
Table S1. Lung genes (n=908) significantly different between wild-type (Gsr -WT) and glutathione reductase-deficient (Gsr -KO) mouse embryos at E19 (moderated t-test, p < 0.01).
Blue(-): fold lower in Gsr -KO. Red : fold higher in Gsr -KO.
[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
905.6041 27.324503 0.0090494 NM_029562///XM_006521524-32.87 Cyp2d26 cytochrome P450, family 2, subfamily d, polypeptide 26 0006805 // xenobiotic metabolic process // not recorded///0007565 // female pregnancy // inferred from electronic annotation///0019369 // arachidonic acid metabolic process // not recorded///0042493 // response to drug // not recorded///0042738 // exogenous drug catabolic process // not recorded///0055114 // oxidation-reduction process // not recorded
1424.7395 53.878025 0.0089693 NM_001039555///XM_006527177-25.90 Cyp2c68 cytochrome P450, family 2, subfamily c, polypeptide 68 0006805 // xenobiotic metabolic process // not recorded///0019373 // epoxygenase P450 pathway // not recorded///0042738 // exogenous drug catabolic process // not recorded///0055114 // oxidation-reduction process // not recorded
2265.2947 103.28793 0.0082059 NM_175628///XM_011241322-21.63 A2m alpha-2-macroglobulin 0001869 // negative regulation of complement activation, lectin pathway // not recorded///0007565 // female pregnancy // inferred from electronic annotation///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // not recorded///0048863 // stem cell differentiation // inferred from direct assay
556.89984 28.522108 0.0097449 NM_019775 -19.54 Cpb2 carboxypeptidase B2 (plasma) 0003331 // positive regulation of extracellular matrix constituent secretion // not recorded///0006508 // proteolysis // not recorded///0007596 // blood coagulation // inferred from electronic annotation///0007599 // hemostasis // inferred from electronic annotation///0009408 // response to heat // not recorded///0010757 // negative regulation of plasminogen activation // not recorded///0042493 // response to drug // inferred from electronic annotation///0042730 // fibrinolysis // not recorded///0051918 // negative regulation of fibrinolysis // not recorded///0071333 // cellular response to glucose stimulus // inferred from electronic annotation///0097421 // liver regeneration // inferred from electronic annotation///2000346 // negative regulation of hepatocyte proliferation // not recorded
247.28 13.300347 0.0098942 NM_022884 -18.58 Bhmt2 betaine-homocysteine methyltransferase 2 0009086 // methionine biosynthetic process // not recorded///0032259 // methylation // inferred from electronic annotation///0033477 // S-methylmethionine metabolic process // not recorded///0033528 // S-methylmethionine cycle // not recorded///0046500 // S-adenosylmethionine metabolic process // not recorded///0071267 // L-methionine salvage // not recorded
467.52148 25.764864 0.0089772 NM_001304800///NM_008293///XM_006501035///XM_006501036-18.34 Hsd3b1 hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 1 0006694 // steroid biosynthetic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
445.74228 28.955765 0.0097449 NM_001277944///NM_001309795///NM_001309799-15.45 Apoc2///Apoc4-apoc2 apolipoprotein C-II///Apoc4-Apoc2 readthrough 0006629 // lipid metabolic process // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0010518 // positive regulation of phospholipase activity // not recorded///0010898 // positive regulation of triglyceride catabolic process // not recorded///0010916 // negative regulation of very-low-density lipoprotein particle clearance // not recorded///0016042 // lipid catabolic process // inferred from electronic annotation///0032375 // negative regulation of cholesterol transport // not recorded///0033344 // cholesterol efflux // not recorded///0033700 // phospholipid efflux // not recorded///0034382 // chylomicron remnant clearance // not recorded///0034384 // high-density lipoprotein particle clearance // not recorded///0042493 // response to drug // inferred from electronic annotation///0042953 // lipoprotein transport // not recorded///0043086 // negative regulation of catalytic activity // not r
2766.6523 174.52327 0.0098942 NM_010168///XM_011239288-15.31 F2 coagulation factor II 0001934 // positive regulation of protein phosphorylation // not recorded///0006508 // proteolysis // inferred from electronic annotation///0006953 // acute-phase response // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // not recorded///0007596 // blood coagulation // not recorded///0007599 // hemostasis // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // inferred from genetic interaction///0008360 // regulation of cell shape // inferred from genetic interaction///0009611 // response to wounding // not recorded///0010468 // regulation of gene expression // inferred from direct assay///0014068 // positive regulation of phosphatidylinositol 3-kinase signaling // inferred from genetic interaction///0014854 // response to inactivity // inferred from electronic annotation///0030168 // platelet activation // inferred from direct assay///0030168 // platelet activation // not recorded///0030194 // positive regulation of blood co
218.12827 17.254292 0.0089693 NM_009244///NM_009247///XM_006543029///XM_011251483-12.92 Serpina1b///Serpina1e serine (or cysteine) preptidase inhibitor, clade A, member 1B///serine (or cysteine) peptidase inhibitor, clade A, member 1E0001701 // in utero embryonic development // inferred from mutant phenotype///0006487 // protein N-linked glycosylation // inferred from direct assay///0006953 // acute-phase response // inferred from electronic annotation///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // not recorded///0034097 // response to cytokine // inferred from direct assay///0043434 // response to peptide hormone // inferred from direct assay
167.1455 13.147254 0.0099958 NM_009467 -12.76 Ugt2b5 UDP glucuronosyltransferase 2 family, polypeptide B5 0008152 // metabolic process // inferred from electronic annotation///0009813 // flavonoid biosynthetic process // not recorded///0032870 // cellular response to hormone stimulus // not recorded///0052696 // flavonoid glucuronidation // not recorded
140.85959 13.687359 0.0096679 -10.27 AI195470 expressed sequence AI195470
515.03235 54.43274 0.008843 NM_133653///XM_006518450-9.57 Mat1a methionine adenosyltransferase I, alpha 0006556 // S-adenosylmethionine biosynthetic process // not recorded///0006730 // one-carbon metabolic process // inferred from electronic annotation///0051260 // protein homooligomerization // not recorded///0051262 // protein tetramerization // not recorded///0051289 // protein homotetramerization // not recorded
203.04868 22.982317 0.009631 NM_007618 -8.96 Serpina6 serine (or cysteine) peptidase inhibitor, clade A, member 6 0006810 // transport // inferred from electronic annotation///0008211 // glucocorticoid metabolic process // inferred from mutant phenotype///0010951 // negative regulation of endopeptidase activity // not recorded
399.35556 45.383698 0.0086932 NM_001109045///NM_007474-8.94 Aqp8 aquaporin 8 0006810 // transport // inferred from electronic annotation///0006833 // water transport // inferred from mutant phenotype///0006833 // water transport // not recorded///0009992 // cellular water homeostasis // not recorded///0015722 // canalicular bile acid transport // not recorded///0015793 // glycerol transport // ---///0034220 // ion transmembrane transport // not recorded///0071320 // cellular response to cAMP // inferred from electronic annotation
911.0561 105.31718 0.0096878 NM_008878 -8.59 Serpinf2 serine (or cysteine) peptidase inhibitor, clade F, member 2 0002034 // regulation of blood vessel size by renin-angiotensin // inferred from mutant phenotype///0006953 // acute-phase response // inferred from electronic annotation///0010033 // response to organic substance // inferred from electronic annotation///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010757 // negative regulation of plasminogen activation // not recorded///0010951 // negative regulation of endopeptidase activity // not recorded///0030199 // collagen fibril organization // inferred from mutant phenotype///0032967 // positive regulation of collagen biosynthetic process // inferred from mutant phenotype///0032967 // positive regulation of collagen biosynthetic process // not recorded///0045597 // positive regulation of cell differentiation // inferred from mutant phenotype///0045597 // positive regulation of cell differentiation // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from mutant
654.0267 76.74889 0.0090057 NM_018816 -8.42 Apom apolipoprotein M 0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0009749 // response to glucose // inferred from electronic annotation///0033344 // cholesterol efflux // inferred from mutant phenotype///0033344 // cholesterol efflux // not recorded///0034375 // high-density lipoprotein particle remodeling // inferred from mutant phenotype///0034375 // high-density lipoprotein particle remodeling // not recorded///0034380 // high-density lipoprotein particle assembly // inferred from mutant phenotype///0034384 // high-density lipoprotein particle clearance // inferred from mutant phenotype///0034445 // negative regulation of plasma lipoprotein particle oxidation // inferred from direct assay///0034445 // negative regulation of plasma lipoprotein particle oxidation // not recorded///0042157 // lipoprotein metabolic process // inferred from mutant phenotype///0043691 // reverse cholesterol transport // inferred from mutant phenotype
176.56389 21.89735 0.0085929 NM_001291131///NM_001291132///NM_009714-8.14 Asgr1 asialoglycoprotein receptor 1 0006897 // endocytosis // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // not recorded///0031668 // cellular response to extracellular stimulus // inferred from direct assay
238.05107 30.172365 0.0067139 NM_008290///XM_006530703-7.98 Hsd17b2 hydroxysteroid (17-beta) dehydrogenase 2 0001701 // in utero embryonic development // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0006629 // lipid metabolic process // inferred from electronic annotation///0006694 // steroid biosynthetic process // inferred from electronic annotation///0006702 // androgen biosynthetic process // not recorded///0006703 // estrogen biosynthetic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0032526 // response to retinoic acid // not recorded///0055114 // oxidation-reduction process // inferred from electronic annotation
167.2239 21.232779 0.0017344 NM_205769 -7.76 Crh corticotropin releasing hormone 0001934 // positive regulation of protein phosphorylation // not recorded///0001963 // synaptic transmission, dopaminergic // not recorded///0006704 // glucocorticoid biosynthetic process // inferred from mutant phenotype///0006954 // inflammatory response // inferred from mutant phenotype///0006954 // inflammatory response // not recorded///0007565 // female pregnancy // not recorded///0007611 // learning or memory // not recorded///0008202 // steroid metabolic process // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0008306 // associative learning // not recorded///0008628 // hormone-mediated apoptotic signaling pathway // not recorded///0010628 // positive regulation of gene expression // not recorded///0010629 // negative regulation of gene expression // not recorded///0010700 // negative regulation of norepinephrine secretion // not recorded///0010942 // positive regulation of cell death // not recorded///0014062 // regulation of serotonin se
296.46375 39.088787 7.20E-05 NM_001111143 -7.60 Cym chymosin 0006508 // proteolysis // not recorded///0030163 // protein catabolic process // not recorded
797.0761 116.83812 1.35E-05 NM_010344 -6.80 Gsr glutathione reductase 0006749 // glutathione metabolic process // inferred by curator///0006749 // glutathione metabolic process // not recorded///0007283 // spermatogenesis // not recorded///0045454 // cell redox homeostasis // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
115.41196 18.958382 0.0095588 NM_010001 -6.08 Cyp2c37 cytochrome P450, family 2. subfamily c, polypeptide 37 0006805 // xenobiotic metabolic process // not recorded///0019373 // epoxygenase P450 pathway // not recorded///0042738 // exogenous drug catabolic process // not recorded///0055114 // oxidation-reduction process // not recorded
382.43787 65.28365 0.0089693 NM_032540///XM_006506057///XM_006506058///XM_006506059///XM_011241331///XR_377447///XR_377448///XR_377449-5.93 Kel Kell blood group 0006508 // proteolysis // inferred from electronic annotation///0006874 // cellular calcium ion homeostasis // inferred from genetic interaction///0008361 // regulation of cell size // inferred from genetic interaction///0010961 // cellular magnesium ion homeostasis // inferred from genetic interaction///0031133 // regulation of axon diameter // inferred from genetic interaction///0042552 // myelination // inferred from mutant phenotype///0048741 // skeletal muscle fiber development // inferred from genetic interaction///1901380 // negative regulation of potassium ion transmembrane transport // inferred from genetic interaction
278.97556 51.960957 0.0099126 NM_145146 -5.43 Afm afamin 0006810 // transport // inferred from electronic annotation///0051180 // vitamin transport // not recorded
219.14806 41.986256 0.008832 NM_001012306///NM_001161742///NM_001161743///NM_001161744///NM_001161745///NM_013821///NM_153193///XM_006501038///XM_006501041///XM_006501042///XM_011240025///XM_011240026-5.28 Hsd3b2///Hsd3b3///Hsd3b6 hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 2///hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 3///hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 60006694 // steroid biosynthetic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
1808.1936 388.49655 0.0063393 NM_008469 -4.72 Krt15 keratin 15 0098779 // mitophagy in response to mitochondrial depolarization // not recorded
238.20706 51.728527 0.0094153 NM_008243///XM_006511638///XM_006511639///XM_011242855///XM_011242856-4.64 Mst1 macrophage stimulating 1 (hepatocyte growth factor-like) 0006508 // proteolysis // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electronic annotation///0007566 // embryo implantation // inferred from direct assay///0010628 // positive regulation of gene expression // inferred from mutant phenotype///0010758 // regulation of macrophage chemotaxis // inferred from mutant phenotype///0030317 // sperm motility // inferred from electronic annotation///0030879 // mammary gland development // inferred from mutant phenotype///0033601 // positive regulation of mammary gland epithelial cell proliferation // inferred from mutant phenotype///0046425 // regulation of JAK-STAT cascade // inferred from mutant phenotype///0060763 // mammary duct terminal end bud growth // inferred from mutant phenotype///1904036 // negative regulation of epithelial cell apoptotic process // inferred from mutant phenotype
451.3533 102.813614 0.0075335 NM_001122683///NM_175177///XM_011246017-4.40 Bdh1 3-hydroxybutyrate dehydrogenase, type 1 0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // not recorded
540.4503 128.9482 0.008644 NM_008156///XM_011244282-4.22 Gpld1 glycosylphosphatidylinositol specific phospholipase D1 0001503 // ossification // inferred from expression pattern///0002042 // cell migration involved in sprouting angiogenesis // not recorded///0002062 // chondrocyte differentiation // inferred from expression pattern///0002430 // complement receptor mediated signaling pathway // not recorded///0006507 // GPI anchor release // inferred from direct assay///0006507 // GPI anchor release // inferred from genetic interaction///0006507 // GPI anchor release // not recorded///0008285 // negative regulation of cell proliferation // not recorded///0008286 // insulin receptor signaling pathway // not recorded///0009749 // response to glucose // not recorded///0010595 // positive regulation of endothelial cell migration // not recorded///0010694 // positive regulation of alkaline phosphatase activity // inferred from sequence or structural similarity///0010867 // positive regulation of triglyceride biosynthetic process // inferred from direct assay///0010897 // negative regulation of triglyceride catabolic process // inf
14453.229 3323.1257 0.0081374 NM_001177544///NM_178185-4.20 Hist1h2ao///Hist1h2ap histone cluster 1, H2ao///histone cluster 1, H2ap 0006325 // chromatin organization // not recorded///0006342 // chromatin silencing // not recorded///0008285 // negative regulation of cell proliferation // not recorded
292.10898 70.59293 0.0085929 NM_001290011///NM_001290012///NM_001290013///NM_001290014///NM_008819///XM_006532478-4.15 Pemt phosphatidylethanolamine N-methyltransferase 0006629 // lipid metabolic process // inferred from electronic annotation///0006644 // phospholipid metabolic process // inferred from electronic annotation///0006650 // glycerophospholipid metabolic process // not recorded///0006656 // phosphatidylcholine biosynthetic process // not recorded///0006656 // phosphatidylcholine biosynthetic process // inferred from sequence or structural similarity///0007584 // response to nutrient // inferred from electronic annotation///0008285 // negative regulation of cell proliferation // not recorded///0008654 // phospholipid biosynthetic process // inferred from electronic annotation///0032259 // methylation // inferred from electronic annotation///0033273 // response to vitamin // not recorded///0042493 // response to drug // not recorded///0043200 // response to amino acid // inferred from electronic annotation///0045471 // response to ethanol // inferred from electronic annotation///0046498 // S-adenosylhomocysteine metabolic process // not recorded///0046500 // S-aden
309.9616 75.63072 0.009037 NM_133686 -4.13 Qprt quinolinate phosphoribosyltransferase 0009435 // NAD biosynthetic process // not recorded///0019363 // pyridine nucleotide biosynthetic process // inferred from electronic annotation///0034213 // quinolinate catabolic process // not recorded///0046874 // quinolinate metabolic process // not recorded///0051259 // protein oligomerization // not recorded
127.1686 31.112123 0.0096679 NM_153193///XM_006501038///XM_011240025///NM_001012306///NM_001161742///NM_001161743///NM_001161744///NM_001161745///NM_013821///XM_006501041///XM_006501042///XM_011240026-4.12 Hsd3b2///Hsd3b3///Hsd3b6 hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 2///hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 3///hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 60006694 // steroid biosynthetic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
106.652466 27.08468 0.0068697 NM_008260 -4.00 Foxa3 forkhead box A3 0001678 // cellular glucose homeostasis // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from mutant phenotype///0006355 // regulation of transcription, DNA-templated // not recorded///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0007275 // multicellular organismal development // inferred from electronic annotation///0007283 // spermatogenesis // inferred from mutant phenotype///0008285 // negative regulation of cell proliferation // not recorded///0009267 // cellular response to starvation // inferred from mutant phenotype///0009653 // anatomical structure morphogenesis // not recorded///0016568 // chromatin modification // inferred from electronic annotation///0030154 // cell differentiation // not recorded///0031018 // endocrine pancreas development // traceable author statement///0045944 // positive regulation of
293.85028 74.839554 0.0090012 NM_030703///XM_011247407-3.98 Cpn1 carboxypeptidase N, polypeptide 1 0006508 // proteolysis // not recorded///0006518 // peptide metabolic process // ---///0010815 // bradykinin catabolic process // not recorded///0016485 // protein processing // ---///0051384 // response to glucocorticoid // not recorded
269.92487 75.49332 0.0089066 NM_009034 -3.59 Rbp2 retinol binding protein 2, cellular 0001523 // retinoid metabolic process // traceable author statement///0006776 // vitamin A metabolic process // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation
952.7804 282.42905 0.0017344 NM_001291128///NM_001291129///NM_001291130///NM_010923///NM_180960///XM_006498901-3.44 Nnat neuronatin 0007275 // multicellular organismal development // inferred from electronic annotation///0007420 // brain development // inferred from electronic annotation///0009749 // response to glucose // inferred from mutant phenotype///0032024 // positive regulation of insulin secretion // inferred from mutant phenotype///0032880 // regulation of protein localization // inferred from mutant phenotype
96.26743 28.237995 0.0090404 NM_138595 -3.44 Gldc glycine decarboxylase 0006520 // cellular amino acid metabolic process // inferred from electronic annotation///0006544 // glycine metabolic process // inferred from electronic annotation///0006546 // glycine catabolic process // inferred from electronic annotation///0019464 // glycine decarboxylation via glycine cleavage system // not recorded///0055114 // oxidation-reduction process // inferred from electronic annotation
188.70776 55.884327 0.0029632 XM_001480210///XM_006512936///XM_006543308///XR_396147///XR_874948///XR_874949///XR_874950///XR_874951///XR_874952///XR_879652///XR_879653///XR_879654-3.43 BC005512///Gm29673///Gm6958cDNA sequence BC005512///predicted gene, 29673///predicted gene 6958
103.52489 31.22533 0.0099354 NM_001161355///NM_001161356///NM_134249-3.35 Timd2 T cell immunoglobulin and mucin domain containing 2
113.84464 35.278667 0.0087842 NM_001305992///NM_008116///XM_006513230///XM_006513231///XM_006513232///XM_011243371-3.25 Ggt1 gamma-glutamyltransferase 1 0002682 // regulation of immune system process // inferred from mutant phenotype///0006508 // proteolysis // inferred from electronic annotation///0006536 // glutamate metabolic process // not recorded///0006749 // glutathione metabolic process // traceable author statement///0006750 // glutathione biosynthetic process // inferred from mutant phenotype///0006751 // glutathione catabolic process // not recorded///0007283 // spermatogenesis // inferred from mutant phenotype///0019344 // cysteine biosynthetic process // inferred from mutant phenotype///0019370 // leukotriene biosynthetic process // not recorded///0031179 // peptide modification // not recorded///0031638 // zymogen activation // not recorded///0050727 // regulation of inflammatory response // inferred from mutant phenotype///0060427 // lung connective tissue development // traceable author statement///0071260 // cellular response to mechanical stimulus // traceable author statement
558.37537 179.16898 0.0086932 NM_001271729///NM_009387///XM_006533149///XM_006533150///XM_006533151-3.20 Tk1 thymidine kinase 1 0001889 // liver development // inferred from electronic annotation///0009157 // deoxyribonucleoside monophosphate biosynthetic process // inferred from direct assay///0009157 // deoxyribonucleoside monophosphate biosynthetic process // inferred from electronic annotation///0009165 // nucleotide biosynthetic process // not recorded///0009636 // response to toxic substance // inferred from electronic annotation///0014856 // skeletal muscle cell proliferation // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0031667 // response to nutrient levels // inferred from electronic annotation///0046104 // thymidine metabolic process // not recorded///0046688 // response to copper ion // inferred from electronic annotation///0048565 // digestive tract development // inferred from electronic annotation///0051289 // protein homotetramerization // not recorded///0051414 // response to cortisol // inferred from electronic annotation///0060138 // fetal process involv
1139.0332 361.4583 0.002626 NM_026515///XR_379450 -3.18 2810417H13Rik RIKEN cDNA 2810417H13 gene 0006260 // DNA replication // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // not recorded///0009411 // response to UV // not recorded///0019985 // translesion synthesis // not recorded///0051297 // centrosome organization // not recorded///0051726 // regulation of cell cycle // not recorded
1181.2656 375.74295 0.0012309 NM_001252627///NM_001252628///NM_007663///XM_006530629-3.17 Cdh16 cadherin 16 0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation///0016339 // calcium-dependent cell-cell adhesion via plasma membrane cell adhesion molecules // inferred from direct assay///0016339 // calcium-dependent cell-cell adhesion via plasma membrane cell adhesion molecules // inferred from mutant phenotype
380.86133 119.52265 0.0080529 NM_019538///XM_006541524///XM_006541525///XM_011251016-3.16 Plac1 placental specific protein 1 0001890 // placenta development // inferred from expression pattern///0001890 // placenta development // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0090214 // spongiotrophoblast layer developmental growth // inferred from mutant phenotype
1602.6293 508.9842 0.0086932 NM_001110251///NM_013551-3.15 Hmbs hydroxymethylbilane synthase 0001666 // response to hypoxia // inferred from electronic annotation///0006779 // porphyrin-containing compound biosynthetic process // inferred from electronic annotation///0006782 // protoporphyrinogen IX biosynthetic process // inferred from electronic annotation///0006783 // heme biosynthetic process // inferred from electronic annotation///0009725 // response to hormone // inferred from electronic annotation///0009743 // response to carbohydrate // inferred from electronic annotation///0010038 // response to metal ion // inferred from electronic annotation///0010043 // response to zinc ion // inferred from electronic annotation///0010288 // response to lead ion // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0018160 // peptidyl-pyrromethane cofactor linkage // inferred from electronic annotation///0031100 // organ regeneration // inferred from electronic annotation///0031667 // response to nutrient levels // inferred from e
281.24805 88.69928 0.0058237 NM_001025779///NM_011799///XM_011249007///XR_879651-3.14 Cdc6 cell division cycle 6 0006260 // DNA replication // inferred from electronic annotation///0006270 // DNA replication initiation // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0030071 // regulation of mitotic metaphase/anaphase transition // not recorded///0032467 // positive regulation of cytokinesis // not recorded///0045737 // positive regulation of cyclin-dependent protein serine/threonine kinase activity // not recorded///0048146 // positive regulation of fibroblast proliferation // not recorded///0051301 // cell division // inferred from electronic annotation///0051984 // positive regulation of chromosome segregation // not recorded
508.85938 176.28032 0.0080529 NM_013548///NM_013550///NM_054045///NM_145073///NM_175653///NM_178203///NM_178204///NM_178205///NM_178206///NM_178207///NM_178215///NM_178216-2.97 Hist1h3a///Hist1h3b///Hist1h3c///Hist1h3d///Hist1h3e///Hist1h3f///Hist1h3g///Hist1h3h///Hist1h3i///Hist2h3b///Hist2h3c1///Hist2h3c2histone cluster 1, H3a///histone cluster 1, H3b///histone cluster 1, H3c///histone cluster 1, H3d///histone cluster 1, H3e///histone cluster 1, H3f///histone cluster 1, H3g///histone cluster 1, H3h///histone cluster 1, H3i///histone cluster 2, H3b///histone cluster 2, H3c1///histone cluster 2, H3c20000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000183 // chromatin silencing at rDNA // traceable author statement///0002230 // positive regulation of defense response to virus by host // not recorded///0006334 // nucleosome assembly // not recorded///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0051290 // protein heterotetramerization // not recorded///0060968 // regulation of gene silencing // not recorded
2075.968 715.2055 0.0051715 NM_008185///XM_006513239-2.88 Gstt1 glutathione S-transferase, theta 1 0006304 // DNA modification // not recorded///0006749 // glutathione metabolic process // inferred from direct assay///0006749 // glutathione metabolic process // inferred from mutant phenotype///0006749 // glutathione metabolic process // not recorded///0009751 // response to salicylic acid // inferred from electronic annotation///0010269 // response to selenium ion // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0018900 // dichloromethane metabolic process // not recorded///0033197 // response to vitamin E // inferred from electronic annotation///0042493 // response to drug // inferred from electronic annotation///0055114 // oxidation-reduction process // not recorded
141.70409 50.75415 0.0063203 NM_028039 -2.81 Esco2 establishment of cohesion 1 homolog 2 (S. cerevisiae) 0002244 // hematopoietic progenitor cell differentiation // inferred from genetic interaction///0006275 // regulation of DNA replication // not recorded///0006302 // double-strand break repair // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from mutant phenotype///0034421 // post-translational protein acetylation // not recorded///0071168 // protein localization to chromatin // inferred from mutant phenotype
321.0904 116.72456 0.0076866 NM_011976///XR_386476///XR_386477///XR_386478///XR_386479-2.76 Sema4g sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4G0001755 // neural crest cell migration // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0030335 // positive regulation of cell migration // not recorded///0048843 // negative regulation of axon extension involved in axon guidance // not recorded///0050919 // negative chemotaxis // not recorded///0071526 // semaphorin-plexin signaling pathway // not recorded
1009.33734 378.059 0.0046248 NM_001012272///NM_001012273///NM_009689-2.69 Birc5 baculoviral IAP repeat-containing 5 0000086 // G2/M transition of mitotic cell cycle // not recorded///0000226 // microtubule cytoskeleton organization // inferred from mutant phenotype///0000910 // cytokinesis // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006468 // protein phosphorylation // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007346 // regulation of mitotic cell cycle // inferred from mutant phenotype///0009790 // embryo development // inferred from mutant phenotype///0009966 // regulation of signal transduction // not recorded///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0016567 // pro
485.58954 180.9112 0.0087842 NM_008698///XM_006514575///XM_006514576///XM_006514577-2.68 Nipsnap1 4-nitrophenylphosphatase domain and non-neuronal SNAP25-like protein homolog 1 (C. elegans)0019233 // sensory perception of pain // inferred from mutant phenotype
747.8198 282.82642 0.003657 NM_001302540///NM_008566-2.66 Mcm5 minichromosome maintenance deficient 5, cell division cycle 46 (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006270 // DNA replication initiation // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0032508 // DNA duplex unwinding // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
546.5247 216.97443 0.0065464 NM_009903 -2.61 Cldn4 claudin 4 0007565 // female pregnancy // inferred from electronic annotation///0007623 // circadian rhythm // inferred from electronic annotation///0016338 // calcium-independent cell-cell adhesion via plasma membrane cell-adhesion molecules // inferred from sequence or structural similarity///0032570 // response to progesterone // inferred from electronic annotation///0061436 // establishment of skin barrier // not recorded
104.69458 40.579697 0.0089567 NM_001033264///NM_001285777///NM_001285779///XM_006513572///XM_011243423-2.61 Gls2 glutaminase 2 (liver, mitochondrial) 0006537 // glutamate biosynthetic process // not recorded///0006541 // glutamine metabolic process // inferred from electronic annotation///0006543 // glutamine catabolic process // not recorded///0042981 // regulation of apoptotic process // not recorded///0072593 // reactive oxygen species metabolic process // not recorded///1903955 // positive regulation of protein targeting to mitochondrion // not recorded
3438.888 1293.1224 0.0075737 NM_001081117///XM_006507411///XM_006507412///XM_006507413-2.59 Mki67 antigen identified by monoclonal antibody Ki 67 0006259 // DNA metabolic process // inferred from electronic annotation///0007126 // meiotic nuclear division // inferred from direct assay///0008283 // cell proliferation // inferred from direct assay///0014070 // response to organic cyclic compound // inferred from electronic annotation///0030212 // hyaluronan metabolic process // inferred from electronic annotation///0031100 // organ regeneration // inferred from electronic annotation///0034605 // cellular response to heat // inferred from electronic annotation///0072574 // hepatocyte proliferation // inferred from direct assay///1990705 // cholangiocyte proliferation // inferred from direct assay
617.7388 238.86847 0.0089693 NM_016966///NR_076393 -2.58 Gm6756///Phgdh 3-phosphoglycerate dehydrogenase pseudogene///3-phosphoglycerate dehydrogenase0006541 // glutamine metabolic process // inferred from mutant phenotype///0006544 // glycine metabolic process // inferred from mutant phenotype///0006563 // L-serine metabolic process // inferred from mutant phenotype///0006564 // L-serine biosynthetic process // inferred from electronic annotation///0006566 // threonine metabolic process // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0008652 // cellular amino acid biosynthetic process // inferred from electronic annotation///0009070 // serine family amino acid biosynthetic process // ---///0009448 // gamma-aminobutyric acid metabolic process // inferred from mutant phenotype///0010468 // regulation of gene expression // inferred from mutant phenotype///0019530 // taurine metabolic process // inferred from mutant phenotype///0021510 // spinal cord development // inferred from mutant phenotype///0021782 // glial cell development // inferred from mutant phenotype///0021915 // neural tube development /
314.12036 125.28604 0.0063393 NM_172505///NM_198652///NR_040291///XM_006529720///XM_006529721///XM_006529722-2.56 6430706D22Rik///A730008H23Rik///HjurpRIKEN cDNA 6430706D22 gene///RIKEN cDNA A730008H23 gene///Holliday junction recognition protein0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0034080 // CENP-A containing nucleosome assembly // not recorded///0043254 // regulation of protein complex assembly // not recorded///0051101 // regulation of DNA binding // not recorded
154.00896 60.946278 0.0084703 NM_133995 -2.55 Upb1 ureidopropionase, beta 0001889 // liver development // not recorded///0006807 // nitrogen compound metabolic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0019482 // beta-alanine metabolic process // not recorded///0019483 // beta-alanine biosynthetic process // inferred from electronic annotation
65.52462 25.925991 0.0048754 NM_021886///XM_006517676///XM_006517678///XM_011244667-2.55 Cenph centromere protein H 0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // not recorded///0051382 // kinetochore assembly // inferred from electronic annotation///0051383 // kinetochore organization // traceable author statement
508.1461 201.18913 0.0040953 NM_001111078///NM_001111079///NM_001111080///NM_010931///XM_006523799///XM_006523800-2.52 Uhrf1 ubiquitin-like, containing PHD and RING finger domains, 1 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0008283 // cell proliferation // traceable author statement///0010216 // maintenance of DNA methylation // inferred from mutant phenotype///0010216 // maintenance of DNA methylation // not recorded///0010390 // histone monoubiquitination // inferred from direct assay///0016567 // protein ubiquitination // inferred from electronic annotation///0016568 // chromatin modification // inferred from electronic annotation//
371.50165 148.3985 0.002626 NM_011496///XM_006532725-2.52 Aurkb aurora kinase B 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0002903 // negative regulation of B cell apoptotic process // not recorded///0006468 // protein phosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007052 // mitotic spindle organization // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0009838 // abscission // inferred from sequence or structural similarity///0016310 // phosphorylation // inferred from electronic annotation///0031577 // spindle checkpoint // inferred from electronic annotation///0032091 // negative regulation of protein binding // not recorded///0032465 // regulation of cytokinesis // not recorded///0032466 // negative regulation of cytokinesis // inferred from sequence or structural similarity///0032467 // positive regulation of cytokinesis // not recorded///0034501 // protein localization to kinetochore // not recorded///0034644 // cellular response to U
1818.8318 727.27985 0.0076944 NM_009104 -2.50 Rrm2 ribonucleotide reductase M2 0006260 // DNA replication // inferred from electronic annotation///0009186 // deoxyribonucleoside diphosphate metabolic process // inferred from electronic annotation///0009262 // deoxyribonucleotide metabolic process // inferred from direct assay///0009263 // deoxyribonucleotide biosynthetic process // inferred from direct assay///0051259 // protein oligomerization // inferred from physical interaction///0051290 // protein heterotetramerization // inferred from physical interaction///0055114 // oxidation-reduction process // inferred from electronic annotation
392.26077 159.18124 0.0035996 NM_178683///XM_006517612///XM_006517613///XM_006517614///XM_011244654-2.50 Depdc1b DEP domain containing 1B 0007165 // signal transduction // inferred from electronic annotation///0016477 // cell migration // not recorded///0030177 // positive regulation of Wnt signaling pathway // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation
279.2678 113.36384 0.008644 NM_013548///NM_145073///NM_178205///NM_178206///NM_178207///NM_013550///NM_054045///NM_175653///NM_178203///NM_178204///NM_178215///NM_178216-2.49 Hist1h3e///Hist1h3f///Hist1h3g///Hist1h3h///Hist1h3i///Hist1h3a///Hist1h3b///Hist1h3c///Hist1h3d///Hist2h3b///Hist2h3c1///Hist2h3c2histone cluster 1, H3e///histone cluster 1, H3f///histone cluster 1, H3g///histone cluster 1, H3h///histone cluster 1, H3i///histone cluster 1, H3a///histone cluster 1, H3b///histone cluster 1, H3c///histone cluster 1, H3d///histone cluster 2, H3b///histone cluster 2, H3c1///histone cluster 2, H3c20000183 // chromatin silencing at rDNA // traceable author statement///0002230 // positive regulation of defense response to virus by host // not recorded///0006334 // nucleosome assembly // not recorded///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0051290 // protein heterotetramerization // not recorded///0060968 // regulation of gene silencing // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay
179.56654 71.97339 0.0017344 NM_007634///XM_006523554-2.49 Ccnf cyclin F 0000320 // re-entry into mitotic cell cycle // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0010826 // negative regulation of centrosome duplication // inferred from mutant phenotype///0010826 // negative regulation of centrosome duplication // not recorded///0016567 // protein ubiquitination // not recorded///0031146 // SCF-dependent proteasomal ubiquitin-dependent protein catabolic process // not recorded///0051301 // cell division // inferred from electronic annotation///0051726 // regulation of cell cycle // inferred from electronic annotation
2582.6367 1037.7747 0.0057447 NM_011817 -2.49 Gadd45g growth arrest and DNA-damage-inducible 45 gamma 0000185 // activation of MAPKKK activity // not recorded///0000186 // activation of MAPKK activity // inferred from direct assay///0006469 // negative regulation of protein kinase activity // inferred from direct assay///0006915 // apoptotic process // inferred from electronic annotation///0006950 // response to stress // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0042095 // interferon-gamma biosynthetic process // traceable author statement///0043065 // positive regulation of apoptotic process // not recorded///0045063 // T-helper 1 cell differentiation // traceable author statement///0046330 // positive regulation of JNK cascade // not recorded///0051726 // regulation of cell cycle // inferred from direct assay///1900745 // positive regulation of p38MAPK cascade // not recorded
1772.6205 714.39276 0.004449 NM_001205339///NM_177420-2.47 Psat1 phosphoserine aminotransferase 1 0006564 // L-serine biosynthetic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0008652 // cellular amino acid biosynthetic process // inferred from electronic annotation
607.43964 254.67839 0.0098942 NM_001302129///NM_001302130///NM_001302131///NM_001302132///NM_007681///NR_126074///XM_011240699-2.44 Cenpa centromere protein A 0000132 // establishment of mitotic spindle orientation // not recorded///0051382 // kinetochore assembly // not recorded///0071459 // protein localization to chromosome, centromeric region // not recorded
1361.0616 560.9477 0.0046722 NM_009828 -2.44 Ccna2 cyclin A2 0000079 // regulation of cyclin-dependent protein serine/threonine kinase activity // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007265 // Ras protein signal transduction // inferred from electronic annotation///0010389 // regulation of G2/M transition of mitotic cell cycle // inferred from electronic annotation///0031100 // organ regeneration // inferred from electronic annotation///0032355 // response to estradiol // inferred from electronic annotation///0033762 // response to glucagon // inferred from electronic annotation///0045893 // positive regulation of transcription, DNA-templated // inferred from genetic interaction///0045893 // positive regulation of transcription, DNA-templated // inferred from mutant phenotype///0048146 // positive regulation of fibroblast proliferation // not recorded///0051301 // cell division // inferred from electronic annotation
288.41794 120.441124 0.0083164 NM_178203///NM_178206///NM_013548///NM_013550///NM_054045///NM_145073///NM_175653///NM_178204///NM_178205///NM_178207///NM_178215///NM_178216-2.42 Hist1h3b///Hist1h3h///Hist1h3a///Hist1h3c///Hist1h3d///Hist1h3e///Hist1h3f///Hist1h3g///Hist1h3i///Hist2h3b///Hist2h3c1///Hist2h3c2histone cluster 1, H3b///histone cluster 1, H3h///histone cluster 1, H3a///histone cluster 1, H3c///histone cluster 1, H3d///histone cluster 1, H3e///histone cluster 1, H3f///histone cluster 1, H3g///histone cluster 1, H3i///histone cluster 2, H3b///histone cluster 2, H3c1///histone cluster 2, H3c20000183 // chromatin silencing at rDNA // traceable author statement///0002230 // positive regulation of defense response to virus by host // not recorded///0006334 // nucleosome assembly // not recorded///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0051290 // protein heterotetramerization // not recorded///0060968 // regulation of gene silencing // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay
273.58463 114.45649 0.0058102 NM_001291185///NM_011497///XM_006499075-2.41 Aurka aurora kinase A 0000212 // meiotic spindle organization // inferred from mutant phenotype///0000226 // microtubule cytoskeleton organization // inferred from genetic interaction///0000278 // mitotic cell cycle // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from genetic interaction///0006468 // protein phosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007052 // mitotic spindle organization // inferred from mutant phenotype///0007057 // spindle assembly involved in female meiosis I // inferred from mutant phenotype///0007067 // mitotic nuclear division // inferred from mutant phenotype///0007100 // mitotic centrosome separation // inferred from genetic interaction///0007100 // mitotic centrosome separation // inferred from mutant phenotype///0007126 // meiotic nuclear division // inferred from mutant phenotype///0009948 // anterior/posterior axis specification // inferred from mutant phenotype///0016310 // phosphorylation // inferred from elect
541.8594 231.7616 0.0066692 NM_001253808///NM_001253809///NM_012025///XM_006521019///XM_006521020///XM_011245646///XM_011245647-2.39 Racgap1 Rac GTPase-activating protein 1 0000281 // mitotic cytokinesis // not recorded///0000915 // actomyosin contractile ring assembly // not recorded///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electronic annotation///0007405 // neuroblast proliferation // inferred from expression pattern///0008272 // sulfate transport // not recorded///0009790 // embryo development // inferred from mutant phenotype///0030154 // cell differentiation // inferred from electronic annotation///0032467 // positive regulation of cytokinesis // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // not recorded///0051256 // 
575.132 241.04033 0.0066908 NM_016966///NR_033590///NR_076393-2.39 Gm8096///Phgdh///Gm6756 3-phosphoglycerate dehydrogenase pseudogene///3-phosphoglycerate dehydrogenase0006541 // glutamine metabolic process // inferred from mutant phenotype///0006544 // glycine metabolic process // inferred from mutant phenotype///0006563 // L-serine metabolic process // inferred from mutant phenotype///0006564 // L-serine biosynthetic process // inferred from electronic annotation///0006566 // threonine metabolic process // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0008652 // cellular amino acid biosynthetic process // inferred from electronic annotation///0009070 // serine family amino acid biosynthetic process // ---///0009448 // gamma-aminobutyric acid metabolic process // inferred from mutant phenotype///0010468 // regulation of gene expression // inferred from mutant phenotype///0019530 // taurine metabolic process // inferred from mutant phenotype///0021510 // spinal cord development // inferred from mutant phenotype///0021782 // glial cell development // inferred from mutant phenotype///0021915 // neural tube development /
391.36203 170.24847 0.0086882 NM_001161714///NM_001161715///NM_019984///XM_006518808///XM_006518809-2.38 Tgm1 transglutaminase 1, K polypeptide 0009887 // organ morphogenesis // inferred from mutant phenotype///0018149 // peptide cross-linking // inferred from electronic annotation///0019538 // protein metabolic process // traceable author statement///0030216 // keratinocyte differentiation // not recorded///0031424 // keratinization // inferred from electronic annotation
170.17967 71.867035 0.0035746 NM_001164355///NM_025581-2.37 Ska1 spindle and kinetochore associated complex subunit 1 0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // not recorded///0031110 // regulation of microtubule polymerization or depolymerization // not recorded///0051301 // cell division // not recorded
4044.7595 1698.3943 0.0063393 NM_001276446///NM_008525///XM_006537639-2.37 Alad aminolevulinate, delta-, dehydratase 0001666 // response to hypoxia // inferred from electronic annotation///0006779 // porphyrin-containing compound biosynthetic process // inferred from electronic annotation///0006782 // protoporphyrinogen IX biosynthetic process // inferred from electronic annotation///0006783 // heme biosynthetic process // inferred from direct assay///0006783 // heme biosynthetic process // not recorded///0006979 // response to oxidative stress // inferred from electronic annotation///0007584 // response to nutrient // not recorded///0008152 // metabolic process // inferred from electronic annotation///0009635 // response to herbicide // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0009725 // response to hormone // inferred from electronic annotation///0010033 // response to organic substance // not recorded///0010035 // response to inorganic substance // inferred from electronic annotation///0010038 // response to metal ion // not recorded///0010039 /
195.93588 83.523674 0.0093457 NM_172301///XM_011244665///XR_865063///XR_882048///XR_888020-2.36 Ccnb1///Gm5593///Gm12856 cyclin B1///predicted gene 5593///cyclin B1 pseudogene 0000278 // mitotic cell cycle // inferred from electronic annotation///0001556 // oocyte maturation // not recorded///0001701 // in utero embryonic development // inferred from mutant phenotype///0001933 // negative regulation of protein phosphorylation // not recorded///0006461 // protein complex assembly // not recorded///0006468 // protein phosphorylation // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0007283 // spermatogenesis // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0010629 // negative regulation of gene expression // not recorded///0031442 // positive regulation of mRNA 3'-end processing // not recorded///0033129 // positive regulation of histone phosphory
1325.8918 567.38074 0.0089693 NM_001290740///NM_011723///NM_030560///NM_172667///XM_006500433///XM_006500434///XM_006500435///XM_006500436///XM_006500437///XM_011239856///XM_011246381-2.35 Cwc22///Xdh CWC22 spliceosome-associated protein homolog (S. cerevisiae)///xanthine dehydrogenase0000398 // mRNA splicing, via spliceosome // not recorded///0001933 // negative regulation of protein phosphorylation // not recorded///0001937 // negative regulation of endothelial cell proliferation // not recorded///0006397 // mRNA processing // inferred from electronic annotation///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0007595 // lactation // inferred from mutant phenotype///0008380 // RNA splicing // inferred from electronic annotation///0009115 // xanthine catabolic process // not recorded///0010044 // response to aluminum ion // not recorded///0010629 // negative regulation of gene expression // not recorded///0030856 // regulation of epithelial cell differentiation // inferred from mutant phenotype///0045453 // bone resorption // not recorded///0045602 // negative regulation of endothelial cell differentiation // not recorded///0051898 // negative regulation of protein kinase B signaling // not recorded///0055114 // oxidation-redu
179.67061 76.876236 0.0030958 XM_001480210///XM_006512936///XM_006543308///XR_396147///XR_874948///XR_874949///XR_874950///XR_874951///XR_874952///XR_879652///XR_879653///XR_879654-2.35 BC005512///Gm29673///Gm6958cDNA sequence BC005512///predicted gene, 29673///predicted gene 6958
430.9772 183.61794 0.0053598 NM_026410 -2.34 Cdca5 cell division cycle associated 5 0000082 // G1/S transition of mitotic cell cycle // not recorded///0006302 // double-strand break repair // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007064 // mitotic sister chromatid cohesion // inferred from genetic interaction///0007064 // mitotic sister chromatid cohesion // not recorded///0007067 // mitotic nuclear division // inferred from direct assay///0007067 // mitotic nuclear division // not recorded///0007076 // mitotic chromosome condensation // not recorded///0007080 // mitotic metaphase plate congression // not recorded///0031536 // positive regulation of exit from mitosis // not recorded///0051301 // cell division // inferred from electronic annotation///0071922 // regulation of cohesin localization to chromatin // not recorded///1901989 // positive regulation of cell cycle phase transition // not recorded
917.3604 400.14276 0.0098292 NM_001252555///NM_001252556///NM_010363///XM_006515473///XM_006515474///XM_006515475///XM_006515476-2.30 Gstz1 glutathione transferase zeta 1 (maleylacetoacetate isomerase) 0006559 // L-phenylalanine catabolic process // traceable author statement///0006572 // tyrosine catabolic process // traceable author statement///0006749 // glutathione metabolic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0009072 // aromatic amino acid family metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // ---
696.88306 305.90198 0.0040953 NM_025995 -2.30 Fbxo5 F-box protein 5 0001556 // oocyte maturation // inferred from direct assay///0001556 // oocyte maturation // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007057 // spindle assembly involved in female meiosis I // inferred from direct assay///0007067 // mitotic nuclear division // inferred from electronic annotation///0007088 // regulation of mitotic nuclear division // not recorded///0007346 // regulation of mitotic cell cycle // inferred from mutant phenotype///0016050 // vesicle organization // inferred from direct assay///0016567 // protein ubiquitination // inferred from electronic annotation///0040020 // regulation of meiotic nuclear division // inferred from direct assay///0045835 // negative regulation of meiotic nuclear division // inferred from direct assay///0046785 // microtubule polymerization // inferred from direct assay///0051225 // spindle assembly // inferred from direct assay///0051301 // cell division // inferred from electronic annotation///0051436 // ne



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
1370.0497 605.4497 0.0072692 NM_033075///XR_871926///XR_876771///XR_882478///XR_882523///XR_883545-2.27 D17H6S56E-5 DNA segment, Chr 17, human D6S56E 5 0019058 // viral life cycle // inferred from electronic annotation
1550.9537 684.0623 0.003657 NM_023209///XM_006519257-2.27 Pbk PDZ binding kinase 0001933 // negative regulation of protein phosphorylation // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0018107 // peptidyl-threonine phosphorylation // not recorded///0032435 // negative regulation of proteasomal ubiquitin-dependent protein catabolic process // inferred from mutant phenotype///0032873 // negative regulation of stress-activated MAPK cascade // inferred from mutant phenotype///0034644 // cellular response to UV // inferred from mutant phenotype///0050728 // negative regulation of inflammatory response // inferred from mutant phenotype
1368.615 608.2875 0.0070902 NM_007659 -2.26 Cdk1 cyclin-dependent kinase 1 0006461 // protein complex assembly // not recorded///0006468 // protein phosphorylation // inferred from direct assay///0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007095 // mitotic G2 DNA damage checkpoint // inferred from direct assay///0007569 // cell aging // not recorded///0010243 // response to organonitrogen compound // not recorded///0010628 // positive regulation of gene expression // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0016572 // histone phosphorylation // not recorded///0018105 // peptidyl-serine phosphorylation // not recorded///0018107 // peptidyl-threonine phosphorylation // not recorded///0030261 // chromosome condensation // not recorded///0030855 // epithelial cell differentiation // inferred from electronic annotation///0031100 // organ regeneration // not recorded///0033160 // po
711.13794 320.4767 0.003657 NM_001042652///NM_133851///XM_011239246-2.26 Nusap1 nucleolar and spindle associated protein 1 0000070 // mitotic sister chromatid segregation // not recorded///0000226 // microtubule cytoskeleton organization // inferred from electronic annotation///0000281 // mitotic cytokinesis // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007076 // mitotic chromosome condensation // not recorded///0040001 // establishment of mitotic spindle localization // not recorded///0045840 // positive regulation of mitotic nuclear division // not recorded///0051301 // cell division // inferred from electronic annotation
280.7226 126.11247 0.0065754 NM_001195298///XM_011238020///XM_011246227///XM_011251276///XM_011251352-2.24 Kifc1 kinesin family member C1 0000070 // mitotic sister chromatid segregation // not recorded///0007018 // microtubule-based movement // inferred from electronic annotation///0007018 // microtubule-based movement // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // inferred from sequence or structural similarity///0008152 // metabolic process // inferred from electronic annotation///0010826 // negative regulation of centrosome duplication // inferred from mutant phenotype///0047496 // vesicle transport along microtubule // inferred from genetic interaction///0051225 // spindle assembly // not recorded///0051301 // cell division // inferred from electronic annotation///0072382 // minus-end-directed vesicle transport along microtubule // inferred from mutant phenotype///0090307 // mitotic spindle assembly // inferred from sequence or structural similarity
262.73145 118.54307 0.0040953 NM_010615 -2.23 Kif11 kinesin family member 11 0007018 // microtubule-based movement // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007051 // spindle organization // not recorded///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0007100 // mitotic centrosome separation // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0046602 // regulation of mitotic centrosome separation // not recorded///0051225 // spindle assembly // inferred from mutant phenotype///0051301 // cell division // inferred from electronic annotation///0090307 // mitotic spindle assembly // not recorded
