO:0005719|GO:0034134|GO:0003713|GO:0007568|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_83706_PI430048170 0.025125739 8.676964093 8.676964093 up 6.674469008 6.506205374 6.652731632 P P P 2.301246832 3.449841919 4.168950586 A A A LNCV6_83706_PI430048170mRNA GATGATTTAAAACATGAAAGTGTATTGTTGTCACTGTGGTAATTTCCTTGCCAGTTTCTGNM_001285486 RefSeq chr2 - 96497642 96505385 NEURL3 neuralized E3 ubiquitin protein ligase 3%2C transcript variant 293082 GO:0004842|GO:0016567|GO:0016874|GO:0008270. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131917_PI4300481700.00252211 4.740862831 4.740862831 up 4.317726264 4.915793352 5.037689414 P P P 2.991930965 2.267225153 2.242646657 A A A LNCV6_131917_PI430048170mRNA AACTACTAATGCACTGATATGAAACACGGCTTACACTAATGACATTCTGAATTCTTGCTTNM_000705 RefSeq chr13 - 113648805 113658198 ATP4B ATPase%2C H+/K+ exchanging%2C beta polypeptide496 GO:0034220|GO:0005886|GO:0032496|GO:0010243|GO:0008900|GO:0007155|GO:0006814|GO:0005890|GO:0055085|GO:0006813. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137810_PI4300481705.00327E-05 3.379145932 3.379145932 up 12.10054309 11.99027005 12.04191195 P P P 10.18746411 10.30181511 10.36973256 P P P LNCV6_137810_PI430048170mRNA GACTAGCTGCTTGGCTGGATGTACAAAGAAATAGGCATTATTTTATTGCTGTAATATTGTNM_145804 RefSeq chr11 - 34150986 34358008 ABTB2 ankyrin repeat and BTB (POZ) domain containing 225841 GO:0003674|GO:0046982|GO:0097237|GO:0005654|GO:0005634|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128432_PI4300481700.004556821 3.376004127 3.376004127 up 12.87976568 12.80392095 12.7564543 P P P 11.3238535 10.97072103 10.83764423 P P P LNCV6_128432_PI430048170mRNA ACCTTCCCAGTCTGTCCCATACTGTTACCCATAAAACTATCTCTTTATCTGTGCAAAAAANM_024111 RefSeq chr15 + 40953437 40956519 CHAC1 ChaC glutathione-specific gamma-glutamylcyclotransferase 1%2C transcript variant 179094 GO:0006986|GO:0005802|GO:0005515|GO:0045746|GO:0016746|GO:0007219|GO:0070059|GO:0008152|GO:0005112|GO:0010955|GO:0022008|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127972_PI4300481700.010415319 10.10421675 10.10421675 up 6.623910868 6.84965057 6.589113389 P P P 3.874107579 3.363515306 2.52309612 A A A LNCV6_127972_PI430048170mRNA CTTCGAATGTGGAGCCTGAAGATCTAAGATCCTAACATGTACATTTTATGTAAATATGTGNM_030916 RefSeq chr1 - 161070990 161089595 PVRL4 poliovirus receptor-related 481607 GO:0005515|GO:0005912|GO:0005886|GO:0034329|GO:0016032|GO:0016021|GO:0007155|GO:0045216|GO:0070062|GO:0034332. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131664_PI4300481700.001067404 2.542231248 2.542231248 up 9.37477379 9.542570445 9.484793463 P P P 7.927551912 8.22487322 8.198099899 P P P LNCV6_131664_PI430048170mRNA ACTATGTTATCCATCCTGAGTTTGTGTCTGAGACCTATCCCGACTATCGTTGCTGGTAGANM_032596 RefSeq chr9 - 34379019 34397851 C9orf24 chromosome 9 open reading frame 24%2C transcript variant 184688 GO:0048471|GO:0043014|GO:0002177|GO:0005634|GO:0007283|GO:0043623|GO:0030154. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136119_PI4300481700.006631674 5.228825651 5.228825651 up 8.349282335 8.44010444 8.440502531 P P P 5.722226557 5.846269481 6.407918098 P P P LNCV6_136119_PI430048170mRNA TATTAAAGGTAAGGGGTGGACAGACTTTCTGCATTCAGATAATGAGCAGTGGCAACCCCTNM_173527 RefSeq chr14 + 22883222 22887680 REM2 RAS (RAD and GEM)-like GTP binding 2161253 GO:0006184|GO:0005886|GO:0007264|GO:0003924|GO:0005525. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138738_PI4300481700.002454882 6.165703119 6.165703119 up 6.502415871 6.358363849 6.39730792 P P P 4.108316331 3.639615924 3.581487776 A A A LNCV6_138738_PI430048170mRNA CTGTGCATTCAATACCTTAATGGAACTCGAGGTGGAGCTTATGAAATTTGTGTCCAAAGTNM_001012971 RefSeq chr20 + 56524728 56526152 FAM209A family with sequence similarity 209%2C member A200232 GO:0008150|GO:0003674|GO:0005634|GO:0016021|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134102_PI4300481700.012576036 3.176165474 3.176165474 up 7.343077315 7.312343129 7.439720367 P P P 5.254658034 5.904094148 5.851999878 P P P LNCV6_134102_PI430048170mRNA CTGTGTCTTTAACCACTGCACAATGCATTGCCTGTTTAATAAAAGGTTTCAAACATGAAANM_207362 RefSeq chr2 - 98793845 98936221 KIAA1211L KIAA1211-like 343990 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144722_PI4300481700.000904542 2.295395707 2.295395707 up 6.872247318 7.072432771 7.107780964 P P P 5.829136195 5.758691332 5.87696086 P P P LNCV6_144722_PI430048170mRNA GTGAGGGTGGGCGGGAGGCCTCAGGGGATACTGTTAATCATAAAATGAGCAACGAAAAAANM_005714 RefSeq chr11 - 65592854 65595996 KCNK7 potassium channel%2C two pore domain subfamily K%2C member 7%2C transcript variant C10089 GO:0005244|GO:0005886|GO:0007268|GO:0005267|GO:0034765|GO:0016021|GO:0006813|GO:0071805. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138339_PI4300481700.001757801 2.71095938 2.71095938 up 6.817048623 6.807584812 6.859979795 P P P 5.373095119 5.265187636 5.519159049 P P P LNCV6_138339_PI430048170mRNA GCACAAAATTCTAGCAGAAGGCCCCATGGGTTAGAAAAGGACTATAAGAATAATTTCTTANM_000392 RefSeq chr10 + 99782597 99852192 ABCC2 ATP-binding cassette%2C sub-family C (CFTR/MRP)%2C member 21244 GO:0005515|GO:0046685|GO:0043627|GO:0005886|GO:0009408|GO:0009986|GO:0031427|GO:0019904|GO:0042626|GO:0070327|GO:0055085|GO:0005524|GO:0046581|GO:0016324|GO:0030644|GO:0015732|GO:0005887|GO:0006855|GO:0008152|GO:0006810|GO:0008514|GO:0006979. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_62372_PI430048170 0.00490317 2.472513161 2.472513161 up 11.99914608 11.9973611 12.01872394 P P P 10.5071473 10.7632197 10.80906 P P P LNCV6_62372_PI430048170mRNA GACTAGAGGCTTTCGGCTTTTTGGGACAGCAACTACCTTGCTTTTGGAAAATACATTTTTNM_001303236 RefSeq chr15 + 88638742 88656344 ISG20 interferon stimulated exonuclease gene 20kDa%2C transcript variant 53669 GO:0030619|GO:0015030|GO:0008283|GO:0008310|GO:0006364|GO:0019221|GO:0005730|GO:0034511|GO:0030620|GO:0005634|GO:0008859|GO:0009615|GO:0046872|GO:0006401|GO:0051607|GO:0004527|GO:0005737|GO:0060337|GO:0000175|GO:0016605|GO:0005654|GO:0000738|GO:0045071. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136463_PI4300481700.001922745 8.099790911 8.099790911 up 7.864368173 7.576439248 7.697920201 P P P 4.367777349 5.084814906 4.547566532 A P A LNCV6_136463_PI430048170mRNA GGACCAGCTGGGTGCTTGGGCATTGACAGAATGATGGTTGTTTTGTATCATTTGATTAATNM_020672 RefSeq chr1 - 153614255 153616332 S100A14 S100 calcium binding protein A1457402 GO:0048471|GO:0030054|GO:0034142|GO:0005886|GO:0005509|GO:0006915|GO:0042379|GO:0071624|GO:0055074|GO:0005737|GO:0015630|GO:0032496|GO:0005654|GO:0090026|GO:0042742|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139825_PI4300481700.012096461 2.089262908 2.089262908 up 5.924236696 6.383082216 6.292745712 P P P 5.104475331 5.231046094 5.111768613 P P P LNCV6_139825_PI430048170mRNA GGTGTCTCCAACTCCTACCCCATTGCATGGGTTGTTGCGGACATCCAATAAAGATTTTTTNM_014571 RefSeq chr1 - 39623430 39639676 HEYL hes-related family bHLH transcription factor with YRPW motif-like26508 GO:0071773|GO:0005515|GO:0000988|GO:0003700|GO:0000983|GO:0006366|GO:0072014|GO:0003181|GO:0003184|GO:0005634|GO:0035914|GO:0050683|GO:0032835|GO:0042803|GO:0060317|GO:0005737|GO:0007219|GO:0045944|GO:0014031|GO:0046982|GO:0003198|GO:0001106|GO:0060412|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138577_PI4300481700.008103788 2.407338603 2.407338603 up 7.145960499 6.771493739 7.023087686 P P P 5.344593768 5.992064356 5.753820092 P P P LNCV6_138577_PI430048170mRNA CAAGGAGGTAAAGGAAGGCTTTAAAAGGTTGGTTGCAAGAGTCTTCTTAATCAAGAAATANM_012367 RefSeq chr6 + 27957240 27958182 OR2B6 olfactory receptor%2C family 2%2C subfamily B%2C member 626212 GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_83344_PI430048170 0.000736602 0.492205704 2.03167089 down 5.231588825 5.446893169 5.196460362 P P P 6.466270698 6.218403463 6.258768743 P P P LNCV6_83344_PI430048170mRNA TGCTTTAAGATTCTAGGGTTGTACAGGCCCACGCCAGACACGACGTCTGGCAGGAACCTCNM_024086 RefSeq chr17 - 2416053 2511906 METTL16 methyltransferase like 1679066 GO:0008168|GO:0032259. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127802_PI4300481701.6462E-05 2.306849665 2.306849665 up 12.44152532 12.38708664 12.40090122 P P P 11.25413054 11.19335153 11.16332743 P P P LNCV6_127802_PI430048170mRNA CTAACCAGCTTGTATTGGCCATCTGGAATATGCATTAAATGACTTTTTATAGGTCAATGCNM_001004023 RefSeq chr1 + 206635535 206649197 DYRK3 dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 3%2C transcript variant 28444 GO:0004672|GO:0000287|GO:0004674|GO:0030218|GO:0018108|GO:0006468|GO:0005634|GO:0004712|GO:0004713|GO:0005524. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126919_PI4300481700.005603085 5.250383381 5.250383381 up 8.611306913 7.949148042 8.553942052 P P P 6.103111841 5.926750903 5.99012424 P P P LNCV6_126919_PI430048170mRNA GGACAGACTGCTTCCTTGAACTTTGTGTTAAAAACAGTTCTGCTTCTGAAAATAAAGTTTNM_145719 RefSeq chr11 + 65354810 65357611 TIGD3 tigger transposable element derived 3220359 GO:0005634|GO:0003677. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138472_PI4300481700.038344638 2.103107002 2.103107002 up 5.475234021 5.281652632 5.128407723 P P P 4.644108062 4.16960116 3.731110634 P A A LNCV6_138472_PI430048170mRNA CTTGTTAGGTGCTTTCCCATAGGAGGCCCTTCTTGAGAAACAATAAACTAGGTAGAACTANM_004767 RefSeq chr1 + 202122900 202129506 GPR37L1 G protein-coupled receptor 37 like 19283 GO:0048712|GO:0043235|GO:0005515|GO:0042277|GO:0045665|GO:0005886|GO:0021940|GO:0008528|GO:0045879|GO:0016021|GO:0043410|GO:0007193. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135726_PI4300481700.033380772 2.297919601 2.297919601 up 5.859659887 5.356628736 5.466055083 P P P 3.733327041 4.587574019 4.643455353 A A A LNCV6_135726_PI430048170mRNA GCACATTCTCCTTTGGCCATCAGAGACTTTACACTGGAGAGAAAAATGTGAGAGTGTTTANM_030613 RefSeq chr5 + 178895914 178933209 ZFP2 ZFP2 zinc finger protein80108 GO:0006355|GO:0003700|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132941_PI4300481700.018211426 3.436870632 3.436870632 up 6.045410315 5.915092004 6.011749625 P P P 3.64284312 4.407970286 4.448099672 A A A LNCV6_132941_PI430048170mRNA AACCACATGTTGTCTCCAAGCTGGTGGGAGCAGTGAAATCTGTAACATGCAAGATATTGANM_001161334 RefSeq chr1 - 149782688 149812373 HIST2H2BF histone cluster 2%2C H2bf%2C transcript variant 2NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131164_PI4300481700.031245577 2.274054031 2.274054031 up 5.829703203 6.102528349 6.035978968 P P P 4.357883669 4.693622532 5.23643968 A P P LNCV6_131164_PI430048170mRNA CAGCTGCTATCAAAATTTTGGATATGATTTCTTAGGGTCTGTGTACTTTGGTTGTATTCTNM_001300968 RefSeq chr1 - 169394869 169460669 CCDC181 coiled-coil domain containing 181%2C transcript variant 157821 GO:0005654 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139642_PI4300481700.003089954 2.691421214 2.691421214 up 7.77527578 8.131047178 8.032080634 P P P 6.247654926 6.567235651 6.807371582 P P P LNCV6_139642_PI430048170mRNA CCGGTATAAAGGATGCCCAAGGTCTTTGTACGTGTGTAGGAGTTAGCGTGTTTGATATTGNM_006291 RefSeq chr14 + 103126326 103137439 TNFAIP2 tumor necrosis factor%2C alpha-induced protein 27127 GO:0000145|GO:0051601|GO:0000149|GO:0001525|GO:0006887|GO:0005615|GO:0030154. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134414_PI4300481700.007959087 2.761761754 2.761761754 up 6.99603447 6.391814052 6.318927266 P P P 4.876154283 5.321863413 5.176552963 P P P LNCV6_134414_PI430048170mRNA GTCTGTGAGCTATTAATGTTATTAATTTTCATAAAAGCTGGAAAGCAGCTGCCTGTTTCANM_001136493 RefSeq chr1 + 39955111 39969968 MFSD2A major facilitator superfamily domain containing 2A%2C transcript variant 184879 GO:0045056|GO:0005737|GO:0015914|GO:0005886|GO:0005887|GO:0060856|GO:0005789|GO:0015908|GO:0005548|GO:0055085|GO:0015293. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133377_PI4300481700.00098698 7.338643061 7.338643061 up 5.694971171 5.071252182 5.706238825 P P P 3.09387076 2.332139001 2.373280566 A A A LNCV6_133377_PI430048170mRNA TCCCACACTGTCTTAGAGAACTTGTCACCAGAAACCACATGTATTTGCATGTTTTTTGTTNM_003240 RefSeq chr1 - 225936597 225941383 LEFTY2 left-right determination factor 2%2C transcript variant 17044 GO:0010862|GO:0030168|GO:0042981|GO:0005576|GO:0007275|GO:0060395|GO:0005125|GO:0005160|GO:0005615|GO:0031012|GO:0007596|GO:0043408|GO:0002576|GO:0016049|GO:0031093|GO:0007179|GO:0048468|GO:0008083. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131498_PI4300481700.032484321 2.399220403 2.399220403 up 6.215592987 6.326153806 6.385292456 P P P 4.547047619 5.43377687 5.029285165 A P P LNCV6_131498_PI430048170mRNA GTCACATTACATCAGACATCTCTTTATGCATGTGCATTCAAAAGGAAGAGTAGATAGAATNM_009590 RefSeq chr17 + 42844591 42850711 AOC2 amine oxidase%2C copper containing 2 (retina-specific)%2C transcript variant 2314 GO:0048038|GO:0005886|GO:0005507|GO:0052596|GO:0009055|GO:0052595|GO:0052594|GO:0052593|GO:0005737|GO:0008131|GO:0006584|GO:0009308|GO:0007601|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133380_PI4300481700.000415075 2.511977399 2.511977399 up 9.363829227 9.084009814 9.305231502 P P P 8.025775113 7.993576624 7.746195628 P P P LNCV6_133380_PI430048170mRNA GTGGTGGAGACCTTTATTTAAGGTGATTTTTACAGAAATGTGATTTTGCTGTAGGTGATTNM_022482 RefSeq chr20 + 23364383 23373046 GZF1 GDNF-inducible zinc finger protein 164412 GO:0001658|GO:0005794|GO:0001206|GO:0005730|GO:0005634|GO:0000122|GO:0000978|GO:0046872|GO:0006351|GO:0043565|GO:0001078|GO:0005737|GO:0000980|GO:0005654|GO:0045892. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139342_PI4300481700.000187073 2.729260236 2.729260236 up 6.876798132 6.839635377 6.883348106 P P P 5.477227063 5.346382887 5.428010086 P P P LNCV6_139342_PI430048170mRNA GAAGCCCATGGGAGAATTTTGGGGATGTTTTGGTCTTTTCTTCCTTTTGTAATAAAAATTNM_002181 RefSeq chr2 - 219054419 219060516 IHH indian hedgehog NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128044_PI4300481700.001175437 2.107247083 2.107247083 up 10.44573653 10.3274327 10.30981586 P P P 9.145114557 9.280079951 9.422222907 P P P LNCV6_128044_PI430048170mRNA GTCACCCTTAGCCCTTCAGATAAGCCTAGCCAGTACATATTTCAGCACAGGCAGTTTTTTNM_001002901 RefSeq chr1 + 161721543 161728143 FCRLB Fc receptor-like B%2C transcript variant 1127943 GO:0005737|GO:0050777|GO:0005783. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130056_PI4300481703.30923E-06 2.692421792 2.692421792 up 4.859140075 4.850593173 4.815677292 P P P 3.439516715 3.426951381 3.371697178 A A A LNCV6_130056_PI430048170mRNA CCAACCTCCAATCACCCTGAGTCACCTGTAAATTCATTTGTCATTCAAAGCGGAATAACANM_015980 RefSeq chr5 + 174045603 174109179 HMP19 HMP19 protein 51617 GO:0032051|GO:0032580|GO:0032585|GO:0016021|GO:0007212|GO:0030659|GO:0048268. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133236_PI4300481700.016818583 2.084496545 2.084496545 up 7.41639643 7.437332482 7.23420143 P P P 5.961041418 6.31946608 6.572452601 P P P LNCV6_133236_PI430048170mRNA CCTGTTTATGTTGCATTCACTACCCTATGAAGTAAAAATTTAGAAGGGAAAAAACACTCGNM_144974 RefSeq chr13 - 43836352 43879690 CCDC122 coiled-coil domain containing 122160857 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127018_PI4300481700.047150341 2.925577595 2.925577595 up 4.594474502 4.782114439 4.808762666 P P P 3.530867572 2.324698725 3.416117651 A A A LNCV6_127018_PI430048170mRNA AGCTGCCTGTGATCTTCTTAGGTTATAGCCAAGTCAGCAACATAATTCCTCTAAATAAAANM_003649 RefSeq chr6 - 110392179 110415550 DDO D-aspartate oxidase%2C transcript variant 18528 GO:0005515|GO:0007320|GO:0048037|GO:0006531|GO:0006533|GO:0005102|GO:0042445|GO:0007625|GO:0019478|GO:0055114|GO:0008445|GO:0005777. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145665_PI4300481700.000107126 2.209087036 2.209087036 up 9.618606111 9.656077168 9.748529299 P P P 8.511290522 8.450729309 8.628279358 P P P LNCV6_145665_PI430048170mRNA AAAGAACAATCGTGTGCAGGTGGTCACACTTCCTTTTTCTGTACCACTTTTGCAACAAAANM_002192 RefSeq chr7 - 41689002 41703108 INHBA inhibin%2C beta A3624 GO:0005515|GO:0042541|GO:0030308|GO:0042701|GO:0035987|GO:0030154|GO:0042802|GO:0071397|GO:0045077|GO:0001942|GO:0046982|GO:0046882|GO:0006952|GO:0046881|GO:0046880|GO:0032924|GO:0045786|GO:0005125|GO:0005160|GO:0045650|GO:0032270|GO:0005179|GO:0045648|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_80258_PI430048170 3.59473E-07 4.034346787 4.034346787 up 8.878302276 8.81782106 8.881802914 P P P 6.879683408 6.857704597 6.803359355 P P P LNCV6_80258_PI430048170mRNA AATGGAATCCACTGTGTTGAAGACTCTTGATATCATGTGCTTGTCTAACCATTTTTTGTTNM_174911 RefSeq chr8 - 126552437 126558466 FAM84B family with sequence similarity 84%2C member B157638 GO:0005515|GO:0005737|GO:0005886. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_56335_PI430048170 0.009174742 2.375252036 2.375252036 up 5.404998917 5.478703189 4.850381476 P P P 3.744400089 4.027569734 4.25142194 A A A LNCV6_56335_PI430048170mRNA CCCAAAAAAGACCTGTTCTGTCAGTGAATGGATAATCTAATGTGCTTCTAGTAGGCACAGNM_002443 RefSeq chr10 - 46033304 46046269 MSMB microseminoprotein%2C beta-%2C transcript variant PSP944477 GO:0008150|GO:0003674|GO:0005634|GO:0005615. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130865_PI4300481700.005384781 0.499545774 2.001818555 down 11.79831485 12.16802907 11.98314474 P P P 12.91695888 12.99718495 13.05940573 P P P LNCV6_130865_PI430048170mRNA GGACCCATGGTAAAATGCAAATAGATCCGGTGTCTAAATGCATTCATATTTTTATGATTGNM_000474 RefSeq chr7 - 19115467 19117672 TWIST1 twist family bHLH transcription factor 17291 GO:0005515|GO:0006366|GO:0003180|GO:0000981|GO:0003183|GO:0048701|GO:2000147|GO:0042803|GO:0071639|GO:0050679|GO:0030500|GO:0032760|GO:0046982|GO:0019904|GO:0032720|GO:0001843|GO:0070888|GO:0014067|GO:0000122|GO:0048642|GO:0001701|GO:0001649|GO:0007517|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133165_PI4300481700.007809743 4.828672978 4.828672978 up 7.220071294 7.128901167 7.000731306 P P P 4.760819993 4.405506502 5.250965236 P A P LNCV6_133165_PI430048170mRNA CGAGTAACTGACCTGGGCAATGAAAAAGCAGTTGTATTTTTCTTGTGGTTTTTCAAGAAANM_181644 RefSeq chr1 + 205568983 205602918 MFSD4 major facilitator superfamily domain containing 4148808 GO:0016021|GO:0055085. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133869_PI4300481700.015905587 3.484341073 3.484341073 up 6.714049596 6.568471983 6.664810813 P P P 4.43585047 4.692903257 5.284710299 A A P LNCV6_133869_PI430048170mRNA CTGGGGCAGAGGATAGGGAATCTCTTATTAAAACTAACATGAAATATGTGTTGTTTTCATNM_138961 RefSeq chr11 - 124753122 124762327 ESAM endothelial cell adhesion molecule90952 GO:0016337|GO:0005912|GO:0005886|GO:0007596|GO:0016021|GO:0005923|GO:0050900|GO:0007156|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129804_PI4300481709.24282E-05 2.697183351 2.697183351 up 7.13997148 7.151120413 7.252919261 P P P 5.849123447 5.741281357 5.655407312 P P P LNCV6_129804_PI430048170mRNA CAGTCCTCCCAGATTTCTGTAGCTATTTATGTAGCAGGCTCAATAAAATGTCTTCTCTCTNM_001278512 RefSeq chr15 - 82659280 82709908 AP3B2 adaptor-related protein complex 3%2C beta 2 subunit%2C transcript variant 18120 GO:0030665|GO:0005215|GO:0048490|GO:0005737|GO:0005794|GO:0030137|GO:0030123|GO:0006892|GO:0005654|GO:0008089|GO:0006886. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143621_PI4300481700.033761043 2.510035246 2.510035246 up 4.88583415 4.850753259 5.746438271 P P P 3.264616595 3.997716933 4.25380123 A A A LNCV6_143621_PI430048170mRNA GAACACAAAGGAAAGTATGGCATTCCAGAGCACGAGACTCTTGTTTTAAAATGACTTGACNM_058165 RefSeq chr2 + 222671737 222709930 MOGAT1 monoacylglycerol O-acyltransferase 1116255 GO:0019432|GO:0005789|GO:0003846|GO:0004144|GO:0006651|GO:0016021|GO:0006071. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141748_PI4300481700.007204554 0.263394316 3.796589135 down 8.463534386 9.153051667 8.632365046 P P P 10.94800274 10.08644305 10.92590203 M M M LNCV6_141748_PI430048170mRNA CTCTCCCCAGATCTAGCTATTCTTTTGATATGGACAAAATAGTTTCTACATTTTACACTGNM_001005213 RefSeq chr11_JH159137v1_alt+ 7153 8071 OR9G1 olfactory receptor%2C family 9%2C subfamily G%2C member 1NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138739_PI4300481700.000136304 2.731858436 2.731858436 up 8.056703278 7.847994402 7.931866612 P P P 6.410446603 6.431982335 6.6407699 P P P LNCV6_138739_PI430048170mRNA AATGGATTTGTGTGTCAGGAGAGAAAAAAGTTGAGTGTTGACAAACTGTATGCAAACTAANM_001013646 RefSeq chr20 + 56533245 56536518 FAM209B family with sequence similarity 209%2C member B388799 GO:0005634|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145721_PI4300481700.012709698 2.104768769 2.104768769 up 7.129699964 7.052090877 7.111784085 P P P 6.275674307 5.846378979 5.913786721 P P P LNCV6_145721_PI430048170mRNA ACTAATAGGGACTAGAAGGATTTACTGTGGCCTGGGACTGTTGCAGATGATAGAGAGCATNM_201566 RefSeq chr17 + 7036074 7040121 SLC16A13 solute carrier family 16%2C member 13201232 GO:0015718|GO:0034220|GO:0005794|GO:0000139|GO:0008028|GO:0016021|GO:0015293. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138594_PI4300481700.000829432 2.248546057 2.248546057 up 12.97418303 12.99745743 13.00597653 P P P 11.7372334 11.86075431 11.8690975 P P P LNCV6_138594_PI430048170mRNA CAGACTGAATAGATCTTAACTGTCTCCTACATGTGTGTTTTCAAATGTGTATAGATGCTANM_003528 RefSeq chr1 - 149884459 149886682 HIST2H2BE histone cluster 2%2C H2be8349 GO:0046982|GO:0050830|GO:0019731|GO:0006334|GO:0006325|GO:0005654|GO:0005634|GO:0000786|GO:0005615|GO:0003677|GO:0070062|GO:0002227. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137122_PI4300481700.003316717 2.025759939 2.025759939 up 13.90281914 13.81709908 13.87968471 P P P 12.9959815 12.72124476 12.81469878 P P P LNCV6_137122_PI430048170mRNA GTTGAACAGAGGGACAATTGTTTTACTTTTCTTTGGTTAATTTTGTTTTGGCCAGAGATGNM_002852 RefSeq chr3 + 157436790 157443628 PTX3 pentraxin 3%2C long5806 GO:0050766|GO:0006954|GO:0046597|GO:0045087|GO:0001849|GO:0046790|GO:0005576|GO:0001872|GO:0005615|GO:0001878|GO:0008228|GO:0045429. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132395_PI4300481700.049959934 3.556650458 3.556650458 up 4.990032617 5.249270999 5.287286233 P P P 3.952003455 2.305549078 3.348959722 A A A LNCV6_132395_PI430048170mRNA GTAGGCTTATCAGGGAGTTACAGTTACAATTGTTACAGTACTGTTCCCAACTCAGCTGCCNM_000148 RefSeq chr19 - 48748010 48755390 FUT1 fucosyltransferase 1 (galactoside 2-alpha-L-fucosyltransferase%2C H blood group)2523 GO:0042355|GO:0005794|GO:0016020|GO:0005975|GO:0005887|GO:0032580|GO:0008417|GO:0008107|GO:0006486|GO:0036065. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136160_PI4300481707.74788E-05 2.585376807 2.585376807 up 8.153044445 8.06395605 7.955368605 P P P 6.632953236 6.659712366 6.771576359 P P P LNCV6_136160_PI430048170mRNA GCACTCAGCTTCCCAGGCAATAACAGCCGTGGGGTAATAAATGGTCTCTGCACACCTGCANM_178310 RefSeq chr16 - 88677681 88686474 SNAI3 snail family zinc finger 3333929 GO:0005667|GO:0003700|GO:0006357|GO:0005507|GO:0005634|GO:0003677|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145428_PI4300481700.003124476 2.937535646 2.937535646 up 9.539253178 9.444287485 9.458019416 P P P 7.695883997 8.032598998 8.026090615 P P P LNCV6_145428_PI430048170mRNA GAGGAGCTTGAAACCCGTGGCGCTTTCTGCAGTTTGCAGGTTATCATTGTGAACTTTTTTNM_001671 RefSeq chr17 - 7173430 7179564 ASGR1 asialoglycoprotein receptor 1%2C transcript variant 1432 GO:0005515|GO:0005887|GO:0031668|GO:0030246|GO:0004873|GO:0005576|GO:0046872|GO:0042803|GO:0006898. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139974_PI4300481700.000351156 6.866581414 6.866581414 up 8.382237887 8.110028135 8.286263109 P P P 5.553887593 5.190413638 5.666786884 P P P LNCV6_139974_PI430048170mRNA TCCTGTGGAGACACTGAGTCAGAATTCTTCATCCTAAATTATTTTGTTAGTGGAAAATGGNM_003039 RefSeq chr1 - 9036945 9069828 SLC2A5 solute carrier family 2 (facilitated glucose/fructose transporter)%2C member 5%2C transcript variant 16518 GO:0005886|GO:0005975|GO:0044281|GO:0055085|GO:0008645|GO:0015755|GO:0016324|GO:0015758|GO:0005353|GO:0009405|GO:0016021|GO:0071332|GO:0005355|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131225_PI4300481700.000193405 2.388904562 2.388904562 up 12.28550587 12.14123612 12.14438522 P P P 10.80037834 10.99152527 11.00594753 P P P LNCV6_131225_PI430048170mRNA CTCTGCACTATGAACCCAAACCCAGCTCAAAAAGATAAAATCTAGTCATTTAAGATAATCNM_025218 RefSeq chr6 + 149964006 149973711 ULBP1 UL16 binding protein 180329 GO:0002474|GO:0030101|GO:0005886|GO:0005783|GO:0046703|GO:0042267|GO:0050776|GO:0042605|GO:0046658. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141992_PI4300481700.049817758 0.496391167 2.014540278 down 4.654314757 4.560646384 3.876665915 P A A 5.381096793 5.439912257 5.41883535 P P P LNCV6_141992_PI430048170mRNA GTAATCTGATGACTTAGAGGAGGAGATTAACCTTTCAGGCTCTTTTGAATTTGGTTTTTANM_152524 RefSeq chr2 + 200526141 200584095 SGOL2 shugoshin-like 2 (S. pombe)%2C transcript variant 1151246 GO:0005515|GO:0030892|GO:0000777|GO:0005654|GO:0051754|GO:0000278|GO:0000775|GO:0051301|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141393_PI4300481700.010759075 0.391975383 2.551180619 down 4.647215966 3.974217704 4.673632457 P A P 5.495628174 5.916974257 5.99084 P P P LNCV6_141393_PI430048170mRNA ACTTACCTGTGGTTCATTCATCACTGGTTCCTTAGGAATAAAATTGTTGAGCAATGCACTNM_017863 RefSeq chrX - 135156535 135171827 CT55 cancer/testis antigen 55%2C transcript variant 254967 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144652_PI4300481700.014475325 2.474816115 2.474816115 up 6.481438531 6.651279968 6.667959921 P P P 5.30477994 5.5879052 4.915650122 P P P LNCV6_144652_PI430048170mRNA CTAGTGGCCCTTCACACAACTTTTGAATCTCTAAAAATCCATAAAATCCTTAAAGAACTGNM_001243 RefSeq chr1 + 12063376 12144207 TNFRSF8 tumor necrosis factor receptor superfamily%2C member 8%2C transcript variant 1943 GO:0007165|GO:0005737|GO:0043065|GO:0008285|GO:0005886|GO:0042535|GO:0016021|GO:0071260|GO:0070062|GO:0045556|GO:0004888. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130894_PI4300481700.000913672 2.633478673 2.633478673 up 9.368286294 9.42876825 9.463684369 P P P 7.874208733 8.101265219 8.0850358 P P P LNCV6_130894_PI430048170mRNA GTCTTTAGTACTTCAAAATTACCTTTTCATATCCATGATCTTGAGTCCATTTGGGGGATTNM_000161 RefSeq chr14 - 54842005 54902824 GCH1 GTP cyclohydrolase 1%2C transcript variant 12643 GO:0005515|GO:0050662|GO:0014916|GO:0006729|GO:0050999|GO:0005634|GO:0045776|GO:0044281|GO:0051291|GO:0042803|GO:0006809|GO:0005829|GO:0042416|GO:0005737|GO:0042311|GO:0050884|GO:0032496|GO:0046654|GO:0051260|GO:0046209|GO:0034341|GO:0031965|GO:0005509|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128634_PI4300481700.001688366 2.997547089 2.997547089 up 5.142441281 5.517876324 5.334759659 P P P 3.59905778 4.046275682 3.572019788 A A A LNCV6_128634_PI430048170mRNA CCAAGAACTAAGCCAACTTGATGTGAAAAGCACAGCTGTATATAATGGTGATGTCATAATNM_002349 RefSeq chr2 - 159803355 159904756 LY75 lymphocyte antigen 754065 GO:0006955|GO:0006954|GO:0005887|GO:0030246|GO:0004872|GO:0070062|GO:0006897. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134743_PI4300481700.000153751 5.057930211 5.057930211 up 10.51322441 10.12930352 10.29738193 P P P 7.828620158 8.049471313 8.060315305 P P P LNCV6_134743_PI430048170mRNA CCAGCAATGAAAGTAAGACACACAGCATATGACATAAGACACAGTGTGAAATAAATGAGTNM_182597 RefSeq chr7 + 112481010 112490888 LSMEM1 leucine-rich single-pass membrane protein 1%2C transcript variant 1286006 GO:0005737|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132023_PI4300481700.012075754 3.574022517 3.574022517 up 5.519368497 5.555268958 5.721709049 P P P 3.671288588 4.165344528 3.332359377 A A A LNCV6_132023_PI430048170mRNA CCCCACTGGGTAGTTTATATACTACCCTATAGGTCATGCCAAAAATGAATAAAAGTTTAANM_173814 RefSeq chr15 - 55611540 55743119 PRTG protogenin 283659 GO:0007275|GO:0016021|GO:0005615. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134671_PI4300481700.001509008 0.38934114 2.568441648 down 8.574835817 8.577063072 8.465874025 P P P 9.717663144 9.958090592 10.01086793 P P P LNCV6_134671_PI430048170mRNA GGTGATAAATCCTATAAAAGTAATAGGGGTGGTAAGAACATCAGAGAATCCACACAGGAANM_001032372 RefSeq chr19 + 44165163 44177685 ZNF226 zinc finger protein 226%2C transcript variant 17769 GO:0006355|GO:0003700|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143702_PI4300481700.000748373 2.612823625 2.612823625 up 14.0211535 13.81331892 14.02042138 P P P 12.75948877 12.51610246 12.40966469 P P P LNCV6_143702_PI430048170mRNA GACAGTTTATTTGTTGAGAGTGTGACCAAAAGTTACATGTTTGCACCTTTCTAGTTGAAANM_001901 RefSeq chr6 - 131948176 131951378 CTGF connective tissue growth factor1490 GO:0060401|GO:0005515|GO:0005801|GO:0010467|GO:0070278|GO:0006367|GO:0045597|GO:0046330|GO:0001558|GO:0005615|GO:0035988|GO:0030154|GO:0043231|GO:0001894|GO:0060548|GO:0070374|GO:0005938|GO:0032355|GO:0044255|GO:0005520|GO:0005794|GO:0034059|GO:0051385|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130553_PI4300481700.005663386 2.049228513 2.049228513 up 16.13657821 16.05727327 16.05580387 P P P 14.86785376 15.05390984 15.20452676 P P P LNCV6_130553_PI430048170mRNA TTGATTAGCAGCGGAACAAGGAGTCAGACATTTTAAGATGGTGGCAGTAGAGGCTATGGANM_001291549 RefSeq chr6 + 36676536 36687339 CDKN1A cyclin-dependent kinase inhibitor 1A (p21%2C Cip1)%2C transcript variant 31026 GO:0005515|GO:0030308|GO:0046685|GO:0019912|GO:0032403|GO:0060574|GO:0043231|GO:0034605|GO:0043068|GO:0007173|GO:0031668|GO:0045860|GO:0033158|GO:0031625|GO:0006977|GO:0051412|GO:0030332|GO:0010243|GO:0009636|GO:2000134|GO:0071479|GO:0042771|GO:0008543|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139911_PI4300481700.008668022 2.105216148 2.105216148 up 5.971613062 5.609015679 6.052793901 P P P 4.870864603 4.472604959 5.047189873 P A P LNCV6_139911_PI430048170mRNA GCTTTTCTTTCCAAGGTTGTGTGTTTGAACACATTTCTCCAAATGTTAAACCTATTTCAGNM_001200 RefSeq chr20 + 6768097 6780263 BMP2 bone morphogenetic protein 2650 GO:0005515|GO:0001658|GO:0003181|GO:0009790|GO:0005615|GO:0010894|GO:0003308|GO:0007507|GO:0007219|GO:0002062|GO:0030198|GO:0009887|GO:0033690|GO:0004745|GO:0030335|GO:0030501|GO:0009986|GO:0019211|GO:0000122|GO:0021978|GO:0030509|GO:0005160|GO:0005125|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131677_PI4300481700.026739166 0.45890501 2.179100201 down 7.916217462 8.254694342 8.220162492 P P P 8.837666405 9.641709787 9.193361452 P P P LNCV6_131677_PI430048170mRNA GGATGTGCCACTTTTGGCACCAAACGTGTATGTCATTTTTATTTCCATTTTATAAACATGNM_021931 RefSeq chr20 + 38962337 39039723 DHX35 DEAH (Asp-Glu-Ala-His) box polypeptide 35%2C transcript variant 160625 GO:0004004|GO:0006396|GO:0005737|GO:0000398|GO:0071013|GO:0005524. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133448_PI4300481700.000134821 14.58297889 14.58297889 up 6.211901043 5.89600582 6.151411524 P P P 2.171007471 2.297064117 2.208783176 A A A LNCV6_133448_PI430048170mRNA AACATCGAAATGATTCTCATTGACTAGTACACCATTTCACACTTCTTGAGTTCTGCCGTTNM_002169 RefSeq chr9 - 21304613 21305313 IFNA5 interferon%2C alpha 53442 GO:0005132|GO:0019221|GO:0005576|GO:0033141|GO:0045343|GO:0005125|GO:0005615|GO:0005126|GO:0002250|GO:0051607|GO:0060337|GO:0060338|GO:0042100|GO:0007596|GO:0045087|GO:0006959|GO:0030183|GO:0043330|GO:0002286|GO:0002323. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127304_PI4300481700.00195999 15.28523907 15.28523907 up 6.174926015 5.879740927 6.543450979 P P P 2.349696612 2.253227945 2.268055704 A A A LNCV6_127304_PI430048170mRNA GCTATGAAACCTGGTGTTATGAACTCAATTTAATTGCTGAGGGTCTTAAATCAACAGAATNM_000036 RefSeq chr1 - 114673098 114695618 AMPD1 adenosine monophosphate deaminase 1%2C transcript variant 1270 GO:0003876|GO:0010033|GO:0006144|GO:0032264|GO:0043101|GO:0055086|GO:0044281|GO:0046872|GO:0032036|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139848_PI4300481700.01205726 11.05873678 11.05873678 up 7.030898096 6.784190453 6.94185439 P P P 3.814497616 2.494396963 3.722954946 A A A LNCV6_139848_PI430048170mRNA TACAGCAAACTTTGGCATTTATGTGGAGCATTTCTCATTGTTGGAATCTGAATAAACCAANM_019604 RefSeq chr11 + 122838497 122872639 CRTAM cytotoxic and regulatory T cell molecule%2C transcript variant 156253 GO:0008037|GO:0051606|GO:0005886|GO:0001913|GO:0050776|GO:0045954|GO:0005102|GO:0002860|GO:0050798|GO:0002355|GO:0050715|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143834_PI4300481700.01366093 3.076238441 3.076238441 up 7.190963608 6.852092603 6.907073926 P P P 5.807087956 4.91828501 5.241800659 P P P LNCV6_143834_PI430048170mRNA CATTCTGCAGCGTTTCTCTTTCCCTTGGAAAAGAGAATTTATCATTACTGTTACATTTGTNM_002090 RefSeq chr4 - 74036590 74038773 CXCL3 chemokine (C-X-C motif) ligand 32921 GO:0008009|GO:0006955|GO:0070098|GO:0006954|GO:0007186|GO:0042127|GO:0030593|GO:0032496|GO:0005576|GO:0045236|GO:0005615|GO:0002690. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139432_PI4300481700.000688324 0.32921816 3.03749951 down 6.361693773 6.359875276 6.044545485 P P P 7.742870235 7.92673531 7.920240294 P P P LNCV6_139432_PI430048170mRNA AAATGGCATTTTGAAGCCCAGTCATTCTCTAAAAAGGCCCTTTTTAGGGCCCCTAAGCTTNM_003495 RefSeq chr6 + 27139308 27139678 HIST1H4I histone cluster 1%2C H4i8294 GO:0005515|GO:0010467|GO:0006325|GO:0005634|GO:0045653|GO:0000723|GO:0000183|GO:0000786|GO:0070062|GO:0035574|GO:0035575|GO:0046982|GO:0006334|GO:0006335|GO:0005576|GO:0006336|GO:0000228|GO:0003677|GO:0032776|GO:0034080|GO:0043234|GO:0016020|GO:0045814|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135918_PI4300481700.000130496 2.291831475 2.291831475 up 9.578729248 9.764385995 9.672625643 P P P 8.594160417 8.429290819 8.401127049 P P P LNCV6_135918_PI430048170mRNA AAAGACTCCCTTTAGTCCCTTTTTCAATTAAAACCTATGGTGAAAAAGGCGTTTGCACTCNM_012118 RefSeq chr4 + 139015758 139045939 CCRN4L CCR4 carbon catabolite repression 4-like (S. cerevisiae)25819 GO:0006397|GO:0048471|GO:0006355|GO:0033962|GO:0003700|GO:0006366|GO:0009991|GO:0000290|GO:0005634|GO:0003729|GO:0046872|GO:0032922|GO:0045995|GO:0004535|GO:0005737|GO:0045668|GO:0000932|GO:0010629|GO:0045600|GO:0032496|GO:0042752|GO:0007623|GO:0005654|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142463_PI4300481700.001551363 0.472940282 2.114431859 down 4.548859918 4.859894116 4.643752312 P P A 5.621974239 5.701784243 5.964705207 P P P LNCV6_142463_PI430048170mRNA GACGTTGAATGGGACATAGAACTGTCCTACATTTATGTCAAAGTATATATTTGAATCGCTNM_020879 RefSeq chr7 + 77122616 77295204 CCDC146 coiled-coil domain containing 14657639 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130222_PI4300481700.000672915 2.551393846 2.551393846 up 8.128818875 8.071332836 8.327354358 P P P 6.89317632 6.952921367 6.618691605 P P P LNCV6_130222_PI430048170mRNA CCCTCCCTTTGTATTTGGAGACAATGTGTTGTAATAAAGCTTAAAGTGGATGTTTTCAAANM_004420 RefSeq chr11_KI270903v1_alt- 30577 48447 DUSP8 dual specificity phosphatase 81850 GO:0000188|GO:0005737|GO:0006470|GO:0005634|GO:0008138|GO:0035335|GO:0017017|GO:0004725. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133485_PI4300481700.004343073 0.493066165 2.028125375 down 5.753865588 5.317578733 5.444160926 P P P 6.698512943 6.401659561 6.49526448 P P P LNCV6_133485_PI430048170mRNA GAACAGACACAATATACATTCTGTAGCTAAAAAGGAGGGAAAAGTCTGTGAATGCTATTTNM_015520 RefSeq chr3 - 65354230 66038834 MAGI1 membrane associated guanylate kinase%2C WW and PDZ domain containing 1%2C transcript variant 19223 GO:0005515|GO:0030054|GO:0005886|GO:0042995|GO:0008022|GO:0005524|GO:0005737|GO:0032947|GO:0006461|GO:0051393|GO:0005911|GO:0070997|GO:0005654|GO:0005923|GO:0007155|GO:0007166. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134106_PI4300481700.014003911 2.136771456 2.136771456 up 5.541831473 5.880795421 5.829365452 P P P 4.251298845 4.854254281 4.808364369 A P A LNCV6_134106_PI430048170mRNA ATCCTGTAAGGCAGCCACAGAACTAAAAAACAACAATTATTATTAAACTGCTCTGGATTCNM_001168364 RefSeq chr2 + 27442365 27446481 KRTCAP3 keratinocyte associated protein 3%2C transcript variant 1200634 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137682_PI4300481700.01850478 2.028530538 2.028530538 up 6.244579648 5.584091962 6.05910355 P P P 5.250652707 4.649481146 4.941419049 P A P LNCV6_137682_PI430048170mRNA GACACAAAGACTTGACTTTCCTGCTACTTTTATCATTTTCCTTCCCAATTCATTGAGTTANM_032867 RefSeq chr11 + 12286899 12359144 MICALCL MICAL C-terminal like84953 GO:0008150|GO:0005737|GO:0007275|GO:0007283|GO:0030154|GO:0051019. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143650_PI4300481700.002954642 2.194262696 2.194262696 up 7.123008439 6.758093822 6.918850718 P P P 5.533864501 5.907427699 5.945934367 P P P LNCV6_143650_PI430048170mRNA AAGTTCTATGGCTGTCACCTTAATTACTCAATAAACTTGCTGGTGTTCTGTGGACGTAAANM_000187 RefSeq chr3 - 120628167 120682571 HGD homogentisate 1%2C2-dioxygenase3081 GO:0034641|GO:0006559|GO:0004411|GO:0044281|GO:0006572|GO:0046872|GO:0070062|GO:0055114|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_94192_PI430048170 0.019143299 2.167033842 2.167033842 up 6.479010109 6.448034815 6.223918134 P P P 5.020609243 5.058687802 5.648335817 P P P LNCV6_94192_PI430048170mRNA AATGTGATGACAAAGAAGTCCACAAAGTGAAAATTTATGCTTACTAGCCTGTCTTCTTTGNM_001080836 RefSeq chr10 + 14959438 14972851 MEIG1 meiosis/spermiogenesis associated 1644890 GO:0005634|GO:0007283|GO:0030154. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140271_PI4300481700.000197034 2.095893223 2.095893223 up 9.151545092 8.980329449 8.965375415 P P P 7.913848719 8.067916254 7.914788532 P P P LNCV6_140271_PI430048170mRNA TTTGGTACTGTAAAACACCTTTTCAGAATGAGTAAATGCTGCATATGCATTTTGGAGTTGNM_018293 RefSeq chr3 + 88139111 88144664 ZNF654 zinc finger protein 65455279 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131886_PI4300481700.021992284 2.795522829 2.795522829 up 6.805177773 6.749589597 6.118642954 P P P 5.12947399 5.092985699 5.096609537 P P P LNCV6_131886_PI430048170mRNA TTGGGTTTTGTCACACTCTGCTCATTTTGACTGAATAAAAGTCCTGTTGCCAAAGTGAAANM_004884 RefSeq chr15 - 65327126 65378040 IGDCC3 immunoglobulin superfamily%2C DCC subclass%2C member 39543 GO:0005887|GO:0050885. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127169_PI4300481700.048300398 3.770925382 3.770925382 up 4.578740907 5.586242425 5.241669114 P P P 2.538617001 4.181759594 2.365207732 A A A LNCV6_127169_PI430048170mRNA AGGGCGTTTTGTGTGATGACGACAGGCGCTTAAGGGAAATAAAAAACGAAGGTGAAAAAANM_001014985 RefSeq chr17 + 4788958 4790589 GLTPD2 glycolipid transfer protein domain containing 2388323 GO:0005737|GO:0051861|GO:0017089|GO:0046836. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134042_PI4300481700.004971293 2.411824519 2.411824519 up 13.47396533 13.57014309 13.62890096 P P P 12.51206586 12.0784554 12.24279129 P P P LNCV6_134042_PI430048170mRNA GGCCCCATCTCTCATCCTTTTGGATAAGTTTCTATTCTGTCAGTGTTAAAGATTTTGTTTNM_004431 RefSeq chr1 - 16124336 16156087 EPHA2 EPH receptor A2 1969 GO:0051898|GO:0005515|GO:0033628|GO:0005886|GO:0014028|GO:0010591|GO:0005003|GO:0046849|GO:0007411|GO:0016032|GO:0070309|GO:0007155|GO:0070372|GO:0060035|GO:0031256|GO:0048013|GO:0031258|GO:0008630|GO:0009986|GO:0030316|GO:0045765|GO:0032587|GO:0007275|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130063_PI4300481700.001167253 2.389783326 2.389783326 up 8.040982085 8.100956804 7.762366867 P P P 6.913671133 6.535778094 6.680938173 P P P LNCV6_130063_PI430048170mRNA GAAAATCTGGATCTCCCTTGAGCAGTTTTCTATAAAGTCTGCAATAATCTCAGATACTCTNM_001195528 RefSeq chr11 + 75240904 75243704 TPBGL trophoblast glycoprotein-likeNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134373_PI4300481700.000349393 7.981881407 7.981881407 up 7.763682121 7.624050922 7.710822272 P P P 4.576168374 4.909876367 4.60126923 P P A LNCV6_134373_PI430048170mRNA TGCTATGGCCTCATCATCAAGACTTTCAATCCTATCCCAAGTGAAATAAATGGAATGAAANM_004633 RefSeq chr2 + 101991843 102028422 IL1R2 interleukin 1 receptor%2C type II%2C transcript variant 17850 GO:0005515|GO:0006955|GO:0004910|GO:0005886|GO:0019221|GO:0004908|GO:0005576|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136951_PI4300481700.018004001 2.218424322 2.218424322 up 9.349318609 9.420842164 9.401985683 P P P 7.897048881 8.34606017 8.427009605 P P P LNCV6_136951_PI430048170mRNA CAGGAACACCTGCTACTGCACACTCCAAACCAATAAAGTTTTATATTTTGTTTACTTCAANM_207348 RefSeq chr1 + 15736313 15741392 SLC25A34 solute carrier family 25%2C member 34NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138598_PI4300481700.003286619 2.828570304 2.828570304 up 6.282173723 6.047609565 6.096261396 P P P 4.335823128 4.738802238 4.817255716 A A A LNCV6_138598_PI430048170mRNA GCCTGAGATATAAGTTGTACTGCGTATGCAGTTTTTCCTCCAAAAATTAAATTGCTTTTGNM_022449 RefSeq chr2 - 237574321 237591126 RAB17 RAB17%2C member RAS oncogene family%2C transcript variant 164284 GO:0005515|GO:0005886|GO:0002415|GO:0032456|GO:0003924|GO:0030139|GO:0006886|GO:0030425|GO:0032402|GO:0032401|GO:0005622|GO:0051489|GO:0016323|GO:0016324|GO:0045056|GO:0030100|GO:0043025|GO:0046847|GO:0032482|GO:0070062|GO:0042470|GO:0051963|GO:0005525|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134537_PI4300481700.028420002 2.052321484 2.052321484 up 5.327661619 5.121858454 5.748219556 P P P 4.371524131 3.9171125 4.750511912 A A A LNCV6_134537_PI430048170mRNA ACTGAAGTCTGATTCTTTCCCGGGAAGCGGGGTACTGGCTGTGTTTAATCATTAAAGGTANM_004497 RefSeq chr19 + 45864259 45873797 FOXA3 forkhead box A3 3171 GO:0003700|GO:0044212|GO:0001678|GO:0006366|GO:0000981|GO:0019904|GO:0005634|GO:0007283|GO:0030154|GO:0043565|GO:0045944|GO:0031018|GO:0008134|GO:0009267|GO:0016568. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144702_PI4300481700.000184289 3.984770287 3.984770287 up 9.267693366 9.265072909 9.318986546 P P P 7.192963614 7.366378027 7.304244832 P P P LNCV6_144702_PI430048170mRNA TTTCTTCTCTCTCATGTGCATGATGGAACAATAAAAAGCTTATGGCTTTGCTAGATCTATNM_001195150 RefSeq chr7 + 128866409 128872047 LOC100130705 uncharacterized LOC100130705100130705 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140297_PI4300481700.044316394 0.420577955 2.377680495 down 5.359235339 5.16654688 4.774301073 P P P 5.66754891 6.699555056 6.543773399 P P P LNCV6_140297_PI430048170mRNA TGACACTGCCATTTTTCCTTTTTGGAGGAAATGGACATAGATAAAGAAGATATTTCTTCGNM_014618 RefSeq chr9 - 119166629 119369461 BRINP1 bone morphogenetic protein/retinoic acid inducible neural-specific 11620 GO:0005515|GO:0008219|GO:0005737|GO:0071300|GO:0045930|GO:0045666|GO:0007050|GO:0045786. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_76035_PI430048170 4.62651E-05 2.231709033 2.231709033 up 8.809453622 8.767319717 8.67443358 P P P 7.569269553 7.561139753 7.648033471 P P P LNCV6_76035_PI430048170mRNA AATCATGATAACCCTGATCACTGAGCAGCTACAGAAGCAGACTCTGGATGAGCTGAAATGNM_001135647 RefSeq chr5 + 138337534 138349729 FAM53C family with sequence similarity 53%2C member C%2C transcript variant 151307 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145494_PI4300481700.013991408 0.351854406 2.84208463 down 5.921948734 6.293126127 5.969564613 P P P 7.057276785 7.687747289 7.869878499 P P P LNCV6_145494_PI430048170mRNA CAGCTTTGAGGCTTCAAATAAGTTTCCATATGCAGGGAGTAACTTTAAACAATGTTTGAANM_178505 RefSeq chr10 - 61406642 61453450 TMEM26 transmembrane protein 26219623 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129972_PI4300481700.015193951 0.189100996 5.288179446 down 3.636954262 4.854374978 4.298816163 A P A 6.815170041 6.571795311 6.846840785 P P P LNCV6_129972_PI430048170mRNA TAGGGTTGCCAAATCGGATTTTCTAAAATGAGTAGGAAGTTGGATTTTTATGTGCAACAGNM_175872 RefSeq chr19 - 34956353 34964049 ZNF792 zinc finger protein 792126375 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134168_PI4300481700.018380946 0.483416975 2.068607543 down 7.11000194 7.82220136 7.338945066 P P P 8.358860906 8.281307158 8.811896068 P P P LNCV6_134168_PI430048170mRNA CTTGACTTTCTTCTGTGCACCTGATGGGAGGGTAATGTCTAATGTATTATCAATAACAATNM_016816 RefSeq chr12 + 112906933 112919907 OAS1 2'-5'-oligoadenylate synthetase 1%2C 40/46kDa%2C transcript variant 14938 GO:0003725|GO:0005515|GO:0035457|GO:0005783|GO:0001730|GO:0019221|GO:0005576|GO:0005634|GO:0042593|GO:0009615|GO:0051259|GO:0005524|GO:0046872|GO:0005829|GO:0005739|GO:0051607|GO:0005737|GO:0060337|GO:0006006|GO:0008270|GO:0060700|GO:0060333|GO:0045071|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141849_PI4300481702.58211E-05 0.373760777 2.675508137 down 11.53974802 11.37831852 11.48117775 P P P 12.82669552 12.96824496 12.86460094 P P P LNCV6_141849_PI430048170mRNA CCCAGGTGTTTATACTGTGTGTGTCTGAGGTCTTTAAAGTTATTGCTTTATTTGGTTTTTNM_016084 RefSeq chr17 - 17494438 17496395 RASD1 RAS%2C dexamethasone-induced 1%2C transcript variant 151655 GO:0006184|GO:0007165|GO:0048471|GO:0007263|GO:0007186|GO:0005886|GO:0007264|GO:0003924|GO:0005634|GO:0005525|GO:0045892. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129702_PI4300481700.000540243 9.799293426 9.799293426 up 5.654803319 5.631685445 5.398958548 P P P 2.291235471 2.26237753 2.267251326 A A A LNCV6_129702_PI430048170mRNA ATTCTCGGGTGATCAGCTCTTTCCAAGACTTCAATAAATTTGTCAGTTACAGTCAAAAAANM_014564 RefSeq chr9 - 136196249 136203158 LHX3 LIM homeobox 3%2C transcript variant 28022 GO:0005667|GO:0048839|GO:0043066|GO:0006366|GO:0021521|GO:0030324|GO:0021520|GO:0021983|GO:0005634|GO:0001890|GO:0021527|GO:0021526|GO:0043565|GO:0008045|GO:0001076|GO:0045944|GO:0009887|GO:0008270|GO:0045893. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134664_PI4300481700.046727875 4.030118366 4.030118366 up 5.114602249 4.970235838 5.046936995 P P P 2.379147656 3.843130969 2.328763045 A A A LNCV6_134664_PI430048170mRNA CCTCTCTTTTGTGACTCTTGTACAGCTTAATGTGCAATAAAGGAAAAGTTATATCTGTCTNM_003178 RefSeq chr3 + 12004359 12185732 SYN2 synapsin II%2C transcript variant IIb6854 GO:0030054|GO:0008152|GO:0045202|GO:0007268|GO:0030672|GO:0003824|GO:0005524|GO:0007269. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141273_PI4300481700.004058552 3.998699534 3.998699534 up 5.054528421 5.722605278 5.716733006 P P P 3.104166378 3.394295307 3.959302934 A A A LNCV6_141273_PI430048170mRNA CAACATTTTACCCACACACAGATAAAGTTTTCCCTTGAGGAAACAACAGCTTTAAAAGAANM_001301716 RefSeq chr17 - 40553769 40561013 CCR7 chemokine (C-C motif) receptor 7%2C transcript variant 31236 GO:0002885|GO:0071731|GO:0046330|GO:0051491|GO:2000510|GO:2000147|GO:0031529|GO:0005622|GO:0032649|GO:0030838|GO:0034695|GO:0043552|GO:0045860|GO:0032496|GO:0031274|GO:0070374|GO:0043123|GO:2000525|GO:2000526|GO:0051209|GO:0070098|GO:0009986|GO:0004930|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129025_PI4300481700.000121188 0.302571234 3.305006845 down 8.444793491 8.560583453 8.713012288 P P P 10.46592074 10.219061 10.20473415 P P P LNCV6_129025_PI430048170mRNA GAGAATTTATGGACGTTGTAGAAATGTACAAATGCATTTCCAAACTGCCTTAAACGTTGTNM_002048 RefSeq chr9 - 86944361 86947189 GAS1 growth arrest-specific 12619 GO:0005515|GO:0035924|GO:0030308|GO:0005886|GO:0060628|GO:0050680|GO:0048592|GO:0045879|GO:0048701|GO:0045880|GO:0048589|GO:0007411|GO:2001240|GO:0042476|GO:0060021|GO:0021904|GO:0007050|GO:0042474|GO:0043010|GO:0042473|GO:0046658|GO:0050679|GO:0021587|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141081_PI4300481700.006341433 2.628720099 2.628720099 up 6.632561766 6.791887788 6.549491621 P P P 4.928205039 5.489531269 5.32751492 P P P LNCV6_141081_PI430048170mRNA GGTGAAGTTTGTATGTTTACCTAATATTACCTGTTTTGTATACCTGAGAGCCTGCTATGTNM_002607 RefSeq chr7 - 497259 519844 PDGFA platelet-derived growth factor alpha polypeptide%2C transcript variant 15154 GO:0005515|GO:0050730|GO:0005518|GO:0005615|GO:0042803|GO:0010035|GO:0007173|GO:0030198|GO:0032956|GO:0009887|GO:0051781|GO:0007179|GO:0070374|GO:0001942|GO:0032355|GO:0035793|GO:0048839|GO:0060683|GO:0030335|GO:0048286|GO:0046982|GO:0009986|GO:0048407|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127783_PI4300481700.000173636 2.384342882 2.384342882 up 11.2626934 11.16440175 11.24114362 P P P 9.877668494 10.0600529 9.965813331 P P P LNCV6_127783_PI430048170mRNA CTAGGGCCGTGGCCTTTGCCGAGACTGTAGCAGAGAAAACGTATTTATTATTCCAAAAAANM_001142467 RefSeq chr1 - 998963 1000172 HES4 hes family bHLH transcription factor 4%2C transcript variant 157801 GO:0006355|GO:0046983|GO:0005634|GO:0003677|GO:0030154|GO:0006351|GO:0008134|GO:0007399. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136944_PI4300481702.04692E-07 2.596286144 2.596286144 up 11.6275503 11.65747224 11.66777506 P P P 10.28348236 10.28421953 10.25586891 P P P LNCV6_136944_PI430048170mRNA CCTGTTGGACATTTCCTTTTGGATTCATGCTTTCTGGAAGGTTTAAATTCATTAACGTTANM_032315 RefSeq chr1 + 9539468 9582773 SLC25A33 solute carrier family 25 (pyrimidine nucleotide carrier)%2C member 3384275 GO:0071156|GO:0008284|GO:0032869|GO:0031966|GO:0030307|GO:0051881|GO:0005743|GO:0006864|GO:0006390|GO:0034551|GO:0031930|GO:0007005|GO:0015218|GO:0016021|GO:0006264|GO:0002082. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129511_PI4300481700.002636561 2.096306117 2.096306117 up 7.748669643 7.945723569 7.781089839 P P P 6.743737062 6.757283724 6.778533155 P P P LNCV6_129511_PI430048170mRNA GACAAGGTCAGCATCATTTGCTCTCCTGAATTTATGAGGTTTATTTATTTTTCTCTTTCCNM_004573 RefSeq chr15 - 40287896 40307973 PLCB2 phospholipase C%2C beta 2%2C transcript variant 15330 GO:0043647|GO:0005509|GO:0007268|GO:0007202|GO:0044281|GO:0005829|GO:0016042|GO:0035556|GO:0004629|GO:0050913|GO:0004435|GO:0008152|GO:0004871|GO:0006644. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139930_PI4300481706.91824E-05 2.010898289 2.010898289 up 7.991930599 7.993835388 7.889710504 P P P 6.876855296 7.024032795 6.949754744 P P P LNCV6_139930_PI430048170mRNA AGCAGTATCTAAAGACGTAGGCGATGAGACTAGACCACATTAAATGCATTTTGATCTCTTNM_021012 RefSeq chr17 + 21376386 21419867 KCNJ12 potassium channel%2C inwardly rectifying subfamily J%2C member 123768 GO:0005242|GO:0006936|GO:0005886|GO:0051289|GO:0005887|GO:0008016|GO:0010107|GO:0007268|GO:0034765|GO:0031224|GO:0006813. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_79185_PI430048170 5.36086E-05 0.387488701 2.580720414 down 10.08756428 9.946918017 10.10369306 P P P 11.35965715 11.40431863 11.48004174 P P P LNCV6_79185_PI430048170mRNA CCTCTCATTTGGAAGACTATCCCTTCAATGCAGAATATTGAGGTTGAATCTCCTGGTGAGNM_020299 RefSeq chr7 + 134527591 134541414 AKR1B10 aldo-keto reductase family 1%2C member B10 (aldose reductase)57016 GO:0005515|GO:0044598|GO:0047718|GO:0045550|GO:0044597|GO:0001758|GO:0007603|GO:0007586|GO:0006081|GO:0001523|GO:0005764|GO:0005829|GO:0004033|GO:0016488|GO:0008202|GO:0070062|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134244_PI4300481700.02846546 2.449532824 2.449532824 up 12.03246312 11.92845052 12.03105339 P P P 11.0724043 10.2476016 10.68024069 P P P LNCV6_134244_PI430048170mRNA TGTGGGAACACCTTGTACCTGAGCTTACAGGTACCAATAAAGAGGCTTTATTTTTAGCAANM_033027 RefSeq chr3 - 39141850 39153611 CSRNP1 cysteine-serine-rich nuclear protein 164651 GO:0003700|GO:0006915|GO:0048705|GO:0005634|GO:0001228|GO:0009791|GO:0006351|GO:0043565|GO:0003674|GO:0060325|GO:0045944|GO:0060021|GO:0048008. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140911_PI4300481700.008014617 2.282990965 2.282990965 up 6.983897304 6.951718527 7.276821694 P P P 5.861794925 5.561227805 6.174364437 P P P LNCV6_140911_PI430048170mRNA AAGGGCTGAACTTTAAAAATGTAAACTTACAAGACAAAAGGCTCTTTTCAGAGCCACCCANM_003514 RefSeq chr6 - 27892698 27893185 HIST1H2AM histone cluster 1%2C H2am8336 GO:0005515|GO:0008150|GO:0046982|GO:0005634|GO:0019899|GO:0000786|GO:0003677|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139372_PI4300481700.039429535 6.533611458 6.533611458 up 6.479427077 6.68387699 6.229702119 P P P 2.271689608 4.336040419 3.986723561 A A A LNCV6_139372_PI430048170mRNA CAACTCAAGGGGCTCCTTTATTACTTTTGAATGTTTTTGCCCAAATGTCTATACCAAAGANM_152367 RefSeq chr1 + 116111754 116135240 MAB21L3 mab-21-like 3 (C. elegans)126868 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134603_PI4300481700.00367414 0.456107042 2.192467791 down 5.176401768 5.144036714 5.384865641 P P P 6.103949093 6.491264945 6.486610232 P P P LNCV6_134603_PI430048170mRNA GCTGACAACAATGAACTGTAACCACAGTTATTTACTGCATAAACTATTTGTGTACTAACCNM_001010888 RefSeq chrX + 65488734 65507887 ZC3H12B zinc finger CCCH-type containing 12BNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136492_PI4300481700.024228733 3.930564087 3.930564087 up 5.058576189 5.692812799 5.785520517 P P P 2.596667086 3.993172697 3.775952164 A A A LNCV6_136492_PI430048170mRNA TTTGAGGGGGTAGGAGGAGGGAGAAACAGCCTGTGTTTTTTATGCAATAAAGTCATCAACNM_001258248 RefSeq chr17 - 47844913 47851150 SP6 Sp6 transcription factor%2C transcript variant 1NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134939_PI4300481700.03557657 2.864639953 2.864639953 up 6.757475752 6.861060265 6.708308973 P P P 4.815677292 5.818657074 4.918859581 P P P LNCV6_134939_PI430048170mRNA GAAATGGCGTTACCTGCCACTGTTGTTAAGTGTTTACTTTGTATCAATACTGAATTGTTANM_052909 RefSeq chr5 + 140257 189972 PLEKHG4B pleckstrin homology domain containing%2C family G (with RhoGef domain) member 4B153478 GO:0032321|GO:0005089. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133606_PI4300481700.002588106 2.054637786 2.054637786 up 14.8802863 14.84756186 14.69272001 P P P 13.78532338 13.77032407 13.75498212 P P P LNCV6_133606_PI430048170mRNA GTAGCTTCTGAAAGGTGCTTTCTCCATTTATTTAAAACTACCCATGCAATTAAAAGGTACNM_005080 RefSeq chr22 - 28794559 28800572 XBP1 X-box binding protein 1%2C transcript variant 17494 GO:0005515|GO:0031670|GO:0006511|GO:0034976|GO:0003700|GO:0044212|GO:0006366|GO:0000981|GO:0010832|GO:0002020|GO:0042993|GO:0030968|GO:0045348|GO:0051602|GO:0031625|GO:0042632|GO:0032869|GO:0000977|GO:0046982|GO:0019901|GO:0006990|GO:0001047|GO:0000122|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133682_PI4300481700.000861528 2.884576609 2.884576609 up 5.571996396 5.482008671 5.314393758 P P P 3.689030522 4.027737506 4.050666534 A A A LNCV6_133682_PI430048170mRNA CAGGAAACGCTAATTCTCTTTAGACTCCTTGTTCTTTTATGACTACAATGAACATATGTCNM_080818 RefSeq chr13 - 96985718 96994350 OXGR1 oxoglutarate (alpha-ketoglutarate) receptor 127199 GO:0007186|GO:0005886|GO:0004930|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143794_PI4300481700.000271327 0.41098429 2.433183028 down 7.64740362 7.621640922 7.46478982 P P P 8.731806466 8.851212875 8.994061851 P P P LNCV6_143794_PI430048170mRNA CCATGTTGGGAGTAGATGGGTATATAACAGTTTGGAAATACTATCTTTGGAGAATGTATTNM_001286746 RefSeq chr13 + 72727903 72756198 BORA bora%2C aurora kinase A activator%2C transcript variant 279866 GO:0032880|GO:0005515|GO:0007088|GO:0007067|GO:0019901|GO:0060236|GO:0000086|GO:0000278|GO:0051301|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134836_PI4300481700.000597911 2.121642472 2.121642472 up 7.485063021 7.756286105 7.559378238 P P P 6.580411467 6.583979555 6.385797187 P P P LNCV6_134836_PI430048170mRNA GCTTTCTAATTCCTTTCCTCCCTTATTGGTTACCTATGAATTGCTCAGTTCTAACAATGANM_016200 RefSeq chr7 + 118184031 118204039 LSM8 LSM8 homolog%2C U6 small nuclear RNA associated (S. cerevisiae)51691 GO:0005515|GO:0030629|GO:0000398|GO:0005681|GO:0046540|GO:0017070. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140113_PI4300481700.000113016 2.383945652 2.383945652 up 13.77229859 13.56974368 13.63404319 P P P 12.52050463 12.34358493 12.35244833 P P P LNCV6_140113_PI430048170mRNA CGGGAAGAGACCCCAATCAGATTTTTCAAATTAAAGCCAGTCCTGGGAAATCTCAAAAAANM_013376 RefSeq chr19 - 40422500 40426025 SERTAD1 SERTA domain containing 129950 GO:0005515|GO:0008284|GO:0000079|GO:0045893|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130878_PI4300481700.002454659 16.54896836 16.54896836 up 7.936195543 8.090686383 8.023932566 P P P 4.385526408 3.795559518 3.610399843 A A A LNCV6_130878_PI430048170mRNA ACTGTGCCGTATAAAGGCTGTTGCCTCAGCCTTACTAATAAATACTGAAAATATCACCTTNM_033026 RefSeq chr7 - 82754004 83162881 PCLO piccolo presynaptic cytomatrix protein%2C transcript variant 127445 GO:0005215|GO:0030054|GO:0005509|GO:0045202|GO:0014069|GO:0016079|GO:0008021|GO:0005544|GO:0016020|GO:0007010|GO:0017157|GO:0019933|GO:0048788|GO:0005856|GO:0030073|GO:0005522|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127963_PI4300481700.018771377 2.090044591 2.090044591 up 6.298002796 6.392674446 6.258116298 P P P 4.943480201 5.234202772 5.525361432 P P P LNCV6_127963_PI430048170mRNA GCCTTCCCATCAGGCCTATTTGTCTACCCAATAAAGCGTGTTTTTTCCAGAAACAAGAAGNM_005276 RefSeq chr12 + 50103818 50111320 GPD1 glycerol-3-phosphate dehydrogenase 1 (soluble)%2C transcript variant 12819 GO:0009331|GO:0004368|GO:0006094|GO:0004367|GO:0044281|GO:0042803|GO:0046168|GO:0005829|GO:0005739|GO:0006127|GO:0051287|GO:0071356|GO:0006116|GO:0019432|GO:0071320|GO:0045821|GO:0006644|GO:0006654|GO:0044255|GO:0070062|GO:0046474. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134738_PI4300481700.003073382 2.098086158 2.098086158 up 7.183602797 7.567894235 7.470838886 P P P 6.104239918 6.508554973 6.399717727 P P P LNCV6_134738_PI430048170mRNA TCACCTATCAACAGATCATCCTGCTTGACTGTAACAAAATAAATAGTGTCTCTTCAAGTGNM_001649 RefSeq chrX + 9786455 9949441 SHROOM2 shroom family member 2357 GO:0005515|GO:0008013|GO:0005886|GO:0032438|GO:0048593|GO:0043583|GO:0032401|GO:0030835|GO:0016324|GO:0051015|GO:0005913|GO:0002089|GO:0043025|GO:0043482|GO:0035725|GO:0043010|GO:0005856|GO:0051017|GO:0070062|GO:0008057|GO:0005874|GO:0019904|GO:0045176|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141366_PI4300481700.002591172 0.463760132 2.156287121 down 6.961349556 7.240902928 7.308181099 P P P 8.035947252 8.355150133 8.43751566 P P P LNCV6_141366_PI430048170mRNA CTTTGAAAGATGGAACCTCCAAGTGAATTACAACTTATTCTATCATTGATGAATTCAGCCNM_144629 RefSeq chr2 - 197570802 197675860 RFTN2 raftlin family member 2130132 GO:0005886|GO:0043330|GO:0033227. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132390_PI4300481700.005706848 0.438918785 2.278325818 down 5.42983648 5.227249532 5.602100262 P P P 6.275629492 6.753908497 6.76581992 P P P LNCV6_132390_PI430048170mRNA TGTTTTAAACAGCTCTTCTTGCAATGGTAGAGGCTCTTCAATTAAACAGAGATGGTAACANM_001128159 RefSeq chr17 - 508667 714856 VPS53 vacuolar protein sorting 53 homolog (S. cerevisiae)%2C transcript variant 155275 GO:0005515|GO:0048471|GO:0005794|GO:0042147|GO:0015031|GO:0010008|GO:0000938. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130674_PI4300481703.64944E-05 18.5573003 18.5573003 up 7.237091544 7.504357145 7.556745143 P P P 2.936668496 3.379843651 3.321003777 A A A LNCV6_130674_PI430048170mRNA CAGGAAAGAGTGGTTTCTGCGTGTGTATATTTGTAATATATGATATTTTTCATGCTCCACNM_007197 RefSeq chr12 + 130162458 130165740 FZD10 frizzled class receptor 1011211 GO:0005515|GO:0042813|GO:0017147|GO:0009986|GO:0071300|GO:0004930|GO:0034259|GO:0038031|GO:0032855|GO:0005737|GO:0007186|GO:0005887|GO:0030182|GO:0032956|GO:0043507|GO:0060070. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_77090_PI430048170 3.25282E-05 2.567858351 2.567858351 up 10.44420824 10.45261036 10.31232312 P P P 9.11284046 8.952133664 9.062070115 P P P LNCV6_77090_PI430048170mRNA GATCCAATGAGGCCCCCTAAATAATTGAGTTTTGGGTCCTGGTTGGTTGTTTTATTTTTTNM_002714 RefSeq chr6_GL000253v2_alt- 1910628 1927536 PPP1R10 protein phosphatase 1%2C regulatory subunit 10%2C transcript variant 15514 GO:0004864|GO:0005654|GO:0005634|GO:0006606|GO:0072357|GO:0043086|GO:0003677|GO:0000785|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135092_PI4300481701.33095E-05 2.375173376 2.375173376 up 12.30634461 12.19301362 12.22191297 P P P 11.03282669 10.94045492 11.00476026 P P P LNCV6_135092_PI430048170mRNA TGGTGCTGTTGACCTGCAAGAGAATATACTTTTGCATATACAGGTGAAAGTTTTGCAATTNM_194285 RefSeq chr11 - 18606400 18634473 SPTY2D1 SPT2%2C Suppressor of Ty%2C domain containing 1 (S. cerevisiae)144108 GO:0008150|GO:0003674|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129815_PI4300481700.000181365 3.281023823 3.281023823 up 12.91246359 12.75362087 13.06652656 P P P 11.33119632 11.15638924 11.10998112 P P P LNCV6_129815_PI430048170mRNA CTCTGTCTTCTCACAAGGTTTGCCAAGTTGTGTTCTGTTTTAAATAAAGGTTGCAATATTNM_007314 RefSeq chr1 - 179099326 179229684 ABL2 ABL proto-oncogene 2%2C non-receptor tyrosine kinase%2C transcript variant b27 GO:0005515|GO:0006909|GO:0051353|GO:0071300|GO:0046632|GO:2000145|GO:2000096|GO:0030155|GO:2000249|GO:0051015|GO:0007173|GO:0007411|GO:0030100|GO:0042127|GO:0050885|GO:0070374|GO:0043123|GO:0038083|GO:0051017|GO:0035640|GO:0022408|GO:0000287|GO:0021587|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128383_PI4300481700.000749346 0.423606075 2.360683802 down 8.315704716 8.495320345 8.443773429 P P P 9.479682532 9.736399197 9.746680443 P P P LNCV6_128383_PI430048170mRNA TTGACCTGAAAATCCATAGGGCAGGGCCCACTACTTTCCAAAGAAATAAAAGAACAATTANM_001303124 RefSeq chr12 + 56118219 56122496 ZC3H10 zinc finger CCCH-type containing 10%2C transcript variant 284872 GO:0005515|GO:0046872. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141456_PI4300481700.001448046 3.152773406 3.152773406 up 7.920941129 7.70582554 7.711977445 P P P 6.147853712 6.109065331 6.122248109 P P P LNCV6_141456_PI430048170mRNA CCTACCTCTGCCTATTTTAAATCCAGGTTCTGCATAAGACTTTTGGAGAAAAAATTCTAANM_005421 RefSeq chr9 + 105662456 105663104 TAL2 T-cell acute lymphocytic leukemia 26887 GO:0021794|GO:0006355|GO:0035264|GO:0046983|GO:0030901|GO:0009791|GO:0003677|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128063_PI4300481700.011012822 2.305829832 2.305829832 up 5.33578425 5.847220999 5.597181284 P P P 4.08227595 4.772642636 4.263184804 A P A LNCV6_128063_PI430048170mRNA ATAACTGCCAATGGCCCTGAGAACTCTGTGGGATAAAATGACCTGACTTGGATCATGAAANM_182539 RefSeq chr6 - 44280159 44297721 TCTE1 t-complex-associated-testis-expressed 1202500 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133330_PI4300481700.007737129 3.776706334 3.776706334 up 7.290024378 7.348347958 7.098838678 P P P 4.901540713 5.679726533 5.312297653 P P P LNCV6_133330_PI430048170mRNA GGATCTTGTAAACAGGGCATATATCAAAGATGACCTTATAATATGTACCCGAATATACAGNM_006255 RefSeq chr14 + 61321442 61550980 PRKCH protein kinase C%2C eta5583 GO:0004699|GO:2000810|GO:0005886|GO:0010744|GO:0030168|GO:0060252|GO:0050861|GO:0005524|GO:0070528|GO:0046872|GO:0005829|GO:0007165|GO:0005737|GO:0051092|GO:0045618|GO:0005911|GO:0007596|GO:0034351|GO:0006468|GO:0004697|GO:0019899|GO:0017160|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133823_PI4300481700.023698223 2.88560489 2.88560489 up 5.056675139 5.60606122 5.613245551 P P P 3.246292545 4.401504298 3.882977194 A A A LNCV6_133823_PI430048170mRNA TTTTATGTTCTGCTCACAGACATTGCTTTCAAATGTTAGCTGCTGAAATCCACAATAAACNM_005208 RefSeq chr17 + 29246856 29254484 CRYBA1 crystallin%2C beta A11411 GO:0005515|GO:0003674|GO:0005737|GO:0005212|GO:0002088|GO:0005634|GO:0007601|GO:0042803. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144737_PI4300481700.004295563 3.474354873 3.474354873 up 7.22227407 7.243924498 7.123652317 P P P 5.27313661 5.674922531 5.208910693 P P P LNCV6_144737_PI430048170mRNA GCTTCATCGTTAATAAGTCAATACCTGTTGTTCCTGGGATGTTCTTTTTTGTGCATTAAANM_178565 RefSeq chr8 - 107899315 108083685 RSPO2 R-spondin 2%2C transcript variant 1340419 GO:0001664|GO:0009986|GO:0090263|GO:0005102|GO:0005576|GO:0030282|GO:0005615|GO:0001649|GO:0060441|GO:0035116|GO:0060437|GO:0035115|GO:0060535|GO:0016055|GO:0008201. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139688_PI4300481700.017468411 2.401811733 2.401811733 up 9.590686625 9.702328406 9.535882432 P P P 8.710465403 8.141817383 8.106474042 P P P LNCV6_139688_PI430048170mRNA AAGACATTACCAAGGTTTGTACAAATTCTACTACCTGACATTTATTCCAAGAAGATCTGGNM_078487 RefSeq chr9 - 22002902 22009313 CDKN2B cyclin-dependent kinase inhibitor 2B (p15%2C inhibits CDK4)%2C transcript variant 21030 GO:0005515|GO:0031670|GO:0010467|GO:0014070|GO:0007093|GO:0006367|GO:0008285|GO:0071901|GO:0050680|GO:0005634|GO:0000079|GO:0048536|GO:0005829|GO:0005737|GO:0030858|GO:0045944|GO:0000086|GO:0031668|GO:0007050|GO:0007179|GO:0034097|GO:0030511|GO:0019901|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130595_PI4300481700.025191343 4.052870709 4.052870709 up 6.198869676 5.875122568 5.789659184 P P P 3.15517368 3.823253094 4.535583119 A A A LNCV6_130595_PI430048170mRNA GTGTACCTCAGCTTTTTCCCTCACTTGCATCAATAAAGCTTCTGTGTTTGGAACAGCTAANM_000608 RefSeq chr9 + 114329788 114333256 ORM2 orosomucoid 2 5005 GO:0006810|GO:0002682|GO:0072562|GO:0006953|GO:0005615|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131689_PI4300481700.048485895 5.208264008 5.208264008 up 6.551739633 6.080560635 6.297515088 P P P 2.456424446 4.352180352 4.336040419 A A A LNCV6_131689_PI430048170mRNA CCCTGGAAAACAGACGGGTCTGAGACTGAAATTGTTTTACCAGCTCCCAGGGTGGACTTCNM_021978 RefSeq chr11 + 130159786 130210362 ST14 suppression of tumorigenicity 14 (colon carcinoma)6768 GO:0016323|GO:0005886|GO:0004252|GO:0030216|GO:0005887|GO:0006508|GO:0008236|GO:0005615|GO:0019897|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127769_PI4300481700.000860722 2.045048017 2.045048017 up 7.719398975 7.623347588 7.536975277 P P P 6.613175822 6.718398664 6.44437981 P P P LNCV6_127769_PI430048170mRNA TCCTGACCCAGCCTGTGTATTCAAAACGAAAACAGTAAAACCAACATCAGGATGTCCGTCNM_006613 RefSeq chr17 - 19020676 19047023 GRAP GRB2-related adaptor protein10750 GO:0005737|GO:0005070|GO:0007267|GO:0009967|GO:0007265|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134884_PI4300481700.00270016 2.010288191 2.010288191 up 6.855896454 6.795526422 6.957619809 P P P 5.889295385 6.0043382 5.679259526 P P P LNCV6_134884_PI430048170mRNA GGAACGTGCAGGCCCTTCCATTGATGATATTCCCTTCTCAACATTTTTAAACAAGCACAANM_172362 RefSeq chr1 - 210678314 211134115 KCNH1 potassium channel%2C voltage gated eag related subfamily H%2C member 1%2C transcript variant 13756 GO:0023014|GO:0005251|GO:0005515|GO:0005516|GO:0005886|GO:0005637|GO:0007268|GO:0007520|GO:0000155|GO:0000160|GO:0005737|GO:0008076|GO:0042391|GO:0034765|GO:0005654|GO:0006813|GO:0071805. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133968_PI4300481700.000666254 2.675103521 2.675103521 up 8.353977349 8.221744271 8.298785987 P P P 6.710453349 6.927464505 6.967806871 P P P LNCV6_133968_PI430048170mRNA CCATTGTGCCTTATGCCAATAATTCAATTGCTGCAAACACCAATAAAGATTGATTCATGGNM_152792 RefSeq chr2 - 69960090 69962265 ASPRV1 aspartic peptidase%2C retroviral-like 1151516 GO:0016485|GO:0006508|GO:0043588|GO:0016021|GO:0004190. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132475_PI4300481700.000853301 2.339822726 2.339822726 up 11.60823734 11.6434957 11.59001232 P P P 10.38747761 10.2937661 10.47606249 P P P LNCV6_132475_PI430048170mRNA GTTTAAAACAACACATTCATAATTGACTCTGTGCAGGATGTCACTCAATCAGTTTGGGTTNM_014734 RefSeq chr14 + 69611592 69715144 SUSD6 sushi domain containing 69766 GO:0008219|GO:0008150|GO:0003674|GO:0016021|GO:0005575|GO:0006974. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135339_PI4300481700.007296225 2.55206169 2.55206169 up 7.276293796 7.150272456 7.20242213 P P P 5.565165054 5.997327074 5.974688112 P P P LNCV6_135339_PI430048170mRNA ATCGCTTCCCCGAGAGTGAATTTTAACACTGTAACAATAAATACTACTGCACAGCACTTTNM_201628 RefSeq chr1 + 14598716 15118048 KAZN kazrin%2C periplakin interacting protein%2C transcript variant E23254 GO:0030057|GO:0005737|GO:0031424|GO:0005634|GO:0005856|GO:0001533. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131098_PI4300481700.002005719 2.275002119 2.275002119 up 9.394113912 9.342992825 9.328935509 P P P 8.029346774 8.202129702 8.267417036 P P P LNCV6_131098_PI430048170mRNA ATTTCAGAGTGGGGAAGTGATAAACTATTTGCCTTCTGGAGCTCTTTGTGAAAAATTAAANM_015101 RefSeq chr1 - 183935831 184037770 COLGALT2 collagen beta(1-O)galactosyltransferase 2%2C transcript variant 123127 GO:0030198|GO:0050211|GO:0005788. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136777_PI4300481700.049741862 3.138175801 3.138175801 up 4.936235891 5.071924023 5.110665096 P P P 2.814851236 4.102210194 2.862595472 A A A LNCV6_136777_PI430048170mRNA CAAACTAAAGACATCAGTTCATTGGTCAAATATTTGTTACCTGGAATGGAACTTGAAAGCNM_017662 RefSeq chr9 - 74722494 74888094 TRPM6 transient receptor potential cation channel%2C subfamily M%2C member 6%2C transcript variant a140803 GO:0005515|GO:0005262|GO:0005886|GO:0009636|GO:0031526|GO:0005524|GO:0055085|GO:0046872|GO:0016324|GO:0034220|GO:0004674|GO:0070588|GO:0006468|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128743_PI4300481700.000246744 0.422418682 2.367319539 down 6.242301151 6.396668995 6.483048903 P P P 7.479579943 7.721661798 7.650165226 P P P LNCV6_128743_PI430048170mRNA AAAGTGAAACTGGCGGGACGTTCCCCTTTGAAAATTTTAAACGGCTCTTTTCAGAGCCACNM_005320 RefSeq chr6 - 26234211 26234988 HIST1H1D histone cluster 1%2C H1d3007 GO:0000790|GO:0005719|GO:0006334|GO:0016584|GO:0000786|GO:0031490. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135094_PI4300481700.003901347 0.396781255 2.52028035 down 6.31000795 6.162114815 6.36916112 P P P 7.356850426 7.822063873 7.633437265 P P P LNCV6_135094_PI430048170mRNA GTCTGCTGTGTAGTTACCTGCTTACATGTACAGCCATTTCAATAAATGTATTCTTTTAACNM_001114734 RefSeq chr4 - 134196333 134201748 PABPC4L poly(A) binding protein%2C cytoplasmic 4-like132430 GO:0000166|GO:0003723. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134114_PI4300481700.003068513 3.688097548 3.688097548 up 9.927785714 9.956275327 9.933975429 P P P 8.258949838 7.903949009 7.98209546 P P P LNCV6_134114_PI430048170mRNA CTCTGTTGTAAATACCCCTCACGGAGGAAATAGTTTTGCTAAGAAATAAAAGTGACTATTNM_003378 RefSeq chr7 - 101162508 101165571 VGF VGF nerve growth factor inducible7425 GO:0030133|GO:0032868|GO:0009409|GO:0042593|GO:0006091|GO:0031410|GO:0051591|GO:0002021|GO:0005615|GO:0003674|GO:0019953|GO:0001541|GO:0005184|GO:0008083|GO:0030073|GO:0042742. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130162_PI4300481700.000440375 6.054571903 6.054571903 up 5.190020923 5.425603088 4.835086721 P P P 2.758184689 2.207811294 2.690934108 A A A LNCV6_130162_PI430048170mRNA GACCTGGTCACATTGGGTCTTTTTAATTGATACTGTACAATCTTGTTGTCACTATGTTTANM_001220484 RefSeq chr14 - 73478483 73558947 HEATR4 HEAT repeat containing 4%2C transcript variant 1399671 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143873_PI4300481700.001501478 18.31274352 18.31274352 up 6.886234655 6.593819479 6.735037249 P P P 2.279452773 2.230284698 3.000709421 A A A LNCV6_143873_PI430048170mRNA AATACTTTGTTTTGGTACATTTGGTTGTGCTTGTGGGGAAAATAAAAACGCAGAGATCCTNM_005604 RefSeq chr6 + 98834703 98838790 POU3F2 POU class 3 homeobox 25454 GO:0005515|GO:0005667|GO:0021985|GO:0001105|GO:0008284|GO:0003700|GO:0071310|GO:0022011|GO:0021869|GO:0021979|GO:0005634|GO:0006351|GO:0042802|GO:0043565|GO:0008544|GO:0014002|GO:0045944|GO:0030182|GO:0021799|GO:0040018|GO:0050770. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142058_PI4300481700.017027277 3.792871956 3.792871956 up 7.716686187 7.849685116 7.687629263 P P P 5.220864868 6.057504787 6.060392988 P P P LNCV6_142058_PI430048170mRNA GTTAATCTTGGTGCTCTATGGTGCATTAGCAGAGATATGAACAATTAAATGAAGACAAAGNM_001142310 RefSeq chr2 + 216081865 216102783 TMEM169 transmembrane protein 169%2C transcript variant 192691 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139677_PI4300481700.009323699 6.393186131 6.393186131 up 6.972861877 7.130311944 6.971300019 P P P 3.749437906 4.393395721 4.740081154 A A A LNCV6_139677_PI430048170mRNA CCCTAAGAGTGTGGTCTGCAGGGTCAAGAATAAAGATTACAGATTATATTTACTTGAAAANM_001099287 RefSeq chr5 + 157460018 157474722 NIPAL4 NIPA-like domain containing 4%2C transcript variant 1NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144718_PI4300481700.00583615 4.129662197 4.129662197 up 5.412816859 5.984131087 6.164846704 P P P 3.532631878 3.447954213 4.35981526 A A A LNCV6_144718_PI430048170mRNA CTTTGGGACAAAACAGAAGTCCATGGAGTTATCTAAGCTCTTGTAAGTGAGTTAATTTAANM_001736 RefSeq chr19 + 47309846 47322070 C5AR1 complement component 5a receptor 1728 GO:0021534|GO:0005886|GO:0004944|GO:0050830|GO:0007606|GO:0031100|GO:0001856|GO:0007202|GO:0007204|GO:0000187|GO:0016323|GO:0006955|GO:0043524|GO:0006954|GO:0006935|GO:0032496|GO:0042789|GO:0070374|GO:0004878|GO:0050679|GO:0009986|GO:0030593|GO:0045177|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141662_PI4300481700.004874252 4.404119318 4.404119318 up 7.754704927 7.692414179 7.636364453 P P P 5.202209256 5.771896316 5.635958556 P P P LNCV6_141662_PI430048170mRNA ATTATTCCCCTAGGCTGAGCCTGCTCATGTACCTCTGATTAATAAATGCTTATGAAATGANM_005980 RefSeq chr4 + 6693838 6697170 S100P S100 calcium binding protein P6286 GO:0005515|GO:0005737|GO:0010033|GO:0000287|GO:0050786|GO:0043542|GO:0005509|GO:0031528|GO:0005634|GO:0070062|GO:0048306. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130731_PI4300481700.00100494 2.626251112 2.626251112 up 12.83829956 12.56129164 12.68683902 P P P 11.52102415 11.13531629 11.23621984 P P P LNCV6_130731_PI430048170mRNA CTGACTTACAGCAAGCGAGTTATCGTCTTCTGTATTTTGTAGACTTTCTAAATAAAGTCANM_001161572 RefSeq chr22 + 38201931 38216510 MAFF v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog F%2C transcript variant 323764 GO:0043565|GO:0006355|GO:0003700|GO:0007567|GO:0006366|GO:0007596|GO:0005654|GO:0045604|GO:0035914|GO:0001701. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134919_PI4300481700.001856245 2.123060208 2.123060208 up 10.7687448 10.4341582 10.7482777 P P P 9.72474516 9.486131834 9.49258371 P P P LNCV6_134919_PI430048170mRNA TGCAATGGAATCATGCTTGTCCATGTGAAATAAATATGGCTCTCTCGTGTCCTTAAAAAANM_006043 RefSeq chr16 + 22814538 22916338 HS3ST2 heparan sulfate (glucosamine) 3-O-sulfotransferase 29956 GO:0000139|GO:0005975|GO:0009405|GO:0008146|GO:0033871|GO:0007623|GO:0044281|GO:0016021|GO:0030203|GO:0006024. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140117_PI4300481700.001553369 2.261578594 2.261578594 up 8.401237505 8.407862355 8.195455629 P P P 6.957619809 7.171691221 7.329265197 P P P LNCV6_140117_PI430048170mRNA TGTGATGTGAGTTGTTGTTAAGACAGCCATCCATGTGCATGAGCATCATCCAGCTTTTTTNM_001113575 RefSeq chr5 - 134298423 134367074 CDKL3 cyclin-dependent kinase-like 3%2C transcript variant 151265 GO:0005737|GO:0004672|GO:0030517|GO:0050775|GO:0051726|GO:0006468|GO:0005634|GO:0005524|GO:0006464|GO:0004693. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132161_PI4300481703.94731E-05 15.71519602 15.71519602 up 6.501171972 6.64845902 6.352967044 P P P 2.522329075 2.606623521 2.462870138 A A A LNCV6_132161_PI430048170mRNA TCTATCTGACGAGTTTTTCATATCTCATGAATGGTGCGCTGTTTTGCATATAAATAAAGGNM_005599 RefSeq chr1 - 115836377 115841126 NHLH2 nescient helix loop helix 2%2C transcript variant 14808 GO:0005515|GO:0001102|GO:0005667|GO:0007617|GO:0005634|GO:0042698|GO:0007417|GO:0003677|GO:0006351|GO:0030154|GO:0051091|GO:0045944|GO:0046983. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135254_PI4300481700.008706468 7.287732414 7.287732414 up 7.847084706 7.701616168 7.632501495 P P P 4.188959605 5.098480758 5.124646791 A P P LNCV6_135254_PI430048170mRNA ATCAGCTTGAGAAAGCAACACAATTTCAAATCCTATCTTCTAGATGCAAGCAGTGTTAAANM_152565 RefSeq chr8 + 86098909 86154225 ATP6V0D2 ATPase%2C H+ transporting%2C lysosomal 38kDa%2C V0 subunit d2245972 GO:0005515|GO:0008286|GO:0051701|GO:0015078|GO:0055085|GO:0006879|GO:0033572|GO:0016324|GO:0016020|GO:0015991|GO:0030670|GO:0090382|GO:0005769|GO:0010008|GO:0016471|GO:0033179|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_52934_PI430048170 0.007682299 3.212482314 3.212482314 up 6.719845619 6.857247874 6.833934261 P P P 4.781099743 5.387385232 5.131897969 P P P LNCV6_52934_PI430048170mRNA TTTGGCCTTCTGAGAAAAGAGCTTCTAGTAATTGAACCATGGGAAACCCAGCTTCTGGAGNM_001145369 RefSeq chr9 - 109375693 109451384 PTPN3 protein tyrosine phosphatase%2C non-receptor type 3%2C transcript variant 35774 GO:0005515|GO:0008092|GO:0051045|GO:2000649|GO:0035335|GO:0005737|GO:0006470|GO:0045930|GO:0009898|GO:0051117|GO:0001784|GO:0005856|GO:0004725|GO:0017080. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127167_PI4300481700.000381766 2.156063642 2.156063642 up 6.959028026 6.907778181 7.086277789 P P P 6.016443947 5.787084365 5.819417538 P P P LNCV6_127167_PI430048170mRNA CAACCCTACATATTTCTGATCATGTGCTGCCTTTTACTGCTGAATTAAAACAGATATTTCNM_032330 RefSeq chr16 + 55566671 55567680 CAPNS2 calpain%2C small subunit 284290 GO:0005737|GO:0004198|GO:0005886|GO:0005509|GO:0006508. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144564_PI4300481700.009019869 3.854160028 3.854160028 up 6.658557117 6.395353789 6.499606056 P P P 4.283746239 5.013306667 4.304171623 A P A LNCV6_144564_PI430048170mRNA TGTTCTTTCCTTTCATCCTCAGCAAGTGCTGAGTCTGTGAATAAAGCCACATAACCAGCGNM_000738 RefSeq chr11 - 62908678 62921540 CHRM1 cholinergic receptor%2C muscarinic 11128 GO:0008284|GO:0030054|GO:0005886|GO:0008283|GO:0007205|GO:0030425|GO:0032279|GO:0040012|GO:0043270|GO:0008144|GO:0045211|GO:0043679|GO:0046541|GO:0014069|GO:0090316|GO:0007274|GO:0007213|GO:0016907|GO:0007399|GO:0007165|GO:0050890|GO:0007186|GO:0016020|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141793_PI4300481700.000373478 2.981854978 2.981854978 up 7.779170075 7.601105671 7.555840435 P P P 5.87088338 6.14247794 6.184284262 P P P LNCV6_141793_PI430048170mRNA CCTTCTTTCTGTTCAGTCCTAAAATTCGAAATAAAGTGAGACTATGGTTCACCTGTATAANM_005335 RefSeq chr3 - 121631397 121660948 HCLS1 hematopoietic cell-specific Lyn substrate 1%2C transcript variant 13059 GO:0005515|GO:0051897|GO:0008284|GO:0017124|GO:2000251|GO:0050731|GO:0005634|GO:0032403|GO:0042993|GO:0005739|GO:0035556|GO:0005737|GO:0033138|GO:0030833|GO:0045944|GO:0030854|GO:0001085|GO:0030041|GO:0009725|GO:0005667|GO:0006355|GO:0042531|GO:0019901|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_53195_PI430048170 0.015804799 2.525074142 2.525074142 up 6.40523954 6.145712096 6.12122944 P P P 4.460254594 5.242812201 4.872567114 A P P LNCV6_53195_PI430048170mRNA GGGAATGTGAATTTTTACCGTTTGTACTTAAGATACATTTGTTGTCTAAAATGGCTCTGGNM_198581 RefSeq chr2 + 112275600 112340063 ZC3H6 zinc finger CCCH-type containing 6376940 GO:0008150|GO:0003674|GO:0005575|GO:0046872. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135835_PI4300481700.000107024 2.560446598 2.560446598 up 7.273967749 7.420192394 7.422940212 P P P 6.083207446 5.888475544 6.073005025 P P P LNCV6_135835_PI430048170mRNA CGTCATAGGCTTCTGCACGTTGGATCAACTAATGTTGTTTACAATATAGATGACATTTTANM_003914 RefSeq chr13 + 36432271 36442882 CCNA1 cyclin A1%2C transcript variant 18900 GO:0005515|GO:0019901|GO:0010389|GO:0000079|GO:0007283|GO:0005829|GO:0000082|GO:0007067|GO:0000083|GO:0000086|GO:0015630|GO:0005654|GO:0000278|GO:0007141|GO:0051301. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143549_PI4300481700.03964016 4.377445232 4.377445232 up 5.356149504 5.542254541 5.33578425 P P P 2.322716505 3.992057027 3.055472613 A A A LNCV6_143549_PI430048170mRNA GGAGGTGGTAAGAACACCTGACAACTTCTGAATATTGGACATTTTAAACACTTACAAATANM_018965 RefSeq chr6 - 41158505 41163186 TREM2 triggering receptor expressed on myeloid cells 2%2C transcript variant 154209 GO:0070891|GO:0005886|GO:0042834|GO:0050731|GO:0005576|GO:0097028|GO:0050850|GO:0043231|GO:0001530|GO:2000350|GO:0071223|GO:0070392|GO:0002588|GO:0007411|GO:0006959|GO:0045087|GO:0097110|GO:0032497|GO:0004872|GO:0070374|GO:0016021|GO:0032499|GO:0071224. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132865_PI4300481700.048683921 2.020726189 2.020726189 up 5.0307315 5.247184967 5.277756179 P P P 3.604288542 4.304213857 4.475895306 A A A LNCV6_132865_PI430048170mRNA GCCAGATTTTGACTCCCAGATTCCTTTACAAAACGCACTCATTCATTCATTTATATATGTNM_024785 RefSeq chr2 - 224378697 224401994 FAM124B family with sequence similarity 124B%2C transcript variant 279843 GO:0005515 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127220_PI4300481701.22086E-05 2.112114143 2.112114143 up 10.87875241 10.83125604 10.85671795 P P P 9.739921751 9.773558159 9.816550883 P P P LNCV6_127220_PI430048170mRNA CTGAGCCTGTAGCTAACGCATAAGCACAGTGTATTCAATAAAACATTTTTATTCTGTACANM_006502 RefSeq chr6 + 43576140 43620523 POLH polymerase (DNA directed)%2C eta%2C transcript variant 15429 GO:0005515|GO:0003887|GO:0006301|GO:0046872|GO:0003684|GO:0006260|GO:0005737|GO:0010225|GO:0006281|GO:0006290|GO:0006282|GO:0000731|GO:0005654. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129338_PI4300481700.000882268 2.668353497 2.668353497 up 10.4518873 10.59063523 10.60287869 P P P 8.941173329 9.226055288 9.217357197 P P P LNCV6_129338_PI430048170mRNA TTTGAACTTGGCAGCTCTGGCTGCAACCCGCTGGCTCGGAAAAGATTTTATGAACTCCACNM_001012974 RefSeq chr6 - 43506964 43510343 LRRC73 leucine rich repeat containing 73%2C transcript variant 1221424 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131520_PI4300481700.000428979 2.231904268 2.231904268 up 6.305587763 6.298437337 6.308831101 P P P 5.191822329 5.101815263 5.143004432 P P P LNCV6_131520_PI430048170mRNA CTTTGGTGAGCTGGGCGGTCATGGTTTTGAAATAAATGTATTTTGTTACTTTCTGAAAAANM_152889 RefSeq chr3 + 126524287 126543291 CHST13 carbohydrate (chondroitin 4) sulfotransferase 13166012 GO:0047756|GO:0016051|GO:0030206|GO:0000139|GO:0005975|GO:0009405|GO:0001537|GO:0044281|GO:0016021|GO:0030204|GO:0030203. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_94125_PI430048170 0.020112642 2.742568014 2.742568014 up 5.233459262 5.811930534 4.960992358 P P P 4.09000653 3.781086362 3.88560381 A A A LNCV6_94125_PI430048170mRNA TACGCAGACAAACACATGAACATCGACTTTGACAGTTTCATCTGCTGCTTCGTTAGGCTGNM_000070 RefSeq chr15 + 42359499 42412317 CAPN3 calpain 3%2C (p94)%2C transcript variant 1825 GO:0005515|GO:0030018|GO:0030016|GO:0045661|GO:0005622|GO:0001896|GO:0006508|GO:0008307|GO:0043122|GO:0055103|GO:0014850|GO:0014718|GO:0005509|GO:0071472|GO:0045214|GO:0061061|GO:0031432|GO:0043234|GO:0051592|GO:0007517|GO:0097264|GO:0008233|GO:0008234|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136314_PI4300481700.001470679 4.962713069 4.962713069 up 7.809123286 8.029629292 7.732644231 P P P 5.719732243 5.175018664 5.697059809 P P P LNCV6_136314_PI430048170mRNA CCCATTTGCTACATTCCTTTTCCTGTGAAATATGTGAGTGATAATTAAACACTTTAGACCNM_001301272 RefSeq chr16 + 56657942 56659303 MT1F metallothionein 1F%2C transcript variant 24494 GO:0071294|GO:0048471|GO:0005737|GO:0008270|GO:0005634|GO:0071276|GO:0045926. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128747_PI4300481700.015407143 0.369613534 2.705528638 down 4.02143753 3.451338745 3.381820476 A A A 4.997661466 5.11688212 5.132754907 P P P LNCV6_128747_PI430048170mRNA AAAGTAAATTCAGTTAGAAGTTTCTTCTAGTAACCCAACGGCTCTTTTAAGAGCCACCTANM_005325 RefSeq chr6 - 26017031 26017812 HIST1H1A histone cluster 1%2C H1a3024 GO:0005515|GO:0000790|GO:0005719|GO:0006334|GO:0007283|GO:0000786|GO:0031490. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132001_PI4300481700.00301396 2.187954883 2.187954883 up 5.780319636 6.182952683 5.802328517 P P P 4.629918627 4.991668772 4.768488009 P P A LNCV6_132001_PI430048170mRNA GGGCAAATTGAATGAAGTATTATTATCTGTCTCTTGTAGTACAATGTATCCAACAGACACNM_015967 RefSeq chr1 - 113813810 113871759 PTPN22 protein tyrosine phosphatase%2C non-receptor type 22 (lymphoid)%2C transcript variant 126191 GO:0005515|GO:0050855|GO:0048471|GO:0017124|GO:0050868|GO:0005634|GO:0050860|GO:0032817|GO:0035335|GO:0005737|GO:0006470|GO:0030217|GO:0045088|GO:0009898|GO:0019900|GO:0004725|GO:0035644. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132095_PI4300481700.007373226 4.148643009 4.148643009 up 6.999657507 7.063735535 6.815385815 P P P 4.6416308 5.33578425 4.637679311 P P A LNCV6_132095_PI430048170mRNA GTTTTTTATTCTATGTTCAGCACCACTGGCACCAAATACATTTTAATTCACCGAAAGCAANM_138433 RefSeq chr22 + 50548032 50551023 KLHDC7B kelch domain containing 7B113730 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135755_PI4300481700.020914748 2.194371316 2.194371316 up 5.776250225 5.787989118 5.829201876 P P P 4.935334332 4.658203198 4.337505233 P A A LNCV6_135755_PI430048170mRNA GCCAACACAATCACCTTTACTTTGTACTCTGTGTGTATGTTTTGGTTTTCTGTGTTTTAANM_015557 RefSeq chr1 - 6101786 6180134 CHD5 chromodomain helicase DNA binding protein 526038 GO:0000792|GO:0008026|GO:0060850|GO:0008285|GO:0006366|GO:0005634|GO:0003677|GO:0005524|GO:0016020|GO:0016581|GO:0043967|GO:0008270|GO:0021895|GO:0035093. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133646_PI4300481700.020533823 3.105566405 3.105566405 up 5.570150647 5.076812106 5.071879486 P P P 3.766971598 2.906917141 3.989372927 A A A LNCV6_133646_PI430048170mRNA CCTGAACGTGAAATTCTGTCAACACTCTCAATGATAAATCAGTCCTTAGATATCGTAAAANM_173516 RefSeq chr6 + 159800248 159820704 PNLDC1 poly(A)-specific ribonuclease (PARN)-like domain containing 1%2C transcript variant 2154197 GO:0005634|GO:0016021|GO:0003676. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135727_PI4300481700.028774544 2.327757176 2.327757176 up 5.013306667 5.196583833 4.782536123 P P P 3.386725476 4.273239981 3.543049251 A A A LNCV6_135727_PI430048170mRNA TGACCCACTTTTTCCTTTGAAAATACAATAAAATTCCCCCATACCGGTGTGCATTTAAAANM_021081 RefSeq chr20 - 37251085 37256896 GHRH growth hormone releasing hormone%2C transcript variant 12691 GO:0021984|GO:0060124|GO:0008284|GO:0046005|GO:0030819|GO:0007267|GO:0005576|GO:0005615|GO:0032094|GO:0031770|GO:0043568|GO:0016608|GO:0043195|GO:0019933|GO:0030252|GO:0007189|GO:0040018. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134000_PI4300481700.010421373 3.414665956 3.414665956 up 8.017831922 7.998971901 7.755839078 P P P 5.69593421 6.129007779 6.528168682 P P P LNCV6_134000_PI430048170mRNA CGTGTCGAGGCTGTGTAGAGTGCATTGTACAGCATATTTTCATGAATAAAATTGTTTTAANM_001291281 RefSeq chr1 + 41361930 41383591 FOXO6 forkhead box O6 NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139349_PI4300481700.026335048 3.020841767 3.020841767 up 5.807887161 5.19084005 5.03654773 P P P 4.429826161 3.321643543 3.314644351 A A A LNCV6_139349_PI430048170mRNA TGCAGAGTACTGTGTTGTTGGTGCTGTCCATGCTGTAGCTCAAAATAAAGAAGCTATTTTNM_001001850 RefSeq chr3 - 94014370 94028610 STX19 syntaxin 19 NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141680_PI4300481700.014309659 6.32977675 6.32977675 up 5.47920555 5.456923413 5.508633432 P P P 3.402683231 2.452750308 2.358544425 A A A LNCV6_141680_PI430048170mRNA GTGAACATGTACAAGGAAGTGATGGAGAGAGATCACCTTCAAGACATACAGAGGAAAAGANM_024867 RefSeq chr5 + 35617886 35814611 SPEF2 sperm flagellar 2%2C transcript variant 179925 GO:0009566|GO:0060541|GO:0035082|GO:0005794|GO:0002177|GO:0097225|GO:0046983|GO:0010259|GO:0007283|GO:0002520|GO:0048702|GO:0048854. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138422_PI4300481700.000150111 3.308957342 3.308957342 up 9.559484962 9.677829087 9.67100738 P P P 7.773089412 7.952265803 7.99725599 P P P LNCV6_138422_PI430048170mRNA AGTTGCTTGGTTGAAAGTGCCTGTGCTGGAACTGGCCTGTACTCACTCATGGGAGCTGGCNM_057090 RefSeq chr1 + 43933319 43937240 ARTN artemin%2C transcript variant 49048 GO:0050930|GO:0007165|GO:0061146|GO:0097021|GO:0007411|GO:0007422|GO:0005102|GO:0008083|GO:0005615|GO:0007405. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129240_PI4300481700.000219399 4.060676582 4.060676582 up 8.078735953 8.243665273 8.237627688 P P P 6.181027558 5.990080018 6.31174998 P P P LNCV6_129240_PI430048170mRNA GGTCTGTGTTTTTAAATTCCTTTCCTTCAGTTTTCCTCATGAAGATGTTTCAGATACTGANM_015566 RefSeq chr5 - 74777573 74866838 FAM169A family with sequence similarity 169%2C member A%2C transcript variant 126049 GO:0005637 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132707_PI4300481700.009065714 2.161297072 2.161297072 up 6.328322594 6.557237269 6.522228886 P P P 5.26780375 5.64490681 5.117515872 P P P LNCV6_132707_PI430048170mRNA CTGCCTTATAGATCATGTAAACAAACAAGGTCATAGAGGACTTAAATAGCAAAGCAGAAANM_006620 RefSeq chr6 - 134960382 135054898 HBS1L HBS1-like translational GTPase%2C transcript variant 110767 GO:0007165|GO:0016020|GO:0003924|GO:0005525|GO:0003746|GO:0006412|GO:0070062|GO:0006414. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138206_PI4300481700.014957154 0.49328508 2.02722531 down 7.674409568 7.678916752 7.715128726 P P P 8.446660139 8.864255956 8.783325303 P P P LNCV6_138206_PI430048170mRNA CCTTGTTACTGCTTTGCCAGTTCTACGTTATTTACAATTATTCAGCTCTTGCAATAAATGNM_203487 RefSeq chr13 - 66302833 67230336 PCDH9 protocadherin 9%2C transcript variant 15101 GO:0005886|GO:0005509|GO:0044291|GO:0030900|GO:0016021|GO:0007156|GO:0030426. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128241_PI4300481700.000465162 2.775701689 2.775701689 up 9.306031529 9.103762377 9.279239356 P P P 7.922020296 7.59169961 7.746042975 P P P LNCV6_128241_PI430048170mRNA TATGGGAGAAGGGGGAGTAATGACTTGTACAAACAGTATTTCTGGTGTATATTTTAATGTNM_001432 RefSeq chr4 + 74365142 74388760 EREG epiregulin 2069 GO:0005515|GO:0005154|GO:0008284|GO:0008285|GO:0042700|GO:0019221|GO:0050680|GO:0007267|GO:0043434|GO:0048146|GO:0001819|GO:0001556|GO:0005615|GO:0009653|GO:0000187|GO:0007173|GO:0045860|GO:0009887|GO:0048160|GO:0042108|GO:0045410|GO:0048011|GO:0051151|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142049_PI4300481700.005239704 7.262568863 7.262568863 up 6.236479416 6.409163199 5.936744361 P P P 2.951263171 3.914999435 2.944741839 A A A LNCV6_142049_PI430048170mRNA ACTGTTGTAACCCATTACGTTCTGAATCTTCTGTTATCTTTGAAGTATCATTTTTGGCACNM_198498 RefSeq chr11 + 111255981 111286404 C11orf53 chromosome 11 open reading frame 53NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_31215_PI430048170 0.000591741 2.408771925 2.408771925 up 10.99914009 11.16192263 10.83476625 P P P 9.572517549 9.772944828 9.84997482 P P P LNCV6_31215_PI430048170mRNA TGTTGAGCCTCTAAGATGGTCTTTTCCTCTGATGTGATAATAAAGTGTTTATTCTGAACTNM_001012716 RefSeq chr18 - 649619 658340 TYMSOS TYMS opposite strand494514 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145745_PI4300481704.94125E-05 2.001488114 2.001488114 up 12.99234089 13.04054391 13.12410451 P P P 12.00802704 12.03540552 12.11143055 P P P LNCV6_145745_PI430048170mRNA TAAACAGACATGTGACTGGGAACATCTTGCTGCCAAAAGAATCCTAGGCAGTGGCTCATTNM_001256295 RefSeq chr21 + 38805306 38824954 ETS2 v-ets avian erythroblastosis virus E26 oncogene homolog 2%2C transcript variant 22114 GO:0005515|GO:0003700|GO:0006357|GO:0006366|GO:0000981|GO:0005634|GO:0035259|GO:0000122|GO:0000978|GO:0003677|GO:0030154|GO:0001078|GO:0001501|GO:0045944|GO:0005654|GO:0045893. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138324_PI4300481700.000133759 2.989890729 2.989890729 up 6.96416525 7.225281197 7.0425971 P P P 5.629398637 5.361329906 5.501175317 P P P LNCV6_138324_PI430048170mRNA TCACAGCGCCACTCCTACTTTGTATGCTCATAGTTTAAATTTTTGTAGGAAACTTTCAATNM_001136105 RefSeq chr11 + 111299250 111308735 COLCA2 colorectal cancer associated 2%2C transcript variant 3120376 GO:0005737 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139929_PI4300481705.84562E-05 7.289682568 7.289682568 up 11.57239675 11.41272711 11.42666224 P P P 8.457419323 8.760626038 8.585524692 P P P LNCV6_139929_PI430048170mRNA TGGGAGGCACTCATGGCTCTCTGGGTCTAATGAATAAAGTCCTCCACAGCCTAGAAAAAANM_001145304 RefSeq chr19 - 18257095 18274509 KIAA1683 KIAA1683%2C transcript variant 180726 GO:0005739|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143713_PI4300481701.68158E-05 2.246197226 2.246197226 up 9.863859799 9.912685888 9.816637036 P P P 8.668219312 8.657265982 8.764415439 P P P LNCV6_143713_PI430048170mRNA GGCTACTTTATTGTTTAGGACAAGTGGTAGTGGCATTCTATTTATTGTGACCTTTTCAATNM_145306 RefSeq chr10 + 69630246 69633599 C10orf35 chromosome 10 open reading frame 35219738 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_103462_PI4300481700.000253754 6.96416772 6.96416772 up 6.830246386 6.749007731 6.921371464 P P P 4.185000404 4.076213173 3.820921823 A A A LNCV6_103462_PI430048170mRNA TCTTCGGAAATACAAGGACTTCTGCATCCATGGAGAATGCAAATATGTGAAGGAGCTCCGNM_001945 RefSeq chr5 - 140332842 140346603 HBEGF heparin-binding EGF-like growth factor1839 GO:0051545|GO:0051897|GO:0008284|GO:0005154|GO:0035313|GO:0051549|GO:0005886|GO:0030307|GO:0090303|GO:0008016|GO:0005615|GO:0007173|GO:0008201|GO:0048011|GO:0030335|GO:0009986|GO:0048015|GO:0005576|GO:0048661|GO:0030666|GO:0007165|GO:0007517|GO:0008543|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144739_PI4300481700.001212283 2.49100312 2.49100312 up 5.248535911 5.088749024 5.114748681 P P P 3.697234709 4.016800861 3.77334039 A A A LNCV6_144739_PI430048170mRNA GCTGGTATAGAGAAGGTACTCAAAAAATCCTTAATGAATAAAGTAATGGATCGTACCCAANM_145010 RefSeq chr10 - 24981978 25016156 ENKUR enkurin%2C TRPC channel interacting protein%2C transcript variant 1219670 GO:0005516|GO:0017124|GO:0031514. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132886_PI4300481700.000286402 2.355607444 2.355607444 up 6.565607381 6.367975994 6.370408343 P P P 5.045781136 5.259581773 5.28746854 P P P LNCV6_132886_PI430048170mRNA ACTTAATGTCCATGTGACTCTTTTTCACATGCAATAAACTTTGCTTTGTTTCAATCTGGGNM_002470 RefSeq chr17 - 10628525 10657309 MYH3 myosin%2C heavy chain 3%2C skeletal muscle%2C embryonic4621 GO:0030048|GO:0005516|GO:0030049|GO:0042623|GO:0006200|GO:0045214|GO:0030326|GO:0005524|GO:0030017|GO:0005829|GO:0000146|GO:0032982|GO:0051015|GO:0007517|GO:0060325|GO:0003009|GO:0005859|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131297_PI4300481700.002179764 3.017806771 3.017806771 up 12.02975223 12.1446721 11.99051358 P P P 10.37073099 10.3003272 10.68769411 P P P LNCV6_131297_PI430048170mRNA CAGCAATCCATGAGGTGTGTCAAAGAGTGTACATATGTATGTGTGTATATTGAATGCTAANM_001127361 RefSeq chr1 - 32936445 32964813 RNF19B ring finger protein 19B%2C transcript variant 2127544 GO:0005515|GO:0072643|GO:0005737|GO:0016567|GO:0042267|GO:0016874|GO:0044194|GO:0008270|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145766_PI4300481700.001232558 2.885353938 2.885353938 up 8.177476265 8.393414913 8.158038472 P P P 6.887773517 6.466602732 6.768364606 P P P LNCV6_145766_PI430048170mRNA CCTGTGGCTGTTCCCACATCCCCTTGAATATCCCAGGAAAAATAAAACGGCAGAACTGCANM_001080418 RefSeq chr1 - 34865435 34929585 DLGAP3 discs%2C large (Drosophila) homolog-associated protein 358512 GO:0005515|GO:0030054|GO:0001540|GO:0045211|GO:0007267|GO:0014069. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135466_PI4300481700.006264552 10.13602867 10.13602867 up 6.716300764 6.925149291 6.163546533 P P P 3.571358872 3.659842491 2.295421232 A A A LNCV6_135466_PI430048170mRNA GGGCCTGAGACCTTTGTGGGATTTGTGCAATAAAGTGTTTTTATTTAAAACCAAAAACAANM_001104577 RefSeq chr17 - 5032601 5035432 SLC52A1 solute carrier family 52 (riboflavin transporter)%2C member 1%2C transcript variant 155065 GO:0032217|GO:0005887|GO:0001618|GO:0032218|GO:0009615. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141265_PI4300481700.000769443 5.466535066 5.466535066 up 9.998362796 10.05170279 9.90883547 P P P 7.392212509 7.433322957 7.756790915 P P P LNCV6_141265_PI430048170mRNA TTCTGGCAAATGGAGGCACGAACGCAGGGGCCAAATAGCAATAAATGGGTTTTGTTTTTTNM_018986 RefSeq chr4 + 8199332 8241103 SH3TC1 SH3 domain and tetratricopeptide repeats 154436 GO:0008150|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131814_PI4300481700.004486428 2.97960213 2.97960213 up 9.424435168 9.433771008 9.441810383 P P P 8.051060811 7.814862487 7.684621466 P P P LNCV6_131814_PI430048170mRNA TTTTCTAAGAGTCTGTGAACCCAGGAGCCTCTCGCTCTGGCTTTAAGATGCTATGACTAANM_001242348 RefSeq - - 0 0 - - NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142911_PI4300481700.000626004 2.494908269 2.494908269 up 7.992041009 8.244431548 7.967246917 P P P 6.646441754 6.648902749 6.946890683 P P P LNCV6_142911_PI430048170mRNA CTAAGAAGGGAAAATATCCATCCTGAAGGTGTTTTTCATTCACTTTAATAGAAGGGCAAANM_000882 RefSeq chr3 + 159988835 159996019 IL12A interleukin 12A 3592 GO:0005515|GO:0050830|GO:0042520|GO:0005615|GO:0032816|GO:0045513|GO:0006955|GO:0005737|GO:0042102|GO:0051135|GO:0032496|GO:0007050|GO:0045582|GO:0032729|GO:0046982|GO:0005143|GO:0042163|GO:0050671|GO:0042832|GO:0048662|GO:0097191|GO:0009615|GO:0005125|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129808_PI4300481700.001647937 2.586264495 2.586264495 up 11.17142557 10.79330092 10.92603242 P P P 9.584618348 9.704357415 9.508153981 P P P LNCV6_129808_PI430048170mRNA CTGAGAAGCAGAGACACCACAATGAAGGAAATGATGCATATATCCAAATTAAAAGACTTTNM_007215 RefSeq chr17 - 64477784 64497066 POLG2 polymerase (DNA directed)%2C gamma 2%2C accessory subunit11232 GO:0005515|GO:0042645|GO:0006996|GO:0003887|GO:0003677|GO:0042802|GO:0006260|GO:0006261|GO:0006281|GO:0071897|GO:0005759|GO:0000262|GO:0007005|GO:0006264|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140724_PI4300481700.010908955 14.17340447 14.17340447 up 6.969720929 7.060468072 6.929893942 P P P 3.746911078 3.101835723 2.278866108 A A A LNCV6_140724_PI430048170mRNA GGGCCTCTTGGGATTTACTCTGTGGCTCTCAGGGCCAATAAAGCCATGTGATGATGAGGGNM_004118 RefSeq chr20 - 31844299 31845617 FOXS1 forkhead box S1 2307 GO:0043565|GO:0003700|GO:0001568|GO:0006366|GO:0006357|GO:0000981|GO:0050885|GO:0005634|GO:0040018|GO:0045892|GO:0003677|GO:0043433. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_130489_PI4300481703.37012E-05 2.811841431 2.811841431 up 13.6528291 13.52140026 13.51674711 P P P 11.97184169 12.09186476 12.15115859 P P P LNCV6_130489_PI430048170mRNA GACTGCTTCTTTTGGCTCTCCGACAACTCCGGCCAATAAACACTTTCTGAATTGAAAAAANM_138432 RefSeq chr12 + 113422389 113438276 SDSL serine dehydratase-like%2C transcript variant 1113675 GO:0005739|GO:0003941|GO:0008150|GO:0003674|GO:0005737|GO:0030170|GO:0004794|GO:0006565|GO:0070062|GO:0006567. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_118450_PI4300481700.000350866 2.050005238 2.050005238 up 11.35050968 11.41172547 11.23342894 P P P 10.35010897 10.25245631 10.29018304 P P P LNCV6_118450_PI430048170mRNA CTTAGTAGAGGCACTAACCATGTGACCCAAGGCAAAAGTGCTTAAGAAAAAGTGCTTTCTNM_019099 RefSeq chr1 - 111722063 111739424 FAM212B family with sequence similarity 212%2C member B%2C transcript variant 155924 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132126_PI4300481701.32226E-05 3.857354693 3.857354693 up 8.164489222 8.263188435 8.313800982 P P P 6.389047418 6.303663349 6.203971543 P P P LNCV6_132126_PI430048170mRNA GTCTATACAAATCAACCCACGGGAGACTATTTCACACAATTTAATACAGGAAGTCGATAANM_015653 RefSeq chr22 + 45413690 45432422 RIBC2 RIB43A domain with coiled-coils 226150 GO:0005515|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136624_PI4300481700.022929078 0.494109587 2.023842535 down 4.385971774 3.666994958 4.254368919 P A A 4.861616066 5.219972268 5.332792834 P P P LNCV6_136624_PI430048170mRNA ATCCTTCTCTTTGTAGAGAATAGAGACGTTTGTCTTGTCTGTCTTCAACCTACTTTTCCTNM_001258329 RefSeq chr20 + 36092709 36232799 EPB41L1 erythrocyte membrane protein band 4.1-like 1%2C transcript variant 32036 GO:0005886|GO:0030866|GO:0005198|GO:0007268|GO:0003779|GO:0005856|GO:0019898|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129928_PI4300481700.000817605 2.002318936 2.002318936 up 6.715447332 6.686960902 6.639943494 P P P 5.676971196 5.585210292 5.77022934 P P P LNCV6_129928_PI430048170mRNA TCACAGAAGAACTTAGAAACCCTTACAGAAACCTGCCTTTGGCCATTATCATCGGGATCCNM_001243036 RefSeq chr19 - 32830510 32869777 SLC7A9 solute carrier family 7 (amino acid transporter light chain%2C bo%2C+ system)%2C member 9%2C transcript variant 311136 GO:0005515|GO:0005886|GO:0006865|GO:0031526|GO:0050900|GO:0055085|GO:0003333|GO:0015804|GO:0016324|GO:0006461|GO:0015184|GO:0005887|GO:0007596|GO:0042605|GO:0015811|GO:0015175|GO:0006811. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134789_PI4300481700.014059025 2.445714186 2.445714186 up 5.893788071 5.940534857 5.570933279 P P P 4.082955306 4.510581263 4.863827057 A A A LNCV6_134789_PI430048170mRNA GGCACCCACATGAATAGCTGTATGCACTGTACTTGTTTCTTAATAAACTTATTTTTAAGCNM_001123225 RefSeq chr22 - 50551111 50562899 SYCE3 synaptonemal complex central element protein 3644186 GO:0043065|GO:0005694|GO:0005634|GO:0000801|GO:0007283|GO:0007130|GO:0051301|GO:0007131. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133237_PI4300481700.000719855 2.284109258 2.284109258 up 9.076129709 9.167980896 9.095912468 P P P 8.036865024 7.903628724 7.81777385 P P P LNCV6_133237_PI430048170mRNA GAAAGCATGTCTGCTGGGTGTGACCATGTTTCCTCTCAATAAAGTTCCCCTGTGACACTCNM_006142 RefSeq chr1 + 26863141 26864456 SFN stratifin 2810 GO:0005515|GO:0010839|GO:0051219|GO:0071901|GO:0030307|GO:0031424|GO:0061436|GO:0005634|GO:0001836|GO:0000079|GO:0003334|GO:0005615|GO:0005829|GO:0046827|GO:0005737|GO:1900740|GO:0061024|GO:0043154|GO:0030659|GO:0070062|GO:0008630|GO:0010482|GO:0019901|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135644_PI4300481700.000186353 9.874250529 9.874250529 up 5.688973679 5.504925159 5.378269015 P P P 2.177315454 2.289757067 2.208749367 A A A LNCV6_135644_PI430048170mRNA GACACATGAAATGAAAGTTTAGCTAGCCCACTATTTGTTGTAAATTGAAAACGAAGTGTGNM_000253 RefSeq chr4 + 99564077 99623997 MTTP microsomal triglyceride transfer protein%2C transcript variant 14547 GO:0043235|GO:0006629|GO:0006869|GO:0042157|GO:0005788|GO:0044281|GO:0005319|GO:0008289. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128187_PI4300481700.013389049 4.616711903 4.616711903 up 4.826625683 5.278770331 5.399245449 P P P 2.88920117 2.240868096 3.531202524 A A A LNCV6_128187_PI430048170mRNA GCTGTACTATTTTCACTCAGAAGCATGTTCATTTATGTAGATGCCACTTTAAGCTTTATCNM_006071 RefSeq chr22 - 46255662 46263322 PKDREJ polycystin (PKD) family receptor for egg jelly10343 GO:0005262|GO:0060046|GO:0050982|GO:0016020|GO:0005886|GO:0005509|GO:0070588|GO:0016021|GO:0007340. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139509_PI4300481700.000663766 0.496137347 2.015570901 down 7.915888837 8.150384085 8.019780666 P P P 8.914963988 9.181859845 9.01978414 P P P LNCV6_139509_PI430048170mRNA TTTCTTGAGATGCATTGTCCTGCTAACCCACAAACCTGTTTGGAAATAAACATGGAAGAANM_014345 RefSeq chr6 - 43336069 43369443 ZNF318 zinc finger protein 31824149 GO:0051321|GO:0006355|GO:0005737|GO:0008270|GO:0005654|GO:0003676|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127432_PI4300481700.018449096 3.097498216 3.097498216 up 7.243046056 7.059905745 6.796051596 P P P 5.035070917 5.051181746 5.952211745 P P P LNCV6_127432_PI430048170mRNA GGGGTTGCTTTGCTTTGTCAGTTGGATGACTAAATTGGACAAATTTATAAAACATCCAAANM_001291661 RefSeq chr3 - 57293698 57544344 DNAH12 dynein%2C axonemal%2C heavy chain 12%2C transcript variant 3201625 GO:0005929|GO:0005737|GO:0030286|GO:0008152|GO:0005874|GO:0003777|GO:0016887|GO:0005524|GO:0007018. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132171_PI4300481700.006791993 0.328605193 3.043165538 down 6.136879792 5.788541686 6.136735624 P P P 7.313534138 8.020270312 7.474001563 P P P LNCV6_132171_PI430048170mRNA GAAGGTCAGTAATTCCGACTTTCTCAGCAGTGGTGTCTCTGAATTACTGCAAAGGGTAAANM_183040 RefSeq chr6 - 15523570 15663058 DTNBP1 dystrobrevin binding protein 1%2C transcript variant 284062 GO:0005515|GO:0030424|GO:0033162|GO:0043005|GO:0048490|GO:0030054|GO:0032438|GO:0005634|GO:0014059|GO:0031175|GO:0005829|GO:0030426|GO:0005737|GO:0043197|GO:0045211|GO:0061024|GO:0030672|GO:0031532|GO:0006892|GO:0014069|GO:0010628|GO:0042383|GO:0016528|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131733_PI4300481700.00394111 4.806606509 4.806606509 up 7.844289815 7.779282815 7.671836357 P P P 5.293274647 5.297225784 5.843115513 P P P LNCV6_131733_PI430048170mRNA ACACCAAATTGAGCAATTTGACCAAGATTTCTAGTAGCAGAGCCGGTACCTGCTGAGTGTNM_175881 RefSeq chr15 + 75723977 75727686 ODF3L1 outer dense fiber of sperm tails 3-like 1161753 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138864_PI4300481707.48781E-05 2.899911174 2.899911174 up 12.24472872 12.26064285 12.23806159 P P P 10.75683511 10.69461718 10.68294939 P P P LNCV6_138864_PI430048170mRNA AGGAAAAAGTACTAACTTGTTCTTTTTGTTCCTGGCTTTCATCAGTTTGTGAGATTTCTCNM_001806 RefSeq chr19 + 33373668 33382686 CEBPG CCAAT/enhancer binding protein (C/EBP)%2C gamma%2C transcript variant 11054 GO:0005515|GO:0046982|GO:0006357|GO:0016071|GO:0042267|GO:0005634|GO:0045739|GO:0043353|GO:0003677|GO:0043433|GO:0006351|GO:0043565|GO:0001889|GO:0051091|GO:0001077|GO:0006955|GO:0003690|GO:0045944|GO:0045078|GO:0043388|GO:0030183|GO:0005654|GO:0008134. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138669_PI4300481700.003603726 2.431681196 2.431681196 up 7.543604401 7.316365866 7.349126389 P P P 5.850777925 6.168932473 6.31578279 P P P LNCV6_138669_PI430048170mRNA CCATCTCACTGTAAATAAGTCTCTGTTCTGTAAATAGATGTACAGAAGCCATGTTATTTCNM_170600 RefSeq chr9 - 127738316 127778769 SH2D3C SH2 domain containing 3C%2C transcript variant 110044 GO:0043547|GO:0005515|GO:0005085|GO:0005737|GO:0016020|GO:0007264|GO:0005070|GO:0007254|GO:0009967. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129971_PI4300481700.011027606 2.456933713 2.456933713 up 7.711514294 7.859009792 7.875978342 P P P 6.166521506 6.728781097 6.607672278 P P P LNCV6_129971_PI430048170mRNA AGGTCACACAGCCTAGAAGCTAGAGCAGTGCAGAGTCTGCAAATAAAACCTTAAGTCTGTNM_133639 RefSeq chr15 - 40872213 40874289 RHOV ras homolog family member V171177 GO:0005515|GO:0051056|GO:0005886|GO:0007264|GO:0005525|GO:0046872|GO:0010008|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145510_PI4300481700.001639285 5.043265063 5.043265063 up 4.63985978 4.806987589 4.917895393 P P P 2.22689068 2.785749523 2.295965069 A A A LNCV6_145510_PI430048170mRNA CTGGTTTTAAATGTTGGCCGTTGATGCAATTTAACCATTTAATTCCTGTTGCTCTATATGNM_207459 RefSeq chr17 + 82359246 82363776 TEX19 testis expressed 19 400629 GO:0051321|GO:0005737|GO:0007283|GO:0030154. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137327_PI4300481700.009540161 0.421509912 2.372423451 down 4.69213507 4.865478089 5.279025864 P P P 5.86207546 6.153857984 6.542826657 P P P LNCV6_137327_PI430048170mRNA ATGTTGAATCCCAAAACACTAACAGGAACAACTCAACTGCCTTGCAGTTAGCTAGCCGTCNM_152447 RefSeq chr14 + 41607560 41904551 LRFN5 leucine rich repeat and fibronectin type III domain containing 5145581 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143359_PI4300481700.005751813 2.425722445 2.425722445 up 7.914103443 7.68828062 7.835103401 P P P 6.440574426 6.311650059 6.811356453 P P P LNCV6_143359_PI430048170mRNA CCCACAAATCTATTGTATTAGTTGCCTTCTATAACAATAAATCTTCACTGAGCAAAAGGCNM_001546 RefSeq chr6 + 19837369 19842200 ID4 inhibitor of DNA binding 4%2C dominant negative helix-loop-helix protein3400 GO:0005515|GO:0008284|GO:0022010|GO:0045599|GO:0005634|GO:0007405|GO:0005737|GO:0000082|GO:0045944|GO:0001085|GO:0046983|GO:0045444|GO:0021895|GO:0006357|GO:0003714|GO:0000122|GO:0006351|GO:0045669|GO:0048712|GO:0021766|GO:0045665|GO:0048715|GO:0007623|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129889_PI4300481700.046919981 0.423214924 2.362865634 down 4.793503864 5.125201154 4.966902997 P P P 5.554146664 6.477216699 6.423148021 P P P LNCV6_129889_PI430048170mRNA GTAGCCTAGTTATTTGAGCCTGGTTTCAATGTGAGAACCACGTTTACTGTTATTGTATTTNM_080759 RefSeq chr13 - 71437965 71867192 DACH1 dachshund family transcription factor 1%2C transcript variant 11602 GO:0046545|GO:0005515|GO:0005667|GO:0030336|GO:0007585|GO:0008283|GO:0060244|GO:0048147|GO:0005730|GO:0005634|GO:0000122|GO:0003677|GO:0043231|GO:0001078|GO:0005737|GO:0010944|GO:0001967|GO:0001075|GO:0005654|GO:0051123. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142459_PI4300481700.000471096 2.698666939 2.698666939 up 7.864203894 7.781089839 7.810638895 P P P 6.327294605 6.320108009 6.505292249 P P P LNCV6_142459_PI430048170mRNA TCTATGAAATCTGTGCAGTCCCAATGACTAAGGACACCCTGGTTTGACAGCAAGATAACTNM_001029869 RefSeq chr5 - 146084312 146104383 PLAC8L1 PLAC8-like 1 NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132205_PI4300481700.007842 4.017723336 4.017723336 up 6.642377343 6.015492254 6.064166218 P P P 3.813784953 4.803704669 3.966036484 A P A LNCV6_132205_PI430048170mRNA GCTGTTCTGCTCATATATGAATTTTTAATGCAGCAATGTTGACTTTGTTTCATACTGCCANM_002849 RefSeq chr12 - 70638072 70920804 PTPRR protein tyrosine phosphatase%2C receptor type%2C R%2C transcript variant 15801 GO:0005515|GO:0048471|GO:0005886|GO:0019901|GO:0001701|GO:0005615|GO:0035335|GO:0006470|GO:0005001|GO:0070373|GO:0016021|GO:0038128|GO:0004725|GO:0010633. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135976_PI4300481700.001060655 2.218163044 2.218163044 up 8.83720263 8.700897539 8.916796229 P P P 7.806691173 7.704763399 7.485088253 P P P LNCV6_135976_PI430048170mRNA GGACTTGTCTCCTTTTCTGTGAAAATGCTTTGTAAAAAGTTGTTATTGTTTGCATAGAGCNM_001130677 RefSeq chr17_KI270857v1_alt- 2707024 2710253 C17orf96 chromosome 17 open reading frame 96100170841 GO:0048663 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_75093_PI430048170 0.006256677 2.525702908 2.525702908 up 9.920133109 9.521970422 9.774141326 P P P 8.417343685 8.372363838 8.443335485 P P P LNCV6_75093_PI430048170mRNA AGCAAAAGTTGGAAGCCTGGAGTGCCTAAGCCTGCTTGTAGCCAGTGATGCCCAAATTGANM_181726 RefSeq chr4 + 185396685 185400236 ANKRD37 ankyrin repeat domain 37353322 GO:0005737|GO:0005634. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136527_PI4300481700.046512156 2.019019867 2.019019867 up 5.007447368 5.017781194 5.734034082 P P P 4.428658536 4.563474524 3.717876573 A A A LNCV6_136527_PI430048170mRNA CTGCTTGTCCGTGCACAATGTAATTCTAAACCTGGCTTGTTTCTCATTTAAATATATCTANM_138995 RefSeq chr2 + 170178144 170655164 MYO3B myosin IIIB%2C transcript variant 2140469 GO:0051491|GO:0003779|GO:0016459|GO:0005524|GO:0032433|GO:0032426|GO:0001917|GO:0000146|GO:0005737|GO:0046777|GO:0018105|GO:0004674|GO:0018107|GO:0007601|GO:0050896|GO:0001750. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA



LNCV6_135894_PI4300481700.000128434 2.206719868 2.206719868 up 12.03989508 12.0937091 11.97486566 P P P 10.83982643 10.844286 10.99558604 P P P LNCV6_135894_PI430048170mRNA GGAGCAACTTTGCTATTTGGTCCAGTAAGTGGACACCTTGTGATATAAATGTGGAAATAANM_004831 RefSeq chr19 - 16574906 16628204 MED26 mediator complex subunit 269441 GO:0005515|GO:0010467|GO:0006367|GO:0001104|GO:0006357|GO:0016592|GO:0003713|GO:0005654|GO:0003677. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135686_PI4300481700.020871458 2.514605168 2.514605168 up 6.316262371 6.168243014 6.139803546 P P P 4.606259708 4.633534671 5.290985421 P A P LNCV6_135686_PI430048170mRNA GGTTTTCTTTCATCTGATGTGTCAGTATCTGTTGATTTGCTTTGTAGTTTGTTGACATCTNM_006794 RefSeq chr2 - 53852912 53860033 GPR75 G protein-coupled receptor 7510936 GO:0070098|GO:0007186|GO:0005887|GO:0004930|GO:0016493. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134724_PI4300481700.000217735 2.063408057 2.063408057 up 11.32652564 11.32478192 11.14598488 P P P 10.11447364 10.26402322 10.28513323 P P P LNCV6_134724_PI430048170mRNA GAAACTATTTATTGGTGCTCCTGTGATACCGAATTAAATACGGAGGAAAAACAGGAAAAANM_198850 RefSeq chr19 - 43475102 43504833 PHLDB3 pleckstrin homology-like domain%2C family B%2C member 3653583 GO:0019899 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132155_PI4300481700.00409713 4.763565385 4.763565385 up 5.888888972 6.282173723 5.879766612 P P P 3.517177284 3.435596638 4.237956638 A A A LNCV6_132155_PI430048170mRNA GAGTTCACAGTGGTAAGACTCATATGCCTGTATGTGTTGCTAATAAATTAGATTTTGGATNM_144715 RefSeq chr3 - 19879473 19934214 EFHB EF-hand domain family%2C member B151651 GO:0005509 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142587_PI4300481700.011466354 0.41291529 2.421804237 down 5.3950504 5.157307048 5.801461342 P P P 6.319799512 7.045394369 6.799980056 P P P LNCV6_142587_PI430048170mRNA GTACTATGTGCATGCATACTACCTATTTCTAAACTTTGCCATATTGAGGCCTTTATAAACNM_018557 RefSeq chr2 - 140231426 142131701 LRP1B low density lipoprotein receptor-related protein 1B53353 GO:0043235|GO:0005041|GO:0005509|GO:0016021|GO:0015031|GO:0006898. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136213_PI4300481700.00060667 2.143324582 2.143324582 up 6.343882187 6.096384961 6.224993399 P P P 5.040865552 5.034942061 5.286015234 P P P LNCV6_136213_PI430048170mRNA GCTTCTCAAGCTGACAATTCTCACTTTGCAATAAATAGTCCAGTGTTTCCTTCCAAAAAANM_001169 RefSeq chr16 + 25216963 25228932 AQP8 aquaporin 8 343 GO:0005886|GO:0046691|GO:0009992|GO:0045177|GO:0055085|GO:0043231|GO:0034220|GO:0005887|GO:0015250|GO:0015722|GO:0015793|GO:0006810|GO:0006833|GO:0015254|GO:0071320|GO:0000302. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132957_PI4300481701.85208E-05 4.208629068 4.208629068 up 10.05618257 9.98814554 10.03844931 P P P 7.967355293 7.952595175 7.943536053 P P P LNCV6_132957_PI430048170mRNA AATCTGACAAAGTCATGAAGCTCAGTTTGGCTGTAATTTAATTCCCCTTCCCTTATTTTTNM_003885 RefSeq chr17 + 32487086 32491253 CDK5R1 cyclin-dependent kinase 5%2C regulatory subunit 1 (p35)8851 GO:0005515|GO:0031594|GO:0009790|GO:0071158|GO:0031175|GO:0043231|GO:0007413|GO:0043525|GO:0018105|GO:0016301|GO:0007411|GO:0018107|GO:0021722|GO:0032956|GO:0043025|GO:0061001|GO:0045296|GO:0019901|GO:0005509|GO:0090314|GO:0014069|GO:0021549|GO:0007213|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137143_PI4300481700.002160473 2.542356439 2.542356439 up 7.740289316 7.561433194 7.670773194 P P P 6.157306105 6.230354567 6.525126171 P P P LNCV6_137143_PI430048170mRNA AAAGAATCTCCTGAAAGCCTGTAAAAATGTCCATGCATGTTCTGTGAGTGATCTACCAAGNM_001144875 RefSeq chr5 - 177501904 177510426 DOK3 docking protein 3%2C transcript variant 279930 GO:0005515|GO:0005737|GO:0005886|GO:0005158|GO:0007265. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142740_PI4300481700.005349197 2.246253563 2.246253563 up 7.941391973 7.964336728 8.051801036 P P P 6.588733697 6.933627124 6.909934075 P P P LNCV6_142740_PI430048170mRNA CACATTTTTAAAACCAAATGTTCAATCTGTATTACTCTTTGCCGTCTTGTATGTAGAGGCNM_001142393 RefSeq chr6 - 11183297 11382348 NEDD9 neural precursor cell expressed%2C developmentally down-regulated 9%2C transcript variant 34739 GO:0005515|GO:0005794|GO:0005819|GO:0005634|GO:0030027|GO:0007165|GO:0000922|GO:0005737|GO:0007067|GO:0007229|GO:0007010|GO:0007155|GO:0051017|GO:0005925|GO:0005938|GO:0040008|GO:0051301. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129461_PI4300481700.005801671 2.187471363 2.187471363 up 6.635447268 6.610118357 6.409708605 P P P 5.57699394 5.529557573 5.131197233 P P P LNCV6_129461_PI430048170mRNA CTCTGCTTTTCCTGTCTGTATATAACTTATTTGCCCTAAGAACTTTGAGAATCCCAATTANM_001956 RefSeq chr1 - 41478774 41484683 EDN2 endothelin 2%2C transcript variant 11907 GO:0008284|GO:0001659|GO:0019722|GO:0019221|GO:0007204|GO:0005615|GO:0019229|GO:0001516|GO:0045987|GO:0042310|GO:0003100|GO:0014824|GO:0014826|GO:0048286|GO:0030593|GO:0048016|GO:0005576|GO:0060585|GO:0002690|GO:0097009|GO:0005179|GO:0003058|GO:0042116|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_75488_PI430048170 0.000998551 2.315472957 2.315472957 up 9.857939564 9.95557116 9.615442874 P P P 8.404614081 8.705415016 8.686681962 P P P LNCV6_75488_PI430048170mRNA AGGCTAGAACCCTTGGAACACAGAAGGAGAACGATATGTGGTACCCCAAATTATCTCTCTNM_006622 RefSeq chr5 - 58453982 58460139 PLK2 polo-like kinase 2%2C transcript variant 110769 GO:0005515|GO:0007093|GO:0032436|GO:0007265|GO:0060291|GO:0060292|GO:0046599|GO:0032403|GO:0030425|GO:0032092|GO:0005622|GO:0000082|GO:0048167|GO:0007613|GO:0004871|GO:0061000|GO:0007052|GO:0043123|GO:0005813|GO:0043066|GO:0032486|GO:0005814|GO:0005524|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137590_PI4300481702.85235E-05 2.41241621 2.41241621 up 14.78537422 14.92802296 14.87587667 P P P 13.51547317 13.60022615 13.66199293 P P P LNCV6_137590_PI430048170mRNA GTTGGGGGAGCTGATAAGGTTTTTGTACAGTATTTTCTCCTTCGTTGTATTGATTTTTGTNM_016545 RefSeq chr1 + 181088501 181090843 IER5 immediate early response 551278 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142884_PI4300481700.012965272 2.984861732 2.984861732 up 7.465307635 7.447489383 7.353257266 P P P 5.439809446 5.905382753 6.111044984 P P P LNCV6_142884_PI430048170mRNA AGCTACCTTTTATTGAGTGCTATGTGCAAGTCAGTGTGCTAGGACTTCTATTGTTTATAGNM_001271562 RefSeq chr11 - 114398533 114400550 C11orf71 chromosome 11 open reading frame 71%2C transcript variant 154494 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136693_PI4300481700.000945343 3.467962581 3.467962581 up 15.32785879 15.34365071 15.34018711 P P P 13.52093476 13.64852555 13.45315564 P P P LNCV6_136693_PI430048170mRNA TCTTTGGCTTTGCTACCAGTTCCATATGATGAGAAATAAACGTTCGCTGAGGTTTTGTTTNM_031459 RefSeq chr1 + 28259451 28282491 SESN2 sestrin 2 83667 GO:0005515|GO:0032868|GO:0032042|GO:0005737|GO:0006635|GO:0046323|GO:0043491|GO:0006914|GO:0070328|GO:2000479|GO:0005634|GO:0009749. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_63460_PI430048170 0.002978328 2.300545343 2.300545343 up 6.186160603 6.638307942 6.374568885 P P P 5.208871101 5.060358291 5.345772708 P P P LNCV6_63460_PI430048170mRNA TGTCAGTATTCTAGTCCAGTATTTGCCAGTTTCCAAGTAAAAGCTTTTGTGTTACGTGTTNM_001162995 RefSeq chr17 + 75633433 75641406 SMIM5 small integral membrane protein 5%2C transcript variant 1NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138007_PI4300481700.001184182 2.389662196 2.389662196 up 10.88746016 10.95413511 10.8711891 P P P 9.774768669 9.534097862 9.624536893 P P P LNCV6_138007_PI430048170mRNA CTCCGCAGCCTTTTGTCTATTTATATGTGTACCAAGTGTTAAACATAATTATTATTGGGCNM_024640 RefSeq chr1 - 37802941 37808193 YRDC yrdC N(6)-threonylcarbamoyltransferase domain containing79693 GO:0005739|GO:0003725|GO:0016020|GO:0051051. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132792_PI4300481700.00243851 2.137817274 2.137817274 up 6.830661481 7.107289623 6.748956113 P P P 5.972872405 5.573704137 5.848411204 P P P LNCV6_132792_PI430048170mRNA GAACCCTGCAACATGTTAGACATTACCGTAAAATTAAAACGCACAAATTTGCAGATCAAANM_001146288 RefSeq chr22 + 20967158 20981360 AIFM3 apoptosis-inducing factor%2C mitochondrion-associated%2C 3%2C transcript variant 3150209 GO:0005739|GO:0051537|GO:0005783|GO:0050660|GO:0016491|GO:0005743|GO:0097194|GO:0045454|GO:0005634|GO:0046872|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143301_PI4300481700.000573505 2.059279664 2.059279664 up 9.443760481 9.403825663 9.524404719 P P P 8.453343693 8.289016294 8.497572317 P P P LNCV6_143301_PI430048170mRNA GCCTTCAATGAATTAAACCAGTGATATGTGTTAACGTATGAATGAAAGGATTGATGGTGANM_003463 RefSeq chr6 + 63572011 63583588 PTP4A1 protein tyrosine phosphatase type IVA%2C member 17803 GO:0007049|GO:0005737|GO:0030335|GO:0005783|GO:0005819|GO:0009898|GO:0007275|GO:0035335|GO:0005769|GO:0004725|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_110681_PI4300481700.003670191 2.682753619 2.682753619 up 7.012923382 6.998941824 6.996006591 P P P 5.492860547 5.478281885 5.749235239 P P P LNCV6_110681_PI430048170mRNA AGACCATAAATAAGGGCGAAAACATTACCATGTGAAAAGAATGTATTTCACCTGCAAGTTNM_004490 RefSeq chr2 - 164492812 164621850 GRB14 growth factor receptor-bound protein 14%2C transcript variant 12888 GO:0007165|GO:0005737|GO:0005886|GO:0000139|GO:0007596|GO:0005070|GO:0009967|GO:0050900|GO:0010008|GO:0043231|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136370_PI4300481700.000209149 2.678441965 2.678441965 up 7.06238673 6.848791193 7.067485094 P P P 5.411665602 5.625120201 5.674975149 P P P LNCV6_136370_PI430048170mRNA CAACGCCTTGTTGAATTGGTGCTTTGTGGTTGCAATAAAGCATTGCTTCAGTTTAAAAAANM_001010971 RefSeq chr1 + 84298365 84350798 SAMD13 sterile alpha motif domain containing 13%2C transcript variant 1148418 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142975_PI4300481700.000415888 0.440593905 2.269663715 down 9.392721442 9.148574623 9.232989578 P P P 10.28129139 10.53990485 10.49813632 P P P LNCV6_142975_PI430048170mRNA GCGTTGTTACCTGTTGAATTTTGTATTATGTGAATCAGTGAGATGTTAGTAGAATAAGCCNM_025225 RefSeq chr22 + 43923738 43947568 PNPLA3 patatin-like phospholipase domain containing 380339 GO:0051265|GO:0051264|GO:0004806|GO:0044281|GO:0016020|GO:0004623|GO:0005789|GO:0019432|GO:0036155|GO:0016021|GO:0019433|GO:0006644|GO:0046474. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136717_PI4300481700.024884518 6.621212233 6.621212233 up 6.301087457 6.237715011 6.258192573 P P P 2.533761549 4.109527443 3.562403895 A A A LNCV6_136717_PI430048170mRNA GACTAGTATAGTATACGGTCAGTTATGTCAATGTTTCATGGTCAATAAAAAGGAAGTTGCNM_033035 RefSeq chr5 + 111071691 111078024 TSLP thymic stromal lymphopoietin%2C transcript variant 185480 GO:0005615|GO:0005125. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127948_PI4300481700.00423676 2.230232375 2.230232375 up 8.411563031 8.233396066 8.507141514 P P P 7.489952564 7.038321674 7.12465899 P P P LNCV6_127948_PI430048170mRNA CATCTTTCAGAGTGATACCATTTCTACATTTGATAATGCCTGTATTCCTGTAGGATGTATNM_057158 RefSeq chr8 - 29333061 29348805 DUSP4 dual specificity phosphatase 4%2C transcript variant 21846 GO:0034142|GO:0005634|GO:0051403|GO:0035335|GO:0000188|GO:0002756|GO:0006470|GO:0000165|GO:0002755|GO:0034138|GO:0017017|GO:0004725|GO:0001706|GO:0048011|GO:0038124|GO:0038123|GO:0034134|GO:0008330|GO:0002224|GO:0045087|GO:0005654|GO:0034166|GO:0035666|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144012_PI4300481700.002914065 2.910399644 2.910399644 up 8.778555046 8.747281763 8.867765631 P P P 7.02016695 7.33940733 7.38631275 P P P LNCV6_144012_PI430048170mRNA CTTGTAAAAGCCACATATCCACATCTCTTTCATTTTTCTCAGTGTGTTATGCAGCAATTTNM_001291832 RefSeq chr2 + 238159007 238168891 FAM132B family with sequence similarity 132%2C member B151176 GO:0006879|GO:0005179|GO:2000193|GO:0005576|GO:0019217|GO:0005615|GO:0042803. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143503_PI4300481700.037652759 5.25957443 5.25957443 up 6.882934228 6.751824136 6.664203111 P P P 3.199088396 4.964953823 4.446085699 A P A LNCV6_143503_PI430048170mRNA CTCCCGTTAAGTCCTTAACTTTTCTGTACCTCTTCTGTTTTTGTAAAACAGATTAAGGATNM_001114938 RefSeq chr1 - 45620043 45624059 CCDC17 coiled-coil domain containing 17%2C transcript variant 1149483 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142319_PI4300481700.016475682 4.137762302 4.137762302 up 6.299833997 6.170572032 6.238999466 P P P 3.570281996 4.385171237 4.454712526 A A A LNCV6_142319_PI430048170mRNA AAGCCCTGTGGAAGAAAATGGAAAACTTGAAGAAGCATTAAAGTCATTCTGTTAAGCTGCNM_001100 RefSeq chr1 - 229431245 229434096 ACTA1 actin%2C alpha 1%2C skeletal muscle58 GO:0030240|GO:0005515|GO:0001725|GO:0030049|GO:0005884|GO:0009991|GO:0048741|GO:0072562|GO:0048545|GO:0015629|GO:0030017|GO:0005524|GO:0005615|GO:0005829|GO:0009612|GO:0006936|GO:0010226|GO:0043531|GO:0043503|GO:0005200|GO:0005865|GO:0016049|GO:0017022|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143937_PI4300481700.002387135 3.003053575 3.003053575 up 7.989322304 8.04793821 7.959215091 P P P 6.238911727 6.394959114 6.583979555 P P P LNCV6_143937_PI430048170mRNA CAAAAATTATGGGTAGTTTTGGTGGTCTTGATGCAGTTGTAAGCTTGGGGTATGAAGGTTNM_001301838 RefSeq chr12 + 6943816 6946003 C12orf57 chromosome 12 open reading frame 57%2C transcript variant 5113246 GO:0005737 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134045_PI4300481700.030253064 2.01289825 2.01289825 up 6.122386035 6.277545892 6.443897819 P P P 5.691902422 4.984481577 5.046515434 P P P LNCV6_134045_PI430048170mRNA CATGCTTTGTTAATATTTGTCCCACCATAATGCCTCCTTCAGAACATAAGTGTAACTTTANM_033058 RefSeq chr8 + 66127042 66175483 TRIM55 tripartite motif containing 55%2C transcript variant 284675 GO:0007165|GO:0005737|GO:0005874|GO:0008270|GO:0005634|GO:0004871|GO:0042802. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_2531_PI430048170 0.000157936 4.572721208 4.572721208 up 10.17594947 10.02185073 10.13597871 P P P 8.083500513 7.809942795 7.850194028 P P P LNCV6_2531_PI430048170mRNA TGTGTTGTGTGACTTGTTTTAGCAGTTAATGATATGTGGCCTTGTGCTTACTTAACCATCNM_001286401 RefSeq chr6 - 37212177 37258155 TMEM217 transmembrane protein 217%2C transcript variant 3221468 GO:0016021 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_99479_PI430048170 0.001058436 2.741101665 2.741101665 up 11.0205816 10.980467 11.11620673 P P P 9.676102118 9.398551676 9.664982662 P P P LNCV6_99479_PI430048170mRNA TGACTATGGCTACAAAAGCTGGGAAGCCTTCTCTAACCTCTCCTATTATACTAGAGCCCTNM_000963 RefSeq chr1 - 186671811 186680427 PTGS2 prostaglandin-endoperoxide synthase 2 (prostaglandin G/H synthase and cyclooxygenase)5743 GO:0019369|GO:0006693|GO:0035633|GO:0019674|GO:0010042|GO:0042803|GO:0071636|GO:0031622|GO:0034644|GO:0004601|GO:0001516|GO:0032496|GO:0051926|GO:0007613|GO:0007612|GO:0006979|GO:0032355|GO:0042633|GO:0007566|GO:0051968|GO:0031394|GO:0051384|GO:0045786|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_145612_PI4300481700.007683015 9.630649161 9.630649161 up 7.298955639 7.490742729 7.50657629 P P P 4.313472858 4.529668966 3.450020609 A A A LNCV6_145612_PI430048170mRNA TACCCAGTCCTTTCAAGGGGCCTCTTTTCTACTAATAAAGATGGATCAAGTCTCAAAAAANM_012125 RefSeq chr15 + 33968887 34065086 CHRM5 cholinergic receptor%2C muscarinic 51133 GO:0030054|GO:0005886|GO:0008283|GO:0015872|GO:0007197|GO:0019226|GO:0001696|GO:0007213|GO:0060304|GO:0016907|GO:0004435|GO:0005887|GO:0045211|GO:0008152. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_54163_PI430048170 0.012463586 3.603309478 3.603309478 up 6.577298149 6.108108733 6.612588407 P P P 3.975040253 4.573104945 5.05626682 A A P LNCV6_54163_PI430048170mRNA CTGGCATTCAAGTCATGGCTAGTCTGTGTATTTAATAAATGTGTGTTATTTATGTCGTGTNM_198715 RefSeq chr1 - 71005853 71047808 PTGER3 prostaglandin E receptor 3 (subtype EP3)%2C transcript variant 55733 GO:0008219|GO:0005886|GO:0007200|GO:0005635|GO:0004957|GO:0007204|GO:0006351|GO:0031622|GO:0007186|GO:0005887|GO:0032496|GO:0001660|GO:0015701|GO:0007188|GO:0016021|GO:0004879|GO:0035810|GO:0030522. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136912_PI4300481700.000579179 4.236334616 4.236334616 up 6.85918711 6.426934306 6.903576207 P P P 4.441572007 4.923171608 4.579338467 A P A LNCV6_136912_PI430048170mRNA AGTGGGAAAGATAATAAATCAAGCACTTCTTGCACTTGTTTCTGTGAAGCATATAGAACTNM_145259 RefSeq chr2 - 157526766 157628887 ACVR1C activin A receptor%2C type IC%2C transcript variant 1130399 GO:0016361|GO:0023014|GO:0032868|GO:0005886|GO:0030262|GO:0019915|GO:0002021|GO:0005524|GO:0046872|GO:0030154|GO:0009749|GO:0043280|GO:0004702|GO:0019838|GO:0048179|GO:0038092|GO:0005024|GO:0038100|GO:0006468|GO:0046676. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132008_PI4300481700.004724426 2.90333466 2.90333466 up 7.480245058 7.480422262 7.40737853 P P P 6.00924463 5.666824654 6.050222077 P P P LNCV6_132008_PI430048170mRNA AGCCCCTTAAGGAGCCCAGGTGTTTTAAGGAATGAATTGGTCACTGCATCTTGTATCGATNM_019850 RefSeq chr2 - 232878685 233013241 NGEF neuronal guanine nucleotide exchange factor%2C transcript variant 125791 GO:0051056|GO:0048011|GO:0043065|GO:0048013|GO:0007264|GO:0097190|GO:0043087|GO:0005829|GO:0030426|GO:0005085|GO:0043547|GO:0016020|GO:0007411|GO:0032321|GO:0005089|GO:0061002. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140163_PI4300481700.00070671 0.487473223 2.051394727 down 5.782558619 5.600133022 5.739762836 P P P 6.595029641 6.860217676 6.770778621 P P P LNCV6_140163_PI430048170mRNA TTTCTATAGAATGGAAAAGATTCCAGCCCGATCCTTGATATGTTTGTGTTAAACATGCTTNM_001297619 RefSeq chr19 - 36334452 36379203 ZFP14 ZFP14 zinc finger protein%2C transcript variant 157677 GO:0006355|GO:0003700|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141847_PI4300481700.041252718 4.378183846 4.378183846 up 6.121400932 5.820994004 5.80547248 P P P 3.076874301 4.62461807 3.084194663 A A A LNCV6_141847_PI430048170mRNA AACTCATGGGATTAGAGTATTCTCTGCTAGAGATCTGAAAAATAAACACAACTTTGCACCNM_015370 RefSeq chr22 - 29058671 29061919 C22orf31 chromosome 22 open reading frame 3125770 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134198_PI4300481700.000758005 2.170950852 2.170950852 up 7.8580153 7.933567917 8.094514696 P P P 6.688518468 6.996170277 6.8402346 P P P LNCV6_134198_PI430048170mRNA GGAGAAACACCGGGTTTCAGCTTTCTCGACCTTAGCTTGGGTGAGACTGTTTACAAAAAANM_001194958 RefSeq chr17 + 21692522 21704612 KCNJ18 potassium channel%2C inwardly rectifying subfamily J%2C member 18NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142039_PI4300481700.007255103 3.705451797 3.705451797 up 6.766111864 6.693417539 6.722822897 P P P 4.974332749 4.476624061 5.004973449 P A P LNCV6_142039_PI430048170mRNA AAGAGCCTTTATACAATTGGACGCATTTTGGTTTTTCCTCATTGAGAATTCAAATCCTCTNM_001199280 RefSeq chr16 + 69105563 69117667 HAS3 hyaluronan synthase 3%2C transcript variant 33038 GO:0005886|GO:0005975|GO:0036117|GO:0044281|GO:0045226|GO:0085029|GO:1900106|GO:0005887|GO:0009405|GO:0030213|GO:0030212|GO:0050501|GO:0016021|GO:0007155|GO:0045893|GO:0030203. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137546_PI4300481709.4655E-05 7.683712271 7.683712271 up 5.567556754 5.332020909 5.097834726 P P P 2.64141736 2.287057089 2.24831046 A A A LNCV6_137546_PI430048170mRNA CCATGAGACCACTGTTATCAAAACTTTCTTTTCTGGAATGTAATCAATGTTTCTTCTAGGNM_000575 RefSeq chr2 - 112773914 112785394 IL1A interleukin 1%2C alpha3552 GO:0005515|GO:0008285|GO:0008283|GO:0019221|GO:0046330|GO:0050715|GO:0005615|GO:0035234|GO:0005829|GO:0034605|GO:0006955|GO:0006954|GO:0045944|GO:2001240|GO:0001660|GO:0070374|GO:0043123|GO:0005149|GO:0005507|GO:0006915|GO:0005576|GO:0002248|GO:0045840|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144611_PI4300481700.001365808 2.413606682 2.413606682 up 10.0423771 10.26244392 10.25654838 P P P 8.688234745 9.005565979 9.039381665 P P P LNCV6_144611_PI430048170mRNA CTTTCGGTATGGTAAAATTGAACCAATCACAGTTAAGATGAGAGATCAACCTGAGTTTTANM_178012 RefSeq chr6 - 3224260 3227734 TUBB2B tubulin%2C beta 2B class IIb347733 GO:0005515|GO:0051258|GO:0005874|GO:0003924|GO:0005634|GO:0005525|GO:0055085|GO:0006184|GO:0005737|GO:0006457|GO:0005200|GO:0051084|GO:0001764|GO:0007017|GO:0044267. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143876_PI4300481700.000869724 0.420727371 2.376836093 down 10.52188404 10.75738973 10.51081278 P P P 11.77561056 11.91552905 11.85634641 P P P LNCV6_143876_PI430048170mRNA TCTGTGACTCCTAATAGGCCAGTTTGTGATAAGCTTACTCTATGAGTCTTCATTTTTCTANM_001032291 RefSeq chr1 - 109279553 109283168 PSRC1 proline/serine-rich coiled-coil 1%2C transcript variant 384722 GO:0005515|GO:0008017|GO:0031116|GO:0030308|GO:0060236|GO:0001578|GO:0005819|GO:0045737|GO:0030496|GO:0005829|GO:0000922|GO:0005737|GO:0015630|GO:0005654|GO:0005876|GO:0007080|GO:0045893|GO:0051301. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142961_PI4300481700.000199954 0.434097565 2.303629599 down 11.85846822 12.04926699 12.02786869 P P P 13.10450424 13.31626588 13.12441384 P P P LNCV6_142961_PI430048170mRNA TGAATACAAGTATGCCACATAACTCAGTTTTCGCCATCTTCCATTTCTTAACAGTGTAAANM_001466 RefSeq chr17 + 44557443 44561262 FZD2 frizzled class receptor 22535 GO:0017147|GO:0007608|GO:0005886|GO:0090263|GO:0007267|GO:0005737|GO:0051091|GO:0030182|GO:0030855|GO:0090103|GO:0060070|GO:0060022|GO:0042813|GO:0003150|GO:0004930|GO:0090179|GO:0060119|GO:0030165|GO:0003151|GO:0007186|GO:0003149|GO:0030825|GO:0016021|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137889_PI4300481700.002190101 7.093412716 7.093412716 up 6.08432585 6.201301245 6.289362525 P P P 3.132555238 3.1763819 3.717547441 A A A LNCV6_137889_PI430048170mRNA TTTGAACAACCAAATGTGCATTGAATACTCTGAAACCGAAGGGACTGGATCTGCAGGTGGNM_000260 RefSeq chr11 + 77128263 77215241 MYO7A myosin VIIA%2C transcript variant 14647 GO:0005515|GO:0005516|GO:0006200|GO:0007605|GO:0060088|GO:0045202|GO:0005765|GO:0006886|GO:0030898|GO:0042803|GO:0005829|GO:0005737|GO:0000146|GO:0016324|GO:0051015|GO:0051904|GO:0005938|GO:0031477|GO:0030048|GO:0042470|GO:0019904|GO:0048563|GO:0030507|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135127_PI4300481702.06229E-07 22.46161112 22.46161112 up 6.820176686 6.779683246 6.67829219 P P P 2.213617285 2.334392028 2.26309101 A A A LNCV6_135127_PI430048170mRNA CTCCAGTCTGATTTTATAAAGTGCTGACGAGATTGGGAATAAAGAGGCATAAAGAAAAAANM_182847 RefSeq chr2 + 219514169 219538772 ASIC4 acid sensing (proton gated) ion channel family member 455515 GO:0034220|GO:0005887|GO:0005272|GO:0006810|GO:0035725|GO:0015081|GO:0005216. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136328_PI4300481700.005001714 2.148986883 2.148986883 up 13.36267688 12.88544872 12.98289295 P P P 12.18558283 11.8810031 11.87640094 P P P LNCV6_136328_PI430048170mRNA TGCATTTCTTTTTATACTAAATATGTGACTGACAATAAAAACAATTTTGACTTTAAAAAANM_175617 RefSeq chr16 + 56625672 56627113 MT1E metallothionein 1E 4493 GO:0071294|GO:0048471|GO:0005737|GO:0008270|GO:0005634|GO:0071276|GO:0045926. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129051_PI4300481700.001734416 2.887623694 2.887623694 up 9.352077166 9.051398342 8.985904253 P P P 7.689538425 7.518205166 7.613880179 P P P LNCV6_129051_PI430048170mRNA CATTGCTCTTTAGTGTGTGTTAACCTGTGGTTTGAAAGAAATGCTCTTGTACATTAACAANM_173200 RefSeq chr9 + 99821854 99866891 NR4A3 nuclear receptor subfamily 4%2C group A%2C member 3%2C transcript variant 38013 GO:0005515|GO:0010467|GO:0042542|GO:0006367|GO:0031100|GO:0003707|GO:0043434|GO:0005634|GO:0048752|GO:0043524|GO:0007411|GO:0045944|GO:0060005|GO:0050885|GO:0043401|GO:0030534|GO:0005667|GO:0001707|GO:0003677|GO:0045787|GO:0043565|GO:0008150|GO:0021766|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129738_PI4300481700.03442134 2.018150649 2.018150649 up 5.81650913 5.875005766 5.859086638 P P P 4.523072925 4.706443708 5.196359965 P A P LNCV6_129738_PI430048170mRNA CAACCTTCAGGTTCTAGAAGATTGGTTGCACTCCCAAACCTTTATTCTATTATATTACTANM_005630 RefSeq chr3 - 133932695 134030076 SLCO2A1 solute carrier organic anion transporter family%2C member 2A16578 GO:0015132|GO:0016020|GO:0015732|GO:0005886|GO:0005887|GO:0006869|GO:0043252|GO:0055085|GO:0005319. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128885_PI4300481709.33397E-05 3.122296732 3.122296732 up 13.36966504 13.11539092 13.21414226 P P P 11.70726882 11.52299396 11.54547695 P P P LNCV6_128885_PI430048170mRNA TCTAGGTTTTGGATACCATGAGTATGTATGTTTACCTGTGCCTAATAAAGGAGAATTATGNM_021158 RefSeq chr20 + 380628 397559 TRIB3 tribbles pseudokinase 3%2C transcript variant 157761 GO:0008286|GO:0005515|GO:0034976|GO:0005886|GO:0045599|GO:0005634|GO:0044281|GO:0005829|GO:0032092|GO:0007173|GO:0043405|GO:0016301|GO:0055106|GO:0051443|GO:0031625|GO:0044255|GO:0048011|GO:0032869|GO:0019901|GO:0048015|GO:0003714|GO:0045717|GO:0005524|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128387_PI4300481702.58299E-05 2.370777918 2.370777918 up 13.28654556 13.23976466 13.29328814 P P P 11.96900427 12.05666797 12.05666797 P P P LNCV6_128387_PI430048170mRNA CATGTTAATCATTTTCCTAAGCTGTCCTTTTGAGGCTTAGTCAGTTTATTGGGAAAATGTNM_006636 RefSeq chr2 + 74198562 74215297 MTHFD2 methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 2%2C methenyltetrahydrofolate cyclohydrolase%2C transcript variant 110797 GO:0000287|GO:0004329|GO:0004477|GO:0005615|GO:0005829|GO:0005739|GO:0004488|GO:0004487|GO:0042301|GO:0046653|GO:0009396|GO:0006730|GO:0055114. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_110769_PI4300481700.000887425 2.644985725 2.644985725 up 8.80764692 8.762574496 8.567434469 P P P 7.084339103 7.420988302 7.409060776 P P P LNCV6_110769_PI430048170mRNA CGTGGTATATCATGATCTTACCTGTTGTTTGACTATGAAAAAGAAATTTGATGCTGATCCNM_019593 RefSeq chr20 - 5544433 5611026 GPCPD1 glycerophosphocholine phosphodiesterase GDE1 homolog (S. cerevisiae)56261 GO:0007519|GO:0044281|GO:0047389|GO:0006644|GO:2001070|GO:0046474|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128913_PI4300481703.82674E-05 2.032505335 2.032505335 up 12.38119711 12.46768413 12.36846204 P P P 11.30775154 11.4226182 11.41636326 P P P LNCV6_128913_PI430048170mRNA GGCATGTGCACGACTATGTTATTAGAAGCCACTTTATCATTTTCCTGCTTTAAATAGAAANM_012234 RefSeq chr3 - 72374592 72446623 RYBP RING1 and YY1 binding protein23429 GO:0031519|GO:0005515|GO:0035518|GO:0005737|GO:0003714|GO:0006915|GO:0008270|GO:0007275|GO:0005654|GO:0000122|GO:0003677|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126944_PI4300481700.000131168 2.72292943 2.72292943 up 9.382200197 9.408011619 9.279145122 P P P 7.787313611 7.989202885 7.952641861 P P P LNCV6_126944_PI430048170mRNA CAGACATCTGGAAGATTGCTCTAGTGGAGTAAAACATCTTAATGTATTTTGTCCCTAAATNM_003620 RefSeq chr17 + 60600182 60666279 PPM1D protein phosphatase%2C Mg2+/Mn2+ dependent%2C 1D8493 GO:0009314|GO:0005515|GO:0009617|GO:0035970|GO:0008285|GO:0006470|GO:0000086|GO:0005634|GO:0004722|GO:0046872. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134155_PI4300481700.027876316 2.217914419 2.217914419 up 5.862864163 5.479389781 5.238714392 P P P 4.224640758 4.865536404 3.957010233 A P A LNCV6_134155_PI430048170mRNA CCTGAGCCAAAGAGCTGGGGTTGATGGGGTTTCCTAAATAAAGCAAGTAATTTTCTCAGANM_015063 RefSeq chr19 - 47428021 47472050 SLC8A2 solute carrier family 8 (sodium/calcium exchanger)%2C member 26543 GO:0005516|GO:0007154|GO:0005886|GO:0007596|GO:0035725|GO:0006816|GO:0016021|GO:0055085|GO:0005432|GO:0006811. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127561_PI4300481700.046471789 2.000136603 2.000136603 up 5.562934701 4.922499885 5.116057023 P P P 3.853330684 4.73388531 3.913880484 A P A LNCV6_127561_PI430048170mRNA GCGAAAGATCAGATGAGATTTAATGAAGACCCAGTGTAAAGAATAAATGAATCTTACTCCNM_000236 RefSeq chr15 + 58431975 58568874 LIPC lipase%2C hepatic 3990 GO:0042632|GO:0004806|GO:0043691|GO:0030169|GO:0070328|GO:0004620|GO:0005615|GO:0034372|GO:0034374|GO:0034382|GO:0034364|GO:0034373|GO:0034375|GO:0006633|GO:0034638|GO:0019433|GO:0034185|GO:0008201|GO:0008203. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129342_PI4300481700.000599966 0.438825514 2.278810071 down 9.232470455 9.190500376 9.412948024 P P P 10.29070124 10.53039284 10.57368284 P P P LNCV6_129342_PI430048170mRNA TTATTAGAGATTACCTCCTGAGAAAAAAGGTTCCGCTTGGAGCAGAGGGGCTGAATAGCANM_000609 RefSeq chr10 - 44370152 44385097 CXCL12 chemokine (C-X-C motif) ligand 12%2C transcript variant 26387 GO:0008344|GO:0009408|GO:0008015|GO:0031100|GO:0048842|GO:0043434|GO:0090280|GO:0005615|GO:0007281|GO:0022029|GO:0006955|GO:0042098|GO:0006935|GO:0007155|GO:0070062|GO:0009314|GO:0001666|GO:0008009|GO:2000406|GO:0001569|GO:0008354|GO:0070098|GO:0001667|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143196_PI4300481700.000386538 2.008855059 2.008855059 up 10.51803674 10.64740791 10.49491757 P P P 9.420689274 9.578027718 9.638578155 P P P LNCV6_143196_PI430048170mRNA GTGTCACTGTTACATTTCCCCCAAGAAGTTCAATAAACCAGCTTAGCCACAAAGAAAAAANM_031296 RefSeq chr4 + 139453806 139475915 RAB33B RAB33B%2C member RAS oncogene family83452 GO:0005515|GO:0050678|GO:0005794|GO:0005796|GO:2000156|GO:0003924|GO:0006914|GO:0048705|GO:0006891|GO:0005525|GO:0001558|GO:0006886|GO:0006184|GO:0000139|GO:2000785|GO:0032482|GO:0019003|GO:0070062|GO:0000042. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133264_PI4300481700.001023811 3.516510411 3.516510411 up 9.738271572 9.706850475 9.659707889 P P P 7.745678357 7.876789191 8.027232582 P P P LNCV6_133264_PI430048170mRNA CAGCATTCTAGCAATCCTTCGACTTTTGTGATAGCAAACCATAAAAACAATTTTAGTGGCNM_177925 RefSeq chr12 + 14774335 14778002 H2AFJ H2A histone family%2C member J%2C transcript variant 155766 GO:0008150|GO:0003674|GO:0046982|GO:0005634|GO:0000786|GO:0003677|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127635_PI4300481705.60314E-05 17.08146453 17.08146453 up 6.321756554 6.545890705 6.736014793 P P P 2.234329506 2.316800021 2.745370228 A A A LNCV6_127635_PI430048170mRNA CGAGAAGTCTGTATGTGGGATCTGTGCTTGGGTTAGAATGCAAATAAAACTCACATTTGTNM_014553 RefSeq chr2 - 121216587 121285202 TFCP2L1 transcription factor CP2-like 129842 GO:0006694|GO:0007565|GO:0003700|GO:0006357|GO:0003714|GO:0005634|GO:0000122|GO:0008340|GO:0006351|GO:0043565|GO:0000902|GO:0005737|GO:0016020|GO:0002070|GO:0007431|GO:0007028|GO:0045927. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139558_PI4300481700.004520704 2.291748571 2.291748571 up 6.304052095 6.170966038 6.121613014 P P P 5.203143588 5.010526614 4.766979458 P P A LNCV6_139558_PI430048170mRNA GAGTTGATGCAACCATTGTGGTATTCACTTTCCTCATGTTTATGATGAATATTTTGCACTNM_182971 RefSeq chr14_KI270847v1_alt+ 461752 462916 COX8C cytochrome c oxidase subunit VIIICNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129237_PI4300481700.039493497 2.4231826 2.4231826 up 5.086950028 5.05626682 5.117819763 P P P 3.427307592 3.538273459 4.300928944 A A A LNCV6_129237_PI430048170mRNA CAAAAACAGCACCAAAGCAGTCAGCATTGGAAGGAAAATTAGATTTCTGACGGACATCCTNM_001282417 RefSeq chr17 + 18950675 19020691 SLC5A10 solute carrier family 5 (sodium/sugar cotransporter)%2C member 10%2C transcript variant 5125206 GO:0005215|GO:0005886|GO:0016021|GO:0006814|GO:0055085|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131572_PI4300481701.62123E-05 2.581795774 2.581795774 up 8.829473703 8.741555411 8.82504988 P P P 7.40978734 7.503088437 7.376774836 P P P LNCV6_131572_PI430048170mRNA CTGTCCTAAAGCCTTTGCCATTCCTAATACTCGTTTTGTAATAATTGCTGTATTTCTGTGNM_001184996 RefSeq chr7 + 156640746 156677126 RNF32 ring finger protein 32%2C transcript variant 1140545 GO:0005515|GO:0016235|GO:0008270|GO:0005768. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128757_PI4300481700.000286392 3.02811069 3.02811069 up 5.800673191 5.969968797 5.697059809 P P P 4.37752209 4.04031515 4.247995723 A A A LNCV6_128757_PI430048170mRNA CGGTGTGGGGAAAAGTCCATGAAAACTCACAGCATGATTGACAGTAGTTTATCAAAAATTNM_001657 RefSeq chr4 + 74445097 74455009 AREG amphiregulin 374 GO:0005515|GO:0042542|GO:0008284|GO:0005154|GO:0008283|GO:0060750|GO:0007267|GO:0043434|GO:0005634|GO:0005615|GO:0051591|GO:0060598|GO:0031175|GO:0014009|GO:0005737|GO:0007173|GO:0032355|GO:0060744|GO:0009986|GO:0045740|GO:0051384|GO:0005125|GO:0045668|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129299_PI4300481700.018878546 0.466603677 2.143146418 down 4.1132086 3.782796796 3.547428791 A A A 4.544567505 5.295414227 4.859746718 P P P LNCV6_129299_PI430048170mRNA CCAGTGATGTTCTGGAAATAATGGGAGATATTACAATAAAGCTACAGTTATGACACCCTGNM_017594 RefSeq chr9 - 90609831 90643105 DIRAS2 DIRAS family%2C GTP-binding RAS-like 254769 GO:0006184|GO:0005886|GO:0043406|GO:0007264|GO:0005525. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_126937_PI4300481700.000154477 2.460712094 2.460712094 up 8.125670472 8.173396814 8.313353871 P P P 6.961090399 6.843361887 6.914965482 P P P LNCV6_126937_PI430048170mRNA CTTCAGCTTGGGTACACACACAGAGGAGACCTCAGCCTCACACCAGAAATATTATTTTTTNM_206539 RefSeq chr6 - 43450351 43456632 DLK2 delta-like 2 homolog (Drosophila)%2C transcript variant 265989 GO:0045746|GO:0046982|GO:0045598|GO:0005509|GO:0016021|GO:0042803|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_58566_PI430048170 0.000181888 2.520483836 2.520483836 up 7.946158179 7.880448505 7.800929983 P P P 6.55365164 6.508060695 6.567709687 P P P LNCV6_58566_PI430048170mRNA AGCTGAGGCAGCCAGCAGATCTCAGCAGCCCAGTCCAAATAAACTCCCTGTCAGCAGCAANM_002286 RefSeq chr12 + 6772503 6778455 LAG3 lymphocyte-activation gene 33902 GO:0045085|GO:0042289|GO:0050868|GO:0045954|GO:0016021|GO:0003823|GO:0009897|GO:0007166|GO:0004888. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133527_PI4300481700.000849155 5.245602217 5.245602217 up 7.932317524 7.950321237 7.905458511 P P P 5.379526182 5.64544478 5.577122985 P P P LNCV6_133527_PI430048170mRNA GCTGTTTGTAGTAAGAAATCTTTGTGGAACCCCAGTGTGTGAAGTAAATTGTATGTTATTNM_001010887 RefSeq chr9 + 19408926 19452502 ACER2 alkaline ceramidase 2NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_94130_PI430048170 0.000787557 0.46347184 2.157628389 down 8.650630784 8.918398311 8.718756384 P P P 10.04798357 9.789628409 9.775482356 P P P LNCV6_94130_PI430048170mRNA CTTGTAAATGATGTTCTGAAACACCAAGCTATATTACTAGGAAATGCAGAAGAGCAGAAANM_018136 RefSeq chr1 - 197084126 197146694 ASPM asp (abnormal spindle) homolog%2C microcephaly associated (Drosophila)%2C transcript variant 1259266 GO:0097150|GO:0005516|GO:0021987|GO:0048477|GO:0090263|GO:0005874|GO:0002052|GO:0030496|GO:0005634|GO:0007283|GO:0045769|GO:0021873|GO:0072687|GO:0005737|GO:0007067|GO:0051661|GO:0048589|GO:0045665|GO:0090306|GO:0001764|GO:0008584. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138526_PI4300481700.000877371 2.420575265 2.420575265 up 9.069187745 8.766486119 9.054431664 P P P 7.484909876 7.751870609 7.8252129 P P P LNCV6_138526_PI430048170mRNA AATGGTATCTGGGCGGAGCTCACAGAGTTCTTGGAATAAAAGCAACCTCAGAACACTTTGNM_139314 RefSeq chr19 + 8364126 8374375 ANGPTL4 angiopoietin-like 4%2C transcript variant 151129 GO:0004857|GO:0005515|GO:0001666|GO:0043066|GO:0005578|GO:0070328|GO:0072562|GO:0005576|GO:0001525|GO:0044281|GO:0005615|GO:0030154|GO:0045766|GO:0051005|GO:0051260|GO:2000352|GO:0044255. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132659_PI4300481700.001606198 2.428571958 2.428571958 up 8.258113958 7.98289359 7.8534206 P P P 6.675570311 6.677387049 6.917509728 P P P LNCV6_132659_PI430048170mRNA TTACTGTGTAAGCAAGAGTAGAAGAATGTCTAATGTACAGTGGAACCTTGTACAGAATAANM_004205 RefSeq chr11 - 119355214 119381726 USP2 ubiquitin specific peptidase 2%2C transcript variant 19099 GO:0005515|GO:0016579|GO:0045475|GO:0048471|GO:0004843|GO:0005634|GO:0048512|GO:0046872|GO:0042802|GO:0005737|GO:0005938|GO:0043153|GO:0031625|GO:0005813|GO:0030332|GO:0050821|GO:0000122|GO:0048642|GO:0048643|GO:0032922|GO:0004197|GO:0007049|GO:0045931|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135408_PI4300481700.006770474 0.441458871 2.265216684 down 6.036276091 6.103949093 5.584024745 P P P 6.99669003 7.019246924 7.282666367 P P P LNCV6_135408_PI430048170mRNA CCTCAGCTCAGAGTGTATTTTGAATATGAGCAAATGTTTATGTACGTATGAGATTTCAAGNM_020776 RefSeq chr18 + 36829116 37225325 KIAA1328 KIAA1328 57536 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141610_PI4300481700.001787012 8.882899077 8.882899077 up 6.009056324 5.660042781 5.934998931 P P P 2.944312429 2.208783176 2.908818799 A A A LNCV6_141610_PI430048170mRNA GAGGTCCGTGTGTGACTTTGAGCAAAAAGTGACTTCTTTTTGTGAATGTAAAATTTGTGANM_016540 RefSeq chr11 - 94377310 94401419 GPR83 G protein-coupled receptor 8310888 GO:0004983|GO:0005886|GO:0007218|GO:0004930|GO:0051384|GO:0031513|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142936_PI4300481700.034133919 0.336881759 2.96840055 down 5.566426883 5.405197581 5.748945762 P P P 6.441620004 7.493333904 7.312746241 P P P LNCV6_142936_PI430048170mRNA ATGTTCTGTGAGGCCCAAGAGAACACATGGAGTCTTAGCAAATGCACTAATGTATTCCGGNM_007021 RefSeq chr10 - 44976260 44978882 C10orf10 chromosome 10 open reading frame 1011067 GO:0005739 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134523_PI4300481700.014577958 2.356800733 2.356800733 up 6.910798608 6.702715023 6.84895223 P P P 5.190660158 5.698337355 5.800087967 P P P LNCV6_134523_PI430048170mRNA AGTCACGCCGTGGGATGTCTCTGTCCACATTAAACTAACAGCATTAATGCAGTCAAAAAANM_005211 RefSeq chr5 - 150053290 150113372 CSF1R colony stimulating factor 1 receptor%2C transcript variant 11436 GO:0008284|GO:0071902|GO:0005886|GO:0008283|GO:0061098|GO:0008360|GO:0019221|GO:0045124|GO:2000147|GO:0042803|GO:0031529|GO:2000249|GO:0046777|GO:0006954|GO:0030225|GO:0030224|GO:0070374|GO:0060603|GO:0090197|GO:0030097|GO:0038145|GO:0030335|GO:0036006|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139028_PI4300481700.025064216 3.106034879 3.106034879 up 6.12338447 6.139856128 5.870336071 P P P 3.732904106 4.688961281 4.637580204 A A A LNCV6_139028_PI430048170mRNA TGGGGCACACCTCTTCAAGGGAGCGTGAACTTTATAAATAAATCAGTTCTGTTTAAAAAANM_005170 RefSeq chr11 - 2268497 2270952 ASCL2 achaete-scute family bHLH transcription factor 2430 GO:0001666|GO:0006355|GO:0003700|GO:0060712|GO:0060708|GO:0070888|GO:0005634|GO:0000122|GO:0001890|GO:0000978|GO:0006351|GO:0001078|GO:0005737|GO:0010626|GO:0046983|GO:0035019. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132238_PI4300481700.000171811 2.209440333 2.209440333 up 10.08074632 10.01924558 10.22746372 P P P 8.902189879 8.923043326 9.073087027 P P P LNCV6_132238_PI430048170mRNA CACGTTTGAAGTTAGCAACTGCTTAAAGTTATGCCCCATTAAAATTGCTTTCTCAAAAGTNM_005324 RefSeq chr17 - 75776433 75779935 H3F3B H3 histone%2C family 3B (H3.3B)NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133828_PI4300481700.018141767 5.859321297 5.859321297 up 5.362497826 5.124501154 5.291401082 P P P 2.209924673 2.211502097 3.378617093 A A A LNCV6_133828_PI430048170mRNA GAACTGGTCCGTGCACAGTCAGCACAAAAAACTCAAACGAATAAAAAAGAGAAAGTCTGGNM_001886 RefSeq chr22 + 26621963 26630672 CRYBA4 crystallin%2C beta A41413 GO:0003674|GO:0005212|GO:0043010|GO:0005575|GO:0007601. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134509_PI4300481700.005032321 9.663027001 9.663027001 up 7.030040637 6.277825007 6.431476321 P P P 4.038271844 2.91424374 2.704531497 A A A LNCV6_134509_PI430048170mRNA GAGTGTTGCAAATGTGTTCTTTGTCCTGTTATATGTATATCAGGAATACAAGGATGTGAANM_002438 RefSeq chr10 + 17809342 17911162 MRC1 mannose receptor%2C C type 14360 GO:0005515|GO:0005886|GO:0009986|GO:0005537|GO:0006898|GO:0007165|GO:0071222|GO:0071346|GO:0005887|GO:0004872|GO:0071353|GO:0010008|GO:0004888. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_64654_PI430048170 0.036455789 2.357603155 2.357603155 up 6.998513522 7.221743062 7.994351551 P P P 6.636370713 6.062615726 5.892108329 P P P LNCV6_64654_PI430048170mRNA TACAGTTTTGAGAAAGAAGAATCAGAACCCTGACCCACTTACGGTTGCTGGGACAATTCCNM_014686 RefSeq chr19_KI270866v1_alt+ 705 4760 KIAA0355 KIAA0355 9710 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142033_PI4300481700.000647801 0.475693515 2.102193889 down 9.313388717 9.563361701 9.35066704 P P P 10.32455636 10.53648748 10.5819994 P P P LNCV6_142033_PI430048170mRNA AAAGCGAGTGTTAGGTTGGTTAGAGGGTTTAATATTTTCTGCAATGGTTTGTAGGAATTTNM_014033 RefSeq chr12 + 50924750 50932517 METTL7A methyltransferase like 7A25840 GO:0005811|GO:0005737|GO:0016020|GO:0005783|GO:0008757|GO:0032259|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127675_PI4300481700.001220744 4.152461237 4.152461237 up 8.233858588 7.962572736 8.265485811 P P P 6.080919618 5.805176096 6.376234374 P P P LNCV6_127675_PI430048170mRNA CCTAGAGTTCCTGTAGTGTCCTACATTAAAAATATAATGTCTCTCTCTATTCCTCAACAANM_013251 RefSeq chr12 - 57009996 57016560 TAC3 tachykinin 3%2C transcript variant 16866 GO:0005515|GO:0007565|GO:0007218|GO:0005102|GO:0007217|GO:0005576|GO:0005615|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133178_PI4300481700.000468875 2.420551774 2.420551774 up 7.233055749 7.288395324 7.117417481 P P P 6.073058062 5.79615238 5.935615638 P P P LNCV6_133178_PI430048170mRNA GCTTCCCTTCATGTTATATGCACATTGCCAAGAATTACTGTCAAGAGAAATGATAAGTAANM_015460 RefSeq chr3 + 39809659 40260320 MYRIP myosin VIIA and Rab interacting protein%2C transcript variant 125924 GO:0005515|GO:0030133|GO:0042470|GO:0048471|GO:0017137|GO:0031045|GO:0045202|GO:0003779|GO:0015629|GO:0006886|GO:0000145|GO:0008270|GO:0032024|GO:0051018|GO:0001750. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134362_PI4300481700.005193693 2.388109735 2.388109735 up 11.80131261 11.91793213 11.77485815 P P P 10.31459627 10.68663636 10.69739419 P P P LNCV6_134362_PI430048170mRNA TTCAGGGAGGAGTCTGCCACCAGTGTAATGTATCAATAAACTTCATGCAAGCATAAAAAANM_012189 RefSeq chr18 + 24138955 24161600 CABYR calcium binding tyrosine-(Y)-phosphorylation regulated%2C transcript variant 126256 GO:0017124|GO:0003351|GO:0046982|GO:0031514|GO:0005509|GO:0005730|GO:0005634|GO:0097228|GO:0097229|GO:0005737|GO:0035686|GO:0005856|GO:0019899|GO:0048240. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135627_PI4300481700.000915708 2.408583617 2.408583617 up 7.538987513 7.682987095 7.48611916 P P P 6.296401944 6.339187398 6.274458294 P P P LNCV6_135627_PI430048170mRNA GTACCATTGTCACTGCAATAAGTGGGTTTTAGAAAATAAGTGTGAAAAGAATCAGGTGTTNM_171998 RefSeq chrX - 155258233 155264589 RAB39B RAB39B%2C member RAS oncogene family116442 GO:0005515|GO:0043005|GO:0005794|GO:0005886|GO:0003924|GO:0005525|GO:0006886|GO:0031982|GO:0005622|GO:0006184|GO:0031489|GO:0050808|GO:0032482|GO:0016192|GO:0019003. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128811_PI4300481700.043045684 2.678636833 2.678636833 up 6.295945215 6.646557846 6.451156591 P P P 4.487255979 4.72729034 5.657727265 A A P LNCV6_128811_PI430048170mRNA TCCTCTACTGCATATCCGGAGTACTTGTTTGGTTGTCATTGTATAATAAAGGCTTCTTCTNM_001258031 RefSeq chr15 - 43794173 43800097 SERINC4 serine incorporator 4%2C transcript variant 1619189 GO:0016021|GO:0008654. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136318_PI4300481700.007383031 13.98092353 13.98092353 up 9.641569841 9.588415948 9.57507879 P P P 6.391337202 5.376291715 5.367085271 P P P LNCV6_136318_PI430048170mRNA CCCGTAAAATCCAGGATTTTTTGTTTTTTGCTACAATCTTGACCCCTTTGCTACATTCCTNM_001301267 RefSeq chr16 - 56666734 56668065 MT1G metallothionein 1G%2C transcript variant 24495 GO:0071294|GO:0005515|GO:0071280|GO:0048471|GO:0035924|GO:0005737|GO:0042117|GO:0030224|GO:0008270|GO:0005634|GO:0071276|GO:0045926. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140943_PI4300481709.01829E-05 8.224014227 8.224014227 up 6.917885212 6.539824081 6.640683295 P P P 3.505765112 3.930743802 3.528611615 A A A LNCV6_140943_PI430048170mRNA GAGGCCAGTTCCTTGGAGGGACATGACTAATTTATCGATTTTTATCAATTTTTATCAGTTNM_020530 RefSeq chr22 - 30262829 30266840 OSM oncostatin M 5008 GO:0042506|GO:0008284|GO:0008285|GO:0042503|GO:0009408|GO:0008283|GO:0042508|GO:2001235|GO:0050731|GO:0005615|GO:0046888|GO:0033138|GO:0006955|GO:0002675|GO:0045944|GO:0051781|GO:0005147|GO:0007275|GO:0005125|GO:0038165|GO:0007422|GO:0043410|GO:0008083|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127538_PI4300481700.000463389 3.099512117 3.099512117 up 6.844234674 6.91476143 6.845227896 P P P 5.255982999 5.330715902 5.114226108 P P P LNCV6_127538_PI430048170mRNA TTCTGGGGCTTAGTCGAATCAGCTTTGTAATGTTATGGGACAAAAATCAATTATCTCATTNM_144676 RefSeq chr16 - 69343245 69351809 TMED6 transmembrane emp24 protein transport domain containing 6146456 GO:0006810|GO:0005789|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139461_PI4300481700.008207625 2.072847642 2.072847642 up 5.391024429 5.822352049 5.693232175 P P P 4.614632604 4.662141967 4.503716359 P A A LNCV6_139461_PI430048170mRNA GGCTGTAAAGTAAGTGTAAGGTCCACATCCTTGGGGAAGTAGTTAAATAAAATAGTTATGNM_000273 RefSeq chrX - 9725412 9765965 GPR143 G protein-coupled receptor 1434935 GO:0005515|GO:0033162|GO:0072544|GO:0072545|GO:0006726|GO:0035584|GO:0005886|GO:0032438|GO:0032400|GO:0005765|GO:0032402|GO:0005737|GO:0016324|GO:0007218|GO:0050848|GO:0042470|GO:0005794|GO:0004930|GO:0048015|GO:0035240|GO:0007165|GO:0016020|GO:0007186|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127781_PI4300481708.16594E-05 2.22318302 2.22318302 up 11.50744226 11.34366774 11.48320579 P P P 10.2087871 10.34404785 10.3252691 P P P LNCV6_127781_PI430048170mRNA GTACATCTTGTTTGTAGCACACTTGAGTTTGTGTATTCCATTGACATCAAATGTGACAATNM_018645 RefSeq chr2 - 238238266 238240124 HES6 hes family bHLH transcription factor 6%2C transcript variant 155502 GO:0003712|GO:0005667|GO:0006355|GO:0003700|GO:0006357|GO:0046983|GO:0005634|GO:0003677|GO:0030154|GO:0006351|GO:0008134|GO:0007399. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_132040_PI4300481700.00814709 2.115095657 2.115095657 up 7.115962831 7.343873839 7.350916646 P P P 5.878790969 6.2723659 6.382490421 P P P LNCV6_132040_PI430048170mRNA GTGTAAAGAAAGTGAAAACCCTATTAATATCTGCTCACATCAACTCAACATCAGAGTTCANM_001277403 RefSeq chr19 + 23116974 23147212 ZNF730 zinc finger protein 730100129543 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_133837_PI4300481700.002301069 5.008163508 5.008163508 up 9.906012839 9.977184456 9.921827799 P P P 7.41153189 7.548685787 7.839365793 P P P LNCV6_133837_PI430048170mRNA TAAAGTCTTTAGATGTTCTTCACAACTTCAAGTGCATGGAAGGGCTCACTGCATAGACACNM_001080411 RefSeq chr19 - 12014716 12035741 ZNF433 zinc finger protein 433163059 GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_95119_PI430048170 0.001185621 2.09358627 2.09358627 up 13.67526554 13.40975689 13.55366809 P P P 12.53862804 12.50383228 12.40731916 P P P LNCV6_95119_PI430048170mRNA GCCTTATCTAAATCACCAGAGACCAAACAAGGACTAATCCAATACCTCTTGGATTTTATTNM_000270 RefSeq chr14 + 20469378 20478006 PNP purine nucleoside phosphorylase4860 GO:0046638|GO:0004731|GO:0034356|GO:0044281|GO:0005829|GO:0005622|GO:0006955|GO:0006195|GO:0005737|GO:0001882|GO:0008144|GO:0042102|GO:0043101|GO:0002060|GO:0005856|GO:0070062|GO:0070970|GO:0042493|GO:0055086|GO:0006738|GO:0034418|GO:0006148|GO:0006139|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136744_PI4300481700.008227132 2.171474159 2.171474159 up 7.036170132 7.189497116 7.479464884 P P P 6.055688647 6.122483121 6.202760918 P P P LNCV6_136744_PI430048170mRNA CACCTATGCACTCCCACTCCAACCCTTCTGAGTGAATAAAGCACAAAGAAACGCAAAAAANM_001243212 RefSeq chr19 - 38908979 38912158 CCER2 coiled-coil glutamate-rich protein 2643669 GO:0005576 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136413_PI4300481700.006341564 2.358908415 2.358908415 up 5.782864315 5.72165706 5.641114485 P P P 4.469005507 4.689811375 4.241172439 P A A LNCV6_136413_PI430048170mRNA CAAGTACCCTACCTGTATGAGCCTCTTCATTTAGCTAATAAAAAGTCTAAGCAATAAGAANM_152467 RefSeq chr17 + 41837790 41848347 KLHL10 kelch-like family member 10317719 GO:0009566|GO:0000902|GO:0005737|GO:0048873|GO:0016567|GO:0007286|GO:0048808|GO:0008584. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_41248_PI430048170 0.003726655 2.224964285 2.224964285 up 6.483276211 6.485681128 6.810933152 P P P 5.368284344 5.447502828 5.523774999 P P P LNCV6_41248_PI430048170mRNA CAGAGCTGGAATTGTGTGGGGTTTAGTGCTAAATACTTCAATAAAGTCTGTTTTTTGTGANM_001142569 RefSeq chr1 + 200894820 200915736 C1orf106 chromosome 1 open reading frame 106%2C transcript variant 255765 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135467_PI4300481700.00017396 3.277947726 3.277947726 up 12.64766854 12.54280038 12.48252673 P P P 10.70369554 10.84870678 10.97439607 P P P LNCV6_135467_PI430048170mRNA TGACTTCTCTGATCTGTCTTGGTCGTTTGTGTTATAAAACCAAAGTTCTCTACAGACTTTNM_001190468 RefSeq chr5 - 37812676 37835827 GDNF glial cell derived neurotrophic factor%2C transcript variant 32668 GO:0001656|GO:0008344|GO:0001658|GO:0001755|GO:0001759|GO:0060676|GO:0031175|GO:0042803|GO:0051584|GO:0043524|GO:0007411|GO:0045944|GO:2001240|GO:0001941|GO:0048255|GO:0090190|GO:0043066|GO:0005102|GO:0072107|GO:0005576|GO:0060688|GO:0030432|GO:0072108|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142339_PI4300481700.024989871 3.308185249 3.308185249 up 6.227932155 6.467985899 6.150121833 P P P 4.047920329 4.265524411 5.133807694 A A P LNCV6_142339_PI430048170mRNA GGCTAGAAAAGAATGTAATCTGATATGGAAGGATAGCAGCTTCTAATTTTCAATCATCTGNM_018423 RefSeq chr12 - 10618938 10674292 STYK1 serine/threonine/tyrosine kinase 155359 GO:0005515|GO:0005886|GO:0045087|GO:0042127|GO:0005102|GO:0016021|GO:0038083|GO:0007169|GO:0005524|GO:0004715|GO:0030154|GO:0031234. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_143052_PI4300481700.017122969 0.469192893 2.131319581 down 4.503264872 4.913161407 4.838171735 P P P 5.417501895 6.078314686 5.982063525 P P P LNCV6_143052_PI430048170mRNA GAAGTGCTCTTTTTATGCTTTCTGGAGATGTTACTGTTAAATGTCTTTCTACATCAGGCTNM_173485 RefSeq chr20 + 52972406 53495330 TSHZ2 teashirt zinc finger homeobox 2%2C transcript variant 1128553 GO:0006355|GO:0007275|GO:0005634|GO:0003677|GO:0046872|GO:0006351. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135446_PI4300481700.00062878 0.477629685 2.093672214 down 9.774468347 9.866885214 9.934612992 P P P 10.95254798 10.89461961 10.93077885 P P P LNCV6_135446_PI430048170mRNA GTGTAATCTACTTGACATCATTTTACTCTTGGAATAGTGGGTGGATAGCAAGTATATTCTNM_001166691 RefSeq chr6 + 80004604 80042527 TTK TTK protein kinase%2C transcript variant 27272 GO:0005515|GO:0007094|GO:0008284|GO:0005819|GO:0010862|GO:0018108|GO:0005524|GO:0051304|GO:0016020|GO:0004674|GO:0004712|GO:0004713|GO:0007051|GO:0007052. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135795_PI4300481700.009083358 7.142742308 7.142742308 up 7.132503328 7.071748192 7.239213759 P P P 3.767903876 4.184082684 4.798594146 A A A LNCV6_135795_PI430048170mRNA CTCATGCTTGCAAAACTAGAGACCCCTAAGGCAGAACTGAGAATAAACATGTTTACTTTGNM_004816 RefSeq chr9 + 69329324 69392454 FAM189A2 family with sequence similarity 189%2C member A2%2C transcript variant 19413 GO:0008150|GO:0003674|GO:0016021|GO:0005575. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_142761_PI4300481700.000128018 4.610860797 4.610860797 up 10.25265538 10.20989805 10.12118528 P P P 7.857983172 7.98289359 8.119031195 P P P LNCV6_142761_PI430048170mRNA CAAATTTGGATTCTGTCCCAGGCCTTACTGTAAAACTAGGGGATTGCCTTTCCATATCTGNM_001969 RefSeq chr14 + 103334001 103345024 EIF5 eukaryotic translation initiation factor 5%2C transcript variant 11983 GO:0010467|GO:0005737|GO:0005886|GO:0006446|GO:0003924|GO:0003743|GO:0005525|GO:0044267|GO:0006412|GO:0008135|GO:0006413|GO:0005829. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135639_PI4300481700.005219629 7.715324642 7.715324642 up 5.786826818 5.924024922 5.681309215 P P P 2.336199014 3.258674944 2.818786903 A A A LNCV6_135639_PI430048170mRNA CTCTTTCTCTGCTGTTGCAAATACATGGATAACACCGTTAATTCCATGTGTTTTCATAATNM_207007 RefSeq chr17_KI270909v1_alt+ 165044 167015 CCL4L1 chemokine (C-C motif) ligand 4-like 1%2C transcript variant CCL4LNA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138176_PI4300481700.010392935 3.85595277 3.85595277 up 7.736125994 6.70377542 7.293094085 P P P 5.784656742 4.73151355 5.3683677 P A P LNCV6_138176_PI430048170mRNA CTGTGTTGAATTACGGAATAATGAGTTAGAACTATTAAAACAGCCAAAACTCCACAGTCANM_000584 RefSeq chr4 + 73740505 73743716 CXCL8 chemokine (C-X-C motif) ligand 83576 GO:0005515|GO:0034976|GO:0005153|GO:0008285|GO:0019722|GO:0002237|GO:0006928|GO:0005615|GO:0030155|GO:0030968|GO:0045091|GO:0031623|GO:0035556|GO:0006955|GO:0006954|GO:0006935|GO:0071356|GO:0007050|GO:0008009|GO:0070098|GO:0045744|GO:0030593|GO:0005576|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_141446_PI4300481700.005929246 2.535800832 2.535800832 up 6.4225996 6.282040123 6.388405569 P P P 5.211645506 4.752440505 5.06788068 P P P LNCV6_141446_PI430048170mRNA GTTGCCACCTGTTAAAATGTACACTGGATATGTTGTTAAACACGTGTCTATAATGGAAACNM_000596 RefSeq chr7 + 45888359 45893668 IGFBP1 insulin-like growth factor binding protein 13484 GO:0008286|GO:0030307|GO:0031994|GO:0031995|GO:0005576|GO:0042246|GO:0005615|GO:0030968|GO:0007165|GO:0043567|GO:0006987|GO:0044267|GO:0005520. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_128936_PI4300481700.009891287 2.159655285 2.159655285 up 7.977951498 8.010747862 8.013576897 P P P 6.65757408 7.042322584 6.94316748 P P P LNCV6_128936_PI430048170mRNA AGCGAGCACATGAGGAAGCTGAGTCTTTCACCAATAAACAGTTGTGGTTTGTCTAAAAAANM_021147 RefSeq chr5 - 55231152 55233717 CCNO cyclin O%2C transcript variant 110309 GO:0004844|GO:0042384|GO:0007049|GO:0005737|GO:0042493|GO:0006284|GO:0005654|GO:0051301. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139291_PI4300481700.002122524 3.042548435 3.042548435 up 7.123981689 7.046230747 7.138840744 P P P 5.547858095 5.629561303 5.297077058 P P P LNCV6_139291_PI430048170mRNA GAACACTTTCAGGACTTTTTAGCCAGTTTGCCTTTCTTGAAAAATGTTATGTTTTCAGCANM_017413 RefSeq chrX - 129645258 129654956 APLN apelin 8862 GO:0007165|GO:0006955|GO:0001664|GO:0007595|GO:0005179|GO:0023052|GO:0005102|GO:0005576|GO:0005615|GO:0031704. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137012_PI4300481700.000210561 3.034961276 3.034961276 up 5.829045979 6.115961722 5.898131386 P P P 4.223980186 4.407938798 4.413987331 A A A LNCV6_137012_PI430048170mRNA AGACATTGGCCAACTCTTTCAAAGTCTTTCTTTTTCCACGTGCTTCTTATTTTAAGCGAANM_207627 RefSeq chr21 + 42199688 42297244 ABCG1 ATP-binding cassette%2C sub-family G (WHITE)%2C member 1%2C transcript variant 59619 GO:0005515|GO:0019534|GO:0005886|GO:0033993|GO:0017127|GO:0010872|GO:0044281|GO:0042803|GO:0010875|GO:0043231|GO:0005739|GO:0005543|GO:0015485|GO:0046983|GO:0009720|GO:0008203|GO:0042987|GO:0042632|GO:0033344|GO:0006355|GO:0005794|GO:0010033|GO:0046982|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_65687_PI430048170 0.000455944 0.390461898 2.561069352 down 8.325783201 8.43065549 8.425610711 P P P 9.611181665 9.825463251 9.808376308 P P P LNCV6_65687_PI430048170mRNA TCCTTTCAGTGTTCAACCTGGCTGAGGCTGTGGATGTCTGTGAGAGCCATGCCCAGTGTCNM_138370 RefSeq chr2 + 42048020 42058528 PKDCC protein kinase domain containing%2C cytoplasmic91461 GO:0005794|GO:0030501|GO:0048286|GO:0042997|GO:0005576|GO:0018108|GO:0048566|GO:0030282|GO:0015031|GO:0005524|GO:0030154|GO:0001501|GO:0004672|GO:0035264|GO:0060021|GO:0032332|GO:0004715. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127609_PI4300481700.001056823 3.173826166 3.173826166 up 6.853386622 6.674663931 6.532660005 P P P 4.861721511 4.888171333 5.289186668 P P P LNCV6_127609_PI430048170mRNA GACCAGGAAATCACTTGTATTTTGTTAGCCAATAAATTCCTAGCCAGTGTTGAATGAAAANM_020683 RefSeq chr1 - 111483347 111504121 TMIGD3 transmembrane and immunoglobulin domain containing 3%2C transcript variant 157413 GO:0005886|GO:0016021. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140973_PI4300481700.001443635 3.317902802 3.317902802 up 5.751122949 6.133892065 6.074359287 P P P 3.974441053 4.231669587 4.536148869 A A A LNCV6_140973_PI430048170mRNA CAGCTTTGGCATGACTGTTTGTCTCGAAAACCAATAAACTCAAAGTTTAGAAAAACTCAANM_173076 RefSeq chr2 - 214931541 215138428 ABCA12 ATP-binding cassette%2C sub-family A (ABC1)%2C member 12%2C transcript variant 126154 GO:0005515|GO:0097209|GO:0005886|GO:0005743|GO:0031424|GO:0061436|GO:0010875|GO:0005829|GO:0045055|GO:0005737|GO:0034191|GO:2000010|GO:0043129|GO:0019725|GO:0035627|GO:0048286|GO:0005102|GO:0055088|GO:0005524|GO:0072659|GO:0033700|GO:0034040|GO:0008152|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129050_PI4300481700.005272976 2.107640653 2.107640653 up 6.062615726 5.88810203 5.902783815 P P P 4.630590398 5.045172964 4.926478734 P P P LNCV6_129050_PI430048170mRNA TGACTGTTTCCAGAGTGCTTATAATATACATAACTCCCTGGAAATAACTGAGCACTTTGANM_006186 RefSeq chr2 - 156324431 156332775 NR4A2 nuclear receptor subfamily 4%2C group A%2C member 24929 GO:0005515|GO:0008344|GO:0010467|GO:0021986|GO:0006367|GO:0003707|GO:0016265|GO:0005634|GO:0009791|GO:0042053|GO:0042416|GO:0043576|GO:0043524|GO:0005737|GO:0010035|GO:0045944|GO:0031668|GO:0043401|GO:0004879|GO:0001666|GO:0046982|GO:0042551|GO:0021952|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_144934_PI4300481700.003981201 3.398740322 3.398740322 up 7.21414521 7.133579451 6.977663255 P P P 4.993708021 5.564216827 5.423206245 P P P LNCV6_144934_PI430048170mRNA TCGCTACAGTAAGGACCTGAAGTGACTTTGAGAAATTCACCCTCACAAACCTTCCTTCAGNM_022135 RefSeq chr3 - 119642051 119660590 POPDC2 popeye domain containing 264091 GO:0008150|GO:0003674|GO:0030552|GO:0002027|GO:0042391|GO:0016021|GO:0060931. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_129680_PI4300481700.014300155 2.084066934 2.084066934 up 6.757342958 6.431300663 6.335846764 P P P 5.073562627 5.746881974 5.482307386 P P P LNCV6_129680_PI430048170mRNA CCTATAAGACAGTTTAAAGTGAGACCTGGAAAAACATTTGCTTTACCTTGAATAGATAGGNM_002098 RefSeq chr6 - 42183283 42194956 GUCA1B guanylate cyclase activator 1B (retina)2979 GO:0007589|GO:0001917|GO:0007603|GO:0005509|GO:0007267|GO:0031284|GO:0022400|GO:0007168|GO:0007601|GO:0016056|GO:0008048. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_123979_PI4300481700.031387478 0.402018732 2.487446281 down 6.347093236 6.438095005 6.485346478 P P P 7.248348871 7.770668517 8.080133717 P P P LNCV6_123979_PI430048170mRNA GCAAACGCTGGAAGCTGCTCAAAGACAGCGACAAGATCCCTTTCATTCGAGAGGCGGAGCNM_003107 RefSeq chr6 + 21593740 21598618 SOX4 SRY (sex determining region Y)-box 46659 GO:0005515|GO:0003289|GO:0003700|GO:0006366|GO:0090263|GO:0003183|GO:0007507|GO:0060993|GO:0060548|GO:0002328|GO:0032024|GO:0031397|GO:0006977|GO:0000976|GO:0001105|GO:0046982|GO:0048485|GO:0001841|GO:0001501|GO:0021782|GO:0060174|GO:2000761|GO:0005654|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_134164_PI4300481700.000780538 0.347302746 2.879332257 down 7.689538425 7.897222069 7.836043936 P P P 9.121351982 9.466847393 9.396997224 P P P LNCV6_134164_PI430048170mRNA GCATTGGAGAACTTTAACTTGAACATTCTCATCGATACTTCCTGGACATATTTTGTGTTTNM_001290268 RefSeq chr20 - 50586109 50691530 FAM65C family with sequence similarity 65%2C member C%2C transcript variant 2140876 NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136521_PI4300481700.008907377 3.806010256 3.806010256 up 5.587083156 5.876504586 5.622902734 P P P 3.275131092 3.787110622 4.131598127 A A A LNCV6_136521_PI430048170mRNA CTAGATTGGATGTGTGTGTTCTAAGAAGTTGTCATAAATAAAACCTGAATGACCAATGTCNM_001252100 RefSeq chr1 - 200969385 201023700 KIF21B kinesin family member 21B%2C transcript variant 123046 GO:0008017|GO:0005871|GO:0005737|GO:0008152|GO:0005874|GO:0003777|GO:0016887|GO:0005524|GO:0007018. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_140856_PI4300481700.001654197 2.185445801 2.185445801 up 11.13770982 11.19514066 11.1260192 P P P 9.891492427 10.06402748 10.11135906 P P P LNCV6_140856_PI430048170mRNA AGGGGCAAAACTCTCCTCGTGGGTCTTCATACCTAATAAAAGTCGGCATCAAACCACAAANM_014771 RefSeq chr16 + 30761611 30776307 RNF40 ring finger protein 40%2C E3 ubiquitin protein ligase%2C transcript variant 19810 GO:0005515|GO:0043005|GO:0006511|GO:0004842|GO:0033523|GO:0033503|GO:0016874|GO:0000151|GO:0005634|GO:0032403|GO:0042803|GO:0016020|GO:0005654|GO:0008270|GO:0017075|GO:0010390|GO:0031625. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131124_PI4300481700.018991495 2.606833711 2.606833711 up 7.492947393 7.188268541 7.127998275 P P P 5.363531647 6.246490431 5.945104768 P P P LNCV6_131124_PI430048170mRNA GGGTCACAGAGGCCAAATGTGAGAGCATTGAATAAATATCTTAAGCTAAGCTGCAAAAAANM_003890 RefSeq chr19 - 39863322 39934626 FCGBP Fc fragment of IgG binding protein8857 GO:0005515|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_137556_PI4300481700.000229064 0.409675801 2.440954526 down 10.10314301 10.27990884 10.35460441 P P P 11.42373818 11.63217709 11.54791922 P P P LNCV6_137556_PI430048170mRNA CCTACCTTTGTACTTCAAACTCATGGAAGGATAACCACCTTCATGTTTTGAAATAAATGTNM_001001418 RefSeq chr17_KI270909v1_alt- 207819 218757 TBC1D3C TBC1 domain family%2C member 3C414060 GO:0005886|GO:0032851|GO:0005097. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138714_PI4300481700.004804849 4.123640713 4.123640713 up 4.286793194 5.023087058 5.07537974 P P P 2.794730989 3.168429541 2.282555453 A A A LNCV6_138714_PI430048170mRNA GGAGGCTTTTGCTGGGATGAATGTTTTTATAGGGTTTTTGTTGTAACATAAGCTATTTTCNM_001039775 RefSeq chr1 - 26321858 26354130 AIM1L absent in melanoma 1-like55057 GO:0030246 . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_139555_PI4300481700.000831164 2.024999428 2.024999428 up 6.070639488 5.95557641 5.796649361 P P P 4.773873019 4.947876593 5.047244341 P P P LNCV6_139555_PI430048170mRNA CATGGCTACCCTTCACTTTTGGAGGGAGTTTTAAGTGATACAGATCTTTTTGCCAAGCAANM_001278082 RefSeq chr5 - 151769792 151771508 LOC100652758 uncharacterized LOC100652758NA NA . . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_131010_PI4300481708.63694E-05 5.714839895 5.714839895 up 10.03555869 9.776875397 9.761944097 P P P 7.246379899 7.424097127 7.370764988 P P P LNCV6_131010_PI430048170mRNA GAGTCAGAAATGTTGCCAGAAAAAGTATCTCCTCCAACCAAAACATCTCAATAAAACCATNM_032464 RefSeq chr7 + 74209756 74229834 LAT2 linker for activation of T cells family%2C member 2%2C transcript variant 17462 GO:0005515|GO:0050853|GO:0043303|GO:0019722|GO:0005886|GO:0042629|GO:0035556|GO:0042113|GO:0045087|GO:0045121|GO:0016021|GO:0042169|GO:0038095|GO:0070062. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_127777_PI4300481700.002745474 2.568213182 2.568213182 up 5.605969099 6.047771934 5.826130448 P P P 4.247328924 4.372491666 4.760666729 A A A LNCV6_127777_PI430048170mRNA AGTGAGGATAAAGACTGGGCTGCCAAGGAGGACTCCTCATAAACATTGACAAATTGCTCTNM_019089 RefSeq chr1 - 6415233 6419919 HES2 hes family bHLH transcription factor 254626 GO:0003690|GO:0046983|GO:0005634|GO:0045892|GO:0006351|GO:0008134. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_138865_PI4300481700.003920916 6.540188856 6.540188856 up 10.71562215 10.74510537 10.67157836 P P P 7.63985016 8.044430368 8.254940022 P P P LNCV6_138865_PI430048170mRNA GTTCTCTTCTTTTGGGGAGAACGTAGAGTCTCACTCTAGATGTTTTATGTATTATATCTANM_004364 RefSeq chr19 - 33299933 33302564 CEBPA CCAAT/enhancer binding protein (C/EBP)%2C alpha%2C transcript variant 11050 GO:0005515|GO:0003700|GO:0008285|GO:0044212|GO:0006366|GO:0030324|GO:0003705|GO:0031100|GO:0019221|GO:0005634|GO:0006091|GO:0032403|GO:0042803|GO:0016363|GO:0045944|GO:0045945|GO:0035189|GO:0016032|GO:0030099|GO:0030225|GO:0048469|GO:0008203|GO:0071285|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_80106_PI430048170 0.007631777 0.470728896 2.124365018 down 7.599563405 7.740800991 7.740586831 P P P 8.521456948 8.946835965 8.844952861 P P P LNCV6_80106_PI430048170mRNA TACAGACCATGCACATGAACCACTGGACGCTGGGGTATCCCAATGTGCACGAGATCACCCNM_001286841 RefSeq chr8 + 98944402 98952104 OSR2 odd-skipped related transciption factor 2%2C transcript variant 3116039 GO:0001656|GO:0008284|GO:0033687|GO:0048793|GO:0005634|GO:0048704|GO:0009790|GO:0030154|GO:0046872|GO:0036023|GO:0002062|GO:0061029|GO:0045944|GO:0042476|GO:0060021|GO:0042474|GO:0050679|GO:0030501|GO:0072498|GO:0001823|GO:2000543|GO:0000122|GO:0010628|GO. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_135156_PI4300481700.017164415 3.70710404 3.70710404 up 6.389047418 6.188653623 6.40488533 P P P 3.839643376 4.828142325 4.48658996 A P A LNCV6_135156_PI430048170mRNA GGGGGGAGGTTCCCTTGGATTAAGGTTCCAAATAAAGCACATGGTTTCCAGAGCAAAAAANM_022467 RefSeq chr19 + 33684527 33773509 CHST8 carbohydrate (N-acetylgalactosamine 4-0) sulfotransferase 8%2C transcript variant 364377 GO:0016051|GO:0006790|GO:0000139|GO:0042446|GO:0001537|GO:0016021|GO:0007417|GO:0030166. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA
LNCV6_136507_PI4300481700.002549685 2.388819001 2.388819001 up 5.822305391 5.974688112 5.79849958 P P P 4.780561201 4.636605771 4.389009633 P A A LNCV6_136507_PI430048170mRNA GGGCCGTGGTAGACTCATAGTTCCTCTTGTTCTTTATTAAATTCATCCTGCTAATTAGATNM_015163 RefSeq chr14 - 50975262 51095704 TRIM9 tripartite motif containing 9%2C transcript variant 1114088 GO:0004842|GO:0016567|GO:0030054|GO:0016874|GO:0016079|GO:0030425|GO:0042803|GO:0008021|GO:0035544|GO:0005737|GO:0045955|GO:0000149|GO:0043161|GO:0008270|GO:0005856. . - . NA NA NA NA NA NA NA NA NA NA NA NA NA