272.83133 122.145424 0.0038113 NM_018777///XM_006524641-2.23 Cldn6 claudin 6 0016338 // calcium-independent cell-cell adhesion via plasma membrane cell-adhesion molecules // inferred from sequence or structural similarity///0045216 // cell-cell junction organization // inferred from direct assay
597.6377 273.8037 0.0065276 NM_008563 -2.22 Mcm3 minichromosome maintenance deficient 3 (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006270 // DNA replication initiation // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0032508 // DNA duplex unwinding // inferred from electronic annotation
399.44324 179.08823 0.0055381 NM_010790///XM_006537640-2.22 Melk maternal embryonic leucine zipper kinase 0006468 // protein phosphorylation // inferred from electronic annotation///0006915 // apoptotic process // not recorded///0007049 // cell cycle // inferred from electronic annotation///0008283 // cell proliferation // not recorded///0008631 // intrinsic apoptotic signaling pathway in response to oxidative stress // inferred from direct assay///0016310 // phosphorylation // inferred from electronic annotation///0018108 // peptidyl-tyrosine phosphorylation // not recorded///0030097 // hemopoiesis // inferred from sequence or structural similarity///0043065 // positive regulation of apoptotic process // inferred from direct assay///0046777 // protein autophosphorylation // not recorded///0061351 // neural precursor cell proliferation // inferred from direct assay
2874.892 1293.6064 0.0065464 NM_010436 -2.21 H2afx H2A histone family, member X 0000077 // DNA damage checkpoint // inferred from mutant phenotype///0000724 // double-strand break repair via homologous recombination // inferred from mutant phenotype///0006281 // DNA repair // inferred from direct assay///0006281 // DNA repair // inferred from mutant phenotype///0006310 // DNA recombination // inferred from electronic annotation///0006325 // chromatin organization // not recorded///0006342 // chromatin silencing // not recorded///0006974 // cellular response to DNA damage stimulus // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007283 // spermatogenesis // inferred from mutant phenotype///0021987 // cerebral cortex development // inferred from electronic annotation///0051321 // meiotic cell cycle // inferred from electronic annotation///0071480 // cellular response to gamma radiation // not recorded///0090398 // cellular senescence // inferred from electronic annotation
509.477 238.58937 0.0085573 NM_025866///XM_006500053-2.21 Cdca7 cell division cycle associated 7 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0042127 // regulation of cell proliferation // not recorded
452.90683 203.40024 0.0085929 NM_001172092///NM_001172093///NM_029523///XR_867244-2.20 Depdc1a DEP domain containing 1a 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation///0045892 // negative regulation of transcription, DNA-templated // not recorded
429.28314 195.98154 0.001878 NM_026507///XR_379447///XR_379448///XR_379449-2.20 Zwilch zwilch kinetochore protein 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007093 // mitotic cell cycle checkpoint // not recorded///0051301 // cell division // inferred from electronic annotation
847.29346 388.8493 0.0099835 NM_001162946///NM_008797///XM_006531678///XM_006531679-2.19 Pcx pyruvate carboxylase 0006090 // pyruvate metabolic process // not recorded///0006094 // gluconeogenesis // not recorded///0006107 // oxaloacetate metabolic process // not recorded///0006629 // lipid metabolic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0010629 // negative regulation of gene expression // not recorded///0019074 // viral RNA genome packaging // not recorded///0044791 // positive regulation by host of viral release from host cell // not recorded///0044794 // positive regulation by host of viral process // not recorded///0071073 // positive regulation of phospholipid biosynthetic process // not recorded
783.06354 361.22614 0.004449 NM_011623///XM_006533153///XM_006533154///XM_006533155-2.19 Top2a topoisomerase (DNA) II alpha 0000712 // resolution of meiotic recombination intermediates // not recorded///0000819 // sister chromatid segregation // not recorded///0002244 // hematopoietic progenitor cell differentiation // inferred from mutant phenotype///0006259 // DNA metabolic process // inferred from electronic annotation///0006265 // DNA topological change // inferred from direct assay///0006265 // DNA topological change // not recorded///0006266 // DNA ligation // not recorded///0006268 // DNA unwinding involved in DNA replication // not recorded///0006312 // mitotic recombination // ---///0006974 // cellular response to DNA damage stimulus // not recorded///0007059 // chromosome segregation // inferred from direct assay///0007059 // chromosome segregation // inferred from mutant phenotype///0007059 // chromosome segregation // not recorded///0030261 // chromosome condensation // inferred from mutant phenotype///0030263 // apoptotic chromosome condensation // not recorded///0040016 // embryonic cleavage // inferred from mutant p
270.8244 125.691635 0.0083164 NM_001166406///NM_001166407///NM_009004-2.19 Kif20a kinesin family member 20A 0000281 // mitotic cytokinesis // not recorded///0000910 // cytokinesis // not recorded///0000920 // cell separation after cytokinesis // not recorded///0001578 // microtubule bundle formation // not recorded///0006810 // transport // inferred from electronic annotation///0007018 // microtubule-based movement // not recorded///0008152 // metabolic process // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation
155.83928 71.62686 0.0089693 NM_145073///NM_178204///NM_178205///NM_178206///NM_178207///NM_013548///NM_013550///NM_054045///NM_175653///NM_178203///NM_178215///NM_178216-2.18 Hist1h3d///Hist1h3e///Hist1h3g///Hist1h3h///Hist1h3i///Hist1h3f///Hist1h3a///Hist1h3b///Hist1h3c///Hist2h3b///Hist2h3c1///Hist2h3c2histone cluster 1, H3d///histone cluster 1, H3e///histone cluster 1, H3g///histone cluster 1, H3h///histone cluster 1, H3i///histone cluster 1, H3f///histone cluster 1, H3a///histone cluster 1, H3b///histone cluster 1, H3c///histone cluster 2, H3b///histone cluster 2, H3c1///histone cluster 2, H3c20000183 // chromatin silencing at rDNA // traceable author statement///0002230 // positive regulation of defense response to virus by host // not recorded///0006334 // nucleosome assembly // not recorded///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0051290 // protein heterotetramerization // not recorded///0060968 // regulation of gene silencing // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay
115.991005 53.394733 0.0068697 NM_001013377///XM_006537830///XM_011249997///XM_011249998-2.17 Arhgef39 Rho guanine nucleotide exchange factor (GEF) 39 0030335 // positive regulation of cell migration // not recorded///0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation
719.94226 335.6744 0.0087842 NM_008921 -2.17 Prim1 DNA primase, p49 subunit 0006260 // DNA replication // inferred from electronic annotation///0006269 // DNA replication, synthesis of RNA primer // inferred from electronic annotation///0006351 // transcription, DNA-templated // inferred from electronic annotation
385.1191 178.69331 0.0068697 NM_177906///XM_006510434///XM_006510435///XM_006510437///XM_006510438///XM_006510439///XM_006510440///XM_011242559-2.16 Opcml opioid binding protein/cell adhesion molecule-like 0016337 // single organismal cell-cell adhesion // not recorded///0050767 // regulation of neurogenesis // not recorded
379.75217 180.47737 0.0040953 NM_144526///XM_006531976-2.15 Fam64a family with sequence similarity 64, member A 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
300.72357 140.3238 0.003657 NM_001014976///XM_006520257///XM_006520258///XM_006520259///XM_011245396///XM_011245397-2.14 Espl1 extra spindle pole bodies 1, separase 0000070 // mitotic sister chromatid segregation // inferred from mutant phenotype///0000070 // mitotic sister chromatid segregation // not recorded///0000212 // meiotic spindle organization // inferred from mutant phenotype///0006508 // proteolysis // inferred from electronic annotation///0007059 // chromosome segregation // inferred from genetic interaction///0007067 // mitotic nuclear division // inferred from genetic interaction///0007127 // meiosis I // inferred from mutant phenotype///0045143 // homologous chromosome segregation // inferred from mutant phenotype///0051307 // meiotic chromosome separation // not recorded///1901970 // positive regulation of mitotic sister chromatid separation // not recorded
1929.6055 901.029 0.0097251 NM_016905 -2.14 Galk1 galactokinase 1 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006012 // galactose metabolic process // inferred from direct assay///0006012 // galactose metabolic process // inferred from mutant phenotype///0006012 // galactose metabolic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0019402 // galactitol metabolic process // inferred from mutant phenotype///0033499 // galactose catabolic process via UDP-galactose // inferred by curator///0046835 // carbohydrate phosphorylation // not recorded///0061623 // glycolytic process from galactose // inferred by curator///0061623 // glycolytic process from galactose // inferred from mutant phenotype
347.55978 161.18182 0.006796 NM_001042421///XM_006530249///XM_006530250///XM_006530251///XM_006530252///XM_006530253///XM_006530254-2.12 Kntc1 kinetochore associated 1 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007093 // mitotic cell cycle checkpoint // not recorded///0051301 // cell division // inferred from electronic annotation
434.4764 203.43494 0.009037 NM_001163359///NM_001163360///NM_021891///XM_006514767///XM_011243737///XM_011243738-2.12 Fignl1 fidgetin-like 1 0001649 // osteoblast differentiation // inferred from mutant phenotype///0010569 // regulation of double-strand break repair via homologous recombination // not recorded///0031122 // cytoplasmic microtubule organization // not recorded///0033687 // osteoblast proliferation // inferred from mutant phenotype///0043066 // negative regulation of apoptotic process // inferred from mutant phenotype///0046034 // ATP metabolic process // inferred from sequence or structural similarity///0051726 // regulation of cell cycle // inferred from mutant phenotype///0071479 // cellular response to ionizing radiation // not recorded///2001243 // negative regulation of intrinsic apoptotic signaling pathway // inferred from mutant phenotype
267.6499 125.8454 0.0034655 NM_001271566///NM_001271567///NM_001271568///NM_009863///XM_006534737-2.12 Cdc7 cell division cycle 7 (S. cerevisiae) 0000727 // double-strand break repair via break-induced replication // not recorded///0006270 // DNA replication initiation // not recorded///0006468 // protein phosphorylation // inferred from electronic annotation///0006909 // phagocytosis // not recorded///0007049 // cell cycle // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0008360 // regulation of cell shape // not recorded///0010571 // positive regulation of nuclear cell cycle DNA replication // not recorded///0010971 // positive regulation of G2/M transition of mitotic cell cycle // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0044770 // cell cycle phase transition // not recorded///0051301 // cell division // inferred from electronic annotation
736.136 351.2987 0.0060745 NM_146106///XM_011238910-2.12 Lyplal1 lysophospholipase-like 1 0002084 // protein depalmitoylation // inferred from mutant phenotype///0042997 // negative regulation of Golgi to plasma membrane protein transport // inferred from mutant phenotype
1124.2339 538.96545 0.003657 NM_007630 -2.11 Ccnb2 cyclin B2 0001701 // in utero embryonic development // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0040007 // growth // inferred from mutant phenotype///0043029 // T cell homeostasis // inferred from mutant phenotype///0048538 // thymus development // inferred from mutant phenotype///0051301 // cell division // inferred from electronic annotation
123.65291 59.454494 0.0056277 NM_016966///NR_033590 -2.09 Gm8096///Phgdh 3-phosphoglycerate dehydrogenase pseudogene///3-phosphoglycerate dehydrogenase0006541 // glutamine metabolic process // inferred from mutant phenotype///0006544 // glycine metabolic process // inferred from mutant phenotype///0006563 // L-serine metabolic process // inferred from mutant phenotype///0006564 // L-serine biosynthetic process // inferred from electronic annotation///0006566 // threonine metabolic process // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0008652 // cellular amino acid biosynthetic process // inferred from electronic annotation///0009070 // serine family amino acid biosynthetic process // ---///0009448 // gamma-aminobutyric acid metabolic process // inferred from mutant phenotype///0010468 // regulation of gene expression // inferred from mutant phenotype///0019530 // taurine metabolic process // inferred from mutant phenotype///0021510 // spinal cord development // inferred from mutant phenotype///0021782 // glial cell development // inferred from mutant phenotype///0021915 // neural tube development /
661.4694 320.82306 0.0051007 NM_021288///NR_000040///NR_033402///XM_011249762-2.08 Tyms///Tyms-ps thymidylate synthase///thymidylate synthase, pseudogene 0006206 // pyrimidine nucleobase metabolic process // inferred from electronic annotation///0006231 // dTMP biosynthetic process // not recorded///0006235 // dTTP biosynthetic process // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0007623 // circadian rhythm // inferred from electronic annotation///0009165 // nucleotide biosynthetic process // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0019088 // immortalization of host cell by virus // inferred from electronic annotation///0019860 // uracil metabolic process // inferred from electronic annotation///0031100 // organ regeneration // inferred from electronic annotation///0032259 // methylation // inferred from electronic annotation///0032570 // response to progesterone // inferred from electronic annotation///0033189 // response to vitamin A // infer
160.29863 77.37273 0.002626 NM_017407///XM_006533747///XM_006533748///XR_388491///XR_388493///XR_879718-2.08 Spag5 sperm associated antigen 5 0000070 // mitotic sister chromatid segregation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007051 // spindle organization // not recorded///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0051294 // establishment of spindle orientation // inferred from mutant phenotype///0051301 // cell division // inferred from electronic annotation///0051988 // regulation of attachment of spindle microtubules to kinetochore // not recorded
182.4655 88.04082 0.0065464 NM_019438///XM_011240756-2.06 Ncapg non-SMC condensin I complex, subunit G 0007076 // mitotic chromosome condensation // not recorded
139.49469 67.6553 0.0085929 NM_013738///XM_006515934-2.06 Plek2 pleckstrin 2 0035556 // intracellular signal transduction // inferred from electronic annotation
850.0952 418.6048 0.0084703 NM_026560 -2.06 Cdca8 cell division cycle associated 8 0000070 // mitotic sister chromatid segregation // ---///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0051276 // chromosome organization // not recorded///0051301 // cell division // inferred from electronic annotation
3762.9922 1808.2379 0.0075737 NM_025415 -2.05 Cks2 CDC28 protein kinase regulatory subunit 2 0007049 // cell cycle // inferred from electronic annotation///0007127 // meiosis I // inferred from mutant phenotype///0016310 // phosphorylation // inferred from electronic annotation///0045859 // regulation of protein kinase activity // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
111.50793 54.819237 0.0043236 NM_146208///XR_870387 -2.05 Neil3 nei like 3 (E. coli) 0006281 // DNA repair // inferred from electronic annotation///0006284 // base-excision repair // inferred from direct assay///0006284 // base-excision repair // not recorded///0006289 // nucleotide-excision repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
1062.324 525.59454 0.0051007 NM_001083188///NM_001199310///NM_010715-2.05 Lig1 ligase I, DNA, ATP-dependent 0006260 // DNA replication // inferred from mutant phenotype///0006266 // DNA ligation // not recorded///0006273 // lagging strand elongation // not recorded///0006281 // DNA repair // inferred from mutant phenotype///0006284 // base-excision repair // not recorded///0006303 // double-strand break repair via nonhomologous end joining // inferred from mutant phenotype///0006310 // DNA recombination // inferred from electronic annotation///0006471 // protein ADP-ribosylation // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0042542 // response to hydrogen peroxide // inferred from mutant phenotype///0051103 // DNA ligation involved in DNA repair // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0071897 // DNA biosynthetic process // inferred from electronic annotation///1903461 // Okazaki fragment processing in
633.44916 312.19788 0.0063393 NM_026282///XM_011242588///XR_379132-2.04 Spc24 SPC24, NDC80 kinetochore complex component, homolog (S. cerevisiae) 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
277.92947 137.42072 0.0040953 NM_024245///XM_006511452///XM_006511453///XM_006511454-2.03 Kif23 kinesin family member 23 0000281 // mitotic cytokinesis // not recorded///0000910 // cytokinesis // not recorded///0007018 // microtubule-based movement // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0032467 // positive regulation of cytokinesis // not recorded///0051256 // mitotic spindle midzone assembly // not recorded///0051301 // cell division // inferred from electronic annotation
1044.0348 523.7636 0.0057397 NM_008564 -2.02 Mcm2 minichromosome maintenance deficient 2 mitotin (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006268 // DNA unwinding involved in DNA replication // inferred from direct assay///0006270 // DNA replication initiation // not recorded///0006270 // DNA replication initiation // traceable author statement///0006334 // nucleosome assembly // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0071353 // cellular response to interleukin-4 // inferred from direct assay
298.61133 145.1345 0.0065464 NM_001304551///NM_001304553///NM_001304555///NM_001304559///NM_009185///XM_006502902///XM_006502904///XM_006502905///XM_006502906///XM_006502907-2.02 Stil Scl/Tal1 interrupting locus 0000578 // embryonic axis specification // inferred from mutant phenotype///0001701 // in utero embryonic development // inferred from mutant phenotype///0001843 // neural tube closure // inferred from mutant phenotype///0001947 // heart looping // inferred from mutant phenotype///0007052 // mitotic spindle organization // not recorded///0007224 // smoothened signaling pathway // inferred from mutant phenotype///0007275 // multicellular organismal development // inferred from electronic annotation///0007368 // determination of left/right symmetry // inferred from mutant phenotype///0021915 // neural tube development // inferred from mutant phenotype///0030900 // forebrain development // inferred from mutant phenotype///0030903 // notochord development // inferred from mutant phenotype///0033504 // floor plate development // inferred from mutant phenotype///0035264 // multicellular organism growth // inferred from mutant phenotype///0043066 // negative regulation of apoptotic process // inferred from mutant ph
972.72815 490.67484 0.0065754 NM_001286607///NM_053242///NM_212435///XM_011241038-2.01 Foxp2 forkhead box P2 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0002053 // positive regulation of mesenchymal cell proliferation // inferred from genetic interaction///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007519 // skeletal muscle tissue development // inferred from genetic interaction///0009790 // embryo development // inferred from genetic interaction///0009791 // post-embryonic development // inferred from mutant phenotype///0021549 // cerebellum development // inferred from mutant phenotype///0021757 // caudate nucleus development // inferred from sequence or structural similarity///0021758 // putamen development // inferred from sequence or structural similarity///0021987 // cerebral cortex development // 
494.53677 252.55745 0.0084703 NM_028128 -2.01 Rfc5 replication factor C (activator 1) 5 0006260 // DNA replication // inferred from electronic annotation///0006261 // DNA-dependent DNA replication // not recorded///0006281 // DNA repair // not recorded
235.15436 117.48667 0.0062819 NM_021288///NR_000040///NR_033402///XM_011249762-2.01 Tyms///Tyms-ps thymidylate synthase///thymidylate synthase, pseudogene 0006206 // pyrimidine nucleobase metabolic process // inferred from electronic annotation///0006231 // dTMP biosynthetic process // not recorded///0006235 // dTTP biosynthetic process // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0007623 // circadian rhythm // inferred from electronic annotation///0009165 // nucleotide biosynthetic process // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0019088 // immortalization of host cell by virus // inferred from electronic annotation///0019860 // uracil metabolic process // inferred from electronic annotation///0031100 // organ regeneration // inferred from electronic annotation///0032259 // methylation // inferred from electronic annotation///0032570 // response to progesterone // inferred from electronic annotation///0033189 // response to vitamin A // infer
1165.6718 588.2245 0.0067139 NM_145588///XM_006507201-2.00 Kif22 kinesin family member 22 0006281 // DNA repair // inferred from electronic annotation///0007018 // microtubule-based movement // not recorded///0007062 // sister chromatid cohesion // not recorded///0007080 // mitotic metaphase plate congression // not recorded///0051310 // metaphase plate congression // not recorded
2516.0962 1240.6506 0.0022234 NM_008252///XM_006509524-2.00 Hmgb2 high mobility group box 2 0001938 // positive regulation of endothelial cell proliferation // not recorded///0002437 // inflammatory response to antigenic stimulus // inferred from mutant phenotype///0006265 // DNA topological change // inferred from sequence or structural similarity///0006338 // chromatin remodeling // not recorded///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0006357 // regulation of transcription from RNA polymerase II promoter // not recorded///0007283 // spermatogenesis // inferred from mutant phenotype///0007289 // spermatid nucleus differentiation // inferred from mutant phenotype///0008584 // male gonad development // inferred from mutant phenotype///0010628 // positive regulation of gene expression // inferred from direct assay///0010629 // negative regulation of gene expression // inferred from direct assay///0032075 // positive regulation of nuclease activ
1558.389 781.27045 0.0089693 NM_025273 -2.00 Pcbd1 pterin 4 alpha carbinolamine dehydratase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1) 10006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006729 // tetrahydrobiopterin biosynthetic process // inferred from electronic annotation///0043496 // regulation of protein homodimerization activity // not recorded///0045893 // positive regulation of transcription, DNA-templated // not recorded///0051289 // protein homotetramerization // inferred from physical interaction///0051291 // protein heterooligomerization // inferred from physical interaction///0055114 // oxidation-reduction process // inferred from direct assay
1341.7722 677.04175 0.0045517 NM_008568///XM_006504555///XM_006504556-1.99 Mcm7 minichromosome maintenance deficient 7 (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006268 // DNA unwinding involved in DNA replication // inferred from physical interaction///0006270 // DNA replication initiation // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // not recorded///0007049 // cell cycle // inferred from electronic annotation///0008283 // cell proliferation // inferred from direct assay///0042325 // regulation of phosphorylation // not recorded///0042493 // response to drug // inferred from electronic annotation///0071310 // cellular response to organic substance // inferred from electronic annotation///0071364 // cellular response to epidermal growth factor stimulus // inferred from electronic annotation///0071466 // cellular response to xenobiotic stimulus // inferred from direct assay
384.9155 190.31413 0.0075124 NM_001113179///NM_009772///XM_006498620-1.99 Bub1 budding uninhibited by benzimidazoles 1 homolog (S. cerevisiae) 0006468 // protein phosphorylation // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from mutant phenotype///0007063 // regulation of sister chromatid cohesion // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0007094 // mitotic spindle assembly checkpoint // inferred from electronic annotation///0008283 // cell proliferation // inferred from electronic annotation///0009790 // embryo development // inferred from direct assay///0016310 // phosphorylation // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0051983 // regulation of chromosome segregation // not recorded///0071173 // spindle assembly checkpoint // inferred from direct assay///0071173 // spindle assembly checkpoint // not recorded///0071174 // mitotic spindle checkpoint // inferred 
577.7743 291.55823 0.0065464 NM_001301412///NM_008017-1.99 Smc2 structural maintenance of chromosomes 2 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007076 // mitotic chromosome condensation // not recorded///0010032 // meiotic chromosome condensation // inferred from mutant phenotype///0030261 // chromosome condensation // inferred from electronic annotation///0045132 // meiotic chromosome segregation // inferred from mutant phenotype///0051276 // chromosome organization // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0051383 // kinetochore organization // inferred from mutant phenotype
137.95073 69.63355 0.0089677 NM_178203///NM_178206///NM_145073///NM_178204///NM_178205///NM_178207///NM_013548///NM_013550///NM_054045///NM_175653///NM_178215///NM_178216-1.98 Hist1h3b///Hist1h3h///Hist1h3d///Hist1h3e///Hist1h3g///Hist1h3i///Hist1h3f///Hist1h3a///Hist1h3c///Hist2h3b///Hist2h3c1///Hist2h3c2histone cluster 1, H3b///histone cluster 1, H3h///histone cluster 1, H3d///histone cluster 1, H3e///histone cluster 1, H3g///histone cluster 1, H3i///histone cluster 1, H3f///histone cluster 1, H3a///histone cluster 1, H3c///histone cluster 2, H3b///histone cluster 2, H3c1///histone cluster 2, H3c20000183 // chromatin silencing at rDNA // traceable author statement///0002230 // positive regulation of defense response to virus by host // not recorded///0006334 // nucleosome assembly // not recorded///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0051290 // protein heterotetramerization // not recorded///0060968 // regulation of gene silencing // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay
3411.5322 1717.4913 0.0071956 NM_009437 -1.98 Tst thiosulfate sulfurtransferase, mitochondrial 0008152 // metabolic process // inferred from electronic annotation///0030855 // epithelial cell differentiation // not recorded///0035928 // rRNA import into mitochondrion // not recorded///0051029 // rRNA transport // not recorded
2337.6846 1179.0563 0.0086932 NM_001304528///NM_016661-1.98 Ahcy///Gm4737 S-adenosylhomocysteine hydrolase///predicted gene 4737 0002439 // chronic inflammatory response to antigenic stimulus // not recorded///0006730 // one-carbon metabolic process // inferred from electronic annotation///0007584 // response to nutrient // not recorded///0019510 // S-adenosylhomocysteine catabolic process // inferred from direct assay///0019510 // S-adenosylhomocysteine catabolic process // not recorded///0033353 // S-adenosylmethionine cycle // not recorded///0042745 // circadian sleep/wake cycle // not recorded///0071268 // homocysteine biosynthetic process // not recorded
303.91785 153.8871 0.0051039 NM_172598///XM_006518830///XM_011245012///XM_011245013///XR_383161///XR_383162-1.97 Wdhd1 WD repeat and HMG-box DNA binding protein 1 0006396 // RNA processing // inferred from mutant phenotype///0033044 // regulation of chromosome organization // inferred from mutant phenotype///0070829 // heterochromatin maintenance // inferred from mutant phenotype
577.72614 299.1082 0.008644 NM_001285997///NM_001285998///NM_145150///XM_006540855///XM_006540856///XM_006540857-1.96 Prc1 protein regulator of cytokinesis 1 0000226 // microtubule cytoskeleton organization // inferred from electronic annotation///0000910 // cytokinesis // not recorded///0007049 // cell cycle // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0051301 // cell division // inferred from electronic annotation
739.0097 384.43896 0.0071527 NM_001304773///NM_001304774///NM_028730///NR_130903///XM_006506702///XM_006506703///XM_006506704///XR_377497-1.95 Pex26 peroxisomal biogenesis factor 26 0006810 // transport // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation///0016558 // protein import into peroxisome matrix // not recorded///0045046 // protein import into peroxisome membrane // inferred from electronic annotation
191.88179 98.41626 0.0040953 NM_146171///XM_006506531///XM_006506532///XM_006506533-1.95 Ncapd2 non-SMC condensin I complex, subunit D2 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007076 // mitotic chromosome condensation // not recorded///0010032 // meiotic chromosome condensation // ---///0030261 // chromosome condensation // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0051304 // chromosome separation // ---
359.79294 185.59727 0.0090404 NM_007995///XM_006497673///XM_006497674///XM_006497675///XM_011239016-1.95 Fcna ficolin A 0001867 // complement activation, lectin pathway // inferred from direct assay///0002376 // immune system process // inferred from electronic annotation///0002752 // cell surface pattern recognition receptor signaling pathway // inferred from sequence or structural similarity///0007186 // G-protein coupled receptor signaling pathway // inferred from sequence or structural similarity///0045087 // innate immune response // inferred from electronic annotation///2000484 // positive regulation of interleukin-8 secretion // inferred from sequence or structural similarity
671.20636 348.66364 0.0084703 NM_178644 -1.95 Oaf OAF homolog (Drosophila)
317.899 164.80066 0.0060371 NM_178856 -1.94 Gins2 GINS complex subunit 2 (Psf2 homolog) 0000727 // double-strand break repair via break-induced replication // not recorded///0006260 // DNA replication // inferred from electronic annotation///0032508 // DNA duplex unwinding // ---///1902975 // mitotic DNA replication initiation // not recorded
85.66224 44.16768 0.0088671 NM_145409///XM_006524017-1.94 Chtf18 CTF18, chromosome transmission fidelity factor 18 0006260 // DNA replication // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007131 // reciprocal meiotic recombination // inferred from mutant phenotype///0007140 // male meiosis // inferred from mutant phenotype///0007283 // spermatogenesis // inferred from mutant phenotype///0051985 // negative regulation of chromosome segregation // inferred from mutant phenotype
602.1835 314.73413 0.0086932 NM_025863///XM_006501917///XM_006543765///XM_011240200///XM_011240201///XR_400900///XR_886902///XR_886903///XR_886904-1.94 Trim59 tripartite motif-containing 59 0016567 // protein ubiquitination // inferred from direct assay///0043124 // negative regulation of I-kappaB kinase/NF-kappaB signaling // inferred from direct assay///0043124 // negative regulation of I-kappaB kinase/NF-kappaB signaling // not recorded///0045087 // innate immune response // inferred from direct assay///0046597 // negative regulation of viral entry into host cell // inferred from direct assay
226.84702 117.76262 0.0054206 NM_001040435///NM_001310541///NM_011524///XM_006503831///XM_006503832///XM_006503835///XM_011240714///XM_011240715///XM_011240716///XR_868281-1.94 Tacc3 transforming, acidic coiled-coil containing protein 3 0000226 // microtubule cytoskeleton organization // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from direct assay///0008283 // cell proliferation // inferred from mutant phenotype///0021987 // cerebral cortex development // inferred from mutant phenotype///0022008 // neurogenesis // inferred from mutant phenotype///0022027 // interkinetic nuclear migration // inferred from mutant phenotype///0030097 // hemopoiesis // inferred from mutant phenotype///0030953 // astral microtubule organization // inferred from direct assay///0032886 // regulation of microtubule-based process // inferred from mutant phenotype///0042994 // cytoplasmic sequestering of transcription factor // inferred from direct assay///0051726 // regulation of cell cycle // inferred from genetic interaction
331.05734 173.07237 0.0068707 NM_011933///XM_006524297///XM_006524298-1.93 Decr2 2-4-dienoyl-Coenzyme A reductase 2, peroxisomal 0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006636 // unsaturated fatty acid biosynthetic process // not recorded///0006636 // unsaturated fatty acid biosynthetic process // inferred from sequence or structural similarity///0008152 // metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
137.67734 71.77403 0.009224 NM_001081406///NM_027178-1.91 Lrr1 leucine rich repeat protein 1 0008152 // metabolic process // inferred from electronic annotation
337.53903 179.56488 0.0063393 NM_010361///XM_006513240///XM_006513241///XM_011243373-1.91 Gstt2 glutathione S-transferase, theta 2 0006749 // glutathione metabolic process // not recorded///0055114 // oxidation-reduction process // not recorded
84.78953 44.727165 0.003657 NM_001305233///NM_029766///XM_011238925-1.90 Dtl denticleless homolog (Drosophila) 0000209 // protein polyubiquitination // not recorded///0006260 // DNA replication // inferred from electronic annotation///0006511 // ubiquitin-dependent protein catabolic process // not recorded///0006513 // protein monoubiquitination // not recorded///0006974 // cellular response to DNA damage stimulus // not recorded///0009411 // response to UV // not recorded///0016567 // protein ubiquitination // inferred from electronic annotation///0019985 // translesion synthesis // not recorded///0031572 // G2 DNA damage checkpoint // not recorded///0051726 // regulation of cell cycle // not recorded
1667.7504 882.7003 0.0035555 NM_001313695///NM_008567-1.89 Mcm6 minichromosome maintenance deficient 6 (MIS5 homolog, S. pombe) (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006268 // DNA unwinding involved in DNA replication // inferred from physical interaction///0006270 // DNA replication initiation // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation
87.84366 46.459305 0.0063393 NM_198605///XM_006518859///XR_383169-1.89 Ska3 spindle and kinetochore associated complex subunit 3 0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // not recorded///0031110 // regulation of microtubule polymerization or depolymerization // not recorded///0051301 // cell division // inferred from electronic annotation
243.04768 129.83937 0.004449 NM_001111314///NM_019867-1.88 Ngef neuronal guanine nucleotide exchange factor 0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0009987 // cellular process // inferred from direct assay///0030154 // cell differentiation // inferred from electronic annotation///0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0043087 // regulation of GTPase activity // inferred from direct assay///0043087 // regulation of GTPase activity // not recorded///0043547 // positive regulation of GTPase activity // not recorded///0048013 // ephrin receptor signaling pathway // inferred from direct assay///0048013 // ephrin receptor signaling pathway // not recorded///0061002 // negative regulation of dendritic spine morphogenesis // inferred from direct assay///0061002 // negative regulation of dendritic spine morphogenesis // not recorded
330.30692 177.88536 0.0090494 NM_019950 -1.88 Chst5 carbohydrate (N-acetylglucosamine 6-O) sulfotransferase 5 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006044 // N-acetylglucosamine metabolic process // inferred from direct assay///0006044 // N-acetylglucosamine metabolic process // not recorded///0006790 // sulfur compound metabolic process // inferred from direct assay///0006790 // sulfur compound metabolic process // not recorded///0018146 // keratan sulfate biosynthetic process // inferred from direct assay///0018146 // keratan sulfate biosynthetic process // not recorded
203.73969 109.01797 0.0086932 NM_001305631///NM_145924///XM_006528476///XM_006528477-1.88 Cenpi centromere protein I 0034508 // centromere complex assembly // inferred from electronic annotation///0042699 // follicle-stimulating hormone signaling pathway // inferred from electronic annotation
504.32318 271.49353 0.0068697 NM_172301///XM_011244665///XR_865063///XR_882048///XR_888020-1.87 Ccnb1///Gm5593///Gm12856 cyclin B1///predicted gene 5593///cyclin B1 pseudogene 0000278 // mitotic cell cycle // inferred from electronic annotation///0001556 // oocyte maturation // not recorded///0001701 // in utero embryonic development // inferred from mutant phenotype///0001933 // negative regulation of protein phosphorylation // not recorded///0006461 // protein complex assembly // not recorded///0006468 // protein phosphorylation // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0007283 // spermatogenesis // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0010629 // negative regulation of gene expression // not recorded///0031442 // positive regulation of mRNA 3'-end processing // not recorded///0033129 // positive regulation of histone phosphory
216.71584 115.28256 0.0068697 NM_029617///XM_006500376///XM_006500377-1.87 Casc5 cancer susceptibility candidate 5 0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0008608 // attachment of spindle microtubules to kinetochore // not recorded///0010923 // negative regulation of phosphatase activity // not recorded///0034501 // protein localization to kinetochore // not recorded///0051301 // cell division // inferred from electronic annotation///0071173 // spindle assembly checkpoint // not recorded
56.97026 30.80658 0.0097449 NM_001102563///NM_030240///XM_006508174-1.86 Pagr1a///Prrt2 PAXIP1 associated glutamate rich protein 1A///proline-rich transmembrane protein 2 0009607 // response to biotic stimulus // inferred from electronic annotation///0050884 // neuromuscular process controlling posture // not recorded///0060717 // chorion development // inferred from mutant phenotype///0071557 // histone H3-K27 demethylation // inferred from direct assay
469.00137 254.50673 0.0055381 NM_001004140///XM_006509226-1.85 Ckap2 cytoskeleton associated protein 2 0000281 // mitotic cytokinesis // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0007026 // negative regulation of microtubule depolymerization // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded
471.67896 256.05838 0.0065291 NM_016692///XM_006526707///XM_006526708///XM_006526710///XM_006526712///XM_011247154-1.85 Incenp inner centromere protein 0000910 // cytokinesis // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
214.74333 115.339806 0.0067139 NM_008234///XM_006526699///XM_006526700-1.85 Hells helicase, lymphoid specific 0001655 // urogenital system development // inferred from mutant phenotype///0006306 // DNA methylation // inferred from mutant phenotype///0006342 // chromatin silencing // inferred from mutant phenotype///0006346 // methylation-dependent chromatin silencing // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from mutant phenotype///0010216 // maintenance of DNA methylation // inferred from mutant phenotype///0030098 // lymphocyte differentiation // traceable author statement///0031508 // pericentric heterochromatin assembly // inferred from mutant phenotype///0043066 // negative regulation of apoptotic process // inferred from mutant phenotype///0046651 
271.8615 150.89214 0.0097449 NM_027009 -1.84 Rfc3 replication factor C (activator 1) 3 0006260 // DNA replication // not recorded///0006261 // DNA-dependent DNA replication // not recorded///0006281 // DNA repair // not recorded///0046683 // response to organophosphorus // inferred from electronic annotation
160.17036 86.49038 0.0046248 NM_175554///XM_006503122///XM_006503123///XM_006503124///XM_006503125///XM_011240540///XM_011240541-1.84 Clspn claspin 0000076 // DNA replication checkpoint // not recorded///0000077 // DNA damage checkpoint // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0031572 // G2 DNA damage checkpoint // not recorded///0032147 // activation of protein kinase activity // not recorded///0033314 // mitotic DNA replication checkpoint // not recorded
891.0344 490.10785 0.0096782 NM_026014 -1.84 Cdt1 chromatin licensing and DNA replication factor 1 0000076 // DNA replication checkpoint // inferred from direct assay///0000076 // DNA replication checkpoint // not recorded///0006260 // DNA replication // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0030174 // regulation of DNA-dependent DNA replication initiation // inferred from direct assay///0030174 // regulation of DNA-dependent DNA replication initiation // not recorded///0033262 // regulation of nuclear cell cycle DNA replication // inferred from direct assay
3749.9407 2032.1826 0.0085929 NM_011254 -1.84 Rbp1 retinol binding protein 1, cellular 0002138 // retinoic acid biosynthetic process // inferred from electronic annotation///0006776 // vitamin A metabolic process // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0030852 // regulation of granulocyte differentiation // inferred from mutant phenotype///0033189 // response to vitamin A // inferred from mutant phenotype///0042572 // retinol metabolic process // inferred from genetic interaction///0042572 // retinol metabolic process // inferred from mutant phenotype///0042572 // retinol metabolic process // not recorded///0042573 // retinoic acid metabolic process // inferred from genetic interaction///0042573 // retinoic acid metabolic process // inferred from mutant phenotype
404.14084 221.26813 0.0054206 NM_023284///XM_006496958-1.84 Nuf2 NUF2, NDC80 kinetochore complex component, homolog (S. cerevisiae) 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0008608 // attachment of spindle microtubules to kinetochore // not recorded///0051301 // cell division // inferred from electronic annotation
271.99542 146.32043 0.003657 NM_001285980///NM_013787///NM_145468///XM_011245358///XM_011245359-1.84 Skp2 S-phase kinase-associated protein 2 (p45) 0000082 // G1/S transition of mitotic cell cycle // inferred from direct assay///0000086 // G2/M transition of mitotic cell cycle // inferred from genetic interaction///0000086 // G2/M transition of mitotic cell cycle // inferred from mutant phenotype///0000209 // protein polyubiquitination // inferred from direct assay///0006511 // ubiquitin-dependent protein catabolic process // inferred from direct assay///0006511 // ubiquitin-dependent protein catabolic process // inferred from mutant phenotype///0016310 // phosphorylation // inferred from electronic annotation///0016567 // protein ubiquitination // inferred from electronic annotation///0031146 // SCF-dependent proteasomal ubiquitin-dependent protein catabolic process // ---///0033148 // positive regulation of intracellular estrogen receptor signaling pathway // inferred from genetic interaction///0042981 // regulation of apoptotic process // not recorded///0048661 // positive regulation of smooth muscle cell proliferation // not recorded///0051726 // reg
459.7007 251.78557 0.009631 NM_001164362///NM_028293///NM_028760///XM_006527396///XM_006527397///XM_006527398///XM_006527399///XM_006527400///XM_006527401///XM_006527402///XM_011247381-1.83 Cep55 centrosomal protein 55 0000281 // mitotic cytokinesis // not recorded///0000920 // cell separation after cytokinesis // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0045184 // establishment of protein localization // not recorded///0051301 // cell division // inferred from electronic annotation
160.34993 87.07998 0.0030958 NM_010353 -1.83 Gsg2 germ cell-specific gene 2 0006468 // protein phosphorylation // inferred from direct assay///0006468 // protein phosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007064 // mitotic sister chromatid cohesion // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0016568 // chromatin modification // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from direct assay///0035556 // intracellular signal transduction // not recorded///0071459 // protein localization to chromosome, centromeric region // not recorded///0090231 // regulation of spindle checkpoint // not recorded///2000134 // negative regulation of G1/S transition of mitotic cell cycle // inferred from direct assay///2000751 // histone H3-T3 phosphorylation involved in chromosome passenger complex localization to kinetochore // not recorded



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
1079.798 600.12305 0.0071653 NM_010721 -1.82 Lmnb1 lamin B1 0031662 // positive regulation of cyclin-dependent protein serine/threonine kinase activity involved in G2/M transition of mitotic cell cycle // non-traceable author statement///0046330 // positive regulation of JNK cascade // non-traceable author statement///1904609 // cellular response to monosodium L-glutamate // not recorded
244.46936 132.68498 0.0097449 NM_011234 -1.82 Rad51 RAD51 homolog 0000724 // double-strand break repair via homologous recombination // inferred from direct assay///0000724 // double-strand break repair via homologous recombination // inferred from mutant phenotype///0000724 // double-strand break repair via homologous recombination // not recorded///0000730 // DNA recombinase assembly // not recorded///0001932 // regulation of protein phosphorylation // inferred from mutant phenotype///0006259 // DNA metabolic process // inferred from electronic annotation///0006268 // DNA unwinding involved in DNA replication // not recorded///0006281 // DNA repair // traceable author statement///0006310 // DNA recombination // inferred from electronic annotation///0006312 // mitotic recombination // not recorded///0006974 // cellular response to DNA damage stimulus // not recorded///0006974 // cellular response to DNA damage stimulus // traceable author statement///0007126 // meiotic nuclear division // inferred from direct assay///0007127 // meiosis I // inferred from electronic annotat
325.85416 177.58089 0.0083164 NM_173762 -1.82 Cenpe centromere protein E 0000278 // mitotic cell cycle // not recorded///0007018 // microtubule-based movement // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0007088 // regulation of mitotic nuclear division // inferred from mutant phenotype///0007094 // mitotic spindle assembly checkpoint // inferred from mutant phenotype///0007275 // multicellular organismal development // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0008608 // attachment of spindle microtubules to kinetochore // inferred from mutant phenotype///0008608 // attachment of spindle microtubules to kinetochore // traceable author statement///0030071 // regulation of mitotic metaphase/anaphase transition // not recorded///0045184 // establishment of protein localization // inferred fro
280.84192 156.38338 0.0030958 NM_175092 -1.81 Rhof ras homolog gene family, member f 0007015 // actin filament organization // not recorded///0007264 // small GTPase mediated signal transduction // inferred from electronic annotation
141.25345 77.62626 0.0056196 NM_001310502///NM_172756///XM_006509661///XM_006509662///XM_011242300///XR_379041-1.81 Ankle1 ankyrin repeat and LEM domain containing 1
266.02588 144.89935 0.008644 NM_028232///XM_011246642-1.81 Sgol1 shugoshin-like 1 (S. pombe) 0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0008608 // attachment of spindle microtubules to kinetochore // not recorded///0010457 // centriole-centriole cohesion // inferred from mutant phenotype///0010457 // centriole-centriole cohesion // not recorded///0045132 // meiotic chromosome segregation // not recorded///0051301 // cell division // inferred from electronic annotation
2268.11 1233.7694 0.0065464 NM_008557 -1.81 Fxyd3 FXYD domain-containing ion transport regulator 3 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006821 // chloride transport // inferred from electronic annotation///0034220 // ion transmembrane transport // inferred from electronic annotation///0050790 // regulation of catalytic activity // inferred from direct assay///1902476 // chloride transmembrane transport // inferred from electronic annotation///2000649 // regulation of sodium ion transmembrane transporter activity // not recorded
453.62296 254.52002 0.0089358 NM_010149///XM_006509998-1.80 Epor erythropoietin receptor 0003007 // heart morphogenesis // traceable author statement///0007165 // signal transduction // inferred from direct assay///0007204 // positive regulation of cytosolic calcium ion concentration // not recorded///0007420 // brain development // inferred from mutant phenotype///0007507 // heart development // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0009790 // embryo development // inferred from direct assay///0010976 // positive regulation of neuron projection development // not recorded///0016032 // viral process // inferred from electronic annotation///0038162 // erythropoietin-mediated signaling pathway // not recorded///0043524 // negative regulation of neuron apoptotic process // not recorded///0046697 // decidualization // inferred from direct assay///0055008 // cardiac muscle tissue morphogenesis // traceable author statement///0055010 // ventricular cardiac muscle tissue morphogenesis // traceable author statement///0060979 // vasculogene
150.79701 83.58247 0.0065276 NM_001145949///NM_144553///XM_006518833///XM_006518834///XM_006518835-1.80 Dlgap5 discs, large (Drosophila) homolog-associated protein 5 0006470 // protein dephosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0016311 // dephosphorylation // ---///0023052 // signaling // inferred from electronic annotation
76.94439 42.701332 0.0094249 NM_174850///XM_011240974-1.79 Micall2 MICAL-like 2 0030041 // actin filament polymerization // inferred from mutant phenotype///0030041 // actin filament polymerization // not recorded///0031175 // neuron projection development // inferred from mutant phenotype///0031175 // neuron projection development // not recorded///0031532 // actin cytoskeleton reorganization // inferred from mutant phenotype///0032456 // endocytic recycling // inferred from direct assay///0032456 // endocytic recycling // inferred from mutant phenotype///0034333 // adherens junction assembly // inferred from electronic annotation///0034446 // substrate adhesion-dependent cell spreading // inferred from mutant phenotype///0070830 // bicellular tight junction assembly // inferred from mutant phenotype///1903955 // positive regulation of protein targeting to mitochondrion // not recorded
257.1076 142.42828 0.0037372 NM_001290662///NM_134471///XM_006503433///XM_006503435///XM_011240620///XM_011240621///XM_011240622-1.79 Kif2c kinesin family member 2C 0007018 // microtubule-based movement // not recorded///0007019 // microtubule depolymerization // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0008152 // metabolic process // inferred from electronic annotation///0030951 // establishment or maintenance of microtubule cytoskeleton polarity // not recorded///0051301 // cell division // inferred from electronic annotation///0051983 // regulation of chromosome segregation // not recorded
177.64247 98.20363 0.0066908 NM_023294 -1.79 Ndc80 NDC80 homolog, kinetochore complex component (S. cerevisiae) 0000070 // mitotic sister chromatid segregation // not recorded///0000132 // establishment of mitotic spindle orientation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007052 // mitotic spindle organization // not recorded///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0008608 // attachment of spindle microtubules to kinetochore // not recorded///0051301 // cell division // inferred from electronic annotation///0051315 // attachment of mitotic spindle microtubules to kinetochore // not recorded
2471.4858 1356.2666 0.0093457 NM_013546///XM_011241224-1.79 Hebp1 heme binding protein 1 0042168 // heme metabolic process // inferred by curator
2314.4055 1279.117 0.0042446 NM_001171187///NM_010762-1.78 Mal myelin and lymphocyte protein, T cell differentiation protein 0042552 // myelination // not recorded///1902043 // positive regulation of extrinsic apoptotic signaling pathway via death domain receptors // inferred from direct assay
238.49878 133.22519 0.0065811 NM_001141975///NM_001141976///NM_001141977///NM_001141978///NM_028109///XM_006500213///XM_006500214///XM_006500215-1.78 Tpx2 TPX2, microtubule-associated protein homolog (Xenopus laevis) 0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0032147 // activation of protein kinase activity // not recorded///0051225 // spindle assembly // not recorded///0051301 // cell division // inferred from electronic annotation///0060236 // regulation of mitotic spindle organization // inferred from mutant phenotype///0090307 // mitotic spindle assembly // inferred from mutant phenotype///0090307 // mitotic spindle assembly // not recorded
110.138535 61.018116 0.0090404 NM_018754 -1.78 Sfn stratifin 0000079 // regulation of cyclin-dependent protein serine/threonine kinase activity // inferred from direct assay///0001836 // release of cytochrome c from mitochondria // not recorded///0003334 // keratinocyte development // inferred from genetic interaction///0008630 // intrinsic apoptotic signaling pathway in response to DNA damage // not recorded///0010482 // regulation of epidermal cell division // inferred from mutant phenotype///0010839 // negative regulation of keratinocyte proliferation // inferred from genetic interaction///0030216 // keratinocyte differentiation // inferred from mutant phenotype///0030307 // positive regulation of cell growth // inferred from direct assay///0031424 // keratinization // inferred from mutant phenotype///0043154 // negative regulation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0043588 // skin development // inferred from genetic interaction///0043588 // skin development // inferred from mutant phenotype///0045606 // positive
663.7102 382.0576 0.0087756 NM_019499///XM_006506406-1.76 Mad2l1 MAD2 mitotic arrest deficient-like 1 0000070 // mitotic sister chromatid segregation // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007093 // mitotic cell cycle checkpoint // not recorded///0007094 // mitotic spindle assembly checkpoint // inferred from mutant phenotype///0007094 // mitotic spindle assembly checkpoint // not recorded///0042177 // negative regulation of protein catabolic process // not recorded///0043066 // negative regulation of apoptotic process // inferred from mutant phenotype///0043066 // negative regulation of apoptotic process // not recorded///0045841 // negative regulation of mitotic metaphase/anaphase transition // traceable author statement///0045930 // negative regulation of mitotic cell cycle // not recorded///0051301 // cell division // inferred from electronic annotation///0060564 // negative regulation of APC-Cdc20 complex activity // not recorded///0090267 // positive regulation of mit
75.18874 42.936787 0.0084703 NM_001042653///XM_011243550///XM_011251331-1.76 LOC100862416///LOC100862454///Oip5protein Mis18-beta-like///Opa interacting protein 5 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
214.85017 122.0136 0.002626 NM_175265///XM_006519688///XR_383221-1.76 Bora bora, aurora kinase A activator 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007088 // regulation of mitotic nuclear division // not recorded///0032880 // regulation of protein localization // not recorded///0051301 // cell division // inferred from electronic annotation///0060236 // regulation of mitotic spindle organization // not recorded
289.10873 162.40288 0.0063393 NM_197959///XM_011249243-1.75 Kif18b kinesin family member 18B 0000070 // mitotic sister chromatid segregation // not recorded///0000278 // mitotic cell cycle // not recorded///0007018 // microtubule-based movement // not recorded///0007019 // microtubule depolymerization // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0051302 // regulation of cell division // not recorded
89.550385 51.170246 0.0093601 NM_008652///XM_006498873///XM_006498875///XM_006498876///XM_006498878///XM_011239340-1.75 Mybl2 myeloblastosis oncogene-like 2 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006366 // transcription from RNA polymerase II promoter // not recorded///0007049 // cell cycle // inferred from electronic annotation///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded///0090307 // mitotic spindle assembly // inferred from direct assay
3723.599 2118.053 0.0085929 NM_001039129///NM_001165971///NM_010447///NR_002885///NR_104427///XR_383983///NR_002883-1.75 Gm10052///Gm5803///Hnrnpa1///Gm5643heterogeneous nuclear ribonucleoprotein A1 pseudogene///predicted gene 5803///heterogeneous nuclear ribonucleoprotein A10000380 // alternative mRNA splicing, via spliceosome // inferred from direct assay///0006397 // mRNA processing // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0008380 // RNA splicing // inferred from direct assay///0051028 // mRNA transport // inferred from electronic annotation///0051168 // nuclear export // inferred from sequence or structural similarity///0051170 // nuclear import // inferred from sequence or structural similarity
189.54427 108.06164 0.0085929 NM_001162998 -1.74 Smim6 small integral membrane protein 6
1744.2056 1007.732 0.0066692 NM_008969///XM_006497790///XM_006497791///XM_006497793///XM_006497794///XM_006497795///XM_011239036-1.74 Ptgs1 prostaglandin-endoperoxide synthase 1 0001516 // prostaglandin biosynthetic process // inferred from mutant phenotype///0001516 // prostaglandin biosynthetic process // not recorded///0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // inferred from electronic annotation///0006693 // prostaglandin metabolic process // inferred from mutant phenotype///0006954 // inflammatory response // inferred from electronic annotation///0006979 // response to oxidative stress // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0007612 // learning // not recorded///0007613 // memory // not recorded///0008217 // regulation of blood pressure // inferred from mutant phenotype///0010243 // response to organonitrogen compound // inferred from electronic annotation///0010700 // negative regulation of norepinephrine secretion // not recorded///0019233 // sensory perception 
321.54047 185.32677 0.0068697 NM_001163763///NM_001163764///NM_025674///XM_006523453///XM_006525266///XM_011251278-1.72 Tcf19 transcription factor 19
373.47095 219.88608 0.0085912 NM_001081062 -1.72 Ccno cyclin O 0006284 // base-excision repair // not recorded///0007049 // cell cycle // not recorded///0030030 // cell projection organization // inferred from electronic annotation///0042384 // cilium assembly // not recorded///0042493 // response to drug // inferred from electronic annotation///0051301 // cell division // not recorded///1903251 // multi-ciliated epithelial cell differentiation // not recorded
1369.9546 801.1917 0.0068707 NM_023223 -1.72 Cdc20 cell division cycle 20 0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0016567 // protein ubiquitination // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0031145 // anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process // not recorded///0031915 // positive regulation of synaptic plasticity // inferred from direct assay///0040020 // regulation of meiotic nuclear division // inferred from genetic interaction///0050773 // regulation of dendrite development // not recorded///0051301 // cell division // inferred from electronic annotation///0051488 // activation of anaphase-promoting complex activity // not recorded///0090129 // positive regulation of synapse maturation // inferred from direct a
405.17148 241.57718 0.0068697 NM_001127338///NM_138600///XR_385969-1.71 Aldh7a1 aldehyde dehydrogenase family 7, member A1 0008152 // metabolic process // inferred from electronic annotation///0019285 // glycine betaine biosynthetic process from choline // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
121.321014 70.56079 0.0065291 NM_009764///XM_006532064///XM_006532068///XR_879509-1.71 Brca1 breast cancer 1, early onset 0000724 // double-strand break repair via homologous recombination // not recorded///0006260 // DNA replication // inferred from mutant phenotype///0006281 // DNA repair // inferred from electronic annotation///0006301 // postreplication repair // not recorded///0006302 // double-strand break repair // inferred from mutant phenotype///0006302 // double-strand break repair // not recorded///0006310 // DNA recombination // inferred from electronic annotation///0006349 // regulation of gene expression by genetic imprinting // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // inferred from electronic annotation///0006974 // cellular response to DNA damage st
198.91296 114.78199 0.0084641 NM_001110265///NM_001284272///NM_009445///XM_006511058///XM_006511059///XM_006511060-1.71 Ttk Ttk protein kinase 0006468 // protein phosphorylation // inferred from electronic annotation///0007093 // mitotic cell cycle checkpoint // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0018108 // peptidyl-tyrosine phosphorylation // inferred from electronic annotation///0051304 // chromosome separation // inferred from electronic annotation
197.26901 114.24718 0.0063393 NM_001081407///NM_030072///NM_172147///XM_006504047///XM_006504048///XM_006504049-1.71 Plb1 phospholipase B1 0006629 // lipid metabolic process // inferred from electronic annotation///0006644 // phospholipid metabolic process // not recorded///0016042 // lipid catabolic process // inferred from electronic annotation///0042572 // retinol metabolic process // not recorded///2000344 // positive regulation of acrosome reaction // inferred from mutant phenotype
1097.7009 649.7863 0.0063393 NM_027324///XM_006516849///XM_006516850///XM_011244373-1.71 Sfxn1 sideroflexin 1 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006826 // iron ion transport // inferred from mutant phenotype///0006826 // iron ion transport // traceable author statement///0030218 // erythrocyte differentiation // inferred from mutant phenotype///0034220 // ion transmembrane transport // inferred from electronic annotation///0055072 // iron ion homeostasis // inferred from electronic annotation///0055085 // transmembrane transport // inferred from electronic annotation
3455.324 1978.3197 0.0065291 NM_016904 -1.71 Cks1b CDC28 protein kinase 1b 0007049 // cell cycle // inferred from electronic annotation///0045859 // regulation of protein kinase activity // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
1097.9629 652.45746 0.0089693 NM_009103 -1.70 Rrm1 ribonucleotide reductase M1 0000278 // mitotic cell cycle // inferred from electronic annotation///0006206 // pyrimidine nucleobase metabolic process // inferred from electronic annotation///0006260 // DNA replication // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0008584 // male gonad development // inferred from electronic annotation///0009263 // deoxyribonucleotide biosynthetic process // inferred from direct assay///0010212 // response to ionizing radiation // inferred from electronic annotation///0021846 // cell proliferation in forebrain // inferred from electronic annotation///0051259 // protein oligomerization // inferred from physical interaction///0051290 // protein heterotetramerization // inferred from physical interaction///0055114 // oxidation-reduction process // inferred from electronic annotation///0060041 // retina development in camera-type eye // inferred from electronic annotation
154.63812 91.652245 0.0087842 NM_019777///XM_006529762///XM_006529763///XM_006529764///XM_011248052///XR_387186-1.70 Ikbke inhibitor of kappaB kinase epsilon 0006468 // protein phosphorylation // not recorded///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007252 // I-kappaB phosphorylation // inferred from direct assay///0007252 // I-kappaB phosphorylation // inferred from electronic annotation///0008630 // intrinsic apoptotic signaling pathway in response to DNA damage // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0034340 // response to type I interferon // inferred from direct assay///0035456 // response to interferon-beta // not recorded///0038061 // NIK/NF-kappaB signaling // not recorded///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // inferred from electronic annotation///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // inferred from sequence or structural similarity///0051260 // protein homooligomerization // not recorded///0098586 // cellular response to virus // inferred from direct assay
126.2824 74.05487 0.0085929 NM_009434///XM_006508597-1.69 Phlda2 pleckstrin homology-like domain, family A, member 2 0001890 // placenta development // inferred from direct assay///0009887 // organ morphogenesis // inferred from mutant phenotype///0010468 // regulation of gene expression // inferred from direct assay///0030334 // regulation of cell migration // inferred from direct assay///0045995 // regulation of embryonic development // inferred from direct assay///0070873 // regulation of glycogen metabolic process // inferred from direct assay
897.0389 538.2648 0.00422 NM_134022 -1.69 6330403K07Rik RIKEN cDNA 6330403K07 gene
539.1347 326.11835 0.0075984 NM_001310659///NM_008342///XM_006495707-1.68 Igfbp2 insulin-like growth factor binding protein 2 0001558 // regulation of cell growth // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007565 // female pregnancy // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0007584 // response to nutrient // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from electronic annotation///0010226 // response to lithium ion // inferred from electronic annotation///0032355 // response to estradiol // inferred from electronic annotation///0032526 // response to retinoic acid // inferred from electronic annotation///0032870 // cellular response to hormone stimulus // inferred from electronic annotation///0040008 // regulation of growth // inferred from electronic annotation///0042104 // positive regulation of activated T cell proliferation // not recorded///0042493 // response to drug // inferred from electronic annotation///0043567 // regulation of insulin-like growth fa
91.67897 54.652256 0.0080529 NM_012012///XM_006496862///XM_006496863-1.67 Exo1 exonuclease 1 0002376 // immune system process // inferred from electronic annotation///0002455 // humoral immune response mediated by circulating immunoglobulin // inferred from mutant phenotype///0006139 // nucleobase-containing compound metabolic process // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006298 // mismatch repair // not recorded///0006310 // DNA recombination // not recorded///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0016446 // somatic hypermutation of immunoglobulin genes // inferred from mutant phenotype///0045190 // isotype switching // inferred from mutant phenotype///0051321 // meiotic cell cycle // inferred from electronic annotation///0090305 // nucleic acid phosphodiester bond hydrolysis // not recorded
347.5299 209.89442 0.0066381 NM_008446///XM_006527855///XM_011247528-1.67 Kif4 kinesin family member 4 0000281 // mitotic cytokinesis // not recorded///0007018 // microtubule-based movement // not recorded///0008152 // metabolic process // inferred from electronic annotation///0051256 // mitotic spindle midzone assembly // not recorded
1016.0242 618.9151 0.0097017 NM_025912///XM_006500059-1.67 Fam210b family with sequence similarity 210, member B
241.83041 145.02652 0.0071653 NM_011132 -1.66 Pole polymerase (DNA directed), epsilon 0000082 // G1/S transition of mitotic cell cycle // not recorded///0000731 // DNA synthesis involved in DNA repair // not recorded///0001701 // in utero embryonic development // inferred from electronic annotation///0006260 // DNA replication // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006287 // base-excision repair, gap-filling // not recorded///0006297 // nucleotide-excision repair, DNA gap filling // not recorded///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0071897 // DNA biosynthetic process // not recorded///0090305 // nucleic acid phosphodiester bond hydrolysis // inferred from electronic annotation
163.5017 97.06772 0.0063393 NM_013542 -1.66 Gzmb granzyme B 0001913 // T cell mediated cytotoxicity // inferred from mutant phenotype///0006508 // proteolysis // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0008626 // granzyme-mediated apoptotic signaling pathway // inferred from direct assay///0008626 // granzyme-mediated apoptotic signaling pathway // inferred from mutant phenotype///0016485 // protein processing // not recorded///0019835 // cytolysis // inferred from electronic annotation
934.4133 574.4162 0.006796 NM_176838///XM_006531492///XM_006531493///XM_011248546///XM_011248547-1.65 Esrp2 epithelial splicing regulatory protein 2 0006397 // mRNA processing // inferred from electronic annotation///0008380 // RNA splicing // inferred from electronic annotation///0043484 // regulation of RNA splicing // not recorded
399.2814 247.41849 0.0069718 NM_138653///XM_006537676///XM_011249947-1.65 Bspry B-box and SPRY domain containing 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006816 // calcium ion transport // inferred from electronic annotation
626.9157 389.03702 0.0090404 NM_001159646///NM_023595-1.64 Dut deoxyuridine triphosphatase 0006226 // dUMP biosynthetic process // not recorded///0043497 // regulation of protein heterodimerization activity // not recorded///0046080 // dUTP metabolic process // inferred from electronic annotation///0046081 // dUTP catabolic process // not recorded///0070207 // protein homotrimerization // not recorded///2000272 // negative regulation of receptor activity // not recorded
272.6889 166.64886 0.0065754 NM_007633 -1.63 Ccne1 cyclin E1 0000082 // G1/S transition of mitotic cell cycle // inferred from electronic annotation///0001547 // antral ovarian follicle growth // inferred from electronic annotation///0001889 // liver development // inferred from electronic annotation///0006270 // DNA replication initiation // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from direct assay///0006468 // protein phosphorylation // inferred from sequence or structural similarity///0007049 // cell cycle // inferred from electronic annotation///0010243 // response to organonitrogen compound // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0014074 // response to purine-containing compound // inferred from electronic annotation///0016055 // Wnt signaling pathway // inferred from direct assay///0031100 // organ regeneration // inferred from electronic annotation///0031670 // cellular response to nutrient // inferred from electronic annotation///0032
1442.2517 886.77435 0.004326 NM_001289724///NM_001289725///NM_009193-1.63 Slbp stem-loop binding protein 0006397 // mRNA processing // inferred from electronic annotation///0006398 // mRNA 3'-end processing by stem-loop binding and cleavage // inferred from direct assay///0033260 // nuclear DNA replication // not recorded///0051028 // mRNA transport // not recorded
681.90967 423.89102 0.0055381 NM_198937 -1.63 Hn1l hematological and neurological expressed 1-like
81.28702 49.95855 0.0068697 NM_029249///XM_006514267///XM_006514268///XM_006514269///XM_011243597-1.63 Parpbp PARP1 binding protein 0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///2000042 // negative regulation of double-strand break repair via homologous recombination // not recorded
158.24734 96.889694 0.0046248 NM_001110162///NM_175384///XM_006518420///XM_006518423///XM_011244912///XM_011244913///XM_011244915-1.62 Cdca2 cell division cycle associated 2 0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from direct assay///0007067 // mitotic nuclear division // inferred from electronic annotation///0035307 // positive regulation of protein dephosphorylation // not recorded///0051301 // cell division // inferred from electronic annotation
121.6674 75.24433 0.0068697 NM_183046///XM_006527080///XM_006527081///XM_006527082///XM_006527083///XM_006527084///XM_006527085///XM_006527086///XM_011247247-1.61 Kif20b kinesin family member 20B 0001843 // neural tube closure // inferred from mutant phenotype///0007018 // microtubule-based movement // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007088 // regulation of mitotic nuclear division // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0032467 // positive regulation of cytokinesis // not recorded///0035372 // protein localization to microtubule // inferred from mutant phenotype///0048812 // neuron projection morphogenesis // inferred from mutant phenotype///0051301 // cell division // inferred from electronic annotation///0070201 // regulation of establishment of protein localization // inferred from direct assay///0090316 // positive regulation
75.92991 47.093437 0.0066692 NM_001122958///NM_001122959///NM_009015///XM_006502877///XM_006502878///XM_006502879///XM_006502880///XR_867829-1.61 Rad54l RAD54 like (S. cerevisiae) 0000724 // double-strand break repair via homologous recombination // inferred from genetic interaction///0000724 // double-strand break repair via homologous recombination // inferred from mutant phenotype///0000733 // DNA strand renaturation // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006302 // double-strand break repair // inferred from genetic interaction///0006974 // cellular response to DNA damage stimulus // inferred from genetic interaction///0006974 // cellular response to DNA damage stimulus // inferred from mutant phenotype///0008340 // determination of adult lifespan // inferred from genetic interaction///0010212 // response to ionizing radiation // inferred from genetic interaction///0010212 // response to ionizing radiation // inferred from mutant phenotype///0042493 // response to drug // inferred from mutant phenotype///0051276 // chromosome organization // inferred from genetic interaction
344.59515 216.81549 0.0065754 NM_024257 -1.61 Hdhd3 haloacid dehalogenase-like hydrolase domain containing 3 0008152 // metabolic process // inferred from electronic annotation
100.83858 62.93387 0.0063393 NM_201364///XM_006496909///XM_006496910///XM_006496911-1.60 BC055324 cDNA sequence BC055324
317.17 199.7879 0.0084354 NM_181589///XM_006500158-1.59 Ckap2l cytoskeleton associated protein 2-like
203.13467 126.308655 0.0080529 NM_001163495///NM_027667///XM_011247341///XM_011247342///XM_011247343///XM_011247344-1.59 Arhgap19 Rho GTPase activating protein 19 0007165 // signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation
1103.5352 702.88635 0.0086932 NM_134081 -1.59 Dnajc9 DnaJ (Hsp40) homolog, subfamily C, member 9 0032781 // positive regulation of ATPase activity // not recorded///0035176 // social behavior // inferred from electronic annotation
319.70673 203.8792 0.0046248 NM_001163766///NM_134124-1.59 Wdr90 WD repeat domain 90
63.379288 39.879528 0.0096878 NM_001311124///NM_001311126///NM_001311127///NM_176954///XM_006513743///XM_006513744///XM_006513745///XM_006513746///XM_006513747///XM_006513748///XM_006513749///XM_011243472///XM_011243473///XM_011243474-1.59 Celf5 CUGBP, Elav-like family member 5
671.19885 429.11035 0.0079038 NM_024184 -1.59 Asf1b anti-silencing function 1B histone chaperone 0006333 // chromatin assembly or disassembly // inferred from electronic annotation///0006334 // nucleosome assembly // inferred from direct assay///0006335 // DNA replication-dependent nucleosome assembly // not recorded///0006336 // DNA replication-independent nucleosome assembly // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0016568 // chromatin modification // inferred from electronic annotation
645.78125 413.081 0.0089693 NM_011950 -1.59 Mapk13 mitogen-activated protein kinase 13 0000165 // MAPK cascade // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006468 // protein phosphorylation // not recorded///0006950 // response to stress // not recorded///0006970 // response to osmotic stress // not recorded///0007049 // cell cycle // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0032755 // positive regulation of interleukin-6 production // not recorded///0035556 // intracellular signal transduction // not recorded
759.81165 487.55862 0.0085589 NM_026384 -1.58 Dgat2 diacylglycerol O-acyltransferase 2 0006071 // glycerol metabolic process // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation///0010867 // positive regulation of triglyceride biosynthetic process // not recorded///0019432 // triglyceride biosynthetic process // inferred from direct assay///0019432 // triglyceride biosynthetic process // inferred from mutant phenotype///0019432 // triglyceride biosynthetic process // not recorded///0019915 // lipid storage // inferred from genetic interaction///0019915 // lipid storage // inferred from mutant phenotype///0034383 // low-density lipoprotein particle clearance // inferred from mutant phenotype///0035336 // long-chain fatty-acyl-CoA metabolic process // inferred from direct assay///0035336 // long-chain fatty-acyl-CoA metabolic process // not recorded///0035356 // cellular triglyceride homeostasis // inferred from mutant phenotype///0042572 // retinol metabolic process // inferred from electronic annotation///0042632 // cholesterol homeo
2548.035 1599.8877 0.0087791 NM_172543///XM_006532833///XM_006532834///XM_006532835///XM_006532836///XM_006532837-1.57 Fam117a family with sequence similarity 117, member A
1813.1226 1152.7539 0.0099452 NM_011358///XM_006532641///XM_011248835///XR_388380///XR_388381///XR_388382///XR_879542-1.57 Srsf2 serine/arginine-rich splicing factor 2 0000381 // regulation of alternative mRNA splicing, via spliceosome // inferred from direct assay///0006397 // mRNA processing // inferred from electronic annotation///0008380 // RNA splicing // inferred from electronic annotation
892.33356 575.13965 0.0090494 NM_026598 -1.57 Ebpl emopamil binding protein-like 0016125 // sterol metabolic process // inferred from electronic annotation
256.2794 163.40034 0.0065464 NM_019487 -1.57 Hebp2 heme binding protein 2 0010917 // negative regulation of mitochondrial membrane potential // not recorded///0010940 // positive regulation of necrotic cell death // not recorded///0035794 // positive regulation of mitochondrial membrane permeability // not recorded
222.41306 141.4752 0.0068697 NM_026412///XM_006499894///XR_374487///XR_374488-1.56 Knstrn kinetochore-localized astrin/SPAG5 binding 0000070 // mitotic sister chromatid segregation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007051 // spindle organization // not recorded///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation///0051988 // regulation of attachment of spindle microtubules to kinetochore // not recorded
61.122593 39.136593 0.0075124 NM_183287///XM_006522537///XM_006522538///XM_006522539///XM_006522540///XM_006522541-1.56 2610318N02Rik RIKEN cDNA 2610318N02 gene
23.524618 14.733796 0.0084703 NM_001162954///XM_011245150-1.56 Gm8267 predicted gene 8267
25.98156 16.873371 0.0096878 NM_001034882 -1.55 Kbtbd6 kelch repeat and BTB (POZ) domain containing 6 0016567 // protein ubiquitination // not recorded
770.1359 504.64932 0.003657 NM_146218///XM_006530925-1.55 Rfwd3 ring finger and WD repeat domain 3 0002230 // positive regulation of defense response to virus by host // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0010212 // response to ionizing radiation // not recorded///0016567 // protein ubiquitination // not recorded///0031571 // mitotic G1 DNA damage checkpoint // not recorded///0098779 // mitophagy in response to mitochondrial depolarization // not recorded///2000001 // regulation of DNA damage checkpoint // not recorded
262.974 168.92628 0.0097449 NM_009773///XM_006498622-1.55 Bub1b budding uninhibited by benzimidazoles 1 homolog, beta (S. cerevisiae) 0006468 // protein phosphorylation // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007091 // metaphase/anaphase transition of mitotic cell cycle // inferred from genetic interaction///0007094 // mitotic spindle assembly checkpoint // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0034501 // protein localization to kinetochore // not recorded///0051301 // cell division // inferred from electronic annotation///0071459 // protein localization to chromosome, centromeric region // inferred from mutant phenotype
195.14597 123.61147 0.0071653 NM_001190161///NM_019976-1.55 Psrc1 proline/serine-rich coiled-coil 1 0001578 // microtubule bundle formation // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0007080 // mitotic metaphase plate congression // not recorded///0009987 // cellular process // inferred from direct assay///0030308 // negative regulation of cell growth // inferred from mutant phenotype///0031116 // positive regulation of microtubule polymerization // inferred from direct assay///0045737 // positive regulation of cyclin-dependent protein serine/threonine kinase activity // inferred from mutant phenotype///0045893 // positive regulation of transcription, DNA-templated // inferred from mutant phenotype///0051301 // cell division // inferred from electronic annotation///0060236 // regulation of mitotic spindle organization // not recorded
1528.5718 997.962 0.0051715 NM_001035226///NM_134014///XM_006514430///XM_006514431///XM_006514432-1.54 Xpo1 exportin 1, CRM1 homolog (yeast) 0000055 // ribosomal large subunit export from nucleus // not recorded///0000056 // ribosomal small subunit export from nucleus // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006611 // protein export from nucleus // inferred from direct assay///0006611 // protein export from nucleus // inferred from mutant phenotype///0006611 // protein export from nucleus // not recorded///0006810 // transport // inferred from electronic annotation///0006886 // intracellular protein transport // inferred from electronic annotation///0010824 // regulation of centrosome duplication // inferred from mutant phenotype///0015031 // protein transport // inferred from electronic annotation///0034504 // protein localization to nucleus // inferred from mutant phenotype///0042176 // regulation of protein catabolic process // inferred from mutant phenotype///0042493 // response to drug // inferred from electronic annotation///0046825 // regulation of protein export fr
2498.0105 1610.6658 0.0075048 NM_001039129///NM_001165971///NM_010447///NR_002885///NR_104427///XR_383983///NR_002883-1.54 Gm10052///Gm5803///Hnrnpa1///Gm5643heterogeneous nuclear ribonucleoprotein A1 pseudogene///predicted gene 5803///heterogeneous nuclear ribonucleoprotein A10000380 // alternative mRNA splicing, via spliceosome // inferred from direct assay///0006397 // mRNA processing // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0008380 // RNA splicing // inferred from direct assay///0051028 // mRNA transport // inferred from electronic annotation///0051168 // nuclear export // inferred from sequence or structural similarity///0051170 // nuclear import // inferred from sequence or structural similarity
113.88868 73.41951 0.0085208 NM_027263 -1.54 Apitd1 apoptosis-inducing, TAF9-like domain 1 0000712 // resolution of meiotic recombination intermediates // inferred from sequence or structural similarity///0000712 // resolution of meiotic recombination intermediates // inferred from electronic annotation///0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0031297 // replication fork processing // inferred from sequence or structural similarity///0031297 // replication fork processing // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
260.19714 171.23952 0.0059002 NM_009951 -1.54 Igf2bp1 insulin-like growth factor 2 mRNA binding protein 1 0006403 // RNA localization // not recorded///0006417 // regulation of translation // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0010610 // regulation of mRNA stability involved in response to stress // not recorded///0017148 // negative regulation of translation // not recorded///0022013 // pallium cell proliferation in forebrain // inferred from mutant phenotype///0051028 // mRNA transport // inferred from electronic annotation///0070934 // CRD-mediated mRNA stabilization // not recorded///0097150 // neuronal stem cell population maintenance // inferred from mutant phenotype
487.11728 320.79062 0.0085929 NM_153783///XM_006536166///XM_006536167///XM_006536168///XM_006536169///XM_011249839///XM_011249840///XM_011249841-1.54 Paox polyamine oxidase (exo-N4-amino) 0006598 // polyamine catabolic process // inferred from direct assay///0006598 // polyamine catabolic process // not recorded///0008215 // spermine metabolic process // inferred from electronic annotation///0009446 // putrescine biosynthetic process // not recorded///0009447 // putrescine catabolic process // not recorded///0046203 // spermidine catabolic process // not recorded///0046208 // spermine catabolic process // not recorded///0055114 // oxidation-reduction process // not recorded///1901307 // positive regulation of spermidine biosynthetic process // not recorded
85.46114 55.791164 0.0051039 NM_175563 -1.52 Prr11 proline rich 11 0051726 // regulation of cell cycle // not recorded
762.26917 509.4285 0.0084641 NM_025649 -1.52 Mad2l1bp MAD2L1 binding protein 0007093 // mitotic cell cycle checkpoint // not recorded///0007094 // mitotic spindle assembly checkpoint // not recorded///0007096 // regulation of exit from mitosis // not recorded
34.702877 22.945415 0.0071792 NR_024720 -1.52 2700099C18Rik NDC80 homolog, kinetochore complex component pseudogene
2016.1809 1315.6638 0.0070902 NM_025968///XM_011250088-1.51 Ptgr1 prostaglandin reductase 1 0006693 // prostaglandin metabolic process // inferred from electronic annotation///0009636 // response to toxic substance // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from electronic annotation
117.59393 77.464584 0.0087842 NM_019670///XM_006519312///XM_011245123-1.51 Diaph3 diaphanous related formin 3 0007283 // spermatogenesis // inferred from electronic annotation///0016043 // cellular component organization // inferred from electronic annotation///0030036 // actin cytoskeleton organization // inferred from electronic annotation
59.526814 39.668247 0.0071764 NM_001080995///NM_028729///XM_006508245///XM_006508246-1.51 Ddias DNA damage-induced apoptosis suppressor 0006915 // apoptotic process // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007050 // cell cycle arrest // inferred from electronic annotation///0007286 // spermatid development // inferred from mutant phenotype///0030097 // hemopoiesis // inferred from mutant phenotype///0034644 // cellular response to UV // inferred from mutant phenotype///0071345 // cellular response to cytokine stimulus // inferred from mutant phenotype///0071447 // cellular response to hydroperoxide // inferred from mutant phenotype///0071480 // cellular response to gamma radiation // inferred from mutant phenotype///0071850 // mitotic cell cycle arrest // inferred from direct assay///2000270 // negative regulation of fibroblast apoptotic process // inferred from mutant phenotype
361.4963 242.4643 0.0071956 NM_028131///XM_006531387///XM_011248508-1.51 Cenpn centromere protein N 0007059 // chromosome segregation // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0034508 // centromere complex assembly // inferred from electronic annotation



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
841.2377 568.9676 0.0084866 NM_010516 -1.50 Cyr61 cysteine rich protein 61 0001558 // regulation of cell growth // inferred from electronic annotation///0001649 // osteoblast differentiation // inferred from genetic interaction///0001934 // positive regulation of protein phosphorylation // not recorded///0002041 // intussusceptive angiogenesis // inferred from mutant phenotype///0003181 // atrioventricular valve morphogenesis // inferred from mutant phenotype///0003278 // apoptotic process involved in heart morphogenesis // inferred from mutant phenotype///0003281 // ventricular septum development // inferred from mutant phenotype///0006935 // chemotaxis // not recorded///0007155 // cell adhesion // inferred from direct assay///0007155 // cell adhesion // not recorded///0007165 // signal transduction // not recorded///0007267 // cell-cell signaling // not recorded///0010518 // positive regulation of phospholipase activity // inferred from direct assay///0010811 // positive regulation of cell-substrate adhesion // inferred from direct assay///0016337 // single organismal cell-cell ad
39.233936 26.668457 0.008644 NM_001039154///NM_001285913///NM_001285914///NM_007667///NR_133570///XM_006530631///XM_006530634-1.50 Cdh8 cadherin 8 0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation///0007268 // synaptic transmission // inferred from mutant phenotype///0009409 // response to cold // inferred from mutant phenotype///0035249 // synaptic transmission, glutamatergic // inferred from mutant phenotype
242.73042 162.77852 0.0080529 NM_010892///XM_006497123-1.49 Nek2 NIMA (never in mitosis gene a)-related expressed kinase 2 0000070 // mitotic sister chromatid segregation // inferred from mutant phenotype///0001824 // blastocyst development // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from direct assay///0006468 // protein phosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // inferred from mutant phenotype///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0043392 // negative regulation of DNA binding // inferred from direct assay///0046777 // protein autophosphorylation // not recorded///0051299 // centrosome separation // not recorded///0051301 // cell division // inferred from electronic annotation///0051321 // meiotic cell cycle // inferred from electronic annotation///0051988 // regulation of attachment of spindle microtubules to kinetochore // not recorded///0090
382.83978 261.87766 0.0089693 NM_028354///XM_006515363///XM_006515364-1.49 Tdp1 tyrosyl-DNA phosphodiesterase 1 0000012 // single strand break repair // inferred from mutant phenotype///0000012 // single strand break repair // not recorded///0006281 // DNA repair // inferred from mutant phenotype///0006281 // DNA repair // not recorded///0006302 // double-strand break repair // not recorded///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0090305 // nucleic acid phosphodiester bond hydrolysis // inferred from electronic annotation
118.30512 79.17589 0.0097449 NM_172520///XM_006538704///XM_006538705///XM_006538706///XM_006538707///XM_006538708///XM_006538709///XM_011250225///XM_011250226-1.48 Arhgef19 Rho guanine nucleotide exchange factor (GEF) 19 0032956 // regulation of actin cytoskeleton organization // not recorded///0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0042060 // wound healing // inferred from mutant phenotype///0043547 // positive regulation of GTPase activity // inferred from genetic interaction
329.81055 227.59697 0.0094249 NM_001163633///NM_001163634///NM_009528-1.48 Wnt7b wingless-type MMTV integration site family, member 7B 0001525 // angiogenesis // inferred from genetic interaction///0001525 // angiogenesis // inferred from mutant phenotype///0001701 // in utero embryonic development // inferred from mutant phenotype///0001944 // vasculature development // inferred from mutant phenotype///0003338 // metanephros morphogenesis // inferred from mutant phenotype///0007257 // activation of JUN kinase activity // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0010628 // positive regulation of gene expression // inferred from mutant phenotype///0016055 // Wnt signaling pathway // inferred from genetic interaction///0016055 // Wnt signaling pathway // inferred from mutant phenotype///0016332 // establishment or maintenance of polarity of embryonic epithelium // inferred from mutant phenotype///0021846 // cell proliferation in forebrain // inferred from direct assay///0021871 // forebrain reg
726.72424 499.79703 0.0084323 NM_001289524///NM_001289525///NM_024194///XM_006501925///XM_006501927-1.48 Lrrc40 leucine rich repeat containing 40
2794.6465 1870.1539 0.0070902 NM_009698 -1.47 Aprt adenine phosphoribosyl transferase 0006166 // purine ribonucleoside salvage // inferred from genetic interaction///0006166 // purine ribonucleoside salvage // inferred from mutant phenotype///0006168 // adenine salvage // inferred from mutant phenotype///0007595 // lactation // not recorded///0007625 // grooming behavior // inferred from genetic interaction///0009116 // nucleoside metabolic process // inferred from electronic annotation///0032869 // cellular response to insulin stimulus // inferred from electronic annotation///0044209 // AMP salvage // inferred from electronic annotation///0046083 // adenine metabolic process // inferred by curator///0046083 // adenine metabolic process // inferred from genetic interaction///0046083 // adenine metabolic process // inferred from mutant phenotype
567.54504 390.1537 0.0051094 NM_026908///XM_006519494///XM_006519495-1.47 Cab39l calcium binding protein 39-like
365.44797 250.73454 0.0084055 NM_026303///XM_006509879///XM_006509880///XM_006509881///XM_006509882///XM_006509883-1.47 Alkbh8 alkB, alkylation repair homolog 8 (E. coli) 0002098 // tRNA wobble uridine modification // inferred from direct assay///0002098 // tRNA wobble uridine modification // not recorded///0006974 // cellular response to DNA damage stimulus // not recorded///0008152 // metabolic process // inferred from electronic annotation///0030488 // tRNA methylation // inferred from mutant phenotype///0030488 // tRNA methylation // not recorded///0032259 // methylation // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from direct assay///0055114 // oxidation-reduction process // not recorded
818.74744 567.2709 0.0079038 NM_001190717///NM_013726///XM_011240670-1.47 Dbf4 DBF4 homolog (S. cerevisiae) 0006260 // DNA replication // inferred from electronic annotation///0006468 // protein phosphorylation // ---///0007049 // cell cycle // inferred from electronic annotation///0007089 // traversing start control point of mitotic cell cycle // not recorded
45.819626 31.684292 0.0099354 NM_027363///XM_011241899-1.46 Chp2 calcineurin-like EF hand protein 2 0006810 // transport // inferred from electronic annotation///0006814 // sodium ion transport // not recorded///0006885 // regulation of pH // not recorded///0008284 // positive regulation of cell proliferation // not recorded///0010922 // positive regulation of phosphatase activity // not recorded///0015031 // protein transport // inferred from electronic annotation///0042307 // positive regulation of protein import into nucleus // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded///0070886 // positive regulation of calcineurin-NFAT signaling cascade // not recorded///0071277 // cellular response to calcium ion // not recorded
200.00963 136.01129 0.0064729 NM_016662///XR_873434 -1.46 Mxd3 Max dimerization protein 3 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0045892 // negative regulation of transcription, DNA-templated // inferred from genetic interaction
461.896 322.12955 0.0066908 NM_146013///XM_006514437///XM_006514438///XM_006514439///XM_006514440-1.46 Sec14l4 SEC14-like lipid binding 4 0006810 // transport // inferred from electronic annotation
65.65217 45.226288 0.0065276 NM_033603 -1.46 Amn amnionless 0006898 // receptor-mediated endocytosis // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007588 // excretion // inferred from mutant phenotype///0008104 // protein localization // inferred from mutant phenotype///0015889 // cobalamin transport // not recorded///0043001 // Golgi to plasma membrane protein transport // not recorded
4909.1685 3253.606 0.0083164 NM_001161624///NM_009876///XM_006508467///XM_006508468///XM_006508469///XM_006508470///XM_006508471-1.46 Cdkn1c cyclin-dependent kinase inhibitor 1C (P57) 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from genetic interaction///0001501 // skeletal system development // inferred from mutant phenotype///0001822 // kidney development // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0007049 // cell cycle // inferred from electronic annotation///0007050 // cell cycle arrest // inferred from electronic annotation///0007346 // regulation of mitotic cell cycle // inferred from electronic annotation///0007568 // aging // inferred from mutant phenotype///0016310 // phosphorylation // inferred from electronic annotation///0030099 // myeloid cell differentiation // inferred from genetic interaction///0030325 // adrenal gland development // inferred from mutant phenotype///0030511 // positive regulation of transforming growth factor beta receptor signaling pathway // inferred from electronic annotation///0033673 // negative regulation of kinase activity // inferred from elec
1072.6212 747.982 0.0066692 NM_025433 -1.45 Rpl7l1 ribosomal protein L7-like 1 0000463 // maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA) // ---///0001825 // blastocyst formation // inferred from mutant phenotype///0002181 // cytoplasmic translation // ---
184.24342 126.50013 0.0085533 NM_001168356///NM_134253-1.45 Bnipl BCL2/adenovirus E1B 19kD interacting protein like 0006915 // apoptotic process // not recorded///0008285 // negative regulation of cell proliferation // not recorded///0040009 // regulation of growth rate // not recorded
198.98799 138.8105 0.0088935 NM_010822///XM_006514711-1.44 Mpg N-methylpurine-DNA glycosylase 0003281 // ventricular septum development // inferred from mutant phenotype///0006281 // DNA repair // inferred from electronic annotation///0006284 // base-excision repair // inferred from mutant phenotype///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0032007 // negative regulation of TOR signaling // inferred from electronic annotation///0032007 // negative regulation of TOR signaling // ---///0034198 // cellular response to amino acid starvation // inferred from electronic annotation///0034198 // cellular response to amino acid starvation // ---///0035909 // aorta morphogenesis // inferred from mutant phenotype///0043547 // positive regulation of GTPase activity // ---///0048738 // cardiac muscle tissue development // inferred from mutant phenotype///0060021 // palate development // inferred from mutant phenotype
3658.6804 2501.2078 0.0096782 NM_001166409///NM_001166410///NM_001166411///NM_001293658///NM_016809///XR_878599-1.44 Gm15453///Rbm3 predicted gene 15453///RNA binding motif protein 3 0006412 // translation // inferred from direct assay///0006417 // regulation of translation // inferred from direct assay///0009409 // response to cold // inferred from direct assay///0035196 // production of miRNAs involved in gene silencing by miRNA // inferred from direct assay///0045727 // positive regulation of translation // not recorded
396.6612 279.79776 0.007891 NM_001114085///NM_001285503///NM_001285504///NM_023317///XM_011246000-1.44 Nde1 nuclear distribution gene E homolog 1 (A nidulans) 0000132 // establishment of mitotic spindle orientation // not recorded///0001764 // neuron migration // inferred from mutant phenotype///0007020 // microtubule nucleation // inferred from direct assay///0007049 // cell cycle // inferred from electronic annotation///0007059 // chromosome segregation // not recorded///0007067 // mitotic nuclear division // inferred from electronic annotation///0007100 // mitotic centrosome separation // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0007405 // neuroblast proliferation // inferred from mutant phenotype///0021987 // cerebral cortex development // inferred from genetic interaction///0021987 // cerebral cortex development // not recorded///0030154 // cell differentiation // inferred from electronic annotation///0030900 // forebrain development // inferred from mutant phenotype///0031023 // microtubule organizing center organizatio
65.56716 45.494156 0.0084073 NM_058214///XM_006521546///XM_006521547///XM_006521548///XM_006521549///XR_384056-1.44 Recql4 RecQ protein-like 4 0000733 // DNA strand renaturation // not recorded///0001501 // skeletal system development // inferred from mutant phenotype///0006260 // DNA replication // not recorded///0006310 // DNA recombination // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0032508 // DNA duplex unwinding // not recorded///0043473 // pigmentation // inferred from mutant phenotype///0045875 // negative regulation of sister chromatid cohesion // inferred from mutant phenotype///0048705 // skeletal system morphogenesis // inferred from mutant phenotype
63.784115 44.54083 0.0098942 NM_027664///XM_011241115///XM_011241116///XM_011241117///XM_011241118///XM_011241119///XM_011241120-1.44 Rimklb ribosomal modification protein rimK-like family member B 0006464 // cellular protein modification process // inferred from electronic annotation
2562.9326 1751.9767 0.0066754 NM_001078167///NM_173374///XR_388324///XR_406812-1.43 Srsf1 serine/arginine-rich splicing factor 1 0000380 // alternative mRNA splicing, via spliceosome // not recorded///0000395 // mRNA 5'-splice site recognition // not recorded///0001701 // in utero embryonic development // inferred from mutant phenotype///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006397 // mRNA processing // inferred from electronic annotation///0006417 // regulation of translation // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0008380 // RNA splicing // inferred from direct assay///0008380 // RNA splicing // inferred from genetic interaction///0043488 // regulation of mRNA stability // inferred from electronic annotation///0048024 // regulation of mRNA splicing, via spliceosome // inferred from electronic annotation///0051028 // mRNA transport // inferred from electronic annotation///0060048 // cardiac muscle contraction // inferred from genetic interaction
318.15442 225.59178 0.0090494 NM_007658///XM_006511929///XM_006511930///XM_006511931-1.43 Cdc25a cell division cycle 25A 0000082 // G1/S transition of mitotic cell cycle // not recorded///0000087 // mitotic M phase // inferred from electronic annotation///0006470 // protein dephosphorylation // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007067 // mitotic nuclear division // inferred from electronic annotation///0009314 // response to radiation // not recorded///0034644 // cellular response to UV // not recorded///0035335 // peptidyl-tyrosine dephosphorylation // inferred from electronic annotation///0051301 // cell division // inferred from electronic annotation
3946.533 2687.9207 0.0082244 NM_010655 -1.43 Kpna2 karyopherin (importin) alpha 2 0006606 // protein import into nucleus // inferred from direct assay///0006607 // NLS-bearing protein import into nucleus // not recorded///0006810 // transport // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation///0019221 // cytokine-mediated signaling pathway // not recorded
1170.7817 828.69446 0.0095304 NM_011570///NM_207176 -1.43 Tes testis derived transcript 0008285 // negative regulation of cell proliferation // not recorded///0042127 // regulation of cell proliferation // inferred from electronic annotation
103.7571 71.90184 0.0076866 NM_001039556///NM_001256145///NM_177285///NM_001256142-1.43 Rad54b///Fsbp RAD54 homolog B (S. cerevisiae)///fibrinogen silencer binding protein 0000724 // double-strand break repair via homologous recombination // inferred from genetic interaction///0000724 // double-strand break repair via homologous recombination // inferred from mutant phenotype///0000724 // double-strand break repair via homologous recombination // not recorded///0006281 // DNA repair // inferred from electronic annotation///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from genetic interaction///0006974 // cellular response to DNA damage stimulus // inferred from mutant phenotype///0008340 // determination of adult lifespan // inferred from genetic interaction///0010212 // response to ionizing radiation // inferred from genetic interaction///0010212 // response to ionizing radiation // inferred from mutant phenotype///0042493 // response to drug // inferred from mutant phenotype
857.1333 613.53284 0.0089358 NM_026374 -1.42 Ilf2 interleukin enhancer binding factor 2 0006351 // transcription, DNA-templated // not recorded///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006955 // immune response // inferred from electronic annotation///0045893 // positive regulation of transcription, DNA-templated // not recorded
397.5968 283.0752 0.0051039 NM_172746///XM_006507734///XM_011241780-1.42 Hirip3 HIRA interacting protein 3
1083.3943 774.55927 0.0088565 NM_001080129///NM_001080130///NM_001080131///NM_001080132///NM_001080134///NM_001283048///NM_011605///XM_006513590-1.42 Tmpo thymopoietin 0006355 // regulation of transcription, DNA-templated // inferred from direct assay
180.46896 126.1987 0.0068697 NM_146151///XM_006503008///XM_011240492-1.42 Tesk2 testis-specific kinase 2 0006468 // protein phosphorylation // not recorded///0007283 // spermatogenesis // inferred from sequence or structural similarity///0007283 // spermatogenesis // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0018108 // peptidyl-tyrosine phosphorylation // inferred from electronic annotation///0030036 // actin cytoskeleton organization // not recorded///0048041 // focal adhesion assembly // not recorded
199.74016 142.12122 0.0097983 NM_001291105///NM_007891-1.41 E2f1 E2F transcription factor 1 0000077 // DNA damage checkpoint // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from direct assay///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006355 // regulation of transcription, DNA-templated // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electronic annotation///0008630 // intrinsic apoptotic signaling pathway in response to DNA damage // not recorded///0010628 // positive regulation of gene expression // not recorded///0030900 // forebrain development // inferred from mutant phenotype///0043276 // anoikis // inferred from direct assay///0043392 // negative regulation of DNA binding // not recorded///0045599 // negative regulation of fat cell differentiation // inferred from direct assay///0045892 
7045.2046 4826.664 0.0090404 NM_001166409///NM_001166410///NM_001166411///NM_001293658///NM_016809///XR_878599-1.41 Gm15453///Rbm3 predicted gene 15453///RNA binding motif protein 3 0006412 // translation // inferred from direct assay///0006417 // regulation of translation // inferred from direct assay///0009409 // response to cold // inferred from direct assay///0035196 // production of miRNAs involved in gene silencing by miRNA // inferred from direct assay///0045727 // positive regulation of translation // not recorded
112.97382 80.01478 0.0070836 NM_172453///XM_006510913///XM_006510914///XM_006510915///XM_006510916///XM_006510917///XM_006510918///XM_006510919///XM_006510920///XM_006510921///XM_011242689///XM_011242690///XR_379406-1.40 Pif1 PIF1 5'-to-3' DNA helicase homolog (S. cerevisiae) 0000002 // mitochondrial genome maintenance // inferred from electronic annotation///0000002 // mitochondrial genome maintenance // ---///0000723 // telomere maintenance // inferred from electronic annotation///0006281 // DNA repair // inferred from electronic annotation///0006310 // DNA recombination // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0032204 // regulation of telomere maintenance // not recorded///0032211 // negative regulation of telomere maintenance via telomerase // inferred from electronic annotation///0032211 // negative regulation of telomere maintenance via telomerase // ---///0032508 // DNA duplex unwinding // not recorded///0044806 // G-quadruplex DNA unwinding // ---///0051974 // negative regulation of telomerase activity // not recorded
144.20753 102.8339 0.0095304 NM_028115///NM_029839///XM_006527356///XM_006527357///XR_386517-1.40 Trub1 TruB pseudouridine (psi) synthase homolog 1 (E. coli) 0001522 // pseudouridine synthesis // inferred from electronic annotation///0006396 // RNA processing // inferred from electronic annotation///0006400 // tRNA modification // not recorded///0008033 // tRNA processing // inferred from electronic annotation///0009451 // RNA modification // inferred from electronic annotation///1990481 // mRNA pseudouridine synthesis // not recorded
995.60706 727.18274 0.0086932 NM_001003898///NM_001003899///NM_001008545///NM_001008546///NM_001305425///NM_145556///NR_027864///NR_131120///XM_006535940///XM_006538815///XM_011250237///XM_011251145///XR_389858///XR_389859///XR_390742///XR_390743-1.39 Tardbp TAR DNA binding protein 0001933 // negative regulation of protein phosphorylation // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006366 // transcription from RNA polymerase II promoter // inferred from direct assay///0006397 // mRNA processing // inferred from electronic annotation///0008380 // RNA splicing // not recorded///0010629 // negative regulation of gene expression // not recorded///0030264 // nuclear fragmentation involved in apoptotic nuclear change // not recorded///0032024 // positive regulation of insulin secretion // inferred from electronic annotation///0034976 // response to endoplasmic reticulum stress // inferred from electronic annotation///0043922 // negative regulation by host of viral transcription // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0051726 // regulation of cell cycle // 
282.16516 203.95131 0.0071624 NM_198019///XM_006526823///XM_006526824///XM_006526825///XM_006526826-1.39 Cep78 centrosomal protein 78
50.60283 36.64795 0.0091486 NM_001081099 -1.39 Aunip aurora kinase A and ninein interacting protein 0007051 // spindle organization // not recorded
375.6049 274.123 0.0083164 NM_178389///XM_006539217///XM_006539218///XM_006539219///XM_006539220-1.39 Gale galactose-4-epimerase, UDP 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006012 // galactose metabolic process // inferred from direct assay///0019388 // galactose catabolic process // not recorded///0033499 // galactose catabolic process via UDP-galactose // inferred by curator///0061623 // glycolytic process from galactose // inferred by curator
285.11655 208.1093 0.0096908 NM_001037711///NM_001293727///XM_006502061///XM_006502062///XM_006502064///XM_006543801///XR_375578-1.39 Cgn cingulin 0000226 // microtubule cytoskeleton organization // inferred from mutant phenotype///0003382 // epithelial cell morphogenesis // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0070830 // bicellular tight junction assembly // inferred from mutant phenotype
4312.385 3039.4275 0.0065291 NM_019641 -1.39 Stmn1 stathmin 1 0007019 // microtubule depolymerization // not recorded///0007052 // mitotic spindle organization // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0007409 // axonogenesis // inferred from mutant phenotype///0007420 // brain development // inferred from electronic annotation///0009615 // response to virus // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0031110 // regulation of microtubule polymerization or depolymerization // inferred from electronic annotation///0031115 // negative regulation of microtubule polymerization // inferred from direct assay///0031175 // neuron projection development // not recorded///0051272 // positive regulation of cellular component movement // inferred from genetic interaction
68.5556 49.480053 0.0085573 NM_027928 -1.38 Chst13 carbohydrate (chondroitin 4) sulfotransferase 13 0016051 // carbohydrate biosynthetic process // inferred from electronic annotation///0030206 // chondroitin sulfate biosynthetic process // not recorded
11146.443 7459.6045 0.0069718 NM_016957 -1.38 Hmgn2 high mobility group nucleosomal binding domain 2 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0040034 // regulation of development, heterochronic // inferred from genetic interaction
1340.0198 979.1562 0.0066908 NM_026623 -1.38 Nudt21 nudix (nucleoside diphosphate linked moiety X)-type motif 21 0006378 // mRNA polyadenylation // not recorded///0006379 // mRNA cleavage // not recorded///0006397 // mRNA processing // not recorded///0051262 // protein tetramerization // not recorded
805.3313 597.1891 0.0098942 NM_134050///XM_006515367///XM_006515368///XM_006515369///XR_381469-1.37 Rab15 RAB15, member RAS oncogene family 0006810 // transport // inferred from electronic annotation///0006886 // intracellular protein transport // not recorded///0006904 // vesicle docking involved in exocytosis // not recorded///0007264 // small GTPase mediated signal transduction // inferred from electronic annotation///0009306 // protein secretion // not recorded///0015031 // protein transport // inferred from electronic annotation///0017157 // regulation of exocytosis // not recorded///0032482 // Rab protein signal transduction // not recorded///0072659 // protein localization to plasma membrane // not recorded///1903307 // positive regulation of regulated secretory pathway // inferred from electronic annotation
886.3366 659.2985 0.0089693 NM_133185///XM_011245993-1.37 Rogdi rogdi homolog (Drosophila) 0007420 // brain development // not recorded///0008284 // positive regulation of cell proliferation // inferred from direct assay///0022008 // neurogenesis // not recorded///0030097 // hemopoiesis // inferred from direct assay///0042475 // odontogenesis of dentin-containing tooth // not recorded
356.65585 268.56598 0.0080529 NM_146040///XM_006515784///XM_006515786///XM_011244098///XM_011244099///XM_011244100-1.34 Cdca7l cell division cycle associated 7 like 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded
583.1446 440.53812 0.0066908 NM_175400///XM_006497309-1.34 Sephs1 selenophosphate synthetase 1 0016310 // phosphorylation // inferred from electronic annotation
550.74396 421.81696 0.0090404 NM_133692///XM_006508149///XM_006508150-1.33 Pold3 polymerase (DNA-directed), delta 3, accessory subunit 0006260 // DNA replication // inferred from electronic annotation///0006261 // DNA-dependent DNA replication // not recorded///0006297 // nucleotide-excision repair, DNA gap filling // not recorded///0071897 // DNA biosynthetic process // inferred from electronic annotation
59.252865 44.976734 0.0096878 NM_007975///XM_006530660-1.32 F2rl3 coagulation factor II (thrombin) receptor-like 3 0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0007596 // blood coagulation // inferred from electronic annotation///0007599 // hemostasis // inferred from electronic annotation///0051281 // positive regulation of release of sequestered calcium ion into cytosol // not recorded///0070493 // thrombin receptor signaling pathway // inferred from electronic annotation
88.51907 66.801544 0.0090012 NM_016925///XM_006530661///XM_006530662///XM_006530663///XM_006530664///XM_006530665///XM_006530666///XR_387732-1.32 Fanca Fanconi anemia, complementation group A 0006281 // DNA repair // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007140 // male meiosis // inferred from mutant phenotype///0008584 // male gonad development // inferred from mutant phenotype///0008585 // female gonad development // inferred from mutant phenotype///0042127 // regulation of cell proliferation // inferred from mutant phenotype
8628.585 6220.639 0.0083887 NM_009076///XR_880074 -1.31 Rpl12///LOC102635048///Rpl12-ps1ribosomal protein L12///60S ribosomal protein L12 pseudogene///ribosomal protein L12, pseudogene 10000027 // ribosomal large subunit assembly // ---///0006412 // translation // inferred from electronic annotation
2811.2795 2100.6084 0.0089748 NM_001177629///NM_010345///XM_006514529///XM_011243664-1.31 Grb10 growth factor receptor bound protein 10 0007165 // signal transduction // traceable author statement///0008286 // insulin receptor signaling pathway // not recorded///0030178 // negative regulation of Wnt signaling pathway // inferred from direct assay///0030178 // negative regulation of Wnt signaling pathway // not recorded///0030949 // positive regulation of vascular endothelial growth factor receptor signaling pathway // not recorded///0032868 // response to insulin // not recorded///0042326 // negative regulation of phosphorylation // inferred from direct assay///0042327 // positive regulation of phosphorylation // not recorded///0045719 // negative regulation of glycogen biosynthetic process // not recorded///0045719 // negative regulation of glycogen biosynthetic process // traceable author statement///0046325 // negative regulation of glucose import // inferred from mutant phenotype///0046627 // negative regulation of insulin receptor signaling pathway // inferred from mutant phenotype///0048009 // insulin-like growth factor receptor signali
76.42907 58.597046 0.0099033 NM_001285945///NM_027678///XM_006529408///XM_006529409///XM_006529410///XM_006529411///XM_006529412///XM_006529413///XM_006529414///XM_006529416///XR_387159-1.30 Zranb3 zinc finger, RAN-binding domain containing 3 0000733 // DNA strand renaturation // not recorded///0006281 // DNA repair // not recorded///0006974 // cellular response to DNA damage stimulus // not recorded///0008152 // metabolic process // inferred from electronic annotation///0009411 // response to UV // not recorded///0031297 // replication fork processing // not recorded///0036292 // DNA rewinding // not recorded///0045910 // negative regulation of DNA recombination // not recorded///0048478 // replication fork protection // not recorded///0090305 // nucleic acid phosphodiester bond hydrolysis // inferred from electronic annotation
7988.78 5829.5723 0.0079038 NM_001252260///NM_001252261///NM_008722///XR_887149///XR_883560-1.30 LOC102643093///Npm1///Gm9118nucleophosmin pseudogene///nucleophosmin 1///nucleophosmin 1 pseudogene 0000055 // ribosomal large subunit export from nucleus // inferred from mutant phenotype///0000056 // ribosomal small subunit export from nucleus // inferred from direct assay///0006281 // DNA repair // not recorded///0006334 // nucleosome assembly // not recorded///0006407 // rRNA export from nucleus // inferred from direct assay///0006407 // rRNA export from nucleus // inferred from mutant phenotype///0006884 // cell volume homeostasis // inferred from direct assay///0006884 // cell volume homeostasis // inferred from mutant phenotype///0006913 // nucleocytoplasmic transport // inferred from direct assay///0006913 // nucleocytoplasmic transport // not recorded///0006950 // response to stress // not recorded///0007098 // centrosome cycle // not recorded///0007569 // cell aging // not recorded///0008104 // protein localization // inferred from mutant phenotype///0008104 // protein localization // not recorded///0008284 // positive regulation of cell proliferation // inferred from direct assay///0008284 // pos
1228.6104 962.49164 0.0083287 NM_001168270///NM_133794-1.29 Qars glutaminyl-tRNA synthetase 0006412 // translation // inferred from electronic annotation///0006418 // tRNA aminoacylation for protein translation // inferred from electronic annotation///0006425 // glutaminyl-tRNA aminoacylation // inferred from electronic annotation///0007420 // brain development // inferred from electronic annotation///0043039 // tRNA aminoacylation // inferred from electronic annotation///0043066 // negative regulation of apoptotic process // not recorded
631.62445 510.6885 0.0084703 NM_026758///XM_011248495-1.26 Mphosph6 M phase phosphoprotein 6 0000460 // maturation of 5.8S rRNA // not recorded///0006364 // rRNA processing // inferred from electronic annotation
407.2649 331.5466 0.0091756 NM_016714 -1.25 Nup50 nucleoporin 50 0001841 // neural tube formation // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0006913 // nucleocytoplasmic transport // traceable author statement///0015031 // protein transport // inferred from electronic annotation///0046907 // intracellular transport // inferred from electronic annotation///0051028 // mRNA transport // inferred from electronic annotation
59.935574 74.86261 0.0089693 NM_001037909///NM_030194///NM_175219///NM_175397///NR_131980///XM_006496512///XM_006496519///XM_006504642///XM_006529069///XM_006535864///XM_006535865///XM_006535886///XM_006544020///XM_011238699///XM_011238700///XM_011238701///XM_011238702///XM_011238703///XM_011238704///XM_011238705///XM_011238724///XM_011247897///XM_011247898///XM_011247899///XM_011247900///XM_011247901///XM_011249814///XM_011249815///XM_011249816///XM_011249817///XM_011249818///XM_011249819///XM_011249820///XM_011249821///XM_011249825///XM_011249826///XM_011249827///XM_011249828///XM_011249829///XR_3897111.25 C130026I21Rik///Gm15753///Gm16026///LOC100041057///LOC102638047///LOC664787///Sp110RIKEN cDNA C130026I21 gene///predicted gene 15753///predicted pseudogene 16026///sp110 nuclear body protein-like///Sp110 nuclear body protein pseudogene///Sp110 nuclear body protein0002376 // immune system process // inferred from electronic annotation///0006338 // chromatin remodeling // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0009617 // response to bacterium // inferred from direct assay///0043065 // positive regulation of apoptotic process // inferred from direct assay///0045087 // innate immune response // inferred from electronic annotation
1265.6335 1602.088 0.0099354 NM_009551///XM_0065270581.27 Zfand5 zinc finger, AN1-type domain 5 0001701 // in utero embryonic development // inferred from mutant phenotype///0001944 // vasculature development // inferred from mutant phenotype///0003016 // respiratory system process // inferred from mutant phenotype///0010761 // fibroblast migration // inferred from mutant phenotype///0048008 // platelet-derived growth factor receptor signaling pathway // inferred from mutant phenotype///0048705 // skeletal system morphogenesis // inferred from mutant phenotype///0048745 // smooth muscle tissue development // inferred from mutant phenotype///0060324 // face development // inferred from mutant phenotype
127.72649 160.53023 0.0089567 NM_010060///XM_006515458///XM_006515459///XM_006515460///XM_006515461///XM_006515462///XM_006515463///XM_006515464///XM_006515465///XM_006515466///XM_006515467///XM_006515468///XM_011243993///XM_0112439941.27 Dnah11 dynein, axonemal, heavy chain 11 0003341 // cilium movement // inferred from mutant phenotype///0003356 // regulation of cilium beat frequency // not recorded///0007018 // microtubule-based movement // inferred from electronic annotation///0007368 // determination of left/right symmetry // inferred from mutant phenotype///0007368 // determination of left/right symmetry // not recorded///0007507 // heart development // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0030317 // sperm motility // not recorded
30.196898 38.96904 0.0086932 NM_001167996 1.28 1110032F04Rik RIKEN cDNA 1110032F04 gene
27.675762 35.937508 0.0098942 NM_001033162///XM_006529876///XR_3871951.29 Shcbp1l Shc SH2-domain binding protein 1-like
43.534664 56.375095 0.0079038 NM_021443///XM_0112405801.29 Ccl8///LOC105242483 chemokine (C-C motif) ligand 8///C-C motif chemokine 8 0002548 // monocyte chemotaxis // ---///0006935 // chemotaxis // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation///0006955 // immune response // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // ---///0030593 // neutrophil chemotaxis // ---///0043547 // positive regulation of GTPase activity // ---///0045663 // positive regulation of myoblast differentiation // inferred from mutant phenotype///0048245 // eosinophil chemotaxis // ---///0048247 // lymphocyte chemotaxis // ---///0060326 // cell chemotaxis // inferred from electronic annotation///0070098 // chemokine-mediated signaling pathway // ---///0070374 // positive regulation of ERK1 and ERK2 cascade // ---///0071346 // cellular response to interferon-gamma // ---///0071347 // cellular response to interleukin-1 // ---///0071356 // cellular response to tumor necrosis factor // ---///1901741 // positive regulation of myoblast fusion // inferred from m
17926.076 22145.688 0.0097741 NM_001289643///NM_001289644///NM_054038///XM_0112468111.29 Scgb3a2 secretoglobin, family 3A, member 2
20.887587 27.609507 0.0075448 NM_028086///NR_045438 1.31 Mospd4 motile sperm domain containing 4 0070972 // protein localization to endoplasmic reticulum // inferred from electronic annotation
100.64475 130.731 0.0065811 1.31 BC038331 cDNA sequence BC038331 0002070 // epithelial cell maturation // inferred from mutant phenotype///0031069 // hair follicle morphogenesis // inferred from mutant phenotype///0042335 // cuticle development // inferred from mutant phenotype///0045055 // regulated secretory pathway // inferred from mutant phenotype///0045684 // positive regulation of epidermis development // inferred from mutant phenotype///0061436 // establishment of skin barrier // inferred from mutant phenotype///0070268 // cornification // inferred from mutant phenotype
730.721 984.38116 0.008644 NM_009419///XM_006534848///XM_006534849///XM_006534850///XR_3892651.32 Tpst2 protein-tyrosine sulfotransferase 2 0006478 // peptidyl-tyrosine sulfation // inferred from mutant phenotype///0007342 // fusion of sperm to egg plasma membrane // inferred from mutant phenotype///0060468 // prevention of polyspermy // inferred from mutant phenotype
347.82178 468.0608 0.0080529 NM_175158 1.32 Utp20 UTP20, small subunit (SSU) processome component, homolog (yeast) 0006364 // rRNA processing // not recorded
93.94369 123.4245 0.0090494 NM_001159344///NM_027195///XM_006535971///XM_006535972///XM_006535973///XM_006539157///XM_006539158///XM_006539159///XM_0065391601.33 Casz1 castor zinc finger 1 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0045665 // negative regulation of neuron differentiation // inferred from mutant phenotype///0060040 // retinal bipolar neuron differentiation // inferred from direct assay///0060223 // retinal rod cell fate commitment // inferred from direct assay///0060223 // retinal rod cell fate commitment // inferred from mutant phenotype///0060226 // negative regulation of retinal cone cell fate commitment // inferred from mutant phenotype///1902870 // negative regulation of amacrine cell differentiation // inferred from mutant phenotype
563.8717 767.96265 0.0096878 NM_001109992///NM_0112021.34 Ptpn11 protein tyrosine phosphatase, non-receptor type 11 0000077 // DNA damage checkpoint // inferred from mutant phenotype///0000187 // activation of MAPK activity // inferred from mutant phenotype///0006470 // protein dephosphorylation // not recorded///0006629 // lipid metabolic process // inferred from mutant phenotype///0006641 // triglyceride metabolic process // inferred from mutant phenotype///0007173 // epidermal growth factor receptor signaling pathway // inferred from genetic interaction///0007229 // integrin-mediated signaling pathway // inferred from mutant phenotype///0007409 // axonogenesis // inferred from mutant phenotype///0007420 // brain development // not recorded///0007507 // heart development // not recorded///0009755 // hormone-mediated signaling pathway // inferred from direct assay///0009967 // positive regulation of signal transduction // inferred from mutant phenotype///0016311 // dephosphorylation // inferred from electronic annotation///0021697 // cerebellar cortex formation // inferred from genetic interaction///0021697 // cerebellar 
88.377 116.905945 0.0097449 NM_001081176 1.34 Polr3g polymerase (RNA) III (DNA directed) polypeptide G 0002376 // immune system process // inferred from electronic annotation///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006359 // regulation of transcription from RNA polymerase III promoter // inferred from electronic annotation///0006384 // transcription initiation from RNA polymerase III promoter // not recorded///0008283 // cell proliferation // inferred from expression pattern///0008283 // cell proliferation // not recorded///0032728 // positive regulation of interferon-beta production // not recorded///0045087 // innate immune response // inferred from electronic annotation///0045089 // positive regulation of innate immune response // not recorded///0051607 // defense response to virus // inferred from electronic annotation
109.69887 145.89856 0.0090626 NM_001161832///NM_013682///XM_011246207///XM_011246208///XM_011246209///XR_8763731.35 T2 brachyury 2 0014028 // notochord formation // inferred from mutant phenotype
44.81647 60.534645 0.0068697 NM_001039537///NM_008501///XM_006514542///XM_006514543///XM_0065145441.35 Lif leukemia inhibitory factor 0001974 // blood vessel remodeling // inferred from genetic interaction///0006955 // immune response // inferred from electronic annotation///0007566 // embryo implantation // inferred from direct assay///0007566 // embryo implantation // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0008285 // negative regulation of cell proliferation // inferred from genetic interaction///0010628 // positive regulation of gene expression // inferred from genetic interaction///0010976 // positive regulation of neuron projection development // not recorded///0016525 // negative regulation of angiogenesis // not recorded///0019827 // stem cell population maintenance // inferred from direct assay///0019827 // stem cell population maintenance // inferred from genetic interaction///0030324 // lung development // inferred from genetic interaction///0031100 // organ regeneration // not r
155.65524 209.5741 0.0063393 NM_145132 1.35 Mchr1 melanin-concentrating hormone receptor 1 0007165 // signal transduction // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // not recorded///0007186 // G-protein coupled receptor signaling pathway // not recorded///0007204 // positive regulation of cytosolic calcium ion concentration // not recorded///0007218 // neuropeptide signaling pathway // inferred from electronic annotation///0051928 // positive regulation of calcium ion transport // not recorded///0060259 // regulation of feeding behavior // traceable author statement
22.702885 31.012066 0.0096795 NM_001163416///NM_026747///XM_006524845///XM_0065248461.35 Ptx4 pentraxin 4
811.0321 1117.4825 0.0090494 NM_009895///XM_006511635///XM_011242853///XM_0112428541.35 Cish cytokine inducible SH2-containing protein 0006469 // negative regulation of protein kinase activity // not recorded///0007205 // protein kinase C-activating G-protein coupled receptor signaling pathway // inferred from direct assay///0009968 // negative regulation of signal transduction // inferred from electronic annotation///0016567 // protein ubiquitination // inferred from electronic annotation///0019221 // cytokine-mediated signaling pathway // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation///0040008 // regulation of growth // inferred from electronic annotation///0046426 // negative regulation of JAK-STAT cascade // not recorded///0046627 // negative regulation of insulin receptor signaling pathway // not recorded///1904030 // negative regulation of cyclin-dependent protein kinase activity // ---
66.45433 89.63028 0.0084703 NM_138650///XM_006521709///XM_006521710///XM_0112458041.36 Dgkg diacylglycerol kinase, gamma 0007205 // protein kinase C-activating G-protein coupled receptor signaling pathway // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0048666 // neuron development // inferred from electronic annotation
21.916466 30.08027 0.0093457 1.36 Tcrg-C1///Tcrg-C2 T cell receptor gamma, constant 1///T-cell receptor gamma, constant 2 0048873 // homeostasis of number of cells within a tissue // inferred from mutant phenotype
58.25476 78.45823 0.0097449 NM_001163270///XM_006524642///XM_0065246431.36 Baiap3 BAI1-associated protein 3 0007186 // G-protein coupled receptor signaling pathway // not recorded
719.28485 1000.1651 0.0084323 NM_001163548///NM_011182///XM_011240972///XM_0112409731.36 Cyth3 cytohesin 3 0016192 // vesicle-mediated transport // ---///0032012 // regulation of ARF protein signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // not recorded///0045785 // positive regulation of cell adhesion // inferred from direct assay///0048193 // Golgi vesicle transport // not recorded///0090162 // establishment of epithelial cell polarity // inferred from mutant phenotype
55.808853 76.09278 0.0099928 NM_001013759 1.37 Gas2l2 growth arrest-specific 2 like 2 0001578 // microtubule bundle formation // not recorded///0007026 // negative regulation of microtubule depolymerization // not recorded///0007050 // cell cycle arrest // inferred from electronic annotation
152.518 206.44072 0.0085929 NM_001289916///NM_001289917///NM_013646///XM_006510877///XM_006510878///XM_006510880///XM_011242681///XM_0112426821.37 Rora RAR-related orphan receptor alpha 0001525 // angiogenesis // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006355 // regulation of transcription, DNA-templated // not recorded///0006805 // xenobiotic metabolic process // inferred from mutant phenotype///0006809 // nitric oxide biosynthetic process // inferred from mutant phenotype///0007623 // circadian rhythm // traceable author statement///0007623 // circadian rhythm // inferred from electronic annotation///0008589 // regulation of smoothened signaling pathway // inferred from mutant phenotype///0010575 // positive regulation of vascular endothelial growth factor production // not recorded///0010906 // regulation of glucose metabolic process // inferred from mutant phenotype///0019218 // regulation of steroid metabolic process // inferred from mutant phenotype///0021702 // cerebellar Purkinje cell differentiation // inferred from mutant phenotype///0021930
114.92115 157.45427 0.0086319 NM_013606///NR_003508 1.37 Mx2 MX dynamin-like GTPase 2 0002376 // immune system process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // inferred from direct assay///0009615 // response to virus // traceable author statement///0034340 // response to type I interferon // inferred from direct assay///0045071 // negative regulation of viral genome replication // inferred from direct assay///0045087 // innate immune response // traceable author statement///0051607 // defense response to virus // inferred from electronic annotation
242.91156 334.53625 0.0089693 NM_001033190///NM_001128198///NM_001276465///NM_001276502///XM_006538804///XM_006538805///XM_006538806///XM_011250235///XR_390739///XR_881421///XR_881422///XR_881423///XR_881424///XR_881425///XR_881426///XR_8814271.37 Vps13d vacuolar protein sorting 13 D (yeast) 0006623 // protein targeting to vacuole // not recorded///0045053 // protein retention in Golgi apparatus // not recorded



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
1245.1687 1703.9156 0.0099277 NM_009546 1.37 Trim25 tripartite motif-containing 25 0002376 // immune system process // inferred from electronic annotation///0006513 // protein monoubiquitination // not recorded///0016567 // protein ubiquitination // not recorded///0036503 // ERAD pathway // not recorded///0042787 // protein ubiquitination involved in ubiquitin-dependent protein catabolic process // not recorded///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // not recorded///0043627 // response to estrogen // not recorded///0045087 // innate immune response // inferred from direct assay///0045087 // innate immune response // not recorded///0046596 // regulation of viral entry into host cell // not recorded///0046597 // negative regulation of viral entry into host cell // inferred from direct assay///0051091 // positive regulation of sequence-specific DNA binding transcription factor activity // not recorded///0051092 // positive regulation of NF-kappaB transcription factor activity // not recorded///0051607 // defense response to virus // inferred from electronic an
594.5504 826.9116 0.0090404 NM_029436///XM_006522687///XR_8758571.37 Klhl24 kelch-like 24 0016567 // protein ubiquitination // not recorded///2000312 // regulation of kainate selective glutamate receptor activity // inferred from electronic annotation
3685.1448 4951.9624 0.0099033 NM_001311139///NM_021494///XM_0065074631.38 Dennd5a DENN/MADD domain containing 5A 0042147 // retrograde transport, endosome to Golgi // not recorded///0043547 // positive regulation of GTPase activity // not recorded///0050982 // detection of mechanical stimulus // not recorded///0070588 // calcium ion transmembrane transport // ---
62.927673 86.436516 0.0066193 NM_033373 1.38 Krt23 keratin 23
563.57434 794.2354 0.0065811 NM_023184///XM_006506471///XM_006506472///XM_011241425///XR_3774851.38 Klf15 Kruppel-like factor 15 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0010001 // glial cell differentiation // inferred from direct assay///0010468 // regulation of gene expression // inferred from mutant phenotype///0014898 // cardiac muscle hypertrophy in response to stress // inferred from mutant phenotype///0015758 // glucose transport // inferred from direct assay///0045893 // positive regulation of transcription, DNA-templated // inferred from direct assay///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded///0072112 // glomerular visceral epithelial cell differentiation // inferred from mutant phenotype///1901653 // cellular response to peptide // inferred from electronic annotation///2000757 // negative regulation of peptidyl-lysine acetylation // inferred from mutant phenotype///2000757 // negative regulation of peptidyl-lysine acetylation // not reco
17.127337 23.416132 0.0097449 NM_001271548 1.38 Gm715 predicted gene 715
229.91357 319.22418 0.0085589 NM_011785///XM_006496818///XM_006496819///XM_006496821///XM_0112388051.39 Akt3 thymoma viral proto-oncogene 3 0000002 // mitochondrial genome maintenance // not recorded///0006468 // protein phosphorylation // not recorded///0007165 // signal transduction // not recorded///0010765 // positive regulation of sodium ion transport // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0018107 // peptidyl-threonine phosphorylation // not recorded///0032869 // cellular response to insulin stimulus // not recorded
749.88605 1051.2301 0.0085589 NM_173007///XM_006505090///XM_006505091///XM_0112410631.39 Tspan12 tetraspanin 12 0001525 // angiogenesis // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // inferred from mutant phenotype///0010842 // retina layer formation // inferred from mutant phenotype///0045765 // regulation of angiogenesis // inferred from mutant phenotype
428.76416 605.016 0.0085912 NM_015774 1.39 Ero1l ERO1-like (S. cerevisiae) 0006457 // protein folding // inferred from direct assay///0006457 // protein folding // not recorded///0006810 // transport // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0019471 // 4-hydroxyproline metabolic process // inferred from genetic interaction///0022417 // protein maturation by protein folding // inferred from genetic interaction///0030198 // extracellular matrix organization // inferred from genetic interaction///0030968 // endoplasmic reticulum unfolded protein response // inferred from direct assay///0034976 // response to endoplasmic reticulum stress // inferred from direct assay///0045454 // cell redox homeostasis // inferred from genetic interaction///0050873 // brown fat cell differentiation // inferred from direct assay///0051085 // chaperone mediated protein folding requiring cofactor // not recorded///0051209 // release of sequestered calcium ion into cytosol // inferred from mutant phenotype///0055114 // oxidation-reduction 
1174.5762 1631.48 0.0085929 NM_001282037///NM_001282042///NM_019464///XM_006501716///XM_006501717///XM_0065017181.39 Sh3glb1 SH3-domain GRB2-like B1 (endophilin) 0006654 // phosphatidic acid biosynthetic process // inferred from direct assay///0006915 // apoptotic process // not recorded///0007005 // mitochondrion organization // inferred from mutant phenotype///0008654 // phospholipid biosynthetic process // inferred from direct assay///0010508 // positive regulation of autophagy // inferred from mutant phenotype///0010508 // positive regulation of autophagy // not recorded///0031647 // regulation of protein stability // not recorded///0032461 // positive regulation of protein oligomerization // not recorded///0032465 // regulation of cytokinesis // not recorded///0032801 // receptor catabolic process // not recorded///0034198 // cellular response to amino acid starvation // not recorded///0042149 // cellular response to glucose starvation // not recorded///0043552 // positive regulation of phosphatidylinositol 3-kinase activity // inferred from mutant phenotype///0048102 // autophagic cell death // inferred from mutant phenotype///0048102 // autophagic cell death //
134.8787 186.56053 0.0071764 NM_001038664///NM_001284393///NM_001284397///NM_023121///XM_006532231///XM_0112487371.39 Gngt2 guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 20007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
44.941517 63.028168 0.0068828 NM_008216 1.40 Has2 hyaluronan synthase 2 0001570 // vasculogenesis // inferred from mutant phenotype///0001822 // kidney development // inferred from electronic annotation///0007155 // cell adhesion // not recorded///0008284 // positive regulation of cell proliferation // not recorded///0010838 // positive regulation of keratinocyte proliferation // not recorded///0014911 // positive regulation of smooth muscle cell migration // not recorded///0030212 // hyaluronan metabolic process // inferred from mutant phenotype///0030213 // hyaluronan biosynthetic process // inferred from mutant phenotype///0030213 // hyaluronan biosynthetic process // not recorded///0030335 // positive regulation of cell migration // not recorded///0035810 // positive regulation of urine volume // inferred from sequence or structural similarity///0035810 // positive regulation of urine volume // inferred from electronic annotation///0036120 // cellular response to platelet-derived growth factor stimulus // not recorded///0036302 // atrioventricular canal development // inferre
212.50111 301.28427 0.0089693 NM_144835 1.40 Heatr1 HEAT repeat containing 1 0000462 // maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA) // not recorded///0045943 // positive regulation of transcription from RNA polymerase I promoter // not recorded
96.12715 133.59744 0.0093601 NM_177003///XM_0065062541.40 Tigar Trp53 induced glycolysis repulatory phosphatase 0002931 // response to ischemia // inferred from direct assay///0006003 // fructose 2,6-bisphosphate metabolic process // inferred from mutant phenotype///0006003 // fructose 2,6-bisphosphate metabolic process // not recorded///0006470 // protein dephosphorylation // inferred from mutant phenotype///0006470 // protein dephosphorylation // inferred from electronic annotation///0006914 // autophagy // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // not recorded///0008152 // metabolic process // inferred from electronic annotation///0009410 // response to xenobiotic stimulus // inferred from mutant phenotype///0010332 // response to gamma radiation // inferred from mutant phenotype///0010666 // positive regulation of cardiac muscle cell apoptotic process // inferred from mutant phenotype///0016311 // dephosphorylation // not recorded///0030388 // fructose 1,6-bisphosphate metabolic process // not re
455.28 650.57495 0.0086932 NM_175212///XM_006521504///XM_0112457591.41 Tmem65 transmembrane protein 65 0003231 // cardiac ventricle development // inferred from mutant phenotype///1903779 // regulation of cardiac conduction // inferred from mutant phenotype
54.8639 76.7919 0.0097449 NM_175164///XM_006526265///XM_006526267///XM_006526268///XM_0065262691.41 Arhgap26 Rho GTPase activating protein 26 0007165 // signal transduction // inferred from electronic annotation///0030036 // actin cytoskeleton organization // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation///0051056 // regulation of small GTPase mediated signal transduction // inferred from electronic annotation
182.2649 256.9377 0.0087842 NM_172594///XM_0065176271.41 Dhx29 DEAH (Asp-Glu-Ala-His) box polypeptide 29 0006396 // RNA processing // not recorded///0006412 // translation // inferred from electronic annotation///0006413 // translational initiation // inferred from electronic annotation
80.38777 112.50596 0.0066692 NM_023179///XM_006524794///XM_006524795///XM_006525434///XM_006525435///XM_006536684///XM_006536685///XM_006537415///XM_0065374161.42 Atp6v1g2 ATPase, H+ transporting, lysosomal V1 subunit G2 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0015992 // proton transport // inferred from electronic annotation///0055085 // transmembrane transport // inferred from electronic annotation///1902600 // hydrogen ion transmembrane transport // inferred from direct assay
650.73926 943.386 0.0088565 NM_001001932///XM_006513522///XM_006513523///XM_006513524///XM_0065135251.42 Eea1 early endosome antigen 1 0006897 // endocytosis // not recorded///0006906 // vesicle fusion // not recorded
57.99307 82.49462 0.0068697 NM_010658 1.43 Mafb v-maf musculoaponeurotic fibrosarcoma oncogene family, protein B (avian) 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0006366 // transcription from RNA polymerase II promoter // inferred from mutant phenotype///0007379 // segment specification // inferred from mutant phenotype///0007585 // respiratory gaseous exchange // inferred from mutant phenotype///0021571 // rhombomere 5 development // inferred from mutant phenotype///0021572 // rhombomere 6 development // inferred from mutant phenotype///0033077 // T cell differentiation in thymus // inferred from mutant phenotype///0035284 // brain segmentation // inferred from mutant phenotype///0042472 // inner ear morphogenesis // inferred from mutant phenotype///0045647 // negative regulation of erythrocyte differentiation // not recorded///0045671 // negative regulation of osteoclast differentiation // in
3197.828 4456.845 0.0073042 NM_013885 1.43 Clic4 chloride intracellular channel 4 (mitochondrial) 0001525 // angiogenesis // inferred from mutant phenotype///0001886 // endothelial cell morphogenesis // inferred from mutant phenotype///0006749 // glutathione metabolic process // ---///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006821 // chloride transport // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0007035 // vacuolar acidification // inferred from mutant phenotype///0009566 // fertilization // inferred from mutant phenotype///0030216 // keratinocyte differentiation // inferred from mutant phenotype///0030216 // keratinocyte differentiation // not recorded///0030336 // negative regulation of cell migration // not recorded///0034765 // regulation of ion transmembrane transport // inferred from electronic annotation///0035264 // multicellular organism growth // inferred from mutant phenotype///0048754 // branching morphogenesis of an epithelial tube // inferred from mutant phenot
116.78553 163.30927 0.0098651 1.43 AI449212 expressed sequence AI449212
45.295162 65.43218 0.0092128 NM_029662///XM_0065034771.44 Mfsd2a major facilitator superfamily domain containing 2A 0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0015908 // fatty acid transport // inferred from mutant phenotype///0015914 // phospholipid transport // inferred from direct assay///0045056 // transcytosis // inferred from mutant phenotype///0055085 // transmembrane transport // inferred from electronic annotation///0055085 // transmembrane transport // inferred from mutant phenotype///0060856 // establishment of blood-brain barrier // inferred from mutant phenotype///1990379 // lipid transport across blood brain barrier // inferred from mutant phenotype
378.74136 554.9958 0.0097449 NM_023245 1.44 Palmd palmdelphin 0008360 // regulation of cell shape // inferred from electronic annotation
248.25574 363.1429 0.0068697 NM_001284410///NM_001291016///NM_009754///NM_207680///NM_207681///XM_006498614///XM_006498615///XM_006498616///XM_0064986171.44 Bcl2l11 BCL2-like 11 (apoptosis facilitator) 0001701 // in utero embryonic development // inferred from genetic interaction///0001776 // leukocyte homeostasis // inferred from genetic interaction///0001776 // leukocyte homeostasis // inferred from mutant phenotype///0001782 // B cell homeostasis // inferred from genetic interaction///0001782 // B cell homeostasis // inferred from mutant phenotype///0001783 // B cell apoptotic process // inferred from genetic interaction///0001822 // kidney development // inferred from genetic interaction///0002260 // lymphocyte homeostasis // inferred from genetic interaction///0002260 // lymphocyte homeostasis // inferred from mutant phenotype///0002262 // myeloid cell homeostasis // inferred from genetic interaction///0006915 // apoptotic process // inferred from electronic annotation///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0007127 // meiosis I // ---///0007160 // cell-matrix adhesion // inferred from mutant phenotype///0007283 // spermatogenesis 
42.71785 61.716022 0.0074312 NM_001033543///NM_0010372461.44 Il20rb interleukin 20 receptor beta 0001808 // negative regulation of type IV hypersensitivity // inferred from mutant phenotype///0002437 // inflammatory response to antigenic stimulus // inferred from mutant phenotype///0002765 // immune response-inhibiting signal transduction // inferred from mutant phenotype///0019221 // cytokine-mediated signaling pathway // not recorded///0032689 // negative regulation of interferon-gamma production // inferred from mutant phenotype///0032703 // negative regulation of interleukin-2 production // inferred from mutant phenotype///0032733 // positive regulation of interleukin-10 production // inferred from mutant phenotype///0032753 // positive regulation of interleukin-4 production // inferred from mutant phenotype///0042130 // negative regulation of T cell proliferation // inferred from mutant phenotype///0048873 // homeostasis of number of cells within a tissue // inferred from mutant phenotype///0050863 // regulation of T cell activation // inferred from mutant phenotype
179.06792 258.5797 0.0095919 NM_008803 1.44 Pde8a phosphodiesterase 8A 0006198 // cAMP catabolic process // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
310.81885 455.7374 0.0063393 NM_001081289///XM_0112399611.44 Fam217b family with sequence similarity 217, member B
197.53992 286.7513 0.0089693 NM_199476///XM_006520101///XM_006520102///XM_0112453611.44 Rrm2b ribonucleotide reductase M2 B (TP53 inducible) 0001822 // kidney development // inferred from mutant phenotype///0003014 // renal system process // inferred from mutant phenotype///0006260 // DNA replication // inferred from electronic annotation///0006264 // mitochondrial DNA replication // inferred from mutant phenotype///0006281 // DNA repair // inferred from mutant phenotype///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0006979 // response to oxidative stress // inferred from mutant phenotype///0009186 // deoxyribonucleoside diphosphate metabolic process // inferred from electronic annotation///0009200 // deoxyribonucleoside triphosphate metabolic process // inferred from mutant phenotype///0009263 // deoxyribonucleotide biosynthetic process // inferred from direct assay///0055114 // oxidation-reduction process // inferred from electronic annotation///1902254 // negative regulation of intrinsic apoptotic signaling pathway by p53 class mediator // inferred from mutant phenotype
200.43422 289.20087 0.0065811 NM_026189///XM_0065105561.44 Eepd1 endonuclease/exonuclease/phosphatase family domain containing 1 0006281 // DNA repair // inferred from electronic annotation
600.12067 883.69226 0.0066381 NM_001081150 1.45 Lonrf1 LON peptidase N-terminal domain and ring finger 1 0006508 // proteolysis // inferred from electronic annotation
257.24835 374.889 0.0086932 NM_010748///XM_006516561///XM_006516562///XM_0065165631.45 Lyst lysosomal trafficking regulator 0002446 // neutrophil mediated immunity // inferred from mutant phenotype///0002456 // T cell mediated immunity // inferred from mutant phenotype///0006644 // phospholipid metabolic process // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0007017 // microtubule-based process // inferred from mutant phenotype///0007040 // lysosome organization // inferred from mutant phenotype///0007596 // blood coagulation // inferred from mutant phenotype///0015031 // protein transport // inferred from electronic annotation///0016197 // endosomal transport // not recorded///0030595 // leukocyte chemotaxis // inferred from mutant phenotype///0032438 // melanosome organization // inferred from mutant phenotype///0032510 // endosome to lysosome transport via multivesicular body sorting pathway // not recorded///0032816 // positive regulation of natural killer cell activation // inferred from mutant phenotype///0033299 // secretion of lysosomal enzymes // inferred from mutant phen
93.04892 134.13147 0.0087842 NM_001291044///NM_153561///XM_006502584///XM_006502585///XM_006502589///XM_006502590///XM_006535459///XM_006535460///XM_006535462///XM_006535463///XM_011249670///XM_011249671///XM_011249672///XM_011249673///XM_011249674///XM_011249675///XM_011249676///XM_011251134///XM_0112514601.45 Nudt6 nudix (nucleoside diphosphate linked moiety X)-type motif 6 0008152 // metabolic process // inferred from electronic annotation
1130.3108 1643.6276 0.0068697 NM_020332 1.45 Ank progressive ankylosis 0006810 // transport // inferred from electronic annotation///0006817 // phosphate ion transport // inferred from electronic annotation///0030500 // regulation of bone mineralization // inferred from mutant phenotype///0030505 // inorganic diphosphate transport // not recorded///0035435 // phosphate ion transmembrane transport // inferred from electronic annotation
233.0611 339.5931 0.0095588 NM_194346///XM_006519062///XR_3831841.45 Rnf31 ring finger protein 31 0000209 // protein polyubiquitination // not recorded///0016567 // protein ubiquitination // inferred from mutant phenotype///0023035 // CD40 signaling pathway // inferred from mutant phenotype///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // inferred from mutant phenotype///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // not recorded///0050852 // T cell receptor signaling pathway // not recorded///0051092 // positive regulation of NF-kappaB transcription factor activity // not recorded///0060546 // negative regulation of necroptotic process // inferred from genetic interaction///0097039 // protein linear polyubiquitination // not recorded///1903955 // positive regulation of protein targeting to mitochondrion // not recorded
106.98278 152.94997 0.0068697 NM_027268///XM_006506572///XM_011241459///XR_8688841.45 Scrn1 secernin 1 0006508 // proteolysis // inferred from electronic annotation///0006887 // exocytosis // not recorded
543.9085 809.5623 0.0085929 NM_001168304///NM_001291816///NM_001291817///NM_1981641.45 Cdk19 cyclin-dependent kinase 19 0006468 // protein phosphorylation // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0043065 // positive regulation of apoptotic process // not recorded///0050729 // positive regulation of inflammatory response // not recorded///0051301 // cell division // inferred from electronic annotation///0051726 // regulation of cell cycle // inferred from electronic annotation///0071222 // cellular response to lipopolysaccharide // inferred from electronic annotation
641.10004 947.8447 0.0089693 NM_001114328///NM_001286544///NM_001286545///NM_001286546///NM_028181///XM_006511467///XM_006511468///XM_006511469///XM_006511471///XR_379460///XR_8707681.46 Ccpg1 cell cycle progression 1 0007049 // cell cycle // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0045787 // positive regulation of cell cycle // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from genetic interaction///2001106 // regulation of Rho guanyl-nucleotide exchange factor activity // inferred from direct assay
351.78738 521.0859 0.0071527 NM_016979///XM_006527909///XM_0065279101.46 Prkx protein kinase, X-linked 0001525 // angiogenesis // inferred from mutant phenotype///0001525 // angiogenesis // not recorded///0001935 // endothelial cell proliferation // inferred from mutant phenotype///0001935 // endothelial cell proliferation // not recorded///0006468 // protein phosphorylation // inferred from electronic annotation///0007155 // cell adhesion // inferred from mutant phenotype///0007155 // cell adhesion // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine phosphorylation // not recorded///0030099 // myeloid cell differentiation // not recorded///0030154 // cell differentiation // inferred from electronic annotation///0030155 // regulation of cell adhesion // not recorded///0030334 // regulation of cell migration // not recorded///0031589 // cell-substrate adhesion // not recorded///0043542 // endothelial cell migration // not recorded///0046777 // protein autophosphor
894.04285 1319.0879 0.0065464 NM_009230///XM_006496719///XM_0112387781.46 Soat1 sterol O-acyltransferase 1 0006629 // lipid metabolic process // inferred from electronic annotation///0008202 // steroid metabolic process // inferred from electronic annotation///0008203 // cholesterol metabolic process // inferred from direct assay///0008203 // cholesterol metabolic process // not recorded///0010742 // macrophage derived foam cell differentiation // not recorded///0010878 // cholesterol storage // not recorded///0033344 // cholesterol efflux // not recorded///0034379 // very-low-density lipoprotein particle assembly // not recorded///0034435 // cholesterol esterification // not recorded///0042632 // cholesterol homeostasis // inferred from electronic annotation///0042986 // positive regulation of amyloid precursor protein biosynthetic process // not recorded
73.11238 106.17129 0.008644 NM_001301353///NM_001301354///NM_0074701.46 Apod apolipoprotein D 0000302 // response to reactive oxygen species // inferred from mutant phenotype///0000302 // response to reactive oxygen species // not recorded///0006006 // glucose metabolic process // not recorded///0006629 // lipid metabolic process // not recorded///0006810 // transport // inferred from electronic annotation///0007420 // brain development // inferred from sequence or structural similarity///0007568 // aging // inferred from sequence or structural similarity///0010642 // negative regulation of platelet-derived growth factor receptor signaling pathway // not recorded///0014012 // peripheral nervous system axon regeneration // inferred from sequence or structural similarity///0042246 // tissue regeneration // inferred from sequence or structural similarity///0042308 // negative regulation of protein import into nucleus // not recorded///0042493 // response to drug // inferred from sequence or structural similarity///0048662 // negative regulation of smooth muscle cell proliferation // not recorded///004867
18.808596 27.405054 0.0066908 NM_021396///XM_0112473091.46 Pdcd1lg2 programmed cell death 1 ligand 2 0032689 // negative regulation of interferon-gamma production // not recorded///0032693 // negative regulation of interleukin-10 production // not recorded///0042102 // positive regulation of T cell proliferation // inferred from direct assay///0042130 // negative regulation of T cell proliferation // inferred from direct assay///0046007 // negative regulation of activated T cell proliferation // not recorded
217.97195 321.52707 0.0093601 NM_199143 1.46 Znrf2 zinc and ring finger 2 0016567 // protein ubiquitination // inferred from electronic annotation///0016567 // protein ubiquitination // ---
1454.3673 2134.1619 0.0075048 NM_008247///NM_008903///XM_006517571///XM_006517572///XM_006517573///XM_006517574///XM_006517575///XM_011244635///XR_8737381.46 Plpp1 phospholipid phosphatase 1 0006470 // protein dephosphorylation // inferred from direct assay///0006470 // protein dephosphorylation // traceable author statement///0006629 // lipid metabolic process // inferred from electronic annotation///0006644 // phospholipid metabolic process // not recorded///0006651 // diacylglycerol biosynthetic process // traceable author statement///0006670 // sphingosine metabolic process // traceable author statement///0006672 // ceramide metabolic process // traceable author statement///0007165 // signal transduction // traceable author statement///0030148 // sphingolipid biosynthetic process // not recorded///0046839 // phospholipid dephosphorylation // not recorded
196.24185 288.03326 0.0081374 NM_001136260///NM_001197147///NM_018760///XM_006535136///XM_006535138///XM_006535139///XM_011249542///XM_011249543///XM_0112495441.47 Slc4a4 solute carrier family 4 (anion exchanger), member 4 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // inferred from direct assay///0006814 // sodium ion transport // not recorded///0006820 // anion transport // inferred from electronic annotation///0006885 // regulation of pH // traceable author statement///0015701 // bicarbonate transport // inferred from genetic interaction///0015701 // bicarbonate transport // inferred from sequence or structural similarity///0035725 // sodium ion transmembrane transport // not recorded///0051453 // regulation of intracellular pH // not recorded///0098656 // anion transmembrane transport // not recorded
384.40848 573.86365 0.0046966 NM_133685 1.47 Rab31 RAB31, member RAS oncogene family 0007264 // small GTPase mediated signal transduction // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation///0031623 // receptor internalization // not recorded///0032482 // Rab protein signal transduction // not recorded///0032869 // cellular response to insulin stimulus // not recorded///0043001 // Golgi to plasma membrane protein transport // not recorded///0045055 // regulated secretory pathway // not recorded///0048193 // Golgi vesicle transport // not recorded///0090382 // phagosome maturation // not recorded
144.78069 210.86339 0.0085929 NM_026159 1.47 Retsat retinol saturase (all trans retinol 13,14 reductase) 0042572 // retinol metabolic process // inferred from direct assay///0055114 // oxidation-reduction process // inferred from direct assay
2533.167 3620.76 0.0070902 NM_025427 1.47 Rgcc regulator of cell cycle 0000082 // G1/S transition of mitotic cell cycle // not recorded///0001100 // negative regulation of exit from mitosis // not recorded///0001937 // negative regulation of endothelial cell proliferation // not recorded///0003331 // positive regulation of extracellular matrix constituent secretion // not recorded///0006956 // complement activation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0008285 // negative regulation of cell proliferation // not recorded///0010628 // positive regulation of gene expression // not recorded///0010718 // positive regulation of epithelial to mesenchymal transition // not recorded///0016525 // negative regulation of angiogenesis // not recorded///0031659 // positive regulation of cyclin-dependent protein serine/threonine kinase activity involved in G1/S transition of mitotic cell cycle // not recorded///0032147 // activation of protein kinase activity // not recorded///0032967 // positive regulation of collagen biosynthetic process // not reco
236.28764 350.01755 0.0087842 NM_001001176///NM_0011679881.47 Taf9b TAF9B RNA polymerase II, TATA box binding protein (TBP)-associated factor 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006352 // DNA-templated transcription, initiation // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0030307 // positive regulation of cell growth // not recorded///0043066 // negative regulation of apoptotic process // not recorded///0050821 // protein stabilization // not recorded
502.5029 756.82007 0.0083164 NM_001310483///NM_026719///XM_0064962401.48 Lmbrd1 LMBR1 domain containing 1 0006810 // transport // inferred from electronic annotation///0038016 // insulin receptor internalization // inferred from mutant phenotype///0043408 // regulation of MAPK cascade // inferred from mutant phenotype///0046325 // negative regulation of glucose import // inferred from mutant phenotype///0046627 // negative regulation of insulin receptor signaling pathway // inferred from mutant phenotype///0051898 // negative regulation of protein kinase B signaling // inferred from mutant phenotype
16.762423 24.5432 0.0096864 NM_025458 1.48 Tmed6 transmembrane emp24 protein transport domain containing 6 0006810 // transport // inferred from electronic annotation
535.0716 808.76697 0.0070902 NM_001012477///NM_013655///NM_0217041.48 Cxcl12 chemokine (C-X-C motif) ligand 12 0001569 // patterning of blood vessels // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from electronic annotation///0001667 // ameboidal-type cell migration // inferred from mutant phenotype///0001764 // neuron migration // not recorded///0001938 // positive regulation of endothelial cell proliferation // not recorded///0006935 // chemotaxis // inferred from electronic annotation///0006955 // immune response // inferred from electronic annotation///0007281 // germ cell development // inferred from direct assay///0007420 // brain development // inferred from direct assay///0008045 // motor neuron axon guidance // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0008344 // adult locomotory behavior // not recorded///0008354 // germ cell migration // inferred from direct assay///0009314 // response to radiation // inferred from electronic annotation///0009408 // response to heat // inferred from electronic annotation///0009612 
1185.8323 1744.916 0.0080529 NM_008452 1.48 Klf2 Kruppel-like factor 2 (lung) 0000902 // cell morphogenesis // inferred from mutant phenotype///0001701 // in utero embryonic development // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0032715 // negative regulation of interleukin-6 production // not recorded///0034101 // erythrocyte homeostasis // inferred from mutant phenotype///0034616 // response to laminar fluid shear stress // inferred from electronic annotation///0035264 // multicellular organism growth // inferred from mutant phenotype///0036003 // positive regulation of transcription from RNA polymerase II promoter in response to stress // not recorded///0040029 // regulation of gene expression, epigenetic // inferred from genetic interaction///0043249 // erythrocyte maturation // inferred from mutant phenotype///0045893 // positive regulation of transcription, DNA-templated // inferred from direct assay///0045893 // 
1488.0708 2181.5024 0.0082153 NM_001039390///NM_001039391///NM_001164053///NM_001164055///NM_001277096///NM_011106///XM_006498926///XM_0064989271.48 Pkig protein kinase inhibitor, gamma 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0006469 // negative regulation of protein kinase activity // inferred from direct assay///0007165 // signal transduction // not recorded///0042308 // negative regulation of protein import into nucleus // inferred from direct assay///1904030 // negative regulation of cyclin-dependent protein kinase activity // inferred from electronic annotation///2000480 // negative regulation of cAMP-dependent protein kinase activity // not recorded
127.95897 189.04294 0.0087113 NM_001111288 1.48 Sco2 SCO cytochrome oxidase deficient homolog 2 (yeast) 0001654 // eye development // not recorded///0001701 // in utero embryonic development // inferred from mutant phenotype///0003012 // muscle system process // inferred from mutant phenotype///0006206 // pyrimidine nucleobase metabolic process // inferred from electronic annotation///0006213 // pyrimidine nucleoside metabolic process // inferred from electronic annotation///0006825 // copper ion transport // inferred from electronic annotation///0006878 // cellular copper ion homeostasis // inferred from electronic annotation///0006935 // chemotaxis // traceable author statement///0008152 // metabolic process // inferred from electronic annotation///0008535 // respiratory chain complex IV assembly // inferred from mutant phenotype///0009887 // organ morphogenesis // traceable author statement///0014823 // response to activity // inferred from mutant phenotype///0022904 // respiratory electron transport chain // inferred from mutant phenotype///0055070 // copper ion homeostasis // inferred from mutant phenotype
10182.671 13806.513 0.0079038 NM_008597 1.48 Mgp matrix Gla protein 0001503 // ossification // inferred from electronic annotation///0006461 // protein complex assembly // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0030324 // lung development // not recorded///0030500 // regulation of bone mineralization // inferred from electronic annotation///0048754 // branching morphogenesis of an epithelial tube // not recorded///0051216 // cartilage development // inferred from electronic annotation
89.49908 132.17178 0.0071653 NM_175638///XM_006534136///XM_006534137///XM_006534138///XM_006534139///XM_006534141///XM_0112492421.49 Wnk4 WNK lysine deficient protein kinase 4 0006468 // protein phosphorylation // not recorded///0006811 // ion transport // inferred from direct assay///0006821 // chloride transport // inferred from direct assay///0008104 // protein localization // inferred from direct assay///0016310 // phosphorylation // inferred from electronic annotation///0030644 // cellular chloride ion homeostasis // traceable author statement///0035556 // intracellular signal transduction // inferred from sequence or structural similarity///0050794 // regulation of cellular process // inferred from direct assay///0050801 // ion homeostasis // not recorded///0070294 // renal sodium ion absorption // not recorded///0072156 // distal tubule morphogenesis // not recorded///0090188 // negative regulation of pancreatic juice secretion // inferred from mutant phenotype
306.64154 464.40405 0.0065811 NM_001173372///NM_033648///XM_006505290///XM_006505294///XM_006505295///XM_011241112///XM_011241113///XM_0112411141.49 Fxyd4 FXYD domain-containing ion transport regulator 4 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0071805 // potassium ion transmembrane transport // not recorded///2000649 // regulation of sodium ion transmembrane transporter activity // not recorded
330.3683 501.64032 0.007891 NM_011020///XM_006500766///XM_0065007671.49 Hspa4l heat shock protein 4 like 0006457 // protein folding // not recorded///0006986 // response to unfolded protein // not recorded
147.20726 216.09126 0.0087842 NM_027906///NM_173758///XM_006518904///XM_0112450381.49 Vwa8 von Willebrand factor A domain containing 8 0008152 // metabolic process // inferred from electronic annotation
157.34303 233.03777 0.0065464 NM_001136078///NM_008851///NR_075078///XM_006531680///XM_011251509///XR_388251///XR_388252///XR_882621///XR_8826221.49 Pitpnm1 phosphatidylinositol transfer protein, membrane-associated 1 0006810 // transport // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation
14.959584 22.076862 0.0066655 NM_001113323///XM_006510591///XM_006510593///XM_006510594///XM_0065105951.50 Glb1l3 galactosidase, beta 1 like 3 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
44.868717 67.032845 0.0068697 NM_146063///XM_0065208851.50 Krt79 keratin 79
243.67065 367.38373 0.0085573 NM_145823///XM_006534262///XM_006534263///XM_0065342641.50 Pitpnc1 phosphatidylinositol transfer protein, cytoplasmic 1 0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007165 // signal transduction // inferred from sequence or structural similarity///0015914 // phospholipid transport // ---///0015914 // phospholipid transport // inferred from electronic annotation///0046488 // phosphatidylinositol metabolic process // not recorded
254.70616 383.44003 0.008644 NM_183168///XM_006507640///XM_0112417391.50 P2ry6 pyrimidinergic receptor P2Y, G-protein coupled, 6 0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0014911 // positive regulation of smooth muscle cell migration // not recorded///0030321 // transepithelial chloride transport // inferred from direct assay///0035589 // G-protein coupled purinergic nucleotide receptor signaling pathway // inferred from electronic annotation///0071380 // cellular response to prostaglandin E stimulus // inferred from direct assay///0071407 // cellular response to organic cyclic compound // inferred from direct assay
2245.095 3252.9995 0.0084703 NM_001159555///NM_001159556///NM_001159557///NM_001159558///NM_007643///XM_006535620///XM_006535621///XM_006535622///XM_006535623///XM_006535624///XM_0065356251.50 Cd36 CD36 antigen 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0001676 // long-chain fatty acid metabolic process // not recorded///0001954 // positive regulation of cell-matrix adhesion // not recorded///0002221 // pattern recognition receptor signaling pathway // inferred from mutant phenotype///0003085 // negative regulation of systemic arterial blood pressure // not recorded///0006631 // fatty acid metabolic process // not recorded///0006641 // triglyceride metabolic process // not recorded///0006810 // transport // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // inferred from mutant phenotype///0006898 // receptor-mediated endocytosis // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // ---///0006910 // phagocytosis, recognition // inferred from direct assay///0007155 // cell adhesion // inferred from electronic annotation///0007165 // signal transduction // not recorded///0007166 // cel
111.92673 164.87944 0.0088565 NM_001163592///NM_173390///XM_006512686///XM_006512687///XM_006512688///XM_006512689///XM_006512690///XM_0065126911.50 Nhsl1 NHS-like 1
574.3346 878.7723 0.0089296 NM_001014390///XM_006514046///XM_0112435521.50 Dyrk2 dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2 0006468 // protein phosphorylation // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007224 // smoothened signaling pathway // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0018108 // peptidyl-tyrosine phosphorylation // not recorded///0042771 // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator // not recorded///0045725 // positive regulation of glycogen biosynthetic process // not recorded///0051534 // negative regulation of NFAT protein import into nucleus // not recorded
52.1808 77.96289 0.008644 NM_001304991///NM_001304992///NM_008915///XM_006518714///XM_006518715///XM_006518717///XM_0112449921.50 Ppp3cc protein phosphatase 3, catalytic subunit, gamma isoform 0006470 // protein dephosphorylation // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
264.1989 401.71225 0.0065811 NM_001033606///NM_001136222///NM_0288171.50 Acsl3 acyl-CoA synthetase long-chain family member 3 0001676 // long-chain fatty acid metabolic process // not recorded///0006364 // rRNA processing // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electronic annotation///0007283 // spermatogenesis // inferred from mutant phenotype///0007420 // brain development // inferred from electronic annotation///0007584 // response to nutrient // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0034379 // very-low-density lipoprotein particle assembly // not recorded//
120.57515 179.29112 0.0055381 NM_011452 1.51 Serpinb9b serine (or cysteine) peptidase inhibitor, clade B, member 9b 0010951 // negative regulation of endopeptidase activity // not recorded///0019835 // cytolysis // inferred from direct assay
20.280329 30.786303 0.0090404 NM_177664 1.51 Plppr4 phospholipid phosphatase related 4 0006470 // protein dephosphorylation // inferred from electronic annotation///0006644 // phospholipid metabolic process // not recorded///0007165 // signal transduction // not recorded///0007409 // axonogenesis // not recorded///0046839 // phospholipid dephosphorylation // not recorded///0048839 // inner ear development // inferred from direct assay
24.92463 37.962696 0.008843 NM_010846///NR_003520 1.51 Mx1 MX dynamin-like GTPase 1 0002376 // immune system process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // inferred from mutant phenotype///0009615 // response to virus // traceable author statement///0045087 // innate immune response // inferred from direct assay///0045087 // innate immune response // traceable author statement///0051607 // defense response to virus // inferred from electronic annotation
41.053307 62.356464 0.0063993 NM_001161731///NM_0074471.51 Ang angiogenin, ribonuclease, RNase A family, 5 0001525 // angiogenesis // not recorded///0001666 // response to hypoxia // not recorded///0001878 // response to yeast // inferred from direct assay///0001878 // response to yeast // not recorded///0001938 // positive regulation of endothelial cell proliferation // not recorded///0006651 // diacylglycerol biosynthetic process // not recorded///0007202 // activation of phospholipase C activity // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007417 // central nervous system development // non-traceable author statement///0008152 // metabolic process // inferred from electronic annotation///0009267 // cellular response to starvation // inferred from expression pattern///0009303 // rRNA transcription // not recorded///0009725 // response to hormone // not recorded///0016477 // cell migration // not recorded///0017148 // negative regulation of translation // inferred from electronic annotation///0019731 // antibacterial humoral response // inferred from 
137.11057 202.8099 0.0089066 NM_026255///XM_006506517///XM_006506518///XM_006506519///XM_006506520///XM_006506522///XM_006506523///XM_006506524///XM_011241446///XR_377486///XR_868873///XR_868874///XR_8688751.52 Slc25a26 solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 26 0006810 // transport // inferred from electronic annotation///0015805 // S-adenosyl-L-methionine transport // not recorded///0055085 // transmembrane transport // inferred from electronic annotation///1901962 // S-adenosyl-L-methionine transmembrane transport // not recorded
72.89823 108.76453 0.0065464 NM_175510///XM_006496086///XM_006496092///XM_006496093///XM_006536915///XM_006536916///XM_011238540///XM_011238541///XM_011238542///XM_011238543///XM_011238544///XM_011238545///XM_011238546///XM_0112385471.52 Unc80 unc-80 homolog (C. elegans)
57.70825 87.04559 0.0050895 NM_016671///XM_011248437///XM_0112484381.52 Il27ra interleukin 27 receptor, alpha 0002827 // positive regulation of T-helper 1 type immune response // inferred from mutant phenotype///0002829 // negative regulation of type 2 immune response // inferred from mutant phenotype///0032729 // positive regulation of interferon-gamma production // inferred from mutant phenotype///0048302 // regulation of isotype switching to IgG isotypes // inferred from mutant phenotype///0050830 // defense response to Gram-positive bacterium // inferred from mutant phenotype///0070106 // interleukin-27-mediated signaling pathway // inferred from direct assay
309.18314 476.64597 0.0078833 NM_021310 1.52 Jmy junction-mediating and regulatory protein 0006281 // DNA repair // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0006974 // cellular response to DNA damage stimulus // inferred from electronic annotation///0007050 // cell cycle arrest // inferred from direct assay///0034314 // Arp2/3 complex-mediated actin nucleation // inferred from direct assay///0043065 // positive regulation of apoptotic process // inferred from direct assay///0043620 // regulation of DNA-templated transcription in response to stress // traceable author statement///0051091 // positive regulation of sequence-specific DNA binding transcription factor activity // inferred from direct assay///0070060 // 'de novo' actin filament nucleation // inferred from direct assay///0070358 // actin polymerization-dependent cell motility // inferred from direct assay///0072332 // intrinsic apoptotic signaling pathway by p53 class mediator // inferred from direct assay
4026.7573 5955.0815 0.0093601 NM_001297747///NM_009770///NR_0027001.52 Btg3///Gm7334 B cell translocation gene 3///B-cell translocation gene 3 pseudogene 0045930 // negative regulation of mitotic cell cycle // not recorded
99.91072 149.33043 0.0080529 NM_022413///XM_006506452///XR_8688711.52 Trpv6 transient receptor potential cation channel, subfamily V, member 6 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006816 // calcium ion transport // inferred from direct assay///0006816 // calcium ion transport // not recorded///0034220 // ion transmembrane transport // inferred from electronic annotation///0035898 // parathyroid hormone secretion // inferred from mutant phenotype///0055074 // calcium ion homeostasis // inferred from mutant phenotype///0055085 // transmembrane transport // inferred from electronic annotation///0070509 // calcium ion import // not recorded///0070588 // calcium ion transmembrane transport // inferred from electronic annotation
102.32821 155.86946 0.0093601 NM_153510 1.53 Pilra paired immunoglobin-like type 2 receptor alpha 0007165 // signal transduction // not recorded///0007169 // transmembrane receptor protein tyrosine kinase signaling pathway // not recorded
20.991053 32.01645 0.0063393 NM_028470///NM_177006///XM_006503991///XM_0112407411.53 Nwd2 NACHT and WD repeat domain containing 2
3171.046 4668.2476 0.0087842 NM_018782///XM_0064999181.53 Calcrl calcitonin receptor-like 0001525 // angiogenesis // not recorded///0006171 // cAMP biosynthetic process // not recorded///0006816 // calcium ion transport // not recorded///0007165 // signal transduction // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // traceable author statement///0007189 // adenylate cyclase-activating G-protein coupled receptor signaling pathway // inferred from mutant phenotype///0007507 // heart development // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0015031 // protein transport // not recorded///0030819 // positive regulation of cAMP biosynthetic process // not recorded///0031623 // receptor internalization // not recorded///0045986 // negative regulation of smooth muscle contraction // not recorded///0048661 // positive regulation of smooth muscle cell proliferation // inferred from mutant p
174.56631 264.7554 0.0076866 NM_144554///NM_175093 1.53 Trib3 tribbles homolog 3 (Drosophila) 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006468 // protein phosphorylation // inferred from electronic annotation///0006469 // negative regulation of protein kinase activity // inferred from direct assay///0006469 // negative regulation of protein kinase activity // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0010827 // regulation of glucose transport // inferred from direct assay///0032092 // positive regulation of protein binding // inferred from direct assay///0032436 // positive regulation of proteasomal ubiquitin-dependent protein catabolic process // traceable author statement///0032869 // cellular response to insulin stimulus // inferred from direct assay///0034976 // response to endoplasmic reticulum stress // not recorded///004340
724.9217 1131.2578 0.0076866 NM_001114174///XM_006527156///XR_3864861.53 Fam189a2 family with sequence similarity 189, member A2
299.19104 466.0219 0.0071527 NM_001291229///NM_019765///XM_006530407///XM_006530409///XM_006530410///XM_006530411///XM_006530412///XM_006530413///XM_006530414///XM_006530415///XM_006530416///XM_006530417///XM_006530418///XM_006530419///XM_006530420///XM_006530421///XM_006530422///XM_006530423///XM_006530424///XM_011248233///XM_0112482341.53 Clip1 CAP-GLY domain containing linker protein 1 0001578 // microtubule bundle formation // not recorded///0006810 // transport // inferred from electronic annotation///0031116 // positive regulation of microtubule polymerization // not recorded///0044861 // protein transport into plasma membrane raft // inferred from mutant phenotype
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51.026672 77.96825 0.0068697 NM_053217 1.54 Ifit1bl2 interferon induced protein with tetratricopeptide repeats 1B like 2 0051607 // defense response to virus // not recorded///0060337 // type I interferon signaling pathway // not recorded
31.62727 49.09779 0.0099128 NM_011517 1.54 Sycp3 synaptonemal complex protein 3 0000711 // meiotic DNA repair synthesis // inferred from genetic interaction///0007049 // cell cycle // inferred from electronic annotation///0007066 // female meiosis sister chromatid cohesion // inferred from direct assay///0007067 // mitotic nuclear division // inferred from direct assay///0007126 // meiotic nuclear division // inferred from direct assay///0007129 // synapsis // inferred from mutant phenotype///0007130 // synaptonemal complex assembly // inferred from direct assay///0007130 // synaptonemal complex assembly // inferred from genetic interaction///0007283 // spermatogenesis // inferred from genetic interaction///0007283 // spermatogenesis // inferred from mutant phenotype///0007286 // spermatid development // not recorded///0016321 // female meiosis chromosome segregation // inferred from direct assay///0035092 // sperm chromatin condensation // inferred from genetic interaction///0035093 // spermatogenesis, exchange of chromosomal proteins // not recorded///0043066 // negative regulation of 
260.79916 405.91647 0.0080529 NM_029600///XM_006534428///XR_8797621.54 Abcc3 ATP-binding cassette, sub-family C (CFTR/MRP), member 3 0006810 // transport // inferred from electronic annotation///0006855 // drug transmembrane transport // not recorded///0008152 // metabolic process // inferred from electronic annotation///0015722 // canalicular bile acid transport // not recorded///0015893 // drug transport // not recorded///0042908 // xenobiotic transport // not recorded///0055085 // transmembrane transport // inferred from electronic annotation
298.12338 467.93085 0.0070842 NM_177644///XM_006496750///XM_006496751///XM_006496752///XM_006496753///XM_006496754///XM_006496755///XM_0064967561.55 Rasal2 RAS protein activator like 2 0007165 // signal transduction // inferred from electronic annotation///0043087 // regulation of GTPase activity // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // not recorded///0046580 // negative regulation of Ras protein signal transduction // not recorded
10228.742 14190.378 0.0089693 NM_011402///XM_0065038071.55 Slc34a2 solute carrier family 34 (sodium phosphate), member 2 0001701 // in utero embryonic development // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // inferred from electronic annotation///0006817 // phosphate ion transport // inferred from direct assay///0006817 // phosphate ion transport // inferred from genetic interaction///0006817 // phosphate ion transport // not recorded///0007568 // aging // inferred from electronic annotation///0009750 // response to fructose // inferred from electronic annotation///0030643 // cellular phosphate ion homeostasis // not recorded///0032355 // response to estradiol // inferred from electronic annotation///0035435 // phosphate ion transmembrane transport // not recorded///0035725 // sodium ion transmembrane transport // not recorded///0043627 // response to estrogen // inferred from electronic annotation///0044341 // sodium-dependent phosphate transport // inferred from electronic an
114.79747 176.1562 0.0029632 NM_001243857///XM_0065193471.55 Fam124a family with sequence similarity 124, member A
598.01666 942.25476 0.0056277 NM_001290475///NM_146142///XM_006537517///XM_006537518///XM_0065375191.55 Tdrd7 tudor domain containing 7 0002089 // lens morphogenesis in camera-type eye // inferred from mutant phenotype///0002089 // lens morphogenesis in camera-type eye // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0007281 // germ cell development // inferred from direct assay///0007283 // spermatogenesis // inferred from mutant phenotype///0010608 // posttranscriptional regulation of gene expression // not recorded///0030154 // cell differentiation // inferred from electronic annotation///0070306 // lens fiber cell differentiation // inferred from mutant phenotype///0070306 // lens fiber cell differentiation // not recorded
60.331367 92.50227 0.0070902 NM_145700///XM_006511734///XM_0065117351.55 Ackr4 atypical chemokine receptor 4 0006898 // receptor-mediated endocytosis // inferred from electronic annotation///0006935 // chemotaxis // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0070098 // chemokine-mediated signaling pathway // not recorded
179.84302 279.86804 0.0084158 NM_013512///XM_006525627///XM_006525628///XM_006525629///XM_006525630///XM_006525631///XM_006525632///XM_006525633///XM_006525635///XM_011246839///XM_0112468401.56 Epb41l4a erythrocyte membrane protein band 4.1 like 4a
702.30115 1117.7863 0.0081374 NM_029415///XM_0065352781.56 Slc10a6 solute carrier family 10 (sodium/bile acid cotransporter family), member 6 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // inferred from electronic annotation///0015721 // bile acid and bile salt transport // not recorded///0043251 // sodium-dependent organic anion transport // not recorded///0055085 // transmembrane transport // inferred from electronic annotation
53.557236 83.59173 0.0068707 NM_029879///XM_0065177221.56 Rgs7bp regulator of G-protein signalling 7 binding protein 0007186 // G-protein coupled receptor signaling pathway // inferred from direct assay///0009968 // negative regulation of signal transduction // inferred from electronic annotation
45.991867 71.748886 0.0065811 XR_879970///XR_879971 1.56 Tnfsf13os tumor necrosis factor (ligand) superfamily, member 13, opposite strand
256.32257 406.12448 0.0070902 NM_133222 1.56 Adgrl4 adhesion G protein-coupled receptor L4 0007165 // signal transduction // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation
417.68076 662.5569 0.0076866 NM_027045///NM_028407///XM_006519603///XM_006519605///XM_006519606///XM_006519607///XM_0112452081.57 Ccser2 coiled-coil serine rich 2 0001578 // microtubule bundle formation // inferred from direct assay
457.5074 731.3009 0.0093643 NM_001159662///NM_153089///XM_011239492///XM_0112394931.57 Ppp1r16b protein phosphatase 1, regulatory (inhibitor) subunit 16B 0001938 // positive regulation of endothelial cell proliferation // not recorded///0014066 // regulation of phosphatidylinositol 3-kinase signaling // not recorded///0035307 // positive regulation of protein dephosphorylation // not recorded///0035308 // negative regulation of protein dephosphorylation // not recorded///0050790 // regulation of catalytic activity // not recorded///0051489 // regulation of filopodium assembly // inferred from sequence or structural similarity///0061028 // establishment of endothelial barrier // inferred from mutant phenotype///0061028 // establishment of endothelial barrier // not recorded///1902309 // negative regulation of peptidyl-serine dephosphorylation // not recorded///1903589 // positive regulation of blood vessel endothelial cell proliferation involved in sprouting angiogenesis // not recorded
524.3498 836.8029 0.0071764 NM_001289686///NM_001289687///NM_001289688///NM_027871///XM_006519574///XM_006519575///XM_006519576///XM_006519579///XM_0065195801.57 Arhgef3 Rho guanine nucleotide exchange factor (GEF) 3 0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation
157.84517 247.81845 0.004449 NM_001113399///NM_001113400///NM_178723///XM_006499455///XM_006499456///XM_006499457///XM_006499458///XM_006499460///XM_006499461///XM_006499462///XM_006499463///XM_0064994641.57 Zfp385b zinc finger protein 385B 0006915 // apoptotic process // inferred from electronic annotation///0072332 // intrinsic apoptotic signaling pathway by p53 class mediator // not recorded
164.14583 255.5532 0.008832 NM_172747///XM_006507735///XM_0065077361.57 Kctd13 potassium channel tetramerisation domain containing 13 0006260 // DNA replication // not recorded///0016477 // cell migration // not recorded///0016567 // protein ubiquitination // not recorded///0035024 // negative regulation of Rho protein signal transduction // not recorded///0043149 // stress fiber assembly // not recorded///0043161 // proteasome-mediated ubiquitin-dependent protein catabolic process // not recorded///0045740 // positive regulation of DNA replication // not recorded///0051260 // protein homooligomerization // inferred from electronic annotation
66.97553 104.81528 0.0080529 NM_027853 1.58 Mettl7b methyltransferase like 7B 0008152 // metabolic process // inferred from electronic annotation///0032259 // methylation // not recorded
54.048714 85.03915 0.0080529 NM_001159748///NM_011459///XM_006529292///XM_0065292931.58 Serpinb8 serine (or cysteine) peptidase inhibitor, clade B, member 8 0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // not recorded
116.56869 181.12389 0.0056661 NM_145227///XM_006530325///XR_387564///XR_878683///XR_8786841.58 Oas2 2'-5' oligoadenylate synthetase 2 0002376 // immune system process // inferred from electronic annotation///0006164 // purine nucleotide biosynthetic process // not recorded///0006401 // RNA catabolic process // inferred from direct assay///0006486 // protein glycosylation // not recorded///0006955 // immune response // inferred from electronic annotation///0009615 // response to virus // traceable author statement///0018377 // protein myristoylation // not recorded///0045087 // innate immune response // inferred from electronic annotation///0051607 // defense response to virus // inferred from electronic annotation
1460.8104 2282.8374 0.0046966 NM_001111049///NM_001111050///NM_0098421.58 Cd151 CD151 antigen 0007166 // cell surface receptor signaling pathway // not recorded///0016477 // cell migration // inferred from mutant phenotype///0042098 // T cell proliferation // inferred from mutant phenotype///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation
741.03394 1188.6788 0.0080529 NM_025809 1.58 Clec14a C-type lectin domain family 14, member a
119.15102 189.09705 0.0063393 NM_001038703///NM_030258///XM_006504774///NM_177097///NR_0331471.58 Gpr146///D830046C22Rik G protein-coupled receptor 146///RIKEN cDNA D830046C22 gene 0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation
2058.5842 3198.422 0.0079038 NM_001001309///XM_006497475///XM_006497476///XR_8659291.58 Itga8 integrin alpha 8 0001656 // metanephros development // inferred from genetic interaction///0001656 // metanephros development // inferred from mutant phenotype///0001822 // kidney development // not recorded///0007155 // cell adhesion // inferred from electronic annotation///0007160 // cell-matrix adhesion // not recorded///0007229 // integrin-mediated signaling pathway // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0007420 // brain development // inferred from electronic annotation///0007613 // memory // inferred from mutant phenotype///0030030 // cell projection organization // inferred from mutant phenotype///0030154 // cell differentiation // inferred from electronic annotation///0030198 // extracellular matrix organization // inferred from mutant phenotype///0030511 // positive regulation of transforming growth factor beta receptor signaling pathway // inferred 
520.95087 845.1952 0.0083887 NM_001312918///NM_0101451.58 Ephx1 epoxide hydrolase 1, microsomal 0006725 // cellular aromatic compound metabolic process // inferred from mutant phenotype///0009636 // response to toxic substance // inferred from electronic annotation///0014070 // response to organic cyclic compound // inferred from mutant phenotype///0019439 // aromatic compound catabolic process // inferred from electronic annotation
33.204273 53.26761 0.0046248 NM_008412///XM_006501046///XM_0065010471.59 Ivl involucrin 0010224 // response to UV-B // inferred from electronic annotation///0018149 // peptide cross-linking // inferred from electronic annotation///0018153 // isopeptide cross-linking via N6-(L-isoglutamyl)-L-lysine // not recorded///0030216 // keratinocyte differentiation // not recorded///0031424 // keratinization // inferred from electronic annotation
673.5006 1087.4612 0.0080202 NM_029620 1.59 Pcolce2 procollagen C-endopeptidase enhancer 2 0010952 // positive regulation of peptidase activity // not recorded
73.70373 116.90313 0.0066692 NM_029612///XM_006497067///XM_0064970681.59 Slamf9 SLAM family member 9
305.36475 492.87463 0.0075124 NM_011890 1.59 Sgcb sarcoglycan, beta (dystrophin-associated glycoprotein) 0007517 // muscle organ development // inferred from electronic annotation///0048747 // muscle fiber development // inferred from mutant phenotype///0055013 // cardiac muscle cell development // inferred from mutant phenotype///0061024 // membrane organization // traceable author statement///0097084 // vascular smooth muscle cell development // inferred from mutant phenotype
136.96667 215.83388 0.0099354 NM_026626 1.59 Efcab2 EF-hand calcium binding domain 2
350.704 567.84186 0.0084664 NM_175518///XM_006537925///XM_011250037///XM_011250038///XM_0112500391.59 Tmem245 transmembrane protein 245
20.654604 33.078217 0.0065754 1.59 Tcrg-C1///Tcrg-C2 T cell receptor gamma, constant 1///T-cell receptor gamma, constant 2 0048873 // homeostasis of number of cells within a tissue // inferred from mutant phenotype
1655.2462 2600.2366 0.0071653 NM_001130458///NM_001130459///NM_015749///XM_006514610///XM_006514611///XM_006514612///XM_0065146131.60 Tcn2 transcobalamin 2 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006824 // cobalt ion transport // inferred from electronic annotation///0009235 // cobalamin metabolic process // ---///0015889 // cobalamin transport // inferred from electronic annotation
1298.8452 2052.0845 0.0080529 NM_010638 1.60 Klf9 Kruppel-like factor 9 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006366 // transcription from RNA polymerase II promoter // inferred from direct assay///0007566 // embryo implantation // inferred from direct assay///0007623 // circadian rhythm // inferred from electronic annotation///0010839 // negative regulation of keratinocyte proliferation // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0048511 // rhythmic process // inferred from electronic annotation///0050847 // progesterone receptor signaling pathway // inferred from direct assay///0071387 // cellular response to cortisol stimulus // not recorded///0097067 // cellular response to thyroid hormone stimulus // not recorded
568.46454 925.88586 0.0090012 NM_009443///NM_009444 1.60 Tgoln1///Tgoln2 trans-golgi network protein///trans-golgi network protein 2 0006895 // Golgi to endosome transport // not recorded
826.7969 1336.2534 0.0090404 NM_001039562///XM_0065094751.60 Ankrd37 ankyrin repeat domain 37
2382.7917 3764.5945 0.0088671 NM_001012396///NM_013935///XM_0112389771.60 Hacd1 3-hydroxyacyl-CoA dehydratase 1 0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0010389 // regulation of G2/M transition of mitotic cell cycle // inferred from mutant phenotype///0010811 // positive regulation of cell-substrate adhesion // not recorded///0014902 // myotube differentiation // inferred from genetic interaction///0030148 // sphingolipid biosynthetic process // not recorded///0030497 // fatty acid elongation // not recorded///0034622 // cellular macromolecular complex assembly // not recorded///0042761 // very long-chain fatty acid biosynthetic process // not recorded///0071529 // cementum mineralization // not recorded///2000045 // regulation of G1/S transition of mitotic cell cycle // inferred from mutant phenotype
136.20184 214.4599 0.0085589 NM_008105///NM_023887///NM_133219///XM_006516851///XR_8732721.60 Gcnt2 glucosaminyl (N-acetyl) transferase 2, I-branching enzyme 0006486 // protein glycosylation // not recorded///0007179 // transforming growth factor beta receptor signaling pathway // inferred from mutant phenotype///0007179 // transforming growth factor beta receptor signaling pathway // not recorded///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0010608 // posttranscriptional regulation of gene expression // inferred from mutant phenotype///0010608 // posttranscriptional regulation of gene expression // not recorded///0010718 // positive regulation of epithelial to mesenchymal transition // inferred from mutant phenotype///0010718 // positive regulation of epithelial to mesenchymal transition // not recorded///0010812 // negative regulation of cell-substrate adhesion // not recorded///0030335 // positive regulation of cell migration // not recorded///0034116 // positive regulation of heterotypic cell-cell adhesion // not recorded///0036438 // maintenance of lens transparency // not recorded///0051897 // positive regulation
129.9166 204.78058 0.0066908 NM_008381 1.60 Inhbb inhibin beta-B 0001654 // eye development // traceable author statement///0009267 // cellular response to starvation // inferred from expression pattern///0009612 // response to mechanical stimulus // not recorded///0010862 // positive regulation of pathway-restricted SMAD protein phosphorylation // not recorded///0032869 // cellular response to insulin stimulus // inferred from expression pattern///0032924 // activin receptor signaling pathway // not recorded///0040007 // growth // inferred from electronic annotation///0043408 // regulation of MAPK cascade // not recorded///0044320 // cellular response to leptin stimulus // inferred from expression pattern///0045444 // fat cell differentiation // inferred from expression pattern///0046676 // negative regulation of insulin secretion // inferred from mutant phenotype///0046881 // positive regulation of follicle-stimulating hormone secretion // not recorded///0046882 // negative regulation of follicle-stimulating hormone secretion // not recorded///0048178 // negative regulat
84.38545 132.56483 0.0065811 NM_019510///XM_0065354391.60 Trpc3 transient receptor potential cation channel, subfamily C, member 3 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006816 // calcium ion transport // inferred from electronic annotation///0006828 // manganese ion transport // not recorded///0010524 // positive regulation of calcium ion transport into cytosol // not recorded///0033198 // response to ATP // not recorded///0051480 // cytosolic calcium ion homeostasis // not recorded///0051592 // response to calcium ion // not recorded///0055085 // transmembrane transport // inferred from electronic annotation///0070588 // calcium ion transmembrane transport // not recorded///1903244 // positive regulation of cardiac muscle hypertrophy in response to stress // not recorded
1063.3546 1711.0933 0.0099452 NM_001161420///NM_013703///XM_006526917///XM_006526918///XM_006526919///XM_006526920///XR_386456///XR_3864571.61 Vldlr very low density lipoprotein receptor 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation///0006897 // endocytosis // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // not recorded///0007507 // heart development // inferred from electronic annotation///0007584 // response to nutrient // inferred from electronic annotation///0008202 // steroid metabolic process // inferred from electronic annotation///0008203 // cholesterol metabolic process // inferred from electronic annotation///0009725 // response to hormone // inferred from electronic annotation///0021517 // ventral spinal cord development // inferred from expression pattern///0021987 // cerebral cortex development // inferred 
44.73098 71.795074 0.003657 NM_021334///XR_378219 1.61 Itgax integrin alpha X 0007155 // cell adhesion // inferred from electronic annotation///0007229 // integrin-mediated signaling pathway // inferred from electronic annotation///0034113 // heterotypic cell-cell adhesion // not recorded///0050798 // activated T cell proliferation // inferred from mutant phenotype///0051607 // defense response to virus // inferred from direct assay///1903955 // positive regulation of protein targeting to mitochondrion // not recorded
103.922424 165.2464 0.0062819 NM_001289740///NM_001289741///NM_026629///XM_0112414471.62 Mturn maturin, neural progenitor differentiation regulator homolog (Xenopus) 0007275 // multicellular organismal development // inferred from electronic annotation///0048666 // neuron development // inferred from sequence or structural similarity
1211.821 1947.1868 0.0084354 NM_007520///XM_0065228791.62 Bach1 BTB and CNC homology 1 0000083 // regulation of transcription involved in G1/S transition of mitotic cell cycle // not recorded///0000117 // regulation of transcription involved in G2/M transition of mitotic cell cycle // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006281 // DNA repair // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006366 // transcription from RNA polymerase II promoter // inferred from direct assay///0016567 // protein ubiquitination // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0061418 // regulation of transcription from RNA polymerase II promoter in response to hypoxia // not recorded
3585.2346 5610.445 0.0097449 NM_001289782///NM_001289784///NM_001289785///NM_009964///XM_006509970///XM_0112423901.62 Cryab crystallin, alpha B 0001666 // response to hypoxia // inferred from mutant phenotype///0002088 // lens development in camera-type eye // inferred from genetic interaction///0006457 // protein folding // not recorded///0007021 // tubulin complex assembly // inferred from mutant phenotype///0007517 // muscle organ development // inferred from genetic interaction///0007568 // aging // inferred from electronic annotation///0010629 // negative regulation of gene expression // inferred from mutant phenotype///0010941 // regulation of cell death // not recorded///0030308 // negative regulation of cell growth // not recorded///0031109 // microtubule polymerization or depolymerization // not recorded///0032355 // response to estradiol // inferred from electronic annotation///0032387 // negative regulation of intracellular transport // not recorded///0042542 // response to hydrogen peroxide // inferred from mutant phenotype///0043010 // camera-type eye development // inferred from genetic interaction///0043066 // negative regulation of ap
255.14734 418.67978 0.0068697 NM_172689 1.62 Ddx58 DEAD (Asp-Glu-Ala-Asp) box polypeptide 58 0002230 // positive regulation of defense response to virus by host // not recorded///0002376 // immune system process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009597 // detection of virus // not recorded///0009615 // response to virus // inferred from mutant phenotype///0010628 // positive regulation of gene expression // not recorded///0030334 // regulation of cell migration // not recorded///0032725 // positive regulation of granulocyte macrophage colony-stimulating factor production // not recorded///0032727 // positive regulation of interferon-alpha production // not recorded///0032728 // positive regulation of interferon-beta production // inferred from mutant phenotype///0032728 // positive regulation of interferon-beta production // not recorded///0032755 // positive regulation of interleukin-6 production // not recorded///0032757 // positive regulation of interleukin-8 production // not recorded///0039529 // RIG-I signaling pathwa
671.4385 1107.8511 0.0086932 NM_009320///XM_006505870///XM_006505871///XM_011241279///XR_3774341.63 Slc6a6 solute carrier family 6 (neurotransmitter transporter, taurine), member 6 0001762 // beta-alanine transport // inferred from direct assay///0006810 // transport // inferred from electronic annotation///0006836 // neurotransmitter transport // inferred from electronic annotation///0015734 // taurine transport // inferred from direct assay///0015734 // taurine transport // inferred from mutant phenotype///0015734 // taurine transport // not recorded///0055085 // transmembrane transport // inferred from direct assay///0055085 // transmembrane transport // inferred from electronic annotation///1903825 // organic acid transmembrane transport // inferred from electronic annotation///1903825 // organic acid transmembrane transport // ---
326.3001 537.4946 0.0085208 NM_028421///NM_028864///XM_006506779///XM_006506780///XM_0065067811.63 Zc3hav1 zinc finger CCCH type, antiviral 1 0002376 // immune system process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // not recorded///0032481 // positive regulation of type I interferon production // inferred from direct assay///0032727 // positive regulation of interferon-alpha production // not recorded///0032728 // positive regulation of interferon-beta production // not recorded///0032781 // positive regulation of ATPase activity // not recorded///0039507 // suppression by virus of host molecular function // inferred from mutant phenotype///0043123 // positive regulation of I-kappaB kinase/NF-kappaB signaling // not recorded///0045071 // negative regulation of viral genome replication // not recorded///0045087 // innate immune response // inferred from electronic annotation///0050691 // regulation of defense response to virus by host // not recorded///0051607 // defense response to virus // inferred from electronic annotation///0061014 // positive r
152.39314 245.42938 0.0096878 NM_001145978///XR_3831911.63 Parp4 poly (ADP-ribose) polymerase family, member 4 0006464 // cellular protein modification process // not recorded///0006471 // protein ADP-ribosylation // inferred from electronic annotation///0006954 // inflammatory response // not recorded///0007004 // telomere maintenance via telomerase // inferred from genetic interaction///0008219 // cell death // not recorded
1952.652 3163.9395 0.0084323 NM_001278256///NM_0111701.64 Prnp prion protein 0001933 // negative regulation of protein phosphorylation // inferred from mutant phenotype///0006139 // nucleobase-containing compound metabolic process // traceable author statement///0006878 // cellular copper ion homeostasis // traceable author statement///0006979 // response to oxidative stress // inferred from direct assay///0007611 // learning or memory // not recorded///0032689 // negative regulation of interferon-gamma production // inferred from mutant phenotype///0032700 // negative regulation of interleukin-17 production // inferred from mutant phenotype///0032703 // negative regulation of interleukin-2 production // inferred from mutant phenotype///0032880 // regulation of protein localization // inferred from mutant phenotype///0035690 // cellular response to drug // inferred from direct assay///0043066 // negative regulation of apoptotic process // inferred from genetic interaction///0043066 // negative regulation of apoptotic process // not recorded///0043433 // negative regulation of sequence
309.9866 513.1897 0.0075737 NM_008580///XM_0065127391.64 Map3k5 mitogen-activated protein kinase kinase kinase 5 0000165 // MAPK cascade // not recorded///0000186 // activation of MAPKK activity // not recorded///0000187 // activation of MAPK activity // inferred from direct assay///0001934 // positive regulation of protein phosphorylation // not recorded///0002376 // immune system process // inferred from electronic annotation///0002931 // response to ischemia // inferred from electronic annotation///0006468 // protein phosphorylation // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // inferred from electronic annotation///0007254 // JNK cascade // not recorded///0008631 // intrinsic apoptotic signaling pathway in response to oxidative stress // inferred from direct assay///0008631 // intrinsic apoptotic signaling pathway in response to oxidative stress // not recorded///0010941 // regulation of cell death // inferred from genetic interaction///0016310 // phosphorylation // inferred from el
806.08704 1336.9982 0.0030131 NM_028757///XM_006497555///XM_006497556///XM_006497557///XM_0112389901.64 Nebl nebulette 0071691 // cardiac muscle thin filament assembly // inferred from sequence or structural similarity
1660.4001 2668.2544 0.0066692 NM_011326///XM_0065074771.64 Scnn1g sodium channel, nonvoltage-gated 1 gamma 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // inferred from direct assay///0006814 // sodium ion transport // inferred from genetic interaction///0006814 // sodium ion transport // not recorded///0035313 // wound healing, spreading of epidermal cells // not recorded///0035725 // sodium ion transmembrane transport // not recorded///0050891 // multicellular organismal water homeostasis // not recorded///0050896 // response to stimulus // inferred from electronic annotation///0050909 // sensory perception of taste // inferred from electronic annotation///0055078 // sodium ion homeostasis // not recorded
32.117317 53.55617 0.0065276 NM_177304///XM_006509444///XM_0112422271.65 Enpp6 ectonucleotide pyrophosphatase/phosphodiesterase 6 0006629 // lipid metabolic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0016042 // lipid catabolic process // inferred from electronic annotation///0019695 // choline metabolic process // inferred from direct assay///0019695 // choline metabolic process // not recorded
319.5472 531.4907 0.0095588 NM_025831///XM_006516728///XR_3820691.65 Pxdc1 PX domain containing 1
93.669235 151.5203 0.0093601 NM_001024478///XM_006515190///XM_006515192///XM_011243893///XM_011243894///XR_381204///XR_8724291.65 Cdhr3 cadherin-related family member 3 0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation
159.03163 260.33548 0.0075048 NM_001177571///NM_001303469///NM_029493///XM_006512899///XM_006512905///XM_006512906///XM_006512907///XM_011243226///XM_011243227///XM_011243228///XM_011243229///XM_011243230///XM_011243231///XM_011243232///XM_011243233///XM_011243234///XR_8714431.65 Ccdc162 coiled-coil domain containing 162
987.3046 1643.0605 0.0096864 NM_001291190///NM_177710///XM_006533227///XM_006533228///XM_0065332291.65 Ssh2 slingshot homolog 2 (Drosophila) 0006470 // protein dephosphorylation // not recorded///0008064 // regulation of actin polymerization or depolymerization // not recorded///0010591 // regulation of lamellipodium assembly // not recorded///0016311 // dephosphorylation // inferred from electronic annotation///0030036 // actin cytoskeleton organization // not recorded///0035335 // peptidyl-tyrosine dephosphorylation // inferred from electronic annotation///0050770 // regulation of axonogenesis // not recorded
707.95465 1193.0107 0.0080529 NM_133897///XM_006534685///XM_0065346861.65 Lrrc8c leucine rich repeat containing 8 family, member C 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0045444 // fat cell differentiation // inferred from direct assay///0045444 // fat cell differentiation // inferred from mutant phenotype
44.343937 73.260445 0.0080529 NM_138682 1.65 Lrrc4 leucine rich repeat containing 4 0050807 // regulation of synapse organization // inferred from mutant phenotype///0050808 // synapse organization // inferred from direct assay///0097119 // postsynaptic density protein 95 clustering // inferred from direct assay
147.0674 239.3405 0.0096679 NM_029094///XM_006511520///XM_011242829///XM_0112428301.65 Pik3cb phosphatidylinositol 3-kinase, catalytic, beta polypeptide 0001935 // endothelial cell proliferation // inferred from mutant phenotype///0001952 // regulation of cell-matrix adhesion // inferred from mutant phenotype///0001952 // regulation of cell-matrix adhesion // not recorded///0002250 // adaptive immune response // not recorded///0006468 // protein phosphorylation // not recorded///0006874 // cellular calcium ion homeostasis // inferred from mutant phenotype///0006897 // endocytosis // inferred from electronic annotation///0006914 // autophagy // inferred from electronic annotation///0006954 // inflammatory response // not recorded///0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from mutant phenotype///0009611 // response to wounding // inferred from mutant phenotype///0010628 // positive regulation of gene expression // not recorded///0014065 // phosphatidylinositol 3-kinase signaling // not recorded///0016310 // phosphorylation // inferred from electronic
118.88309 192.06656 0.0096878 NM_027629///XM_006508204///XM_006508205///XR_3782711.65 Pgm2l1 phosphoglucomutase 2-like 1 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0005978 // glycogen biosynthetic process // ---///0006006 // glucose metabolic process // not recorded///0016310 // phosphorylation // not recorded///0019388 // galactose catabolic process // ---///0071704 // organic substance metabolic process // inferred from electronic annotation
759.157 1269.0675 0.0088671 NM_010234 1.65 Fos FBJ osteosarcoma oncogene 0001661 // conditioned taste aversion // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006355 // regulation of transcription, DNA-templated // inferred from mutant phenotype///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from electronic annotation///0006366 // transcription from RNA polymerase II promoter // not recorded///0007179 // transforming growth factor beta receptor signaling pathway // not recorded///0007399 // nervous system development // inferred from mutant phenotype///0007565 // female pregnancy // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0009409 // response to cold // inferred from electronic annotation///0009416 // response to light stimulus // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from electronic annotation///0009629 // response to gravity // inferred from electronic an
2042.2571 3322.4119 0.0066908 NM_001159518///NM_0080481.65 Igfbp7 insulin-like growth factor binding protein 7 0001558 // regulation of cell growth // inferred from electronic annotation///0007155 // cell adhesion // not recorded///0048839 // inner ear development // inferred from direct assay///0050810 // regulation of steroid biosynthetic process // not recorded
28.984337 48.55488 0.0097449 NM_001136181///XM_006526517///XM_0065265181.66 Hsbp1l1 heat shock factor binding protein 1-like 1
1176.2095 1945.0859 0.0075984 NM_001039175///NM_001039176///NM_019422///XM_0065032331.66 Elovl1 elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 1 0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // inferred from electronic annotation///0019367 // fatty acid elongation, saturated fatty acid // not recorded///0030148 // sphingolipid biosynthetic process // inferred from mutant phenotype///0030148 // sphingolipid biosynthetic process // not recorded///0034625 // fatty acid elongation, monounsaturated fatty acid // not recorded///0042761 // very long-chain fatty acid biosynthetic process // not recorded
31.635319 52.989143 0.0070902 NM_001271716///NM_001271717///NM_001301372///NM_0085601.66 Mc2r melanocortin 2 receptor 0001890 // placenta development // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0007218 // neuropeptide signaling pathway // inferred from electronic annotation///0030819 // positive regulation of cAMP biosynthetic process // not recorded
59.853203 98.29669 0.004326 NM_001277239///NM_177086///XM_006509139///XM_006509140///XM_006509141///XM_006509142///XM_011242141///XM_0112421421.66 Zmat4 zinc finger, matrin type 4 0072332 // intrinsic apoptotic signaling pathway by p53 class mediator // not recorded
393.0927 666.1955 0.0029632 NM_025833 1.66 Baiap2l1 BAI1-associated protein 2-like 1 0007009 // plasma membrane organization // inferred from electronic annotation///0008286 // insulin receptor signaling pathway // not recorded///0009617 // response to bacterium // not recorded///0030833 // regulation of actin filament polymerization // inferred from electronic annotation///0030838 // positive regulation of actin filament polymerization // not recorded///0046626 // regulation of insulin receptor signaling pathway // inferred from electronic annotation///0051017 // actin filament bundle assembly // not recorded///0051764 // actin crosslink formation // not recorded///2000251 // positive regulation of actin cytoskeleton reorganization // not recorded
493.04117 834.1128 0.0064729 NM_001160018///NM_001160019///NM_144791///XM_0065292951.66 Tor1aip1 torsin A interacting protein 1 0032781 // positive regulation of ATPase activity // not recorded///0034504 // protein localization to nucleus // inferred from mutant phenotype///0071763 // nuclear membrane organization // inferred from genetic interaction///0071763 // nuclear membrane organization // inferred from mutant phenotype
1778.2186 2918.9375 0.0059002 NM_175930///XM_0065157811.67 Rapgef5 Rap guanine nucleotide exchange factor (GEF) 5 0007264 // small GTPase mediated signal transduction // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // not recorded
291.30316 494.9083 0.0065811 NM_001302376///NM_001302377///NM_0174661.67 Ccrl2 chemokine (C-C motif) receptor-like 2 0006935 // chemotaxis // inferred from electronic annotation///0006954 // inflammatory response // inferred from direct assay///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0070098 // chemokine-mediated signaling pathway // inferred from sequence or structural similarity///0070098 // chemokine-mediated signaling pathway // inferred from electronic annotation
83.08191 135.89091 0.008149 NM_001033443///XM_006524526///XM_006524527///XM_006524529///XM_006524530///XM_006524531///XM_006524532///XM_0112465211.67 Cdkl4 cyclin-dependent kinase-like 4 0006468 // protein phosphorylation // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0051726 // regulation of cell cycle // inferred from electronic annotation
34.206284 57.88053 0.0081374 NM_001033922///NM_001163795///NM_001163796///NM_172623///XM_006524147///XM_006524148///XM_0065241491.68 Treml4 triggering receptor expressed on myeloid cells-like 4 0002457 // T cell antigen processing and presentation // inferred from mutant phenotype///0006911 // phagocytosis, engulfment // inferred from direct assay
58.479546 97.6004 0.0065754 NM_001013741 1.68 Ddn dendrin 0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded
255.40147 432.5907 0.0065464 NM_001033348///XM_006499517///XM_006499519///XM_006499520///XM_006499521///XR_374468///XR_374469///XR_374470///XR_866275///XR_866276///XR_8662771.68 Ralgapa2 Ral GTPase activating protein, alpha subunit 2 (catalytic) 0032484 // Ral protein signal transduction // inferred from mutant phenotype///0032880 // regulation of protein localization // inferred from mutant phenotype///0051056 // regulation of small GTPase mediated signal transduction // inferred from electronic annotation///0060178 // regulation of exocyst localization // inferred from mutant phenotype///0090630 // activation of GTPase activity // inferred from genetic interaction///0090630 // activation of GTPase activity // not recorded
104.67884 171.46066 0.0098942 NM_001177503///XM_006515682///XM_006515683///XM_0112440591.68 Plekhd1 pleckstrin homology domain containing, family D (with coiled-coil domains) member 1
134.11865 223.32632 0.0070842 NM_126166///XM_006509278///XM_006509279///XM_006509280///XM_006509281///XM_006509282///XM_006509283///XM_0112421741.68 Tlr3 toll-like receptor 3 0001774 // microglial cell activation // not recorded///0001819 // positive regulation of cytokine production // inferred from electronic annotation///0001934 // positive regulation of protein phosphorylation // not recorded///0002224 // toll-like receptor signaling pathway // not recorded///0002282 // microglial cell activation involved in immune response // not recorded///0002376 // immune system process // inferred from electronic annotation///0002730 // regulation of dendritic cell cytokine production // inferred from direct assay///0002756 // MyD88-independent toll-like receptor signaling pathway // inferred from electronic annotation///0006952 // defense response // inferred from mutant phenotype///0006954 // inflammatory response // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007252 // I-kappaB phosphorylation // not recorded///0009615 // response to virus // inferred from mutant phenotype///0010628 // positive regulation of gene expres
18.742228 31.431572 0.0091756 NM_145467///XM_0065189211.69 Itgbl1 integrin, beta-like 1
261.75772 447.0291 0.0099128 NM_001110253///NM_1489251.69 Fyco1 FYVE and coiled-coil domain containing 1 0006810 // transport // inferred from electronic annotation///0072383 // plus-end-directed vesicle transport along microtubule // not recorded
301.79514 516.52057 0.0087756 NM_146073///XM_006523214///XM_006523215///XM_006523216///XM_006523218///XM_0112461771.69 Zdhhc14 zinc finger, DHHC domain containing 14 0006612 // protein targeting to membrane // ---///0018230 // peptidyl-L-cysteine S-palmitoylation // ---///0018345 // protein palmitoylation // not recorded
425.60962 734.50183 0.0030958 NM_001313758///NM_026662///XM_011247778///XM_011247779///XM_011247780///XM_011247781///XM_0112477821.69 Prps2 phosphoribosyl pyrophosphate synthetase 2 0006015 // 5-phosphoribose 1-diphosphate biosynthetic process // not recorded///0006167 // AMP biosynthetic process // not recorded///0009156 // ribonucleoside monophosphate biosynthetic process // inferred from electronic annotation///0009165 // nucleotide biosynthetic process // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0019693 // ribose phosphate metabolic process // not recorded///0031100 // organ regeneration // inferred from electronic annotation///0044249 // cellular biosynthetic process // inferred from electronic annotation
333.29706 573.4075 0.0098544 NM_008404///XM_006513271///XM_0065132721.69 Itgb2 integrin beta 2 0002523 // leukocyte migration involved in inflammatory response // not recorded///0007155 // cell adhesion // inferred from genetic interaction///0007155 // cell adhesion // inferred from mutant phenotype///0007159 // leukocyte cell-cell adhesion // not recorded///0007160 // cell-matrix adhesion // not recorded///0007229 // integrin-mediated signaling pathway // inferred from direct assay///0016337 // single organismal cell-cell adhesion // inferred from genetic interaction///0016337 // single organismal cell-cell adhesion // not recorded///0030101 // natural killer cell activation // not recorded///0030593 // neutrophil chemotaxis // inferred from mutant phenotype///0030593 // neutrophil chemotaxis // not recorded///0031623 // receptor internalization // inferred from direct assay///0034113 // heterotypic cell-cell adhesion // not recorded///0035987 // endodermal cell differentiation // inferred from electronic annotation///0043113 // receptor clustering // not recorded///0043542 // endothelial cell migrati
58.362896 98.16316 0.0065811 NM_008361///XM_0064987951.69 Il1b interleukin 1 beta 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0000165 // MAPK cascade // not recorded///0000187 // activation of MAPK activity // not recorded///0001660 // fever generation // inferred from electronic annotation///0001666 // response to hypoxia // inferred from electronic annotation///0001934 // positive regulation of protein phosphorylation // not recorded///0002437 // inflammatory response to antigenic stimulus // not recorded///0002439 // chronic inflammatory response to antigenic stimulus // inferred from electronic annotation///0006144 // purine nucleobase metabolic process // inferred from electronic annotation///0006954 // inflammatory response // not recorded///0006955 // immune response // inferred from electronic annotation///0007204 // positive regulation of cytosolic calcium ion concentration // not recorded///0007568 // aging // not recorded///0007584 // response to nutrient // inferred from electronic annotation///0007611 // learning or memory 
460.4872 799.2905 0.00447 NM_018869///XM_006526697///XM_0112471491.70 Grk5 G protein-coupled receptor kinase 5 0002029 // desensitization of G-protein coupled receptor protein signaling pathway // not recorded///0006468 // protein phosphorylation // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007217 // tachykinin receptor signaling pathway // not recorded///0008277 // regulation of G-protein coupled receptor protein signaling pathway // not recorded///0008284 // positive regulation of cell proliferation // not recorded///0016055 // Wnt signaling pathway // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0038032 // termination of G-protein coupled receptor signaling pathway // inferred from electronic annotation///0042493 // response to drug // inferred from electronic annotation///0043066 // negative regulation of apoptotic process // not recorded///0045444 // fat cell differentiation // inferred from mutant phenotype///004677



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
226.32802 386.1712 0.0092225 NM_027288///XM_006500908///XM_011239997///XR_8672101.70 Manba mannosidase, beta A, lysosomal 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006516 // glycoprotein catabolic process // inferred from direct assay///0008152 // metabolic process // inferred from electronic annotation///0046355 // mannan catabolic process // not recorded
249.0405 427.8245 0.0051715 NM_001271356///NM_001271357///NM_146018///NR_073164///XM_011248905///XR_8795671.70 Flcn folliculin 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0001701 // in utero embryonic development // inferred from mutant phenotype///0001932 // regulation of protein phosphorylation // not recorded///0001934 // positive regulation of protein phosphorylation // inferred from mutant phenotype///0007043 // cell-cell junction assembly // inferred from mutant phenotype///0010508 // positive regulation of autophagy // not recorded///0010629 // negative regulation of gene expression // inferred from mutant phenotype///0010823 // negative regulation of mitochondrion organization // inferred from mutant phenotype///0016525 // negative regulation of angiogenesis // non-traceable author statement///0030097 // hemopoiesis // inferred from mutant phenotype///0030308 // negative regulation of cell growth // not recorded///0030336 // negative regulation of cell migrat
130.01054 218.65361 0.0068697 NM_001122635///NM_177090///XM_003688869///XM_0065444441.70 Cdhr4 cadherin-related family member 4 0007155 // cell adhesion // inferred from electronic annotation///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation
25.975962 44.556644 0.0045517 XR_390980///XR_390981///XR_406167///XR_4061681.70 LOC102631977 uncharacterized LOC102631977
111.1445 188.18314 0.0093097 NM_023044 1.70 Slc15a3 solute carrier family 15, member 3 0006810 // transport // inferred from electronic annotation///0006857 // oligopeptide transport // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation///0015833 // peptide transport // inferred from electronic annotation///0055085 // transmembrane transport // inferred from electronic annotation
157.87709 267.8136 0.0096864 NM_001033149///XM_0065162021.71 Ttc9 tetratricopeptide repeat domain 9 0000413 // protein peptidyl-prolyl isomerization // not recorded///0061077 // chaperone-mediated protein folding // not recorded
172.39857 294.61115 0.0065276 NM_009841 1.71 Cd14 CD14 antigen 0002237 // response to molecule of bacterial origin // inferred from direct assay///0002376 // immune system process // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // inferred from mutant phenotype///0006954 // inflammatory response // not recorded///0009408 // response to heat // inferred from electronic annotation///0009617 // response to bacterium // inferred from mutant phenotype///0031663 // lipopolysaccharide-mediated signaling pathway // inferred from mutant phenotype///0032026 // response to magnesium ion // inferred from electronic annotation///0032481 // positive regulation of type I interferon production // inferred from mutant phenotype///0032496 // response to lipopolysaccharide // inferred from electronic annotation///0032729 // positive regulation of interferon-gamma production // inferred from mutant phenotype///0032760 // positive regulation of tumor necrosis factor production // inferred from mutant phenotype///0032760 // positive regulation of tumor necros
1419.1439 2382.3271 0.008644 NM_013671 1.71 Sod2 superoxide dismutase 2, mitochondrial 0000302 // response to reactive oxygen species // inferred from mutant phenotype///0000303 // response to superoxide // inferred from mutant phenotype///0000303 // response to superoxide // not recorded///0001306 // age-dependent response to oxidative stress // inferred from mutant phenotype///0001315 // age-dependent response to reactive oxygen species // not recorded///0001666 // response to hypoxia // inferred from electronic annotation///0001836 // release of cytochrome c from mitochondria // inferred from mutant phenotype///0001889 // liver development // inferred from mutant phenotype///0003032 // detection of oxygen // inferred from mutant phenotype///0003069 // vasodilation by acetylcholine involved in regulation of systemic arterial blood pressure // inferred from mutant phenotype///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0006357 // regulation of transcription from RNA polymerase II promoter // not recorded///0006749 // glutathione metabo
186.20483 317.71875 0.0095919 XR_387233///XR_387234///XR_398699///XR_398700///XR_878355///XR_8847231.72 Gm29538 predicted gene 29538
321.45078 560.8739 0.003657 NM_001286062///NM_009640///XM_0065203231.72 Angpt1 angiopoietin 1 0001525 // angiogenesis // inferred from direct assay///0001525 // angiogenesis // inferred from mutant phenotype///0001541 // ovarian follicle development // not recorded///0001569 // patterning of blood vessels // traceable author statement///0001570 // vasculogenesis // traceable author statement///0001701 // in utero embryonic development // inferred from genetic interaction///0001701 // in utero embryonic development // inferred from mutant phenotype///0001933 // negative regulation of protein phosphorylation // inferred from direct assay///0002040 // sprouting angiogenesis // not recorded///0002092 // positive regulation of receptor internalization // not recorded///0002740 // negative regulation of cytokine secretion involved in immune response // inferred from direct assay///0003160 // endocardium morphogenesis // traceable author statement///0007162 // negative regulation of cell adhesion // not recorded///0007169 // transmembrane receptor protein tyrosine kinase signaling pathway // inferred from di
141.70741 241.15158 0.0070902 NM_001005740///NM_001005748///NM_001302635///NM_001302636///NM_198419///XM_006516905///XM_006516906///XM_006516907///XM_006516911///XM_011244395///NM_021439///XM_006513908///XM_0065139091.72 Phactr1///Chst11 phosphatase and actin regulator 1///carbohydrate sulfotransferase 11 0031032 // actomyosin structure organization // inferred from mutant phenotype///0031032 // actomyosin structure organization // not recorded///0031532 // actin cytoskeleton reorganization // inferred from mutant phenotype///0042325 // regulation of phosphorylation // not recorded///0043086 // negative regulation of catalytic activity // inferred from electronic annotation///0043149 // stress fiber assembly // inferred from mutant phenotype///0043149 // stress fiber assembly // not recorded///0048870 // cell motility // not recorded///0050790 // regulation of catalytic activity // inferred from electronic annotation///0002063 // chondrocyte development // inferred from mutant phenotype///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0007585 // respiratory gaseous exchange // inferred from mutant phenotype///0009791 // post-embryonic development // inferred from mutant phenotype///0016051 // carbohydrate biosynthetic process // inferred from electronic annotation///0030204 
451.15045 787.47424 0.0065464 NM_029508///XM_006527431///XM_006527432///XM_006527433///XM_011247391///XM_011247392///XM_011247393///XM_011247394///XM_011247395///XM_0112473961.72 Pcgf5 polycomb group ring finger 5 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded
88.48398 147.9736 0.0097449 NM_001103156///NM_001103157///NM_001285469///NM_001285470///NM_001285471///NM_028734///XM_006503609///XM_0112406751.72 Steap2 six transmembrane epithelial antigen of prostate 2 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006893 // Golgi to plasma membrane transport // not recorded///0006897 // endocytosis // not recorded///0009725 // response to hormone // not recorded///0015677 // copper ion import // inferred from direct assay///0045055 // regulated secretory pathway // not recorded///0055072 // iron ion homeostasis // inferred from electronic annotation///0055114 // oxidation-reduction process // inferred from direct assay///0097461 // ferric iron import into cell // inferred from direct assay
287.14224 502.43848 0.0055267 NM_001167860///NM_001167861///XM_006506292///XM_006506293///XM_006506294///XM_0065062951.73 Wipf3 WAS/WASL interacting protein family, member 3 0000147 // actin cortical patch assembly // ---///0006897 // endocytosis // ---///0007275 // multicellular organismal development // inferred from electronic annotation///0007283 // spermatogenesis // inferred from electronic annotation///0008360 // regulation of cell shape // ---///0030048 // actin filament-based movement // ---///0030154 // cell differentiation // inferred from electronic annotation///0051127 // positive regulation of actin nucleation // ---///0051666 // actin cortical patch localization // ---
482.09055 853.3207 0.0089693 NM_001039181///NM_001286395///NM_008728///XM_006520028///XM_006520029///XM_006520030///XM_0065200311.73 Npr3 natriuretic peptide receptor 3 0001501 // skeletal system development // inferred from direct assay///0001501 // skeletal system development // inferred from mutant phenotype///0002158 // osteoclast proliferation // inferred from mutant phenotype///0006171 // cAMP biosynthetic process // not recorded///0007189 // adenylate cyclase-activating G-protein coupled receptor signaling pathway // ---///0007193 // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway // not recorded///0007194 // negative regulation of adenylate cyclase activity // not recorded///0007200 // phospholipase C-activating G-protein coupled receptor signaling pathway // not recorded///0008217 // regulation of blood pressure // inferred from mutant phenotype///0008217 // regulation of blood pressure // not recorded///0019933 // cAMP-mediated signaling // not recorded///0030157 // pancreatic juice secretion // not recorded///0033688 // regulation of osteoblast proliferation // inferred from mutant phenotype///0035810 // positive regulation of urine volum
7493.454 12037.867 0.0071126 NM_025378 1.73 Ifitm3 interferon induced transmembrane protein 3 0002376 // immune system process // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // inferred from mutant phenotype///0008285 // negative regulation of cell proliferation // inferred from direct assay///0009607 // response to biotic stimulus // inferred from electronic annotation///0009615 // response to virus // inferred from direct assay///0009615 // response to virus // not recorded///0032897 // negative regulation of viral transcription // not recorded///0034341 // response to interferon-gamma // not recorded///0035455 // response to interferon-alpha // not recorded///0035456 // response to interferon-beta // not recorded///0045071 // negative regulation of viral genome replication // not recorded///0045087 // innate immune response // inferred from electronic annotation///0046597 // negative regulation of viral entry into host cell // inferred from direct assay///0046597 // negative regulation of viral entry into host cell // not recorded///0051607 // defense response to 
245.71704 428.8852 0.0079038 NM_001024139///XM_006510212///XM_006510213///XM_0065102141.73 Adamts15 a disintegrin-like and metallopeptidase (reprolysin type) with thrombospondin type 1 motif, 150006508 // proteolysis // inferred from electronic annotation
181.65309 314.36923 0.008368 NM_001146342///NM_0011678181.73 Rnls renalase, FAD-dependent amine oxidase 0002931 // response to ischemia // inferred from electronic annotation///0003073 // regulation of systemic arterial blood pressure // inferred from mutant phenotype///0003214 // cardiac left ventricle morphogenesis // inferred from mutant phenotype///0042414 // epinephrine metabolic process // inferred from mutant phenotype///0042415 // norepinephrine metabolic process // inferred from mutant phenotype///0042417 // dopamine metabolic process // inferred from mutant phenotype///0055062 // phosphate ion homeostasis // inferred from mutant phenotype///0055114 // oxidation-reduction process // inferred from electronic annotation///0060047 // heart contraction // inferred from mutant phenotype///0071869 // response to catecholamine // inferred from electronic annotation///0071871 // response to epinephrine // inferred from electronic annotation///0071873 // response to norepinephrine // inferred from mutant phenotype///1902074 // response to salt // not recorded
236.38373 412.7049 0.0057397 NM_001033213///XM_006515325///XM_006515326///XM_006515327///XM_006515328///XM_006515329///XM_006515330///XM_006515331///XM_006515332///XM_006515333///XM_006515334///XM_006515335///XM_011243973///XM_0112439741.73 Ttc7b tetratricopeptide repeat domain 7B
305.4366 536.0349 0.0075335 NM_023755///XM_0065299611.73 Tfcp2l1 transcription factor CP2-like 1 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000902 // cell morphogenesis // inferred from mutant phenotype///0002070 // epithelial cell maturation // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007028 // cytoplasm organization // inferred from mutant phenotype///0007431 // salivary gland development // inferred from mutant phenotype///0008340 // determination of adult lifespan // inferred from mutant phenotype///0045927 // positive regulation of growth // inferred from mutant phenotype
131.37415 225.08957 0.0086932 NM_001289588///NM_001310752///NM_178702///XM_006504682///XM_006504683///XM_006504685///XM_006504686///XR_377156///XR_377157///XR_3771581.74 Radil Ras association and DIL domains 0007155 // cell adhesion // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0034446 // substrate adhesion-dependent cell spreading // not recorded
95.03452 161.67819 0.0075048 NM_177855///XM_006501585///XM_006501586///XM_006501587///XM_006501588///XM_006501589///XM_006501590///XM_006501591///XM_006501592///XM_006501593///XM_011240142///XR_3755311.75 Med12l mediator complex subunit 12-like 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded
58.401875 102.86504 0.0085573 NM_026955///XM_011242595///XM_011242596///XR_379133///XR_8705381.75 Vstm5 V-set and transmembrane domain containing 5
104.39475 177.79718 0.0097449 NM_021439///XM_006513908///XM_006513909///NM_001005740///NM_001005748///NM_001302635///NM_001302636///NM_198419///XM_006516905///XM_006516906///XM_006516907///XM_006516911///XM_0112443951.75 Chst11///Phactr1 carbohydrate sulfotransferase 11///phosphatase and actin regulator 1 0002063 // chondrocyte development // inferred from mutant phenotype///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0007585 // respiratory gaseous exchange // inferred from mutant phenotype///0009791 // post-embryonic development // inferred from mutant phenotype///0016051 // carbohydrate biosynthetic process // inferred from electronic annotation///0030204 // chondroitin sulfate metabolic process // inferred from mutant phenotype///0030206 // chondroitin sulfate biosynthetic process // inferred from direct assay///0030206 // chondroitin sulfate biosynthetic process // inferred from genetic interaction///0030206 // chondroitin sulfate biosynthetic process // not recorded///0030326 // embryonic limb morphogenesis // inferred from mutant phenotype///0030512 // negative regulation of transforming growth factor beta receptor signaling pathway // inferred from mutant phenotype///0033037 // polysaccharide localization // inferred from mutant phenotype///0036342 // post-anal tai
578.948 1033.826 0.0051039 NM_001113419///NM_001113420///NM_001113421///NM_001282044///NM_001282045///NM_0139281.76 Gm21949///Schip1 predicted gene, 21949///schwannomin interacting protein 1 0001553 // luteinization // inferred from genetic interaction///0001822 // kidney development // inferred from mutant phenotype///0006807 // nitrogen compound metabolic process // inferred from mutant phenotype///0008210 // estrogen metabolic process // inferred from genetic interaction///0008585 // female gonad development // inferred from genetic interaction///0009791 // post-embryonic development // inferred from mutant phenotype///0010761 // fibroblast migration // inferred from mutant phenotype///0048008 // platelet-derived growth factor receptor signaling pathway // inferred from mutant phenotype///0048705 // skeletal system morphogenesis // inferred from mutant phenotype///0048745 // smooth muscle tissue development // inferred from mutant phenotype///0060021 // palate development // inferred from mutant phenotype///0060325 // face morphogenesis // inferred from mutant phenotype
43.128742 75.84508 0.0065464 NM_178908 1.76 Fam26e family with sequence similarity 26, member E 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006812 // cation transport // ---///0034220 // ion transmembrane transport // not recorded///0098655 // cation transmembrane transport // ---
73.797386 129.19374 0.0086932 NM_181748 1.77 Ffar4 free fatty acid receptor 4 0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from direct assay///0007186 // G-protein coupled receptor signaling pathway // not recorded///0010827 // regulation of glucose transport // inferred from direct assay///0032870 // cellular response to hormone stimulus // ---///0043066 // negative regulation of apoptotic process // inferred from mutant phenotype///0045444 // fat cell differentiation // inferred from mutant phenotype///0046879 // hormone secretion // inferred from direct assay///0050710 // negative regulation of cytokine secretion // inferred from direct assay///0050728 // negative regulation of inflammatory response // inferred from direct assay///0050912 // detection of chemical stimulus involved in sensory perception of taste // inferred from mutant phenotype///0070374 // positive regulation of ERK1 and ERK2 cascade // inferred from mutant phenotype///1901652 // response to peptide // ---
177.39967 309.7365 0.0096878 NM_008987 1.77 Ptx3 pentraxin related gene 0001878 // response to yeast // inferred from mutant phenotype///0008228 // opsonization // inferred from mutant phenotype///0044869 // negative regulation by host of viral exo-alpha-sialidase activity // not recorded///0044871 // negative regulation by host of viral glycoprotein metabolic process // not recorded///0045087 // innate immune response // not recorded///0045429 // positive regulation of nitric oxide biosynthetic process // inferred from mutant phenotype///0046597 // negative regulation of viral entry into host cell // not recorded///0050766 // positive regulation of phagocytosis // inferred from mutant phenotype///1903016 // negative regulation of exo-alpha-sialidase activity // not recorded///1903019 // negative regulation of glycoprotein metabolic process // not recorded
35.71676 64.05593 0.0089296 NM_009375///XM_006520745///XM_0065207461.77 Tg thyroglobulin 0006590 // thyroid hormone generation // not recorded///0009268 // response to pH // not recorded///0015705 // iodide transport // inferred from mutant phenotype///0030878 // thyroid gland development // inferred from electronic annotation///0031641 // regulation of myelination // inferred from mutant phenotype///0032496 // response to lipopolysaccharide // inferred from electronic annotation///0042403 // thyroid hormone metabolic process // inferred from mutant phenotype///0042446 // hormone biosynthetic process // inferred from electronic annotation///0045056 // transcytosis // not recorded
87.682724 152.86406 0.0075124 NM_009759 1.77 Bmx BMX non-receptor tyrosine kinase 0002250 // adaptive immune response // not recorded///0006468 // protein phosphorylation // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0007155 // cell adhesion // inferred from electronic annotation///0007165 // signal transduction // not recorded///0007169 // transmembrane receptor protein tyrosine kinase signaling pathway // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0030154 // cell differentiation // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation///0038083 // peptidyl-tyrosine autophosphorylation // not recorded///0042127 // regulation of cell proliferation // not recorded///0045087 // innate immune response // not recorded///0046777 // protein autophosphorylation // not recorded///0050852 // T cell receptor signaling pathway // ---///0050853 // B cell receptor signaling pathway // ---
841.7611 1492.6134 0.0098942 NM_138751 1.77 Tmem47 transmembrane protein 47 0098609 // cell-cell adhesion // not recorded
206.18208 365.76892 0.0067139 NM_001029838///NM_148950///XM_006510124///XM_006510125///XM_006510126///XM_006510127///XM_0112424401.78 Pknox2 Pbx/knotted 1 homeobox 2 0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from genetic interaction
260.15036 469.4192 0.0091756 NR_028300 1.78 Dubr Dppa2 upstream binding RNA
405.07373 739.9634 0.0055381 NM_001002012///NM_008301///XM_0065154841.79 Hspa2 heat shock protein 2 0001934 // positive regulation of protein phosphorylation // inferred from mutant phenotype///0007140 // male meiosis // inferred from mutant phenotype///0007141 // male meiosis I // inferred from mutant phenotype///0007286 // spermatid development // inferred from mutant phenotype///0009408 // response to heat // inferred from sequence or structural similarity///0009409 // response to cold // inferred from sequence or structural similarity///0031662 // positive regulation of cyclin-dependent protein serine/threonine kinase activity involved in G2/M transition of mitotic cell cycle // inferred from mutant phenotype///0032781 // positive regulation of ATPase activity // inferred from mutant phenotype///0042026 // protein refolding // not recorded///0070194 // synaptonemal complex disassembly // inferred from mutant phenotype///0090084 // negative regulation of inclusion body assembly // not recorded///1901896 // positive regulation of calcium-transporting ATPase activity // inferred from mutant phenotype
168.69484 301.58395 0.0096782 NM_001162957 1.79 Rsph4a radial spoke head 4 homolog A (Chlamydomonas) 0003341 // cilium movement // not recorded///0035082 // axoneme assembly // not recorded
84.0419 147.38301 0.0079637 NM_021427 1.79 Fam181b family with sequence similarity 181, member B
600.61676 1093.8865 0.0089693 NM_011498 1.79 Bhlhe40 basic helix-loop-helix family, member e40 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0007623 // circadian rhythm // inferred from expression pattern///0007623 // circadian rhythm // traceable author statement///0009416 // response to light stimulus // not recorded///0009649 // entrainment of circadian clock // not recorded///0032922 // circadian regulation of gene expression // inferred from mutant phenotype///0032922 // circadian regulation of gene expression // not recorded///0043153 // entrainment of circadian clock by photoperiod // inferred from mutant phenotype///0043433 // negative regulation of sequence-specific DNA binding transcription factor activity // not recorded///0045892 // negative regulation of transcription, DNA-templated // inferred from direct assay///0045892 // negative regulation of transcription, DNA
240.95113 436.5521 0.0065811 NM_025807///XM_0065139601.79 Slc16a9 solute carrier family 16 (monocarboxylic acid transporters), member 9 0006810 // transport // inferred from electronic annotation///0015718 // monocarboxylic acid transport // ---///0034220 // ion transmembrane transport // not recorded///0046415 // urate metabolic process // not recorded///0055085 // transmembrane transport // inferred from electronic annotation
1329.6221 2393.8083 0.0096679 NM_019738 1.80 Nupr1 nuclear protein transcription regulator 1 0002526 // acute inflammatory response // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006461 // protein complex assembly // inferred from mutant phenotype///0006473 // protein acetylation // inferred from mutant phenotype///0008584 // male gonad development // inferred from mutant phenotype///0009636 // response to toxic substance // inferred from mutant phenotype///0016049 // cell growth // not recorded///0031401 // positive regulation of protein modification process // inferred from mutant phenotype///0035914 // skeletal muscle cell differentiation // inferred from mutant phenotype///0042771 // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator // inferred from mutant phenotype///0043065 // positive regulation of apoptotic process // inferred from mutant phenotype///0045786 // negative regulation of cell cycle
32.173088 57.879307 0.0052021 NM_001142959///NM_001142960///XM_011240103///XM_011251140///XR_867215///XR_8823601.80 Bcl2l15 BCLl2-like 15 0006810 // transport // inferred from electronic annotation///0006886 // intracellular protein transport // traceable author statement///0006886 // intracellular protein transport // inferred from electronic annotation///0015031 // protein transport // inferred from electronic annotation///0016192 // vesicle-mediated transport // traceable author statement///0016192 // vesicle-mediated transport // inferred from electronic annotation
140.03128 251.22546 0.0086319 NM_145523 1.80 Gca grancalcin 0006508 // proteolysis // not recorded
81.45403 143.87514 0.0066908 NM_175522///XM_006504701///XM_006504702///XM_006504703///XM_0065047041.80 Elfn1 leucine rich repeat and fibronectin type III, extracellular 1 0010923 // negative regulation of phosphatase activity // not recorded///0050808 // synapse organization // inferred from mutant phenotype
78.42289 140.94006 0.0086426 NM_026358///NR_028121 1.80 Mgarp mitochondria localized glutamic acid rich protein 0006626 // protein targeting to mitochondrion // inferred from direct assay///0008089 // anterograde axon cargo transport // inferred from mutant phenotype///0008090 // retrograde axon cargo transport // inferred from mutant phenotype///0010822 // positive regulation of mitochondrion organization // inferred from mutant phenotype///0019896 // axon transport of mitochondrion // inferred from mutant phenotype///0071383 // cellular response to steroid hormone stimulus // inferred from mutant phenotype///0071456 // cellular response to hypoxia // inferred from direct assay///0097211 // cellular response to gonadotropin-releasing hormone // inferred from direct assay
705.3691 1285.108 0.0085573 NM_177715 1.81 Kctd12 potassium channel tetramerisation domain containing 12 0008277 // regulation of G-protein coupled receptor protein signaling pathway // inferred from genetic interaction///0051260 // protein homooligomerization // inferred from electronic annotation
3539.897 6248.1313 0.0088565 NM_009160 1.82 Sftpd surfactant associated protein D 0002376 // immune system process // inferred from electronic annotation///0007585 // respiratory gaseous exchange // inferred from electronic annotation///0008228 // opsonization // not recorded///0032703 // negative regulation of interleukin-2 production // not recorded///0042130 // negative regulation of T cell proliferation // not recorded///0043129 // surfactant homeostasis // not recorded///0045087 // innate immune response // inferred from electronic annotation///0048286 // lung alveolus development // not recorded///0050765 // negative regulation of phagocytosis // not recorded///0050766 // positive regulation of phagocytosis // not recorded///0050828 // regulation of liquid surface tension // not recorded
124.19299 226.99611 0.0085929 NM_001254747///NM_008357///XM_006530705///XM_006530706///XM_006530707///XM_006530708///XM_006530709///XM_006530710///XM_006530711///XM_006530712///XM_006530713///XM_006530714///XM_006530715///XM_011248312///XM_011248313///XM_0112483141.82 Il15 interleukin 15 0001779 // natural killer cell differentiation // inferred from genetic interaction///0001866 // NK T cell proliferation // inferred from mutant phenotype///0006954 // inflammatory response // inferred from electronic annotation///0006955 // immune response // not recorded///0007165 // signal transduction // not recorded///0007568 // aging // inferred from electronic annotation///0008284 // positive regulation of cell proliferation // not recorded///0014732 // skeletal muscle atrophy // inferred from electronic annotation///0030212 // hyaluronan metabolic process // not recorded///0031667 // response to nutrient levels // inferred from electronic annotation///0032740 // positive regulation of interleukin-17 production // not recorded///0032819 // positive regulation of natural killer cell proliferation // inferred from direct assay///0032825 // positive regulation of natural killer cell differentiation // inferred from direct assay///0032825 // positive regulation of natural killer cell differentiation // inf
463.41934 865.88745 0.0087842 NM_001281819///NM_009598///NM_2076241.83 Ace angiotensin I converting enzyme (peptidyl-dipeptidase A) 1 0001822 // kidney development // inferred from mutant phenotype///0001822 // kidney development // not recorded///0002446 // neutrophil mediated immunity // inferred from mutant phenotype///0003081 // regulation of systemic arterial blood pressure by renin-angiotensin // not recorded///0003084 // positive regulation of systemic arterial blood pressure // inferred from mutant phenotype///0003084 // positive regulation of systemic arterial blood pressure // not recorded///0006508 // proteolysis // inferred from electronic annotation///0006518 // peptide metabolic process // not recorded///0007283 // spermatogenesis // inferred from mutant phenotype///0008217 // regulation of blood pressure // inferred from direct assay///0008217 // regulation of blood pressure // not recorded///0010608 // posttranscriptional regulation of gene expression // inferred from mutant phenotype///0010629 // negative regulation of gene expression // inferred from mutant phenotype///0010815 // bradykinin catabolic process // not recorde
114.420746 205.82428 0.0071764 NM_001190490///NM_001190491///NM_032418///NR_126095///XM_006539516///XM_006539517///XM_006539518///XM_006539519///XM_006539520///XM_006539521///XM_006539522///XM_011250433///XR_391041///XR_391043///XR_3910441.83 Dmpk dystrophia myotonica-protein kinase 0000082 // G1/S transition of mitotic cell cycle // ---///0002028 // regulation of sodium ion transport // inferred from mutant phenotype///0006468 // protein phosphorylation // not recorded///0006874 // cellular calcium ion homeostasis // inferred from mutant phenotype///0006998 // nuclear envelope organization // inferred from mutant phenotype///0006998 // nuclear envelope organization // not recorded///0008016 // regulation of heart contraction // inferred from direct assay///0008016 // regulation of heart contraction // not recorded///0010657 // muscle cell apoptotic process // not recorded///0010830 // regulation of myotube differentiation // inferred from mutant phenotype///0014722 // regulation of skeletal muscle contraction by calcium ion signaling // inferred from mutant phenotype///0014853 // regulation of excitatory postsynaptic membrane potential involved in skeletal muscle contraction // inferred from mutant phenotype///0016310 // phosphorylation // inferred from electronic annotation///0018105 /
1092.0975 1994.2253 0.004449 NM_001113419///NM_001113420///NM_001113421///NM_001282044///NM_001282045///NM_0139281.83 Gm21949///Schip1 predicted gene, 21949///schwannomin interacting protein 1 0001553 // luteinization // inferred from genetic interaction///0001822 // kidney development // inferred from mutant phenotype///0006807 // nitrogen compound metabolic process // inferred from mutant phenotype///0008210 // estrogen metabolic process // inferred from genetic interaction///0008585 // female gonad development // inferred from genetic interaction///0009791 // post-embryonic development // inferred from mutant phenotype///0010761 // fibroblast migration // inferred from mutant phenotype///0048008 // platelet-derived growth factor receptor signaling pathway // inferred from mutant phenotype///0048705 // skeletal system morphogenesis // inferred from mutant phenotype///0048745 // smooth muscle tissue development // inferred from mutant phenotype///0060021 // palate development // inferred from mutant phenotype///0060325 // face morphogenesis // inferred from mutant phenotype
165.57332 303.71582 0.0058281 NM_001037221///NM_001163433///NM_001310544///NM_028966///XM_006519627///XM_006519628///XM_006519629///XM_006519630///XM_0065196311.84 Samd4 sterile alpha motif domain containing 4 0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006417 // regulation of translation // inferred from electronic annotation///0017148 // negative regulation of translation // not recorded///0045727 // positive regulation of translation // not recorded
81.79255 146.99629 0.008644 NM_008032///XM_006527816///XM_006527817///XM_006527818///XM_006527819///XM_006527820///XM_0065278211.84 Aff2 AF4/FMR2 family, member 2 0006397 // mRNA processing // inferred from electronic annotation///0007611 // learning or memory // inferred from mutant phenotype///0008380 // RNA splicing // inferred from electronic annotation///0043484 // regulation of RNA splicing // inferred from direct assay
27.299326 50.68959 0.0080529 NM_001081642///NM_001293676///NM_001293677///NM_001293678///NM_001293679///NM_001293680///NM_021365///NM_183094///XM_006528061///XM_006528119///XM_006528120///XM_006528121///XM_006528303///XM_006528304///XM_006528306///XM_006528307///XM_006528308///XM_006529023///XM_006529026///XM_006529028///XM_006529029///XM_006529033///XM_006529034///XM_006529035///XM_006529036///XM_006529037///XM_006529038///XM_006529039///XM_006534666///XM_006534667///XM_006534668///XM_011247604///XM_011247605///XM_011247606///XM_011247627///XM_011247686///XM_011247687///XM_0112514381.84 Xlr4a///Xlr4b///Xlr4c X-linked lymphocyte-regulated 4A///X-linked lymphocyte-regulated 4B///X-linked lymphocyte-regulated 4C0007286 // spermatid development // not recorded///0051965 // positive regulation of synapse assembly // inferred from mutant phenotype///0061003 // positive regulation of dendritic spine morphogenesis // inferred from mutant phenotype
157.13287 286.29163 0.0097449 NM_181073///XM_006515645///XM_0065156461.85 Plekhh1 pleckstrin homology domain containing, family H (with MyTH4 domain) member 1
84.94911 154.22983 0.0070842 NM_144810///XM_006529354///XM_0065293551.85 Klhdc8a kelch domain containing 8A 0042787 // protein ubiquitination involved in ubiquitin-dependent protein catabolic process // not recorded
58.70021 109.41725 0.0096679 NM_030150 1.85 Dhx58 DEXH (Asp-Glu-X-His) box polypeptide 58 0002376 // immune system process // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // inferred from mutant phenotype///0032480 // negative regulation of type I interferon production // inferred from mutant phenotype///0032480 // negative regulation of type I interferon production // not recorded///0032481 // positive regulation of type I interferon production // inferred from mutant phenotype///0039534 // negative regulation of MDA-5 signaling pathway // not recorded///0039536 // negative regulation of RIG-I signaling pathway // inferred from mutant phenotype///0039536 // negative regulation of RIG-I signaling pathway // not recorded///0045087 // innate immune response // inferred from electronic annotation///0045088 // regulation of innate immune response // not recorded///0045824 // negative regulation of innate immune response // inferred from mutant phenotype///0045824 // negative regulation of innate immune response
65.54396 119.71974 0.0089693 NM_001083906///XM_006530574///XM_006530575///XM_006530576///XM_0065305771.85 Nr3c2 nuclear receptor subfamily 3, group C, member 2 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006883 // cellular sodium ion homeostasis // inferred from mutant phenotype///0007588 // excretion // inferred from mutant phenotype///0031959 // mineralocorticoid receptor signaling pathway // not recorded///0042127 // regulation of cell proliferation // not recorded///0043401 // steroid hormone mediated signaling pathway // inferred from electronic annotation
832.7405 1534.192 0.0086932 NM_010156///NM_177590///XM_0065050261.85 Samd9l sterile alpha motif domain containing 9-like 0002244 // hematopoietic progenitor cell differentiation // inferred from mutant phenotype///0017145 // stem cell division // inferred from mutant phenotype///0034058 // endosomal vesicle fusion // inferred from mutant phenotype///0035726 // common myeloid progenitor cell proliferation // inferred from mutant phenotype///0042176 // regulation of protein catabolic process // inferred from mutant phenotype///0048536 // spleen development // inferred from mutant phenotype
195.23616 363.6839 0.0016791 NM_008846///XM_0065267631.85 Pip5k1b phosphatidylinositol-4-phosphate 5-kinase, type 1 beta 0016310 // phosphorylation // inferred from electronic annotation///0046488 // phosphatidylinositol metabolic process // inferred from direct assay///0046854 // phosphatidylinositol phosphorylation // inferred from direct assay///0046854 // phosphatidylinositol phosphorylation // inferred from electronic annotation
469.6203 884.9181 0.0091547 NM_026163 1.85 Pkp2 plakophilin 2 0002159 // desmosome assembly // not recorded///0007507 // heart development // inferred from mutant phenotype///0008285 // negative regulation of cell proliferation // not recorded///0016264 // gap junction assembly // not recorded///0016337 // single organismal cell-cell adhesion // inferred from mutant phenotype///0030336 // negative regulation of cell migration // not recorded///0034334 // adherens junction maintenance // not recorded///0045110 // intermediate filament bundle assembly // not recorded///0048496 // maintenance of organ identity // not recorded///0055010 // ventricular cardiac muscle tissue morphogenesis // not recorded///0055088 // lipid homeostasis // not recorded///0086001 // cardiac muscle cell action potential // not recorded///0086002 // cardiac muscle cell action potential involved in contraction // not recorded///0086005 // ventricular cardiac muscle cell action potential // not recorded///0086019 // cell-cell signaling involved in cardiac conduction // not recorded///0086073 // bund
905.9772 1689.2041 0.0088671 NM_019412///NM_198048///XM_0065396661.85 Prx periaxin 0019226 // transmission of nerve impulse // inferred from mutant phenotype///0019233 // sensory perception of pain // inferred from mutant phenotype///0032287 // peripheral nervous system myelin maintenance // inferred from mutant phenotype///0032290 // peripheral nervous system myelin formation // inferred from mutant phenotype///0043484 // regulation of RNA splicing // inferred from direct assay
45.013584 83.33225 0.0079038 NM_001161837///NM_001161838///NM_001161839///NM_001161840///NM_011217///XM_006513382///XM_0065133831.86 Ptprr protein tyrosine phosphatase, receptor type, R 0001701 // in utero embryonic development // inferred from sequence or structural similarity///0001701 // in utero embryonic development // inferred from electronic annotation///0006470 // protein dephosphorylation // inferred from direct assay///0007399 // nervous system development // inferred from electronic annotation///0010633 // negative regulation of epithelial cell migration // not recorded///0016311 // dephosphorylation // inferred from electronic annotation///0030182 // neuron differentiation // inferred from electronic annotation///0035335 // peptidyl-tyrosine dephosphorylation // inferred from direct assay///0035335 // peptidyl-tyrosine dephosphorylation // inferred from electronic annotation///0038128 // ERBB2 signaling pathway // not recorded///0070373 // negative regulation of ERK1 and ERK2 cascade // not recorded
570.0356 1069.675 0.0080529 NM_011909 1.86 Usp18 ubiquitin specific peptidase 18 0006508 // proteolysis // inferred from electronic annotation///0006511 // ubiquitin-dependent protein catabolic process // inferred from electronic annotation///0016579 // protein deubiquitination // not recorded///0035634 // response to stilbenoid // inferred from expression pattern///0043161 // proteasome-mediated ubiquitin-dependent protein catabolic process // not recorded///0061136 // regulation of proteasomal protein catabolic process // not recorded
247.34767 466.3572 0.0022089 NM_029870///XM_006525114///XM_011246714///XM_011246715///XM_011246716///XM_011246717///XM_0112467181.87 Crebrf CREB3 regulatory factor 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006810 // transport // inferred from electronic annotation///0006986 // response to unfolded protein // inferred from electronic annotation///0032388 // positive regulation of intracellular transport // not recorded///0034976 // response to endoplasmic reticulum stress // not recorded///0042711 // maternal behavior // inferred from genetic interaction///0042711 // maternal behavior // inferred from mutant phenotype///0045732 // positive regulation of protein catabolic process // not recorded///0051222 // positive regulation of protein transport // not recorded///1900102 // negative regulation of endoplasmic reticulum unfolded protein response // not recorded///1900170 // negative regulation of glucocorticoid mediated signaling pathway // i
493.22305 934.52826 0.0065464 NM_008591///XM_006505002///XM_011241042///XM_0112410431.87 Met met proto-oncogene 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0000187 // activation of MAPK activity // inferred from physical interaction///0001764 // neuron migration // not recorded///0001886 // endothelial cell morphogenesis // not recorded///0001889 // liver development // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from electronic annotation///0007169 // transmembrane receptor protein tyrosine kinase signaling pathway // inferred from electronic annotation///0007268 // synaptic transmission // inferred from mutant phenotype///0007420 // brain development // inferred from mutant phenotype///0007517 // muscle organ development // inferred from genetic interaction///0007517 // muscle organ development // inferred from mutant phenotype///0007519 // skeletal muscle tissue development // inferred from mutant phenotype///0010628 // positive regulation of gene expression //
1139.4684 2124.53 0.0066692 NM_001040005///XM_006534630///XM_006534631///XM_006534632///XM_006534633///XM_006542916///XM_006542917///XM_006542918///XM_0065429191.87 Rnf213 ring finger protein 213 0008152 // metabolic process // inferred from electronic annotation///0016567 // protein ubiquitination // not recorded///0051865 // protein autoubiquitination // not recorded
1570.9651 2895.2432 0.0065464 NM_175386 1.87 Lhfp lipoma HMGIC fusion partner
155.73012 293.67978 0.0089296 NM_010266///XM_0065266801.87 Gda guanine deaminase 0006147 // guanine catabolic process // inferred from electronic annotation///0031116 // positive regulation of microtubule polymerization // not recorded///0046098 // guanine metabolic process // not recorded
78.21652 143.29047 0.0093601 NM_021560 1.88 Bhlhe22 basic helix-loop-helix family, member e22 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0021540 // corpus callosum morphogenesis // inferred from mutant phenotype///0021796 // cerebral cortex regionalization // inferred from mutant phenotype///0021952 // central nervous system projection neuron axonogenesis // inferred from mutant phenotype///0021957 // corticospinal tract morphogenesis // inferred from genetic interaction///0021957 // corticospinal tract morphogenesis // inferred from mutant phenotype///0021960 // anterior commissure morphogenesis // inferred from mutant phenotype///0022008 // neurogenesis // inferred from electronic annotation///0030182 // neuron differentiation // inferred from mutant phe
31.886229 60.065887 0.0097449 NM_001305042///NM_001305044///NM_177123///XM_006520082///XM_006520083///XM_006520084///XM_006520085///XM_006520086///XM_006520087///XM_006520088///XM_006520089///XM_0065200901.88 Spef2 sperm flagellar 2 0002520 // immune system development // inferred from mutant phenotype///0007283 // spermatogenesis // inferred from mutant phenotype///0009566 // fertilization // inferred from mutant phenotype///0010259 // multicellular organismal aging // inferred from mutant phenotype///0035082 // axoneme assembly // inferred from mutant phenotype///0048702 // embryonic neurocranium morphogenesis // inferred from mutant phenotype///0048705 // skeletal system morphogenesis // inferred from mutant phenotype///0048854 // brain morphogenesis // inferred from mutant phenotype///0060271 // cilium morphogenesis // inferred from mutant phenotype///0060541 // respiratory system development // inferred from mutant phenotype
271.8951 514.67596 0.0086932 NM_001025379///XM_0065188211.88 Sema3g sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3G0001755 // neural crest cell migration // not recorded///0030335 // positive regulation of cell migration // not recorded///0048843 // negative regulation of axon extension involved in axon guidance // not recorded///0050919 // negative chemotaxis // not recorded///0071526 // semaphorin-plexin signaling pathway // not recorded
58.09308 108.905464 0.003657 NM_028048///XM_006534273///XM_006534274///XM_006534275///XM_0065342761.88 Slc25a35 solute carrier family 25, member 35 0006810 // transport // inferred from electronic annotation
160.99495 299.06546 0.0063393 NM_018801///NM_173067///NM_173068///XM_006527203///XM_006527204///XM_006527205///XM_006527206///XM_006527207///XM_006527208///XM_006527209///XM_006527210///XM_0065272111.88 Syt7 synaptotagmin VII 0001778 // plasma membrane repair // inferred from direct assay///0006887 // exocytosis // inferred from electronic annotation///0006906 // vesicle fusion // ---///0016079 // synaptic vesicle exocytosis // not recorded///0017158 // regulation of calcium ion-dependent exocytosis // not recorded///0045956 // positive regulation of calcium ion-dependent exocytosis // inferred from electronic annotation///0048791 // calcium ion-dependent exocytosis of neurotransmitter // not recorded///0050796 // regulation of insulin secretion // inferred from electronic annotation
422.0928 808.178 0.0098942 NM_001289462///NM_001289463///NM_008604///XM_006501095///XM_0065010981.89 Mme membrane metallo endopeptidase 0001822 // kidney development // inferred from sequence or structural similarity///0001822 // kidney development // inferred from electronic annotation///0006508 // proteolysis // not recorded///0006518 // peptide metabolic process // not recorded///0019233 // sensory perception of pain // inferred from mutant phenotype///0046449 // creatinine metabolic process // not recorded///0050435 // beta-amyloid metabolic process // inferred from direct assay///0071345 // cellular response to cytokine stimulus // not recorded///0071492 // cellular response to UV-A // not recorded///0071493 // cellular response to UV-B // not recorded///0090399 // replicative senescence // inferred from sequence or structural similarity///0090399 // replicative senescence // inferred from electronic annotation
391.24072 751.61505 0.0051039 NM_178772///XM_0112496841.89 Nceh1 neutral cholesterol ester hydrolase 1 0006470 // protein dephosphorylation // inferred from direct assay///0006629 // lipid metabolic process // inferred from electronic annotation///0006805 // xenobiotic metabolic process // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0016042 // lipid catabolic process // inferred from electronic annotation///0060395 // SMAD protein signal transduction // inferred from direct assay
440.41406 847.1742 0.0091756 NM_207237///XM_006538757///XM_0112502321.89 Man1c1 mannosidase, alpha, class 1C, member 1 0006013 // mannose metabolic process // not recorded///0006491 // N-glycan processing // not recorded///0008152 // metabolic process // inferred from electronic annotation///0030166 // proteoglycan biosynthetic process // not recorded
1695.592 3142.9358 0.003657 NM_026432 1.89 Saraf store-operated calcium entry-associated regulatory factor 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006816 // calcium ion transport // inferred from electronic annotation///2001256 // regulation of store-operated calcium entry // not recorded
129.56706 243.19618 0.0085589 NM_001316678///NM_001316679///NM_001316680///NM_001316681///NM_011212///XM_006507458///XM_006507460///XM_006507461///XM_0112416981.89 Ptpre protein tyrosine phosphatase, receptor type, E 0006470 // protein dephosphorylation // inferred from electronic annotation///0007185 // transmembrane receptor protein tyrosine phosphatase signaling pathway // inferred from direct assay///0016311 // dephosphorylation // inferred from electronic annotation///0033003 // regulation of mast cell activation // inferred from mutant phenotype///0035335 // peptidyl-tyrosine dephosphorylation // inferred from electronic annotation///0035335 // peptidyl-tyrosine dephosphorylation // inferred from direct assay///0046627 // negative regulation of insulin receptor signaling pathway // inferred from direct assay///0046627 // negative regulation of insulin receptor signaling pathway // not recorded
1264.7797 2382.2705 0.0071527 NM_001135149///NM_001135150///NM_026228///XM_006501934///XM_006501935///XM_0065019361.90 Slc39a8 solute carrier family 39 (metal ion transporter), member 8 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006829 // zinc II ion transport // not recorded///0030001 // metal ion transport // inferred from electronic annotation///0055085 // transmembrane transport // inferred from electronic annotation///0070574 // cadmium ion transmembrane transport // inferred from direct assay
171.44202 323.4576 0.0091657 NM_009744 1.90 Bcl6 B cell leukemia/lymphoma 6 0000060 // protein import into nucleus, translocation // not recorded///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from genetic interaction///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0000902 // cell morphogenesis // inferred from genetic interaction///0000902 // cell morphogenesis // inferred from mutant phenotype///0001953 // negative regulation of cell-matrix adhesion // inferred from mutant phenotype///0002376 // immune system process // inferred from electronic annotation///0002467 // germinal center formation // inferred from mutant phenotype///0002829 // negative regulation of type 2 immune response // inferred from genetic interaction///0006351 // transcription, DNA-template
523.19543 1013.569 0.0086932 NM_001081337///XM_006531024///XM_006531025///XM_0112483891.90 Sipa1l2 signal-induced proliferation-associated 1 like 2 0043547 // positive regulation of GTPase activity // inferred from electronic annotation///0051056 // regulation of small GTPase mediated signal transduction // inferred from electronic annotation
1306.3243 2471.9075 0.0065811 NM_011704///XM_0065127181.90 Vnn1 vanin 1 0002526 // acute inflammatory response // inferred from direct assay///0002544 // chronic inflammatory response // inferred from direct assay///0006807 // nitrogen compound metabolic process // inferred from electronic annotation///0006954 // inflammatory response // inferred from mutant phenotype///0015939 // pantothenate metabolic process // not recorded///0016337 // single organismal cell-cell adhesion // inferred from direct assay///0033089 // positive regulation of T cell differentiation in thymus // inferred from direct assay///0045087 // innate immune response // inferred from direct assay///1902176 // negative regulation of oxidative stress-induced intrinsic apoptotic signaling pathway // inferred from mutant phenotype
28.82326 55.483112 0.0086277 NM_019810 1.92 Slc5a1 solute carrier family 5 (sodium/glucose cotransporter), member 1 0001656 // metanephros development // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // inferred from electronic annotation///0008643 // carbohydrate transport // inferred from electronic annotation///0015758 // glucose transport // inferred from mutant phenotype///0015758 // glucose transport // not recorded///0050892 // intestinal absorption // inferred from direct assay///0055085 // transmembrane transport // inferred from electronic annotation///1904659 // glucose transmembrane transport // not recorded
179.02869 346.41428 0.0083164 NM_172514///XM_011245549///XM_0112455501.92 Tmem71 transmembrane protein 71
2767.503 5154.928 0.0065464 NM_010137 1.92 Epas1 endothelial PAS domain protein 1 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0001525 // angiogenesis // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from mutant phenotype///0001666 // response to hypoxia // not recorded///0001892 // embryonic placenta development // inferred from genetic interaction///0001974 // blood vessel remodeling // inferred from mutant phenotype///0002027 // regulation of heart rate // inferred from mutant phenotype///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006366 // transcription from RNA polymerase II promoter // inferred from direct assay///0006979 // response to oxidative stress // inferred from genetic interaction///0006979 // response to oxidative stress // inferred from mutant phenotype///0007005 // mitochondrion organization // inferred from mutant phenotype///0007275 // multicellular organis
803.40967 1550.8533 0.0066692 NM_001081426///NM_172459///XM_006516473///XM_006516474///XM_0065164751.92 Dip2c DIP2 disco-interacting protein 2 homolog C (Drosophila) 0008152 // metabolic process // inferred from electronic annotation
248.03429 481.30087 0.0038023 NM_008230///XM_0064987841.93 Hdc histidine decarboxylase 0001692 // histamine metabolic process // not recorded///0001694 // histamine biosynthetic process // inferred from mutant phenotype///0001694 // histamine biosynthetic process // not recorded///0006520 // cellular amino acid metabolic process // inferred from electronic annotation///0006547 // histidine metabolic process // not recorded///0006548 // histidine catabolic process // inferred from mutant phenotype///0006548 // histidine catabolic process // not recorded///0006548 // histidine catabolic process // traceable author statement///0019752 // carboxylic acid metabolic process // inferred from electronic annotation///0042423 // catecholamine biosynthetic process // inferred from electronic annotation



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
183.5103 352.99823 0.0075048 NM_001085501 1.93 Ppp1r3d protein phosphatase 1, regulatory subunit 3D 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0005977 // glycogen metabolic process // inferred from electronic annotation///0005979 // regulation of glycogen biosynthetic process // not recorded///0005981 // regulation of glycogen catabolic process // not recorded///0006470 // protein dephosphorylation // not recorded///0016311 // dephosphorylation // inferred from electronic annotation
957.9298 1837.1918 0.0053533 NM_028472 1.93 Bmper BMP-binding endothelial regulator 0001657 // ureteric bud development // inferred from expression pattern///0002043 // blood vessel endothelial cell proliferation involved in sprouting angiogenesis // not recorded///0010594 // regulation of endothelial cell migration // not recorded///0030514 // negative regulation of BMP signaling pathway // inferred from direct assay///0042118 // endothelial cell activation // not recorded///0045446 // endothelial cell differentiation // inferred from electronic annotation///0048839 // inner ear development // inferred from direct assay///0060393 // regulation of pathway-restricted SMAD protein phosphorylation // not recorded///0070374 // positive regulation of ERK1 and ERK2 cascade // not recorded
316.13116 618.3344 0.0066381 NM_001042605///NM_0105451.93 Cd74 CD74 antigen (invariant polypeptide of major histocompatibility complex, class II antigen-associated)0000187 // activation of MAPK activity // not recorded///0001516 // prostaglandin biosynthetic process // not recorded///0001961 // positive regulation of cytokine-mediated signaling pathway // inferred from mutant phenotype///0001961 // positive regulation of cytokine-mediated signaling pathway // not recorded///0002250 // adaptive immune response // inferred from electronic annotation///0002376 // immune system process // inferred from electronic annotation///0002606 // positive regulation of dendritic cell antigen processing and presentation // inferred from direct assay///0002792 // negative regulation of peptide secretion // not recorded///0002821 // positive regulation of adaptive immune response // non-traceable author statement///0002830 // positive regulation of type 2 immune response // inferred from mutant phenotype///0002906 // negative regulation of mature B cell apoptotic process // inferred from mutant phenotype///0006461 // protein complex assembly // inferred from direct assay///0006886 // in
199.3179 388.6029 0.0070571 NM_001290814///NM_010678///XM_006495737///XM_011238443///XM_011238444///XM_011238445///XM_011238446///XM_0112384471.94 Aff3 AF4/FMR2 family, member 3 0006351 // transcription, DNA-templated // traceable author statement///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0034612 // response to tumor necrosis factor // not recorded///0035116 // embryonic hindlimb morphogenesis // not recorded
7611.6143 13720.644 0.0029632 NM_013590 1.94 Lyz1 lysozyme 1 0008152 // metabolic process // inferred from electronic annotation///0019835 // cytolysis // inferred from electronic annotation///0042742 // defense response to bacterium // inferred from electronic annotation///0050829 // defense response to Gram-negative bacterium // inferred from direct assay///0050830 // defense response to Gram-positive bacterium // inferred from direct assay
143.35594 278.46924 0.0064052 NM_144547///XM_006520293///XM_0065202941.95 Amhr2 anti-Mullerian hormone type 2 receptor 0006468 // protein phosphorylation // inferred from electronic annotation///0007165 // signal transduction // not recorded///0007178 // transmembrane receptor protein serine/threonine kinase signaling pathway // inferred from electronic annotation///0007179 // transforming growth factor beta receptor signaling pathway // not recorded///0007179 // transforming growth factor beta receptor signaling pathway // traceable author statement///0007186 // G-protein coupled receptor signaling pathway // inferred from direct assay///0007548 // sex differentiation // inferred from mutant phenotype///0008584 // male gonad development // inferred from electronic annotation///0008585 // female gonad development // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0023014 // signal transduction by protein phosphorylation // inferred from electronic annotation///1902613 // negative regulation of anti-Mullerian hormone signaling pathway // inferred from direct assay///199
170.1078 334.28027 0.0063393 NM_001253872///NM_001253873///NM_001253874///NM_008400///XM_006507393///XM_0112416831.96 Itgal integrin alpha L 0002291 // T cell activation via T cell receptor contact with antigen bound to MHC molecule on antigen presenting cell // not recorded///0007155 // cell adhesion // inferred from electronic annotation///0007157 // heterophilic cell-cell adhesion via plasma membrane cell adhesion molecules // not recorded///0007159 // leukocyte cell-cell adhesion // inferred from direct assay///0007159 // leukocyte cell-cell adhesion // inferred from mutant phenotype///0007159 // leukocyte cell-cell adhesion // not recorded///0007160 // cell-matrix adhesion // not recorded///0007166 // cell surface receptor signaling pathway // inferred from direct assay///0007229 // integrin-mediated signaling pathway // inferred from electronic annotation///0016337 // single organismal cell-cell adhesion // not recorded///0022407 // regulation of cell-cell adhesion // inferred from direct assay///0022409 // positive regulation of cell-cell adhesion // inferred from mutant phenotype///0042102 // positive regulation of T cell proliferation // 
218.2756 431.7685 0.0093601 NM_001291071///NM_019703///XM_006516487///XM_006516488///XM_006516489///XM_0065164901.97 Pfkp phosphofructokinase, platelet 0006002 // fructose 6-phosphate metabolic process // not recorded///0006096 // glycolytic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0016310 // phosphorylation // inferred from electronic annotation///0030388 // fructose 1,6-bisphosphate metabolic process // not recorded///0046835 // carbohydrate phosphorylation // inferred from sequence or structural similarity///0046835 // carbohydrate phosphorylation // inferred from electronic annotation///0051289 // protein homotetramerization // not recorded///0061615 // glycolytic process through fructose-6-phosphate // not recorded///0061615 // glycolytic process through fructose-6-phosphate // inferred from sequence or structural similarity///0098779 // mitophagy in response to mitochondrial depolarization // not recorded
183.34116 360.35373 0.0062819 NM_025285 1.97 Stmn2 stathmin-like 2 0007019 // microtubule depolymerization // not recorded///0007026 // negative regulation of microtubule depolymerization // not recorded///0010976 // positive regulation of neuron projection development // not recorded///0010977 // negative regulation of neuron projection development // not recorded///0031110 // regulation of microtubule polymerization or depolymerization // inferred from electronic annotation///0031115 // negative regulation of microtubule polymerization // not recorded///0031117 // positive regulation of microtubule depolymerization // not recorded///0031175 // neuron projection development // not recorded///0051493 // regulation of cytoskeleton organization // not recorded///1990090 // cellular response to nerve growth factor stimulus // not recorded
570.3194 1147.4928 0.0068707 NM_013743 1.98 Pdk4 pyruvate dehydrogenase kinase, isoenzyme 4 0002230 // positive regulation of defense response to virus by host // not recorded///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006006 // glucose metabolic process // inferred from electronic annotation///0006086 // acetyl-CoA biosynthetic process from pyruvate // traceable author statement///0006468 // protein phosphorylation // not recorded///0006885 // regulation of pH // inferred from mutant phenotype///0008286 // insulin receptor signaling pathway // inferred from mutant phenotype///0008286 // insulin receptor signaling pathway // not recorded///0009267 // cellular response to starvation // not recorded///0010510 // regulation of acetyl-CoA biosynthetic process from pyruvate // inferred from mutant phenotype///0010510 // regulation of acetyl-CoA biosynthetic process from pyruvate // not recorded///0010510 // regulation of acetyl-CoA biosynthetic process from pyruvate // traceable author statement///0010565 // regulation of cellular ketone metabolic process // inf
123.05497 239.6657 0.0065811 NM_001127330///NM_001308352///NM_001308354///NM_011146///XM_006505737///XM_006505738///XM_006505739///XM_006505740///XM_006505743///XM_006505744///XM_006505745///XM_011241252///XM_0112412531.98 Pparg peroxisome proliferator activated receptor gamma 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0001818 // negative regulation of cytokine production // inferred from mutant phenotype///0001890 // placenta development // inferred from mutant phenotype///0002021 // response to dietary excess // inferred from direct assay///0002024 // diet induced thermogenesis // inferred from mutant phenotype///0002674 // negative regulation of acute inflammatory response // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from mutant phenotype///0006357 // regulation of transcription from RNA polymerase II promoter // not recorded///0006366 // transcription from RNA polymerase II promoter // inferred from direct assay///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic
166.21759 324.85428 0.0065811 NM_010109///NM_207654///XM_006523598///XM_011246270///XM_0112462711.98 Efna5 ephrin A5 0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0007411 // axon guidance // inferred from direct assay///0007411 // axon guidance // inferred from mutant phenotype///0007420 // brain development // not recorded///0022407 // regulation of cell-cell adhesion // inferred from direct assay///0022407 // regulation of cell-cell adhesion // not recorded///0030154 // cell differentiation // inferred from electronic annotation///0031290 // retinal ganglion cell axon guidance // inferred from direct assay///0032956 // regulation of actin cytoskeleton organization // inferred from direct assay///0032956 // regulation of actin cytoskeleton organization // not recorded///0043087 // regulation of GTPase activity // inferred from direct assay///0043087 // regulation of GTPase activity // not recorded///0048013 // ephrin receptor signaling pathway // inferred from direct assay///0048013 // ephrin receptor s
835.683 1664.1372 0.009206 NM_010821///XM_006526734///XR_3864451.99 Mpeg1 macrophage expressed gene 1
862.0359 1742.0831 0.0054206 NM_007823 1.99 Cyp4b1 cytochrome P450, family 4, subfamily b, polypeptide 1 0006725 // cellular aromatic compound metabolic process // not recorded///0018879 // biphenyl metabolic process // not recorded///0018917 // fluorene metabolic process // not recorded///0042738 // exogenous drug catabolic process // not recorded///0055114 // oxidation-reduction process // inferred from electronic annotation
346.9916 702.69305 0.0051039 NM_001081369///XM_006510376///XM_006510377///XM_006510378///XM_0065103792.00 Ccdc153 coiled-coil domain containing 153
110.81851 217.79674 0.0071792 NM_026346 2.00 Fbxo32 F-box protein 32 0014878 // response to electrical stimulus involved in regulation of muscle adaptation // not recorded///0014889 // muscle atrophy // not recorded///0014894 // response to denervation involved in regulation of muscle adaptation // inferred from direct assay///0016567 // protein ubiquitination // inferred from electronic annotation///0071549 // cellular response to dexamethasone stimulus // inferred from direct assay
205.68527 413.8293 0.0059714 NM_146017///XM_0065146662.00 Gabrp gamma-aminobutyric acid (GABA) A receptor, pi 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006821 // chloride transport // inferred from electronic annotation///0007165 // signal transduction // not recorded///0007268 // synaptic transmission // ---///0034220 // ion transmembrane transport // inferred from electronic annotation///0042391 // regulation of membrane potential // ---///0050877 // neurological system process // ---///1902476 // chloride transmembrane transport // inferred from electronic annotation///1902476 // chloride transmembrane transport // ---
44.236576 87.78764 0.0066908 NM_183187///XM_006518019///XM_006518020///XM_006518021///XM_006518022///XM_0065180232.00 Fam107a family with sequence similarity 107, member A 0001558 // regulation of cell growth // not recorded
513.9294 1058.8928 0.0087842 NM_008481///XM_006512566///XM_011243134///XM_0112431352.02 Lama2 laminin, alpha 2 0007155 // cell adhesion // inferred from electronic annotation///0007411 // axon guidance // inferred from genetic interaction///0022011 // myelination in peripheral nervous system // inferred from electronic annotation///0030155 // regulation of cell adhesion // inferred from electronic annotation///0030198 // extracellular matrix organization // inferred from electronic annotation///0030334 // regulation of cell migration // inferred from electronic annotation///0032224 // positive regulation of synaptic transmission, cholinergic // inferred from mutant phenotype///0045995 // regulation of embryonic development // inferred from electronic annotation
262.12515 531.6998 0.0066908 NM_183180///XM_006499474///XM_006499475///XM_006499476///XM_006499477///XM_0112395252.02 Tspan18 tetraspanin 18 0007166 // cell surface receptor signaling pathway // not recorded
1361.3677 2712.8774 0.0029159 NM_001034851///NM_001277315///NM_001277316///NM_001277317///NM_001277318///NM_025459///XM_006520134///XM_0065201362.02 Fam134b family with sequence similarity 134, member B 0006914 // autophagy // inferred from electronic annotation///0019233 // sensory perception of pain // not recorded///0043524 // negative regulation of neuron apoptotic process // inferred from mutant phenotype///0043524 // negative regulation of neuron apoptotic process // not recorded///0061709 // reticulophagy // inferred from mutant phenotype///0061709 // reticulophagy // not recorded
670.5195 1381.5487 0.0051039 NM_001177980///NM_001177981///NM_001177982///NM_001177983///NM_019840///XM_006502855///XM_006502856///XM_0065028572.03 Pde4b phosphodiesterase 4B, cAMP specific 0001780 // neutrophil homeostasis // inferred from mutant phenotype///0006198 // cAMP catabolic process // inferred from direct assay///0006198 // cAMP catabolic process // not recorded///0006939 // smooth muscle contraction // inferred from mutant phenotype///0007165 // signal transduction // inferred from electronic annotation///0030593 // neutrophil chemotaxis // inferred from mutant phenotype///0032729 // positive regulation of interferon-gamma production // not recorded///0032743 // positive regulation of interleukin-2 production // not recorded///0035690 // cellular response to drug // inferred from direct assay///0050852 // T cell receptor signaling pathway // not recorded///0050900 // leukocyte migration // inferred from mutant phenotype///0071222 // cellular response to lipopolysaccharide // inferred from mutant phenotype///0071872 // cellular response to epinephrine stimulus // inferred from mutant phenotype///0086004 // regulation of cardiac muscle cell contraction // inferred from mutant phenotype
282.0061 580.5407 0.0068697 NM_139200///XM_006498012///XM_0064980132.03 Cytip cytohesin 1 interacting protein 0030155 // regulation of cell adhesion // not recorded
564.5124 1168.4445 0.0089693 NM_001002927///XM_0065376752.03 Penk preproenkephalin 0001662 // behavioral fear response // inferred from mutant phenotype///0001964 // startle response // inferred from mutant phenotype///0002118 // aggressive behavior // inferred from mutant phenotype///0007218 // neuropeptide signaling pathway // inferred from electronic annotation///0007626 // locomotory behavior // inferred from mutant phenotype///0019233 // sensory perception of pain // inferred from mutant phenotype///0035641 // locomotory exploration behavior // not recorded///2000987 // positive regulation of behavioral fear response // not recorded
269.2509 550.75854 0.0087842 NR_002845 2.04 Copg2os2 coatomer protein complex, subunit gamma 2, opposite strand 2
72.43213 143.86687 0.0080529 NM_177388///XM_006513811///XM_0112434982.04 Slc41a2 solute carrier family 41, member 2 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006812 // cation transport // inferred from electronic annotation///0055085 // transmembrane transport // not recorded///0098655 // cation transmembrane transport // inferred from electronic annotation
102.79859 206.82564 0.0098162 NM_009676///XM_0064956302.04 Aox1 aldehyde oxidase 1 0055114 // oxidation-reduction process // inferred from electronic annotation
243.65027 502.38266 0.0080529 NM_025658 2.04 Ms4a4d membrane-spanning 4-domains, subfamily A, member 4D
234.50768 483.66772 0.0097449 NM_172771///XM_006511083///XM_006511084///XM_0065110852.05 Dmxl2 Dmx-like 2
126.23253 255.52855 0.0080091 NM_001284189///NM_011982///NM_147176///NM_152134///XM_0065176682.05 Homer1 homer homolog 1 (Drosophila) 0003009 // skeletal muscle contraction // inferred from mutant phenotype///0007216 // G-protein coupled glutamate receptor signaling pathway // not recorded///0007216 // G-protein coupled glutamate receptor signaling pathway // traceable author statement///0007623 // circadian rhythm // inferred from electronic annotation///0035094 // response to nicotine // inferred from electronic annotation///0035418 // protein localization to synapse // not recorded///0042220 // response to cocaine // inferred from electronic annotation///0048148 // behavioral response to cocaine // inferred from mutant phenotype///0048741 // skeletal muscle fiber development // inferred from mutant phenotype///0048875 // chemical homeostasis within a tissue // inferred from mutant phenotype///0051592 // response to calcium ion // not recorded///0051928 // positive regulation of calcium ion transport // inferred from mutant phenotype///0090279 // regulation of calcium ion import // inferred from mutant phenotype///2001256 // regulation of
197.83577 408.99017 0.0085589 NM_133969 2.05 Cyp4v3 cytochrome P450, family 4, subfamily v, polypeptide 3 0006629 // lipid metabolic process // inferred from electronic annotation///0010430 // fatty acid omega-oxidation // not recorded///0055114 // oxidation-reduction process // inferred from electronic annotation
8346.263 15851.749 0.0028223 NM_011339 2.06 Cxcl15 chemokine (C-X-C motif) ligand 15 0002690 // positive regulation of leukocyte chemotaxis // not recorded///0006935 // chemotaxis // inferred from direct assay///0006954 // inflammatory response // inferred from direct assay///0006955 // immune response // not recorded///0007186 // G-protein coupled receptor signaling pathway // not recorded///0030097 // hemopoiesis // inferred from direct assay///0030593 // neutrophil chemotaxis // inferred from direct assay///0032496 // response to lipopolysaccharide // not recorded///0042127 // regulation of cell proliferation // not recorded///0070098 // chemokine-mediated signaling pathway // not recorded
112.669655 227.2316 0.0093601 NM_001033336///NM_001163675///NM_001163676///XM_006519010///XR_8743442.06 Abcc4 ATP-binding cassette, sub-family C (CFTR/MRP), member 4 0006810 // transport // inferred from electronic annotation///0006855 // drug transmembrane transport // traceable author statement///0008152 // metabolic process // inferred from electronic annotation///0048661 // positive regulation of smooth muscle cell proliferation // not recorded///0055085 // transmembrane transport // inferred from electronic annotation
553.1897 1158.5629 0.0074508 NM_001083917///NM_001286614///NM_153522///NM_178227///XM_0065102342.06 Scn3b sodium channel, voltage-gated, type III, beta 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006814 // sodium ion transport // not recorded///0007399 // nervous system development // inferred from electronic annotation///0010460 // positive regulation of heart rate // inferred from mutant phenotype///0010765 // positive regulation of sodium ion transport // not recorded///0019233 // sensory perception of pain // inferred from electronic annotation///0034765 // regulation of ion transmembrane transport // inferred from electronic annotation///0035725 // sodium ion transmembrane transport // not recorded///0051899 // membrane depolarization // not recorded///0060048 // cardiac muscle contraction // not recorded///0060371 // regulation of atrial cardiac muscle cell membrane depolarization // inferred from mutant phenotype///0060371 // regulation of atrial cardiac muscle cell membrane depolarization // not recorded///0060373 // regulation of ventricular cardiac muscle cell memb
272.63644 568.39166 0.0085634 NM_145158///XM_006524285///XM_006524286///XM_0112464612.07 Emilin2 elastin microfibril interfacer 2 0007155 // cell adhesion // inferred from electronic annotation
6952.505 13050.141 0.0098162 NM_017372 2.07 Lyz2 lysozyme 2 0008152 // metabolic process // inferred from electronic annotation///0019835 // cytolysis // inferred from electronic annotation///0042742 // defense response to bacterium // inferred from mutant phenotype///0050829 // defense response to Gram-negative bacterium // inferred from direct assay///0050830 // defense response to Gram-positive bacterium // inferred from direct assay
1783.7448 3611.0603 0.0075737 NM_021475 2.07 Adamdec1 ADAM-like, decysin 1 0006508 // proteolysis // inferred from electronic annotation
215.27951 446.15735 0.0088565 NM_011104///XM_006523832///XM_0065238332.07 Prkce protein kinase C, epsilon 0002281 // macrophage activation involved in immune response // inferred from mutant phenotype///0002376 // immune system process // inferred from electronic annotation///0006468 // protein phosphorylation // inferred from direct assay///0006468 // protein phosphorylation // not recorded///0007049 // cell cycle // inferred from electronic annotation///0007155 // cell adhesion // inferred from electronic annotation///0007635 // chemosensory behavior // traceable author statement///0010634 // positive regulation of epithelial cell migration // not recorded///0010763 // positive regulation of fibroblast migration // inferred from mutant phenotype///0010811 // positive regulation of cell-substrate adhesion // inferred from genetic interaction///0010811 // positive regulation of cell-substrate adhesion // inferred from mutant phenotype///0010917 // negative regulation of mitochondrial membrane potential // not recorded///0016310 // phosphorylation // inferred from electronic annotation///0018105 // peptidyl-serine
540.2403 1132.3718 0.0096782 NM_001130479///NM_016773///XM_006508024///XM_006508025///XM_006508026///XM_006508027///XM_006508028///XR_3782602.08 Nucb2 nucleobindin 2 0006874 // cellular calcium ion homeostasis // traceable author statement///0009749 // response to glucose // inferred from electronic annotation///0030818 // negative regulation of cAMP biosynthetic process // not recorded///0032099 // negative regulation of appetite // not recorded///0042594 // response to starvation // inferred from electronic annotation///0044752 // response to human chorionic gonadotropin // inferred from electronic annotation///0045599 // negative regulation of fat cell differentiation // not recorded///0046321 // positive regulation of fatty acid oxidation // not recorded///0046627 // negative regulation of insulin receptor signaling pathway // not recorded///0070093 // negative regulation of glucagon secretion // not recorded///1901142 // insulin metabolic process // not recorded///1990680 // response to melanocyte-stimulating hormone // inferred from electronic annotation///2000845 // positive regulation of testosterone secretion // not recorded
201.31445 418.7091 0.0065754 NM_178890 2.08 Abtb2 ankyrin repeat and BTB (POZ) domain containing 2 0097237 // cellular response to toxic substance // inferred from mutant phenotype
120.35099 248.19347 0.0029632 NM_011395 2.08 Slc22a3 solute carrier family 22 (organic cation transporter), member 3 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0015695 // organic cation transport // inferred from direct assay///0015695 // organic cation transport // not recorded///0015697 // quaternary ammonium group transport // inferred from direct assay///0015697 // quaternary ammonium group transport // not recorded///0015844 // monoamine transport // inferred from mutant phenotype///0015872 // dopamine transport // not recorded///0032098 // regulation of appetite // inferred from mutant phenotype///0034220 // ion transmembrane transport // inferred from electronic annotation///0051608 // histamine transport // inferred from mutant phenotype///0051615 // histamine uptake // inferred from mutant phenotype///0055085 // transmembrane transport // inferred from electronic annotation///0072488 // ammonium transmembrane transport // not recorded///0098655 // cation transmembrane transport // inferred from electronic annotation///0098779 // mi
141.80731 292.08832 0.0075124 NM_175460///XM_006529455///XM_006529456///XR_3871632.08 Nmnat2 nicotinamide nucleotide adenylyltransferase 2 0006767 // water-soluble vitamin metabolic process // not recorded///0009058 // biosynthetic process // inferred from electronic annotation///0009435 // NAD biosynthetic process // inferred from electronic annotation///0019363 // pyridine nucleotide biosynthetic process // inferred from electronic annotation///0034628 // 'de novo' NAD biosynthetic process from aspartate // not recorded
141.44603 291.13028 0.0045517 NM_172887///NM_178781///XM_006504926///XM_006504927///XM_006504928///XM_006504929///XM_006504930///XM_006504931///XM_006504932///XM_006504933///XM_0112410242.08 Fry furry homolog (Drosophila) 0000902 // cell morphogenesis // not recorded///0031175 // neuron projection development // not recorded///0043086 // negative regulation of catalytic activity // inferred from direct assay///0090527 // actin filament reorganization // not recorded///1904428 // negative regulation of tubulin deacetylation // inferred from direct assay
47.727184 98.83141 0.0075335 NM_001039094///NM_177274///XM_006501576///XM_006501577///XM_0065015782.08 Negr1 neuronal growth regulator 1 0007155 // cell adhesion // inferred from electronic annotation///0007626 // locomotory behavior // inferred from mutant phenotype///0007631 // feeding behavior // inferred from mutant phenotype///0010976 // positive regulation of neuron projection development // inferred from direct assay///0016337 // single organismal cell-cell adhesion // inferred from direct assay
403.36682 859.81635 0.0065754 NM_001159485///NM_001159486///NM_178076///XM_006508706///XM_006508707///XM_006508708///XM_006508709///XM_006508710///XM_006508711///XM_006508712///XM_006508713///XM_006508714///XM_006508715///XM_006508716///XM_006508717///XM_006508718///XM_006508719///XM_006508720///XM_006508721///XM_006508722///XM_006508723///XM_006508724///XM_006508725///XM_011242040///XM_0112420412.09 Mcf2l mcf.2 transforming sequence-like 0007266 // Rho protein signal transduction // inferred from direct assay///0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from direct assay///0043547 // positive regulation of GTPase activity // inferred from electronic annotation///0045944 // positive regulation of transcription from RNA polymerase II promoter // inferred from genetic interaction
25.09648 53.149937 0.0066381 NM_145838///XM_0064974772.09 St8sia6 ST8 alpha-N-acetyl-neuraminide alpha-2,8-sialyltransferase 6 0001574 // ganglioside biosynthetic process // inferred from direct assay///0006486 // protein glycosylation // inferred from electronic annotation///0006493 // protein O-linked glycosylation // inferred from direct assay///0009100 // glycoprotein metabolic process // inferred from direct assay///0009247 // glycolipid biosynthetic process // inferred from direct assay///0009311 // oligosaccharide metabolic process // inferred from direct assay///0016051 // carbohydrate biosynthetic process // inferred from direct assay///0097503 // sialylation // inferred from direct assay///0097503 // sialylation // inferred from electronic annotation
82.79159 171.69635 0.0068697 NM_009808///XM_0065098402.11 Casp12 caspase 12 0006508 // proteolysis // not recorded///0006508 // proteolysis // inferred from reviewed computational analysis///0006915 // apoptotic process // inferred from direct assay///0016540 // protein autoprocessing // not recorded///0030968 // endoplasmic reticulum unfolded protein response // inferred from direct assay///0042981 // regulation of apoptotic process // inferred from electronic annotation///0043065 // positive regulation of apoptotic process // not recorded///0043280 // positive regulation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0050727 // regulation of inflammatory response // ---///0070059 // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress // inferred from direct assay///0070059 // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress // inferred from genetic interaction///0070059 // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress // inferred from mutant ph
104.49214 217.39034 0.0058241 NM_001164441///NM_026153///NM_027496///XM_006520154///XM_006520155///XM_0065201572.12 Ankrd33b ankyrin repeat domain 33B
3200.7126 6525.588 0.0029632 NM_019759 2.12 Dpt dermatopontin 0007155 // cell adhesion // inferred from electronic annotation///0008285 // negative regulation of cell proliferation // inferred from direct assay///0030199 // collagen fibril organization // inferred from mutant phenotype
84.07279 173.98712 0.0089693 NM_001159583///NM_027993///XM_006538263///XM_006538264///XM_006538267///XM_011250104///XM_011250105///XM_0112501062.12 Fam219a family with sequence similarity 219, member A
1165.376 2492.3284 0.0085589 NM_010171 2.13 F3 coagulation factor III 0001938 // positive regulation of endothelial cell proliferation // not recorded///0002541 // activation of plasma proteins involved in acute inflammatory response // not recorded///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0007568 // aging // inferred from electronic annotation///0007596 // blood coagulation // traceable author statement///0007599 // hemostasis // inferred from electronic annotation///0009266 // response to temperature stimulus // inferred from electronic annotation///0009611 // response to wounding // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from electronic annotation///0010641 // positive regulation of platelet-derived growth factor receptor signaling pathway // not recorded///0014911 // positive regulation of smooth muscle cell migration // not recorded///0019221 // cytokine-mediated signaling pathway // not recorded///0032355 // response to estradiol // inferred from el
140.26965 294.8461 0.0059002 NM_177708///XM_0065332252.13 Rtn4rl1 reticulon 4 receptor-like 1 0031103 // axon regeneration // traceable author statement
39.341496 83.005196 0.0080529 XM_006543141///XM_0112452372.13 Gm626 predicted gene 626
311.07205 674.5031 0.0053533 NM_008332///XM_006526705///XM_006526706///XR_3864442.14 Ifit2 interferon-induced protein with tetratricopeptide repeats 2 0002376 // immune system process // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0009615 // response to virus // inferred from mutant phenotype///0009615 // response to virus // not recorded///0032091 // negative regulation of protein binding // not recorded///0035457 // cellular response to interferon-alpha // inferred from direct assay///0043065 // positive regulation of apoptotic process // not recorded///0045087 // innate immune response // inferred from electronic annotation///0051607 // defense response to virus // not recorded///0060337 // type I interferon signaling pathway // not recorded
77.038185 162.28484 0.0054667 NM_010474 2.14 Hs3st1 heparan sulfate (glucosamine) 3-O-sulfotransferase 1 0008152 // metabolic process // inferred from electronic annotation
499.13605 1098.2954 0.0096782 NM_008343///XM_0112436652.16 Igfbp3 insulin-like growth factor binding protein 3 0001558 // regulation of cell growth // inferred from genetic interaction///0001649 // osteoblast differentiation // inferred from expression pattern///0001933 // negative regulation of protein phosphorylation // not recorded///0006468 // protein phosphorylation // not recorded///0008285 // negative regulation of cell proliferation // not recorded///0010666 // positive regulation of cardiac muscle cell apoptotic process // not recorded///0010906 // regulation of glucose metabolic process // inferred from genetic interaction///0014912 // negative regulation of smooth muscle cell migration // not recorded///0040008 // regulation of growth // inferred from genetic interaction///0043065 // positive regulation of apoptotic process // not recorded///0043085 // positive regulation of catalytic activity // not recorded///0043410 // positive regulation of MAPK cascade // inferred from genetic interaction///0043568 // positive regulation of insulin-like growth factor receptor signaling pathway // inferred from genetic 
146.05898 313.95056 0.0045556 NM_001001179 2.18 BC048546 cDNA sequence BC048546 0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // inferred from electronic annotation
65.58282 141.8646 0.003657 NM_007413 2.18 Adora2b adenosine A2b receptor 0001973 // adenosine receptor signaling pathway // inferred from electronic annotation///0002882 // positive regulation of chronic inflammatory response to non-antigenic stimulus // inferred from mutant phenotype///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0007189 // adenylate cyclase-activating G-protein coupled receptor signaling pathway // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0008285 // negative regulation of cell proliferation // not recorded///0010575 // positive regulation of vascular endothelial growth factor production // inferred from mutant phenotype///0010701 // positive regulation of norepinephrine secretion // not recorded///0010893 // positive regulation of steroid biosynthetic process // not recorded///0030819 // positive regulation of cAMP biosynthetic process // inferred from mutant phenotype///0030819
143.07637 313.9796 0.0085929 NM_197986///XM_006506540///XM_0065065412.18 Tmem140 transmembrane protein 140
105.139244 225.87843 0.0093601 NM_001143776///NM_001143777///NM_024244///XM_0065141502.18 Fam13c family with sequence similarity 13, member C
1925.8959 4058.4963 0.0098878 NM_001267695///NM_021281///XM_0065009752.19 Ctss cathepsin S 0002250 // adaptive immune response // inferred from electronic annotation///0006508 // proteolysis // inferred from direct assay///0006508 // proteolysis // not recorded///0006955 // immune response // not recorded///0010447 // response to acidic pH // not recorded///0016485 // protein processing // not recorded///0019882 // antigen processing and presentation // not recorded///0030574 // collagen catabolic process // not recorded///0034769 // basement membrane disassembly // inferred from mutant phenotype///0034769 // basement membrane disassembly // not recorded///0045453 // bone resorption // not recorded///0048002 // antigen processing and presentation of peptide antigen // not recorded///0050729 // positive regulation of inflammatory response // inferred from genetic interaction///0051603 // proteolysis involved in cellular protein catabolic process // inferred from mutant phenotype///0051603 // proteolysis involved in cellular protein catabolic process // not recorded///0051930 // regulation of sensory
505.31128 1128.7517 0.0091692 NM_001252578///NM_001252579///NM_028072///XM_006500209///XM_006500210///XM_0065002112.19 Sulf2 sulfatase 2 0001822 // kidney development // inferred from genetic interaction///0002063 // chondrocyte development // inferred from mutant phenotype///0003094 // glomerular filtration // inferred from genetic interaction///0006790 // sulfur compound metabolic process // not recorded///0008152 // metabolic process // inferred from electronic annotation///0010575 // positive regulation of vascular endothelial growth factor production // inferred from genetic interaction///0014846 // esophagus smooth muscle contraction // inferred from genetic interaction///0030177 // positive regulation of Wnt signaling pathway // not recorded///0030201 // heparan sulfate proteoglycan metabolic process // inferred from mutant phenotype///0030201 // heparan sulfate proteoglycan metabolic process // not recorded///0032836 // glomerular basement membrane development // inferred from genetic interaction///0035860 // glial cell-derived neurotrophic factor receptor signaling pathway // inferred from direct assay///0040037 // negative regulation
277.31012 612.9941 0.0065811 NM_011107///XM_0065301992.19 Pla2g1b phospholipase A2, group IB, pancreas 0002227 // innate immune response in mucosa // not recorded///0006629 // lipid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // not recorded///0006644 // phospholipid metabolic process // not recorded///0009395 // phospholipid catabolic process // traceable author statement///0016042 // lipid catabolic process // inferred from electronic annotation///0019731 // antibacterial humoral response // not recorded///0044240 // multicellular organismal lipid catabolic process // not recorded///0045740 // positive regulation of DNA replication // not recorded///0046470 // phosphatidylcholine metabolic process // not recorded///0050830 // defense response to Gram-positive bacterium // not recorded
71.52299 155.01794 0.0068697 NM_001163161///NM_0108192.20 Clec4d C-type lectin domain family 4, member d 0002250 // adaptive immune response // inferred from mutant phenotype///0002292 // T cell differentiation involved in immune response // inferred from mutant phenotype///0002376 // immune system process // inferred from electronic annotation///0038094 // Fc-gamma receptor signaling pathway // inferred from direct assay///0042742 // defense response to bacterium // inferred from mutant phenotype///0045087 // innate immune response // inferred from mutant phenotype
82.66638 181.47305 0.008644 NM_001164059///NM_011346///XM_006496716///XM_006496717///XM_0064967182.20 Sell selectin, lymphocyte 0007155 // cell adhesion // inferred from electronic annotation///0033198 // response to ATP // inferred from direct assay///0034201 // response to oleic acid // inferred from electronic annotation///0042981 // regulation of apoptotic process // not recorded///0055093 // response to hyperoxia // inferred from electronic annotation///0070543 // response to linoleic acid // inferred from electronic annotation///0090023 // positive regulation of neutrophil chemotaxis // not recorded
2931.3572 6099.77 0.0075737 NM_021472///NM_201239 2.20 Rnase4 ribonuclease, RNase A family 4 0001525 // angiogenesis // inferred from electronic annotation///0001525 // angiogenesis // ---///0001525 // angiogenesis // inferred from sequence or structural similarity///0001666 // response to hypoxia // inferred from electronic annotation///0001666 // response to hypoxia // ---///0001666 // response to hypoxia // inferred from sequence or structural similarity///0001878 // response to yeast // inferred from direct assay///0001878 // response to yeast // ---///0001938 // positive regulation of endothelial cell proliferation // inferred from electronic annotation///0001938 // positive regulation of endothelial cell proliferation // ---///0001938 // positive regulation of endothelial cell proliferation // inferred from sequence or structural similarity///0006651 // diacylglycerol biosynthetic process // inferred from electronic annotation///0006651 // diacylglycerol biosynthetic process // ---///0006651 // diacylglycerol biosynthetic process // inferred from sequence or structural similarity///0007202 // a
65.77799 143.27281 0.0065276 NM_001034867///XM_006537900///XM_0112500162.20 Pm20d2 peptidase M20 domain containing 2 0008152 // metabolic process // inferred from electronic annotation
412.89944 925.6845 0.0080529 NM_172471///XM_0064974352.21 Itih5 inter-alpha (globulin) inhibitor H5 0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // inferred from electronic annotation///0030212 // hyaluronan metabolic process // inferred from electronic annotation
922.0197 2029.1315 0.0063393 NM_001290549///NM_001290551///NM_013690///XM_0065029302.21 Tek endothelial-specific receptor tyrosine kinase 0001525 // angiogenesis // inferred from mutant phenotype///0001525 // angiogenesis // traceable author statement///0001569 // patterning of blood vessels // traceable author statement///0001570 // vasculogenesis // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from electronic annotation///0001934 // positive regulation of protein phosphorylation // inferred from direct assay///0001934 // positive regulation of protein phosphorylation // not recorded///0001935 // endothelial cell proliferation // inferred from mutant phenotype///0001936 // regulation of endothelial cell proliferation // traceable author statement///0001958 // endochondral ossification // inferred from electronic annotation///0002040 // sprouting angiogenesis // not recorded///0002741 // positive regulation of cytokine secretion involved in immune response // inferred from direct assay///0006468 // protein phosphorylation // inferred from electronic annotation///0007160 // cell-matrix adhesion // inferred from mut
221.3412 490.21185 0.0068707 NM_028135///XM_0112480872.21 Tmem163 transmembrane protein 163
156.42018 340.83136 0.0089693 NM_178405 2.22 Atp1a2 ATPase, Na+/K+ transporting, alpha 2 polypeptide 0001504 // neurotransmitter uptake // inferred from mutant phenotype///0002026 // regulation of the force of heart contraction // inferred from mutant phenotype///0002087 // regulation of respiratory gaseous exchange by neurological system process // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006813 // potassium ion transport // not recorded///0006814 // sodium ion transport // not recorded///0006883 // cellular sodium ion homeostasis // not recorded///0006937 // regulation of muscle contraction // inferred from mutant phenotype///0006940 // regulation of smooth muscle contraction // inferred from mutant phenotype///0006942 // regulation of striated muscle contraction // inferred from mutant phenotype///0008152 // metabolic process // inferred from electronic annotation///0008217 // regulation of blood pressure // inferred from genetic interaction///0008344 // adult locomotory behavior // inf
108.42433 239.35023 0.0016929 NM_001025074///NM_001282961///NM_008745///XM_006517149///XM_006517150///XM_006517151///XM_0065171522.22 Ntrk2 neurotrophic tyrosine kinase, receptor, type 2 0001570 // vasculogenesis // inferred from mutant phenotype///0001764 // neuron migration // inferred from mutant phenotype///0006468 // protein phosphorylation // inferred from electronic annotation///0007169 // transmembrane receptor protein tyrosine kinase signaling pathway // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation///0007528 // neuromuscular junction development // inferred from mutant phenotype///0007612 // learning // inferred from mutant phenotype///0007616 // long-term memory // not recorded///0007623 // circadian rhythm // inferred from expression pattern///0007631 // feeding behavior // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // not recorded///0010628 // positive regulation of gene expression // inferred from mutant phenotype///0010976 // positive regulation of neuron projection development //
2165.2852 4642.895 0.0058241 NM_010406 2.23 Hc hemolytic complement 0001701 // in utero embryonic development // inferred from genetic interaction///0002376 // immune system process // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation///0006956 // complement activation // inferred from electronic annotation///0006957 // complement activation, alternative pathway // inferred from electronic annotation///0006958 // complement activation, classical pathway // inferred from electronic annotation///0010575 // positive regulation of vascular endothelial growth factor production // not recorded///0010760 // negative regulation of macrophage chemotaxis // not recorded///0010951 // negative regulation of endopeptidase activity // inferred from electronic annotation///0019835 // cytolysis // inferred from electronic annotation///0045087 // innate immune response // inferred from electronic annotation///0045766 // positive regulation of angiogenesis // inferred from mutant phenotype///0090197 // positive regulation of chemokine
174.98154 389.37378 0.0036447 NM_009062 2.23 Rgs4 regulator of G-protein signaling 4 0007186 // G-protein coupled receptor signaling pathway // traceable author statement///0009968 // negative regulation of signal transduction // inferred from electronic annotation///0038032 // termination of G-protein coupled receptor signaling pathway // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // not recorded///0045744 // negative regulation of G-protein coupled receptor protein signaling pathway // not recorded
303.26843 685.24176 0.0066655 NM_001285833///NM_001285835///NM_015760///XM_006508010///XM_006508011///XM_006508012///XM_0112418542.23 Nox4 NADPH oxidase 4 0000902 // cell morphogenesis // inferred from mutant phenotype///0001666 // response to hypoxia // inferred from electronic annotation///0006801 // superoxide metabolic process // not recorded///0007568 // aging // inferred from electronic annotation///0007569 // cell aging // inferred from mutant phenotype///0008285 // negative regulation of cell proliferation // inferred from mutant phenotype///0010467 // gene expression // not recorded///0014911 // positive regulation of smooth muscle cell migration // not recorded///0042554 // superoxide anion generation // inferred from direct assay///0043065 // positive regulation of apoptotic process // not recorded///0043406 // positive regulation of MAP kinase activity // inferred from mutant phenotype///0045453 // bone resorption // inferred from mutant phenotype///0050667 // homocysteine metabolic process // not recorded///0051496 // positive regulation of stress fiber assembly // not recorded///0051897 // positive regulation of protein kinase B signaling // infer
274.38187 616.9132 0.0065464 NM_019588///XM_006527394///XM_006527395///XM_011247378///XM_011247379///XM_0112473802.23 Plce1 phospholipase C, epsilon 1 0000187 // activation of MAPK activity // not recorded///0006629 // lipid metabolic process // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // not recorded///0007200 // phospholipase C-activating G-protein coupled receptor signaling pathway // not recorded///0007264 // small GTPase mediated signal transduction // inferred from electronic annotation///0007265 // Ras protein signal transduction // not recorded///0008277 // regulation of G-protein coupled receptor protein signaling pathway // not recorded///0016042 // lipid catabolic process // inferred from electronic annotation///0032835 // glomerulus development // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation///0043547 // positive regulation of GTPase activity // inferred from electronic annotation///0045859 // regulation of protein kinase activity // not recorded///0046578 // regulation
206.79994 465.12817 0.0056277 NM_001005422 2.24 Stmnd1 stathmin domain containing 1 0007019 // microtubule depolymerization // not recorded///0031110 // regulation of microtubule polymerization or depolymerization // inferred from electronic annotation///0051493 // regulation of cytoskeleton organization // not recorded
3339.0195 7139.971 0.0056422 NM_023134///XM_0112449982.24 Sftpa1 surfactant associated protein A1 0001666 // response to hypoxia // inferred from electronic annotation///0007623 // circadian rhythm // inferred from electronic annotation///0009725 // response to hormone // inferred from electronic annotation///0032496 // response to lipopolysaccharide // inferred from electronic annotation///0032526 // response to retinoic acid // inferred from electronic annotation///0033189 // response to vitamin A // inferred from electronic annotation///0050766 // positive regulation of phagocytosis // not recorded///0051384 // response to glucocorticoid // inferred from electronic annotation///0055093 // response to hyperoxia // inferred from electronic annotation///0070741 // response to interleukin-6 // inferred from electronic annotation///0070849 // response to epidermal growth factor // inferred from electronic annotation///0071260 // cellular response to mechanical stimulus // inferred from electronic annotation///0071732 // cellular response to nitric oxide // inferred from electronic annotation
261.6693 595.74915 0.008644 NM_008013 2.24 Fgl2 fibrinogen-like protein 2 0019835 // cytolysis // inferred from electronic annotation
46.226135 105.49858 0.0087756 NM_001190869///NM_001190870///NM_001190871///NM_001190950///NM_020574///XM_006508058///XM_006508059///XM_006508060///XM_006508061///XM_0065080622.24 Kcne3 potassium voltage-gated channel, Isk-related subfamily, gene 3 0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006813 // potassium ion transport // inferred from electronic annotation///0034765 // regulation of ion transmembrane transport // inferred from electronic annotation///0043266 // regulation of potassium ion transport // not recorded///0060306 // regulation of membrane repolarization // not recorded///0071805 // potassium ion transmembrane transport // inferred from electronic annotation///1901379 // regulation of potassium ion transmembrane transport // not recorded///1901387 // positive regulation of voltage-gated calcium channel activity // not recorded///1902260 // negative regulation of delayed rectifier potassium channel activity // not recorded///1903817 // negative regulation of voltage-gated potassium channel activity // not recorded
1317.8668 2939.5984 0.0075124 NM_007735///XM_011238652///XM_0112386532.25 Col4a4 collagen, type IV, alpha 4 0032836 // glomerular basement membrane development // inferred from mutant phenotype///0032836 // glomerular basement membrane development // not recorded
83.30411 182.98494 0.0068697 NM_001289546///NM_175007///XM_0112443042.25 Amph amphiphysin 0007612 // learning // inferred from mutant phenotype///0048488 // synaptic vesicle endocytosis // inferred from mutant phenotype
306.76724 699.5577 0.0086932 NM_001164289///NM_001164323///NM_199015///XM_006518862///XM_006518863///XM_006519343///XM_006519344///XM_006519345///XM_0065193462.25 Phf11c///Phf11d PHD finger protein 11C///PHD finger protein 11D 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation
239.06316 541.53674 0.0029632 NM_001168684///NM_172051///NM_177026///XM_006513751///XM_006513752///XM_006513753///XM_006513754///XM_011243475///XM_0112434762.25 Tmcc3 transmembrane and coiled coil domains 3
168.37404 376.33655 0.0063203 NM_001177713///NM_175475///XM_006505972///XM_0112413002.25 Cyp26b1 cytochrome P450, family 26, subfamily b, polypeptide 1 0001709 // cell fate determination // inferred from mutant phenotype///0001768 // establishment of T cell polarity // inferred from mutant phenotype///0006954 // inflammatory response // inferred from mutant phenotype///0007140 // male meiosis // inferred from mutant phenotype///0007283 // spermatogenesis // inferred from mutant phenotype///0009954 // proximal/distal pattern formation // inferred from mutant phenotype///0010628 // positive regulation of gene expression // inferred from mutant phenotype///0030326 // embryonic limb morphogenesis // inferred from mutant phenotype///0034653 // retinoic acid catabolic process // inferred by curator///0034653 // retinoic acid catabolic process // not recorded///0042573 // retinoic acid metabolic process // inferred by curator///0043587 // tongue morphogenesis // inferred from mutant phenotype///0045580 // regulation of T cell differentiation // inferred from mutant phenotype///0048384 // retinoic acid receptor signaling pathway // inferred from direct assay///00483
137.48059 304.67337 0.0070902 NM_133733///XM_006510602///XM_006510603///XR_8705392.26 Clmp CXADR-like membrane protein 0048565 // digestive tract development // not recorded



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
248.63272 565.4211 0.0097449 NM_001080707///NM_001190297///NM_001276443///NM_001276444///XM_006500104///XM_006500105///XM_006500106///XM_006500107///XM_006500108///XM_0112397572.27 Gpr155 G protein-coupled receptor 155 0035556 // intracellular signal transduction // inferred from electronic annotation///0050890 // cognition // not recorded///0055085 // transmembrane transport // inferred from electronic annotation
66.32563 147.98506 0.0075737 NM_019517///XM_0065230682.28 Bace2 beta-site APP-cleaving enzyme 2 0006508 // proteolysis // inferred from electronic annotation///0006509 // membrane protein ectodomain proteolysis // not recorded///0030163 // protein catabolic process // not recorded///0042985 // negative regulation of amyloid precursor protein biosynthetic process // not recorded///0050435 // beta-amyloid metabolic process // not recorded
299.9457 689.37805 0.0063393 NM_011056///XM_006517643///XM_006517644///XM_006517645///XM_006517646///XM_006517647///XM_006517648///XM_0065176492.28 Pde4d phosphodiesterase 4D, cAMP specific 0002027 // regulation of heart rate // inferred from mutant phenotype///0006198 // cAMP catabolic process // inferred from direct assay///0006198 // cAMP catabolic process // inferred from mutant phenotype///0006939 // smooth muscle contraction // inferred from mutant phenotype///0007165 // signal transduction // inferred from electronic annotation///0007568 // aging // inferred from mutant phenotype///0007613 // memory // inferred from electronic annotation///0008277 // regulation of G-protein coupled receptor protein signaling pathway // inferred from electronic annotation///0010469 // regulation of receptor activity // inferred from electronic annotation///0010738 // regulation of protein kinase A signaling // inferred from electronic annotation///0010880 // regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticulum // inferred from mutant phenotype///0014911 // positive regulation of smooth muscle cell migration // inferred from electronic annotation///0030324 // lung developm
1120.0814 2564.8206 0.0070842 NM_029928///XM_0065133782.28 Ptprb protein tyrosine phosphatase, receptor type, B 0001525 // angiogenesis // inferred from direct assay///0001525 // angiogenesis // inferred from mutant phenotype///0006470 // protein dephosphorylation // inferred from electronic annotation///0016311 // dephosphorylation // inferred from direct assay///0016311 // dephosphorylation // not recorded///0035335 // peptidyl-tyrosine dephosphorylation // inferred from electronic annotation
170.89438 391.39023 0.0093457 NM_177629 2.29 Fam216b family with sequence similarity 216, member B
89.581764 207.10336 0.0081374 NM_010350///XM_006532235///XM_006532242///XM_011248738///XM_011248739///XM_011248740///XM_011248741///XM_011248742///XM_011248743///XR_388349///XR_8795162.29 Grin2c glutamate receptor, ionotropic, NMDA2C (epsilon 3) 0001964 // startle response // inferred from mutant phenotype///0006810 // transport // inferred from electronic annotation///0006811 // ion transport // inferred from electronic annotation///0006812 // cation transport // inferred from mutant phenotype///0008104 // protein localization // inferred from genetic interaction///0008104 // protein localization // inferred from mutant phenotype///0009611 // response to wounding // inferred from genetic interaction///0033058 // directional locomotion // inferred from genetic interaction///0034220 // ion transmembrane transport // ---///0034220 // ion transmembrane transport // inferred from electronic annotation///0035235 // ionotropic glutamate receptor signaling pathway // not recorded///0035249 // synaptic transmission, glutamatergic // not recorded///0042177 // negative regulation of protein catabolic process // inferred from genetic interaction///0042391 // regulation of membrane potential // inferred from mutant phenotype///0050885 // neuromuscular process co
71.34034 159.94627 0.0070902 NM_001024474///XM_0065169502.31 Diras2 DIRAS family, GTP-binding RAS-like 2 0007165 // signal transduction // inferred from electronic annotation///0007264 // small GTPase mediated signal transduction // inferred from electronic annotation
277.63974 649.59906 0.0030958 NM_008926///XM_006534820///XM_0065348212.31 Prkg2 protein kinase, cGMP-dependent, type II 0006468 // protein phosphorylation // inferred from electronic annotation///0007623 // circadian rhythm // inferred from mutant phenotype///0016310 // phosphorylation // inferred from electronic annotation///0032922 // circadian regulation of gene expression // inferred from mutant phenotype///0036289 // peptidyl-serine autophosphorylation // not recorded///0072661 // protein targeting to plasma membrane // not recorded
100.182076 229.0405 0.003839 NM_013875///XM_0065127582.31 Pde7b phosphodiesterase 7B 0006198 // cAMP catabolic process // inferred from electronic annotation///0007165 // signal transduction // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
220.03156 514.675 0.0065754 NM_001010937///NM_001271663///NM_008128///XM_006518560///XM_0065185612.32 Gjb6 gap junction protein, beta 6 0006915 // apoptotic process // inferred from electronic annotation///0007154 // cell communication // inferred from electronic annotation///0007568 // aging // inferred from electronic annotation///0007605 // sensory perception of sound // inferred from mutant phenotype///0008285 // negative regulation of cell proliferation // not recorded///0032496 // response to lipopolysaccharide // inferred from electronic annotation///0042471 // ear morphogenesis // inferred from mutant phenotype///0048839 // inner ear development // inferred from electronic annotation///0051602 // response to electrical stimulus // inferred from electronic annotation///0071333 // cellular response to glucose stimulus // inferred from electronic annotation
75.645226 172.85457 0.0083164 NM_001163645///NM_027881///XM_006506628///XM_006506630///XM_006506631///XM_006506633///XM_006506634///XM_006506635///XM_006506636///XM_0112414682.32 Osbpl3 oxysterol binding protein-like 3 0006810 // transport // inferred from electronic annotation///0006869 // lipid transport // inferred from electronic annotation
130.28003 298.87988 0.0063393 NM_198612///XM_0065060072.33 Gxylt2 glucoside xylosyltransferase 2 0016266 // O-glycan processing // not recorded
118.558075 280.851 0.0068697 NM_029796 2.33 Lrg1 leucine-rich alpha-2-glycoprotein 1 0001938 // positive regulation of endothelial cell proliferation // inferred from mutant phenotype///0030511 // positive regulation of transforming growth factor beta receptor signaling pathway // inferred from genetic interaction///0045766 // positive regulation of angiogenesis // inferred from direct assay///0045766 // positive regulation of angiogenesis // inferred from genetic interaction///0045766 // positive regulation of angiogenesis // inferred from mutant phenotype///0050873 // brown fat cell differentiation // inferred from direct assay
84.71815 195.9373 0.0066692 NM_007609///XM_006509837///XM_006509838///XM_0065098392.34 Casp4 caspase 4, apoptosis-related cysteine peptidase 0006508 // proteolysis // inferred from reviewed computational analysis///0006915 // apoptotic process // not recorded///0007015 // actin filament organization // traceable author statement///0021762 // substantia nigra development // inferred from electronic annotation///0035234 // ectopic germ cell programmed cell death // inferred from genetic interaction///0035234 // ectopic germ cell programmed cell death // inferred from mutant phenotype///0042981 // regulation of apoptotic process // inferred from electronic annotation///0050718 // positive regulation of interleukin-1 beta secretion // inferred from genetic interaction///0050727 // regulation of inflammatory response // not recorded///0070059 // intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress // not recorded///0070269 // pyroptosis // inferred from mutant phenotype///0071260 // cellular response to mechanical stimulus // inferred from electronic annotation///0097193 // intrinsic apoptotic signaling pathway // not recor
125.147896 289.63055 0.0068697 NM_001039530///XM_006522392///XM_006522393///XM_0065223942.34 Parp14 poly (ADP-ribose) polymerase family, member 14 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
78.07248 178.92007 0.0084158 NM_001190371 2.34 Ankrd29 ankyrin repeat domain 29
270.6297 645.497 0.003657 NM_011584 2.35 Nr1d2 nuclear receptor subfamily 1, group D, member 2 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0019216 // regulation of lipid metabolic process // inferred from mutant phenotype///0030522 // intracellular receptor signaling pathway // inferred from electronic annotation///0042752 // regulation of circadian rhythm // inferred from direct assay///0043401 // steroid hormone mediated signaling pathway // inferred from electronic annotation///0045892 // negative regulation of transcription, DNA-templated // inferred from direct assay///0045892 // negative regulation of transcription, DNA-templated // inferred from mutant phenotype///0045892 // negative regulation of transcription, DNA-templated // not recorded///0045893 // positive regulation of transcription, DNA-templated // inferred from mutant phenotype///0048511 // rhythmic process // inferred from electronic annotation///0050727 // regulation of inflammatory response // inferred from mut
46.896732 109.975426 0.0088565 NM_182839///XM_0065174092.36 Tppp tubulin polymerization promoting protein 0001578 // microtubule bundle formation // not recorded///0031334 // positive regulation of protein complex assembly // inferred from sequence or structural similarity///0032273 // positive regulation of protein polymerization // not recorded///0046785 // microtubule polymerization // inferred from direct assay///0046785 // microtubule polymerization // not recorded
1191.6819 2793.941 0.0057397 NM_001081178///XM_006524124///XM_006524125///XM_006524126///XM_006524127///XM_006524128///XM_0065241292.37 Adgrf5 adhesion G protein-coupled receptor F5 0006112 // energy reserve metabolic process // inferred from mutant phenotype///0007166 // cell surface receptor signaling pathway // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0019216 // regulation of lipid metabolic process // inferred from mutant phenotype///0042593 // glucose homeostasis // inferred from mutant phenotype///0043031 // negative regulation of macrophage activation // inferred from mutant phenotype///0043129 // surfactant homeostasis // inferred from mutant phenotype///0045444 // fat cell differentiation // inferred from mutant phenotype///0071073 // positive regulation of phospholipid biosynthetic process // inferred from mutant phenotype
62.762768 147.30373 0.0045055 NM_139134///XM_006523030///XM_006523031///XM_0065230322.38 Chodl chondrolectin 0010975 // regulation of neuron projection development // inferred from genetic interaction
367.12323 891.27124 0.003657 NM_001037713///NM_001291153///XM_006533567///XM_006533568///XM_006533569///XM_006533570///XM_006533571///XM_0112490842.39 Xaf1 XIAP associated factor 1 0006915 // apoptotic process // inferred from electronic annotation///0031333 // negative regulation of protein complex assembly // not recorded///0035456 // response to interferon-beta // not recorded
12435.358 26707.742 0.002626 NM_011681 2.39 Scgb1a1 secretoglobin, family 1A, member 1 (uteroglobin) 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from mutant phenotype///0007165 // signal transduction // inferred from electronic annotation///0009410 // response to xenobiotic stimulus // inferred from electronic annotation///0010033 // response to organic substance // inferred from electronic annotation///0010193 // response to ozone // inferred from electronic annotation///0032496 // response to lipopolysaccharide // inferred from electronic annotation///0032689 // negative regulation of interferon-gamma production // inferred from direct assay///0032696 // negative regulation of interleukin-13 production // inferred from direct assay///0032696 // negative regulation of interleukin-13 production // inferred from mutant phenotype///0032713 // negative regulation of interleukin-4 production // inferred from direct assay///0032713 // negative regulation o
52.192047 126.30348 0.0029632 NM_001291903///NM_009623///XM_0065203192.41 Adcy8 adenylate cyclase 8 0006171 // cAMP biosynthetic process // not recorded///0007189 // adenylate cyclase-activating G-protein coupled receptor signaling pathway // not recorded///0007193 // adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway // not recorded///0007616 // long-term memory // inferred from genetic interaction///0009190 // cyclic nucleotide biosynthetic process // inferred from electronic annotation///0019933 // cAMP-mediated signaling // not recorded///0035556 // intracellular signal transduction // inferred from electronic annotation
146.92699 350.37753 0.0063393 NM_001113198///NM_001178049///NM_008601///XM_006505684///XM_006505685///XM_006505689///XM_006505691///XM_006505692///XM_006505693///XM_006505694///XM_006505695///XM_006505696///XM_0112412442.42 Mitf microphthalmia-associated transcription factor 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from direct assay///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from electronic annotation///0006366 // transcription from RNA polymerase II promoter // not recorded///0006461 // protein complex assembly // not recorded///0007275 // multicellular organismal development // inferred from electronic annotation///0010468 // regulation of gene expression // inferred from mutant phenotype///0010628 // positive regulation of gene expression // not recorded///0016055 // Wnt signaling pathway // inferred from direct assay///0030154 // cell differentiation // inferred from mutant phenotype///0030316 // osteoclast differentiation // inferred from mutant phenotype///0030318 // melanocyte differentiation // inferred from genetic interaction///
59.913155 143.71056 0.0030958 NM_021297 2.42 Tlr4 toll-like receptor 4 0000187 // activation of MAPK activity // inferred from mutant phenotype///0001774 // microglial cell activation // not recorded///0002218 // activation of innate immune response // inferred from mutant phenotype///0002224 // toll-like receptor signaling pathway // not recorded///0002322 // B cell proliferation involved in immune response // inferred from mutant phenotype///0002376 // immune system process // inferred from electronic annotation///0002537 // nitric oxide production involved in inflammatory response // inferred from mutant phenotype///0002730 // regulation of dendritic cell cytokine production // inferred from direct assay///0002755 // MyD88-dependent toll-like receptor signaling pathway // inferred from electronic annotation///0002758 // innate immune response-activating signal transduction // not recorded///0006691 // leukotriene metabolic process // not recorded///0006954 // inflammatory response // inferred from electronic annotation///0006979 // response to oxidative stress // not recorded
816.94666 1980.6986 0.0066908 NM_001164724///NM_133775///XM_006527463///XM_0112473992.43 Il33 interleukin 33 0002686 // negative regulation of leukocyte migration // inferred from genetic interaction///0002826 // negative regulation of T-helper 1 type immune response // inferred from genetic interaction///0002830 // positive regulation of type 2 immune response // inferred from direct assay///0002830 // positive regulation of type 2 immune response // inferred from genetic interaction///0006351 // transcription, DNA-templated // inferred from electronic annotation///0010628 // positive regulation of gene expression // inferred from direct assay///0032436 // positive regulation of proteasomal ubiquitin-dependent protein catabolic process // inferred from direct assay///0032436 // positive regulation of proteasomal ubiquitin-dependent protein catabolic process // inferred from genetic interaction///0032689 // negative regulation of interferon-gamma production // inferred from genetic interaction///0032736 // positive regulation of interleukin-13 production // inferred from genetic interaction///0032753 // positive reg
19.55856 47.740593 0.0079038 NM_021718 2.44 Ms4a4b membrane-spanning 4-domains, subfamily A, member 4B
399.34976 976.8734 0.0079038 NM_020509 2.44 Retnla resistin like alpha
447.8262 1111.3579 0.0063393 NM_001145886///NM_001145887///NM_009384///XM_006522978///XM_006522980///XM_006522982///XM_006522983///XM_0112461122.45 Tiam1 T cell lymphoma invasion and metastasis 1 0003300 // cardiac muscle hypertrophy // not recorded///0007160 // cell-matrix adhesion // not recorded///0007165 // signal transduction // inferred from electronic annotation///0007264 // small GTPase mediated signal transduction // inferred from direct assay///0010976 // positive regulation of neuron projection development // inferred from direct assay///0010976 // positive regulation of neuron projection development // not recorded///0016477 // cell migration // not recorded///0016601 // Rac protein signal transduction // not recorded///0030335 // positive regulation of cell migration // not recorded///0031547 // brain-derived neurotrophic factor receptor signaling pathway // inferred from direct assay///0035023 // regulation of Rho protein signal transduction // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation///0043087 // regulation of GTPase activity // inferred from direct assay///0043507 // positive regulation of JUN kinase activ
46.329746 114.348724 0.0029632 NM_009381 2.45 Thrsp thyroid hormone responsive 0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation///0010866 // regulation of triglyceride biosynthetic process // inferred from mutant phenotype///0046890 // regulation of lipid biosynthetic process // inferred from mutant phenotype///0046890 // regulation of lipid biosynthetic process // not recorded
3121.7246 7459.5205 0.0028223 NM_009127 2.47 Scd1 stearoyl-Coenzyme A desaturase 1 0006629 // lipid metabolic process // inferred from electronic annotation///0006631 // fatty acid metabolic process // inferred from electronic annotation///0006633 // fatty acid biosynthetic process // inferred from mutant phenotype///0006636 // unsaturated fatty acid biosynthetic process // not recorded///0006641 // triglyceride metabolic process // inferred from mutant phenotype///0008610 // lipid biosynthetic process // inferred from electronic annotation///0010873 // positive regulation of cholesterol esterification // traceable author statement///0033561 // regulation of water loss via skin // inferred from mutant phenotype///0034434 // sterol esterification // inferred from mutant phenotype///0034435 // cholesterol esterification // inferred from mutant phenotype///0044130 // negative regulation of growth of symbiont in host // inferred from mutant phenotype///0048733 // sebaceous gland development // inferred from mutant phenotype///0050830 // defense response to Gram-positive bacterium // inferred fr
187.52766 466.9856 7.89E-04 NM_172892 2.48 Slc13a4 solute carrier family 13 (sodium/sulfate symporters), member 4 0006814 // sodium ion transport // inferred from electronic annotation///0008272 // sulfate transport // ---///0035725 // sodium ion transmembrane transport // ---///0055085 // transmembrane transport // inferred from electronic annotation///0098656 // anion transmembrane transport // ---
249.69566 623.3437 0.0065464 NM_001098799///XM_006499608///XM_006499609///XM_006499610///XM_006499611///XM_006499612///XM_006499613///XM_006499614///XM_0064996152.48 Tox2 TOX high mobility group box family member 2 0006338 // chromatin remodeling // not recorded///0006355 // regulation of transcription, DNA-templated // not recorded///0045944 // positive regulation of transcription from RNA polymerase II promoter // not recorded///0008585 // female gonad development // inferred from electronic annotation///0034698 // response to gonadotropin // inferred from electronic annotation
36.784607 90.86002 0.0055381 NM_001012324 2.50 Ecm2 extracellular matrix protein 2, female organ and adipocyte specific 0007409 // axonogenesis // not recorded///0010811 // positive regulation of cell-substrate adhesion // inferred from direct assay///0030198 // extracellular matrix organization // inferred from direct assay
63.79858 159.57997 0.007891 NM_144559 2.51 Fcgr4 Fc receptor, IgG, low affinity IV 0001866 // NK T cell proliferation // not recorded///0051930 // regulation of sensory perception of pain // not recorded///0071222 // cellular response to lipopolysaccharide // not recorded
15.575586 37.807026 0.0093937 2.51 Iglc2///Iglc3///Iglv1 immunoglobulin lambda constant 2///immunoglobulin lambda constant 3///immunoglobulin lambda variable 10006898 // receptor-mediated endocytosis // not recorded///0006910 // phagocytosis, recognition // not recorded///0006911 // phagocytosis, engulfment // not recorded///0006958 // complement activation, classical pathway // not recorded///0038095 // Fc-epsilon receptor signaling pathway // not recorded///0038096 // Fc-gamma receptor signaling pathway involved in phagocytosis // not recorded///0042742 // defense response to bacterium // not recorded///0045087 // innate immune response // not recorded///0050853 // B cell receptor signaling pathway // not recorded///0050871 // positive regulation of B cell activation // not recorded
579.46643 1448.4227 0.0065464 NM_023386///XM_0065224912.51 Rtp4 receptor transporter protein 4 0001580 // detection of chemical stimulus involved in sensory perception of bitter taste // not recorded///0006612 // protein targeting to membrane // not recorded///0051205 // protein insertion into membrane // not recorded
282.9635 726.5134 0.0029632 NR_045305 2.55 AU040972 expressed sequence AU040972
313.8854 804.7225 0.0068697 NM_011446 2.55 Sox7 SRY (sex determining region Y)-box 7 0001706 // endoderm formation // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0008285 // negative regulation of cell proliferation // not recorded///0043280 // positive regulation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0045892 // negative regulation of transcription, DNA-templated // not recorded///0045893 // positive regulation of transcription, DNA-templated // inferred from direct assay///0060828 // regulation of canonical Wnt signaling pathway // not recorded
264.44965 689.82935 0.0055381 NM_007592 2.57 Car8 carbonic anhydrase 8 0006730 // one-carbon metabolic process // inferred from electronic annotation///0048015 // phosphatidylinositol-mediated signaling // inferred from direct assay
88.28486 226.24162 0.0070842 NM_001002898///NM_001173459///NM_001173460///NM_178792///XM_006530073///XM_006530074///XM_006530075///XM_006530076///XM_006530083///XM_006530085///XM_006535371///XM_006535372///XM_006535373///XM_006544489///XM_0112381932.58 LOC100038947///Sirpb1a///Sirpb1bsignal-regulatory protein beta 1-like///signal-regulatory protein beta 1A///signal-regulatory protein beta 1B0035556 // intracellular signal transduction // inferred from direct assay///0050766 // positive regulation of phagocytosis // inferred from direct assay
78.65452 201.84773 0.0056277 NM_001101605///NM_001110517///XM_0065272652.59 Ifit1bl1 interferon induced protein with tetratricpeptide repeats 1B like 1 0051607 // defense response to virus // not recorded///0060337 // type I interferon signaling pathway // not recorded
155.10568 399.486 0.0048754 NM_001308641///NM_001308642///NM_001308643///NM_001308644///NM_001308645///NM_001308646///NM_001308647///NM_009700///XM_006525540///XM_011246812///XM_011246813///XM_011246814///XM_011246815///XM_011246816///XM_0112468172.59 Aqp4 aquaporin 4 0006810 // transport // inferred from electronic annotation///0006833 // water transport // inferred from mutant phenotype///0006833 // water transport // not recorded///0006833 // water transport // traceable author statement///0007605 // sensory perception of sound // inferred from mutant phenotype///0009992 // cellular water homeostasis // not recorded///0010574 // regulation of vascular endothelial growth factor production // not recorded///0015670 // carbon dioxide transport // not recorded///0015793 // glycerol transport // ---///0030104 // water homeostasis // inferred from mutant phenotype///0030104 // water homeostasis // non-traceable author statement///0032691 // negative regulation of interleukin-1 beta production // not recorded///0032715 // negative regulation of interleukin-6 production // not recorded///0034220 // ion transmembrane transport // not recorded///0050891 // multicellular organismal water homeostasis // inferred from electronic annotation///0051260 // protein homooligomerization //
476.5647 1249.7941 0.0055381 NM_007734 2.60 Col4a3 collagen, type IV, alpha 3 0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0007155 // cell adhesion // inferred from electronic annotation///0007166 // cell surface receptor signaling pathway // inferred from direct assay///0008283 // cell proliferation // not recorded///0016525 // negative regulation of angiogenesis // inferred from direct assay///0016525 // negative regulation of angiogenesis // not recorded///0032836 // glomerular basement membrane development // inferred from mutant phenotype///0072577 // endothelial cell apoptotic process // not recorded
43.79667 111.05094 0.0092664 NM_001034874///XM_006533619///XM_0112490942.60 Shisa6 shisa family member 6 0048172 // regulation of short-term neuronal synaptic plasticity // not recorded
169.33844 446.06946 0.0043221 NM_001164437///XM_0065354312.64 Tmem212 transmembrane protein 212
53.896458 142.30481 0.001878 NM_001081088 2.64 Lrp2 low density lipoprotein receptor-related protein 2 0003281 // ventricular septum development // inferred from mutant phenotype///0006766 // vitamin metabolic process // inferred from mutant phenotype///0006897 // endocytosis // inferred from electronic annotation///0006898 // receptor-mediated endocytosis // inferred from mutant phenotype///0006898 // receptor-mediated endocytosis // not recorded///0007507 // heart development // inferred from mutant phenotype///0008283 // cell proliferation // inferred from mutant phenotype///0010165 // response to X-ray // not recorded///0016197 // endosomal transport // not recorded///0020028 // hemoglobin import // not recorded///0030900 // forebrain development // inferred from mutant phenotype///0035904 // aorta development // inferred from mutant phenotype///0042953 // lipoprotein transport // not recorded///0044332 // Wnt signaling pathway involved in dorsal/ventral axis specification // not recorded///0045056 // transcytosis // not recorded///0046879 // hormone secretion // not recorded///0060070 // canonical Wnt sig
115.617325 305.10468 0.002626 NM_153576 2.64 Cxcl17 chemokine (C-X-C motif) ligand 17 0001525 // angiogenesis // inferred from electronic annotation///0006935 // chemotaxis // inferred from electronic annotation///0007275 // multicellular organismal development // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation
133.59479 355.50977 0.0066381 NM_018874 2.65 Pnliprp1 pancreatic lipase related protein 1 0006629 // lipid metabolic process // inferred from electronic annotation
110.56271 295.46518 0.0038113 NM_001033450///NM_001170853///NM_001301745///NM_008329///NM_172648///XM_006496597///XM_006496598///XM_006496599///XM_006496600///XM_006496675///XM_006497300///XM_011238181///XM_011238732///XM_011238733///XM_011238734///XM_011238735///XM_011238736///XR_8655942.66 Ifi204///Ifi205///Mnda///Mndalinterferon activated gene 204///interferon activated gene 205///myeloid cell nuclear differentiation antigen///myeloid nuclear differentiation antigen like0000122 // negative regulation of transcription from RNA polymerase II promoter // ---///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0007275 // multicellular organismal development // inferred from electronic annotation///0030308 // negative regulation of cell growth // inferred from mutant phenotype///0035457 // cellular response to interferon-alpha // inferred from direct assay///0035458 // cellular response to interferon-beta // inferred from direct assay///0040008 // regulation of growth // inferred from electronic annotation///0042771 // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator // not recorded///0043032 // positive regulation of macrophage activation // inferred from direct assay///0045669 // positive regulation of osteoblast dif
73.7172 196.85178 0.0068697 NM_010780 2.67 Cma1 chymase 1, mast cell 0006508 // proteolysis // not recorded///0006518 // peptide metabolic process // inferred from electronic annotation///0016485 // protein processing // not recorded///0030901 // midbrain development // inferred from electronic annotation///0045766 // positive regulation of angiogenesis // not recorded///0050720 // interleukin-1 beta biosynthetic process // not recorded///0071333 // cellular response to glucose stimulus // inferred from electronic annotation
1158.1539 3081.4294 0.0030958 NM_019634///XM_0065275832.69 Tspan7 tetraspanin 7 0007166 // cell surface receptor signaling pathway // not recorded
155.40602 416.12753 0.003657 NM_021320 2.69 Ntn4 netrin 4 0016322 // neuron remodeling // inferred from direct assay///0060668 // regulation of branching involved in salivary gland morphogenesis by extracellular matrix-epithelial cell signaling // inferred from direct assay
219.98262 592.2917 0.0017344 NM_023850///XM_006500388///XM_0065003892.69 Chst1 carbohydrate (keratan sulfate Gal-6) sulfotransferase 1 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006012 // galactose metabolic process // not recorded///0006790 // sulfur compound metabolic process // not recorded///0006954 // inflammatory response // inferred from electronic annotation///0018146 // keratan sulfate biosynthetic process // not recorded///0042339 // keratan sulfate metabolic process // not recorded
271.42337 734.7937 0.0038505 NM_001276719///NM_021609///XM_006512203///XM_0065122042.69 Ackr2 atypical chemokine receptor 2 0006898 // receptor-mediated endocytosis // not recorded///0006935 // chemotaxis // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation///0007165 // signal transduction // inferred from direct assay///0007186 // G-protein coupled receptor signaling pathway // inferred from electronic annotation///0042119 // neutrophil activation // inferred from electronic annotation///0070098 // chemokine-mediated signaling pathway // inferred from electronic annotation///0070098 // chemokine-mediated signaling pathway // inferred from direct assay
83.36129 224.26677 0.003657 NM_001313712///NM_001313713///NM_001313714///NM_013673///XM_006529280///XM_006529281///XM_006529282///XM_006529283///XM_006529284///XM_006529285///XM_006529286///XM_006529288///XM_006529289///XM_011247950///XM_0112479512.72 Sp100 nuclear antigen Sp100 0000723 // telomere maintenance // inferred from sequence or structural similarity///0006338 // chromatin remodeling // not recorded///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // not recorded///0010596 // negative regulation of endothelial cell migration // inferred from sequence or structural similarity///0045765 // regulation of angiogenesis // inferred from sequence or structural similarity///0046826 // negative regulation of protein export from nucleus // inferred from sequence or structural similarity///1902041 // regulation of extrinsic apoptotic signaling pathway via death domain receptors // inferred from sequence or structural similarity///1902044 // regulation of Fas signaling pathway // inferred from sequence or structural similarity
59.955883 163.16252 0.0083164 NM_001316716///NM_001316717///NM_001316718///NM_001316719///NM_027442///NR_133568///XM_006512842///XM_006512843///XM_006512844///XM_006512846///XM_006512847///XM_006512848///XM_0065128492.72 Ddo D-aspartate oxidase 0006531 // aspartate metabolic process // inferred from mutant phenotype///0006533 // aspartate catabolic process // not recorded///0007320 // insemination // inferred from mutant phenotype///0007625 // grooming behavior // inferred from mutant phenotype///0019478 // D-amino acid catabolic process // inferred from direct assay///0019478 // D-amino acid catabolic process // not recorded///0042445 // hormone metabolic process // inferred from mutant phenotype///0046416 // D-amino acid metabolic process // inferred from electronic annotation///0055114 // oxidation-reduction process // not recorded
26.73941 73.40502 0.0071527 NM_001081215///NM_001293783///NM_144928///XM_006509393///XM_006509394///XM_006509395///XM_006509396///XM_0112422142.72 Ddx60 DEAD (Asp-Glu-Ala-Asp) box polypeptide 60 0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // not recorded///0051607 // defense response to virus // inferred from direct assay///1900245 // positive regulation of MDA-5 signaling pathway // not recorded///1900246 // positive regulation of RIG-I signaling pathway // not recorded
233.74947 637.3048 0.0084664 NM_016808///NM_198091///NM_198092///XM_006510480///XM_006510482///XM_006510483///XM_006510484///XM_006510485///XM_006510486///XM_0112425772.72 Usp2 ubiquitin specific peptidase 2 0000122 // negative regulation of transcription from RNA polymerase II promoter // not recorded///0006355 // regulation of transcription, DNA-templated // not recorded///0006508 // proteolysis // inferred from electronic annotation///0006511 // ubiquitin-dependent protein catabolic process // inferred from electronic annotation///0007049 // cell cycle // inferred from electronic annotation///0007517 // muscle organ development // inferred from electronic annotation///0016579 // protein deubiquitination // inferred from mutant phenotype///0016579 // protein deubiquitination // not recorded///0032922 // circadian regulation of gene expression // inferred from mutant phenotype///0043153 // entrainment of circadian clock by photoperiod // inferred from mutant phenotype///0043161 // proteasome-mediated ubiquitin-dependent protein catabolic process // not recorded///0045475 // locomotor rhythm // inferred from mutant phenotype///0045931 // positive regulation of mitotic cell cycle // not recorded///0048511 // rhyth
87.42301 238.32614 0.0038113 NM_008329///XM_006496675///NM_001033450///NM_001170853///NM_001301745///NM_172648///XM_006496597///XM_006496598///XM_006496599///XM_006496600///XM_006497300///XM_011238181///XM_011238732///XM_011238733///XM_011238734///XM_011238735///XM_011238736///XR_8655942.74 Ifi204///Ifi205///Mnda///Mndalinterferon activated gene 204///interferon activated gene 205///myeloid cell nuclear differentiation antigen///myeloid nuclear differentiation antigen like0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0007275 // multicellular organismal development // inferred from electronic annotation///0035457 // cellular response to interferon-alpha // inferred from direct assay///0035458 // cellular response to interferon-beta // inferred from direct assay///0042771 // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator // not recorded///0043032 // positive regulation of macrophage activation // inferred from direct assay///0045669 // positive regulation of osteoblast differentiation // inferred from genetic interaction///0048839 // inner ear development // inferred from direct assay///0000122 // negative regulation of transcription from RNA polymerase II promoter // ---///0030308 // negative regulation of cell
22.355173 62.1911 0.0058428 NM_021451 2.81 Pmaip1 phorbol-12-myristate-13-acetate-induced protein 1 0001836 // release of cytochrome c from mitochondria // inferred from direct assay///0001836 // release of cytochrome c from mitochondria // inferred from mutant phenotype///0006915 // apoptotic process // not recorded///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // inferred from direct assay///0006974 // cellular response to DNA damage stimulus // inferred from mutant phenotype///0008630 // intrinsic apoptotic signaling pathway in response to DNA damage // inferred from mutant phenotype///0009411 // response to UV // inferred from mutant phenotype///0010165 // response to X-ray // inferred from mutant phenotype///0010498 // proteasomal protein catabolic process // inferred from electronic annotation///0010907 // positive regulation of glucose metabolic process // inferred from electronic annotation///0010917 // negative regulation of mitochondrial membrane potential // inferred from direct assay///0032461 // positive regulation of protein oligomerization // in
179.624 509.33017 0.003945 NM_001122899///NM_010704///NM_1461462.82 Lepr leptin receptor 0001525 // angiogenesis // not recorded///0007165 // signal transduction // traceable author statement///0007186 // G-protein coupled receptor signaling pathway // not recorded///0008203 // cholesterol metabolic process // inferred from genetic interaction///0019221 // cytokine-mediated signaling pathway // inferred from electronic annotation///0019222 // regulation of metabolic process // traceable author statement///0033210 // leptin-mediated signaling pathway // not recorded///0042755 // eating behavior // not recorded///0043410 // positive regulation of MAPK cascade // not recorded///0045721 // negative regulation of gluconeogenesis // inferred from mutant phenotype///0051346 // negative regulation of hydrolase activity // inferred from genetic interaction
127.14587 362.2733 0.0071527 NM_007753///XM_0065353822.86 Cpa3 carboxypeptidase A3, mast cell 0002002 // regulation of angiotensin levels in blood // inferred from genetic interaction///0002230 // positive regulation of defense response to virus by host // not recorded///0006508 // proteolysis // inferred from electronic annotation
72.75436 207.88339 0.0070571 NM_001003671///NM_001003672///NM_007766///NM_007767///NM_009957///NM_009959///NM_009960///NM_009961///NM_054072///NM_138661///NM_138662///NM_138663///NM_198117///NM_2012432.89 Pcdha1///Pcdha10///Pcdha11///Pcdha12///Pcdha2///Pcdha3///Pcdha4///Pcdha5///Pcdha6///Pcdha7///Pcdha8///Pcdha9///Pcdhac1///Pcdhac2protocadherin alpha 1///protocadherin alpha 10///protocadherin alpha 11///protocadherin alpha 12///protocadherin alpha 2///protocadherin alpha 3///protocadherin alpha 4///protocadherin alpha 5///protocadherin alpha 6///protocadherin alpha 7///protocadherin alpha 8///protocadherin alpha 9///protocadherin alpha subfamily C, 1///protocadherin alpha subfamily C, 20007155 // cell adhesion // inferred from electronic annotation///0007155 // cell adhesion // traceable author statement///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation
388.25473 1145.2074 0.002626 NM_026433///XM_006534030///XM_0065340312.93 Tmem100 transmembrane protein 100 0001525 // angiogenesis // inferred from mutant phenotype///0001570 // vasculogenesis // inferred from mutant phenotype///0001701 // in utero embryonic development // inferred from mutant phenotype///0003197 // endocardial cushion development // inferred from mutant phenotype///0003198 // epithelial to mesenchymal transition involved in endocardial cushion formation // inferred from mutant phenotype///0007219 // Notch signaling pathway // inferred from mutant phenotype///0007275 // multicellular organismal development // inferred from electronic annotation///0030154 // cell differentiation // inferred from electronic annotation///0030509 // BMP signaling pathway // not recorded///0043491 // protein kinase B signaling // inferred from mutant phenotype///0045603 // positive regulation of endothelial cell differentiation // inferred from mutant phenotype///0050848 // regulation of calcium-mediated signaling // inferred from mutant phenotype///0051930 // regulation of sensory perception of pain // inferred from m
294.21704 873.9351 0.0065464 NM_181579///XM_006528406///XM_0065284072.95 Pof1b premature ovarian failure 1B
47.54183 140.87915 0.0010672 NM_010720///XM_0065256922.95 Lipg lipase, endothelial 0006629 // lipid metabolic process // inferred from electronic annotation///0007584 // response to nutrient // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0008283 // cell proliferation // not recorded///0010983 // positive regulation of high-density lipoprotein particle clearance // not recorded///0016042 // lipid catabolic process // inferred from electronic annotation///0032376 // positive regulation of cholesterol transport // not recorded///0034375 // high-density lipoprotein particle remodeling // not recorded///0042632 // cholesterol homeostasis // not recorded///0043691 // reverse cholesterol transport // not recorded///0050746 // regulation of lipoprotein metabolic process // inferred from mutant phenotype///0055091 // phospholipid homeostasis // not recorded
69.476265 204.17834 0.0070571 NM_001003671///NM_001003672///NM_007766///NM_007767///NM_009957///NM_009959///NM_009960///NM_009961///NM_054072///NM_138661///NM_138662///NM_138663///NM_198117///NM_2012432.97 Pcdha1///Pcdha10///Pcdha11///Pcdha12///Pcdha2///Pcdha3///Pcdha4///Pcdha5///Pcdha6///Pcdha7///Pcdha8///Pcdha9///Pcdhac1///Pcdhac2protocadherin alpha 1///protocadherin alpha 10///protocadherin alpha 11///protocadherin alpha 12///protocadherin alpha 2///protocadherin alpha 3///protocadherin alpha 4///protocadherin alpha 5///protocadherin alpha 6///protocadherin alpha 7///protocadherin alpha 8///protocadherin alpha 9///protocadherin alpha subfamily C, 1///protocadherin alpha subfamily C, 20007155 // cell adhesion // inferred from electronic annotation///0007155 // cell adhesion // traceable author statement///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation
278.57547 843.65344 0.00422 NM_001170853///XM_006496597///XM_006496598///XM_006496599///XM_006496600///XM_006497300///XM_011238732///XM_011238733///XM_011238734///XM_011238735///XM_011238736///XR_865594///NM_001033450///NM_001301745///NM_008329///NM_172648///XM_006496675///XM_0112381813.02 Mndal///Ifi204///Ifi205///Mndamyeloid nuclear differentiation antigen like///interferon activated gene 204///interferon activated gene 205///myeloid cell nuclear differentiation antigen0000122 // negative regulation of transcription from RNA polymerase II promoter // ---///0030308 // negative regulation of cell growth // inferred from mutant phenotype///0035458 // cellular response to interferon-beta // inferred from direct assay///0040008 // regulation of growth // inferred from electronic annotation///0006351 // transcription, DNA-templated // inferred from electronic annotation///0006355 // regulation of transcription, DNA-templated // inferred from electronic annotation///0006357 // regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0007275 // multicellular organismal development // inferred from electronic annotation///0035457 // cellular response to interferon-alpha // inferred from direct assay///0042771 // intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator // not recorded///0043032 // positive regulation of macrophage activation // inferred from direct assay///0045669 // positive regulation of osteoblast dif
343.45944 1063.4453 0.0017344 NM_001290541///NM_001290543///NM_139306///XM_006537877///XM_006537878///XM_0112500123.07 Acer2 alkaline ceramidase 2 0001953 // negative regulation of cell-matrix adhesion // not recorded///0006629 // lipid metabolic process // inferred from electronic annotation///0006672 // ceramide metabolic process // inferred from electronic annotation///0006919 // activation of cysteine-type endopeptidase activity involved in apoptotic process // not recorded///0008284 // positive regulation of cell proliferation // not recorded///0010942 // positive regulation of cell death // not recorded///0032526 // response to retinoic acid // not recorded///0033629 // negative regulation of cell adhesion mediated by integrin // not recorded///0035690 // cellular response to drug // inferred from electronic annotation///0046512 // sphingosine biosynthetic process // not recorded///0090285 // negative regulation of protein glycosylation in Golgi // not recorded
82.15428 253.48254 0.0059793 NM_029499///XM_006527250///XM_0065272513.09 Ms4a4c membrane-spanning 4-domains, subfamily A, member 4C
21.08036 64.9102 0.0085634 NM_001081642///NM_001293676///NM_001293677///NM_001293678///NM_001293679///NM_001293680///NM_021365///NM_183094///XM_006528061///XM_006528119///XM_006528120///XM_006528121///XM_006528303///XM_006528304///XM_006528306///XM_006528307///XM_006528308///XM_006529023///XM_006529026///XM_006529028///XM_006529029///XM_006529033///XM_006529034///XM_006529035///XM_006529036///XM_006529037///XM_006529038///XM_006529039///XM_006534666///XM_006534667///XM_006534668///XM_011247604///XM_011247605///XM_011247606///XM_011247627///XM_011247686///XM_011247687///XM_0112514383.09 Xlr4a///Xlr4b///Xlr4c X-linked lymphocyte-regulated 4A///X-linked lymphocyte-regulated 4B///X-linked lymphocyte-regulated 4C0007286 // spermatid development // not recorded///0051965 // positive regulation of synapse assembly // inferred from mutant phenotype///0061003 // positive regulation of dendritic spine morphogenesis // inferred from mutant phenotype
293.97482 932.5208 0.008644 NM_009892///NM_145126 3.14 Chil3///Chil4 chitinase-like 3///chitinase-like 4 0000272 // polysaccharide catabolic process // inferred from electronic annotation///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006032 // chitin catabolic process // not recorded///0006954 // inflammatory response // traceable author statement///0008152 // metabolic process // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation
243.66331 767.95044 0.0063393 NM_001281830///NM_0298033.15 Ifi27l2a interferon, alpha-inducible protein 27 like 2A 0007568 // aging // inferred from direct assay///0009615 // response to virus // inferred from direct assay
84.34006 264.42447 0.0068697 NM_001003671///NM_001003672///NM_007766///NM_007767///NM_009957///NM_009959///NM_009960///NM_009961///NM_054072///NM_138661///NM_138662///NM_138663///NM_198117///NM_2012433.15 Pcdha1///Pcdha10///Pcdha11///Pcdha12///Pcdha2///Pcdha3///Pcdha4///Pcdha5///Pcdha6///Pcdha7///Pcdha8///Pcdha9///Pcdhac1///Pcdhac2protocadherin alpha 1///protocadherin alpha 10///protocadherin alpha 11///protocadherin alpha 12///protocadherin alpha 2///protocadherin alpha 3///protocadherin alpha 4///protocadherin alpha 5///protocadherin alpha 6///protocadherin alpha 7///protocadherin alpha 8///protocadherin alpha 9///protocadherin alpha subfamily C, 1///protocadherin alpha subfamily C, 20007155 // cell adhesion // inferred from electronic annotation///0007155 // cell adhesion // traceable author statement///0007156 // homophilic cell adhesion via plasma membrane adhesion molecules // inferred from electronic annotation///0007399 // nervous system development // inferred from electronic annotation
363.27496 1157.218 0.0017358 NM_007607///XM_0065320953.15 Car4 carbonic anhydrase 4 0006730 // one-carbon metabolic process // inferred from electronic annotation///0006885 // regulation of pH // inferred by curator///0008152 // metabolic process // inferred from electronic annotation///0015670 // carbon dioxide transport // inferred by curator///0015701 // bicarbonate transport // not recorded///0042493 // response to drug // inferred from electronic annotation///0048513 // organ development // inferred from electronic annotation///0048545 // response to steroid hormone // inferred from electronic annotation
28.402523 89.81393 8.78E-05 NM_030174///XM_006517462///XM_006517463///XM_006517464///XM_006517466///XM_006517467///XM_006517468///XM_006517469///XM_006517470///XM_006517471///XM_0065174723.16 Mctp1 multiple C2 domains, transmembrane 1
180.31471 569.56476 0.0070902 NM_001310664///NM_001310665///NM_181728///XM_006534706///XM_006534707///XM_006534708///XM_006534709///XM_006534710///XM_006534711///XM_006534712///XM_006534713///XM_006534714///XM_006534715///XM_006534716///XM_006534717///XM_006534718///XM_006534719///XM_006534720///XM_006534721///XM_011249389///XM_011249390///XM_0112493913.17 Art3 ADP-ribosyltransferase 3 0006471 // protein ADP-ribosylation // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation
446.22223 1439.7712 0.0017344 NM_023186 3.20 Chia1 chitinase, acidic 1 0000272 // polysaccharide catabolic process // inferred from electronic annotation///0002376 // immune system process // inferred from electronic annotation///0002532 // production of molecular mediator involved in inflammatory response // not recorded///0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006030 // chitin metabolic process // inferred from electronic annotation///0006032 // chitin catabolic process // not recorded///0006915 // apoptotic process // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0090197 // positive regulation of chemokine secretion // not recorded
268.08105 877.5306 0.0063393 NM_008871 3.24 Serpine1 serine (or cysteine) peptidase inhibitor, clade E, member 1 0001300 // chronological cell aging // inferred from electronic annotation///0001525 // angiogenesis // inferred from electronic annotation///0001890 // placenta development // inferred from mutant phenotype///0008585 // female gonad development // not recorded///0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010469 // regulation of receptor activity // not recorded///0010628 // positive regulation of gene expression // not recorded///0010629 // negative regulation of gene expression // not recorded///0010757 // negative regulation of plasminogen activation // inferred from mutant phenotype///0010757 // negative regulation of plasminogen activation // not recorded///0010951 // negative regulation of endopeptidase activity // not recorded///0014912 // negative regulation of smooth muscle cell migration // not recorded///0030194 // positive regulation of blood coagulation // not recorded///0030336 // negative regulation of cell migration // not recorded///0032757 
45.495163 149.57901 0.0063393 NM_080462///XM_006497670///XM_0064976713.36 Hnmt histamine N-methyltransferase 0001505 // regulation of neurotransmitter levels // traceable author statement///0002347 // response to tumor cell // inferred from electronic annotation///0006972 // hyperosmotic response // inferred from electronic annotation///0007420 // brain development // not recorded///0014075 // response to amine // inferred from electronic annotation///0032259 // methylation // not recorded///0035902 // response to immobilization stress // inferred from electronic annotation///0042220 // response to cocaine // inferred from electronic annotation///0051384 // response to glucocorticoid // inferred from electronic annotation///0070555 // response to interleukin-1 // inferred from electronic annotation///1903955 // positive regulation of protein targeting to mitochondrion // not recorded
245.15202 832.26996 0.0017344 NM_001305941///NM_023608///XM_006528295///XM_006528296///XM_0065282973.36 Gdpd2 glycerophosphodiester phosphodiesterase domain containing 2 0006071 // glycerol metabolic process // inferred from electronic annotation///0006629 // lipid metabolic process // inferred from electronic annotation
166.93587 558.786 0.0029632 NM_016704///XM_006519957///XM_006519958///XM_006519959///XM_011245322///XM_0112453233.37 C6 complement component 6 0001701 // in utero embryonic development // inferred from genetic interaction///0001970 // positive regulation of activation of membrane attack complex // inferred from mutant phenotype///0006955 // immune response // inferred from electronic annotation///0043065 // positive regulation of apoptotic process // not recorded///0045766 // positive regulation of angiogenesis // inferred from mutant phenotype///0045917 // positive regulation of complement activation // inferred from mutant phenotype
44.17568 149.98734 0.0038113 NM_011407 3.40 Slfn1 schlafen 1 0000122 // negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///0001933 // negative regulation of protein phosphorylation // inferred from direct assay///0007050 // cell cycle arrest // inferred from direct assay///0008285 // negative regulation of cell proliferation // inferred from direct assay///0042130 // negative regulation of T cell proliferation // inferred from direct assay///1900477 // negative regulation of G1/S transition of mitotic cell cycle by negative regulation of transcription from RNA polymerase II promoter // inferred from direct assay///2000134 // negative regulation of G1/S transition of mitotic cell cycle // inferred from direct assay///2000134 // negative regulation of G1/S transition of mitotic cell cycle // inferred from genetic interaction
59.881104 205.83244 0.0085573 NM_031367 3.45 Ifi44l interferon-induced protein 44 like 0006955 // immune response // inferred from direct assay
94.69661 323.3394 0.0066193 NM_024286///XM_0065129313.46 Popdc3 popeye domain containing 3 0042391 // regulation of membrane potential // inferred from genetic interaction



[C3H/HeN](raw) [Gsr-KO](raw) p (Corr) RefSeq Transcript ID FD Gene Symbol Gene Title Gene Ontology Biological Process
148.76588 525.8434 0.0017344 NM_001045481///NM_001302649///NM_001302650///NM_001302651///NM_008328///XM_006496669///XM_006496671///XM_011238759///XM_011238760///XM_011238761///XM_011238762///XM_011238763///XM_011238764///XM_011238895///XM_011251389///XM_011251390///XM_0112513913.51 Gm16340///Ifi203///LOC102641031interferon-activable protein 203-like///interferon activated gene 203///interferon-activable protein 2030000122 // negative regulation of transcription from RNA polymerase II promoter // ---///0030308 // negative regulation of cell growth // inferred from mutant phenotype///0035458 // cellular response to interferon-beta // inferred from direct assay///0040008 // regulation of growth // inferred from electronic annotation
148.76588 525.8434 0.0017344 NM_001045481///NM_001302649///NM_001302650///NM_001302651///NM_008328///XM_006496669///XM_006496671///XM_011238759///XM_011238760///XM_011238761///XM_011238762///XM_011238763///XM_011238764///XM_011238895///XM_011251389///XM_011251390///XM_0112513913.51 Gm16340///Ifi203///LOC102641031interferon-activable protein 203-like///interferon activated gene 203///interferon-activable protein 2030000122 // negative regulation of transcription from RNA polymerase II promoter // ---///0030308 // negative regulation of cell growth // inferred from mutant phenotype///0035458 // cellular response to interferon-beta // inferred from direct assay///0040008 // regulation of growth // inferred from electronic annotation
122.42584 440.06717 0.0093457 NM_001302559///NM_011410///XM_006532659///XM_006532660///XM_006532661///XM_006532663///XM_006532664///NM_011409///XM_006532657///XM_006532658///XM_0112488403.54 Slfn4///Slfn3 schlafen 4///schlafen 3 0008285 // negative regulation of cell proliferation // inferred from direct assay
77.33128 277.4902 0.0044089 NM_009978///XM_006498658///XM_0064986593.59 Cst8 cystatin 8 (cystatin-related epididymal spermatogenic) 0010466 // negative regulation of peptidase activity // inferred from electronic annotation///0010951 // negative regulation of endopeptidase activity // inferred from electronic annotation
19.270977 69.53402 0.0090404 NM_080847///XM_006505206///XM_011241087///XM_011241088///XM_0112410893.59 Asb15 ankyrin repeat and SOCS box-containing 15 0016567 // protein ubiquitination // inferred from electronic annotation///0035556 // intracellular signal transduction // inferred from electronic annotation
250.2713 918.66266 5.12E-04 NM_028765///XM_006500273///XM_0112398083.63 Acoxl acyl-Coenzyme A oxidase-like 0006631 // fatty acid metabolic process // inferred from electronic annotation///0006635 // fatty acid beta-oxidation // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0033539 // fatty acid beta-oxidation using acyl-CoA dehydrogenase // not recorded///0055088 // lipid homeostasis // not recorded///0055114 // oxidation-reduction process // inferred from electronic annotation
248.67621 911.01575 0.0026157 NM_028770///XM_0065214873.65 Krt80 keratin 80
311.6158 1145.917 0.0034655 NM_133871///XM_006502485///XM_0065024863.66 Ifi44 interferon-induced protein 44
117.619316 433.94168 0.0028847 NM_007689 3.70 Chad chondroadherin 0001502 // cartilage condensation // inferred from electronic annotation///0060348 // bone development // inferred from mutant phenotype///1900155 // negative regulation of bone trabecula formation // inferred from mutant phenotype
68.84327 254.50429 0.0089772 XR_389090///XR_393604///XR_864326///XR_864327///XR_864328///XR_880260///XR_880261///XR_8802623.71 Gm11716 predicted gene 11716
109.76887 399.0587 0.0096679 NM_008744 3.71 Ntn1 netrin 1 0001764 // neuron migration // inferred from mutant phenotype///0006915 // apoptotic process // inferred from electronic annotation///0006930 // substrate-dependent cell migration, cell extension // not recorded///0007265 // Ras protein signal transduction // not recorded///0007409 // axonogenesis // inferred from direct assay///0007411 // axon guidance // inferred from direct assay///0007411 // axon guidance // inferred from mutant phenotype///0008284 // positive regulation of cell proliferation // inferred from mutant phenotype///0016337 // single organismal cell-cell adhesion // inferred from genetic interaction///0030334 // regulation of cell migration // inferred from direct assay///0030334 // regulation of cell migration // inferred from mutant phenotype///0030517 // negative regulation of axon extension // inferred from direct assay///0030879 // mammary gland development // inferred from genetic interaction///0032488 // Cdc42 protein signal transduction // not recorded///0033564 // anterior/posterior a
127.171875 498.67465 0.0022089 NM_010501///XM_011247151///XM_011247152///XM_0112471533.88 Ifit3 interferon-induced protein with tetratricopeptide repeats 3 0002376 // immune system process // inferred from electronic annotation///0008285 // negative regulation of cell proliferation // inferred from sequence or structural similarity///0009615 // response to virus // inferred from sequence or structural similarity///0035457 // cellular response to interferon-alpha // inferred from electronic annotation///0035458 // cellular response to interferon-beta // inferred from direct assay///0035634 // response to stilbenoid // inferred from expression pattern///0043066 // negative regulation of apoptotic process // inferred from sequence or structural similarity///0045087 // innate immune response // inferred from electronic annotation///0051607 // defense response to virus // not recorded///0060337 // type I interferon signaling pathway // not recorded
240.64757 932.2404 0.0040953 NM_011854///XM_006530314///XM_006530315///XM_0065303163.89 Oasl2 2'-5' oligoadenylate synthetase-like 2 0002376 // immune system process // inferred from electronic annotation///0006164 // purine nucleotide biosynthetic process // inferred from direct assay///0006955 // immune response // inferred from electronic annotation///0008152 // metabolic process // inferred from electronic annotation///0009615 // response to virus // traceable author statement///0045087 // innate immune response // inferred from electronic annotation///0051607 // defense response to virus // inferred from electronic annotation
21.40042 83.14979 0.0029632 NM_198192 3.95 Qrfpr pyroglutamylated RFamide peptide receptor 0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // not recorded///0007218 // neuropeptide signaling pathway // inferred from electronic annotation///0032870 // cellular response to hormone stimulus // not recorded///1901652 // response to peptide // not recorded
81.53489 330.30823 0.0080529 NM_027491 4.11 Rragd Ras-related GTP binding D 0009267 // cellular response to starvation // not recorded///0010506 // regulation of autophagy // not recorded///0032008 // positive regulation of TOR signaling // not recorded///0071230 // cellular response to amino acid stimulus // not recorded
24.4407 99.06813 0.0089693 NM_001081180///XM_006526279///XM_0065262804.18 Spink5 serine peptidase inhibitor, Kazal type 5 0002787 // negative regulation of antibacterial peptide production // inferred from mutant phenotype///0009913 // epidermal cell differentiation // not recorded///0010951 // negative regulation of endopeptidase activity // not recorded///0030155 // regulation of cell adhesion // inferred from mutant phenotype///0045861 // negative regulation of proteolysis // inferred from mutant phenotype///1900004 // negative regulation of serine-type endopeptidase activity // inferred from mutant phenotype///1902572 // negative regulation of serine-type peptidase activity // inferred from mutant phenotype
1292.4209 5602.4985 0.0029632 NM_001099217///NM_001252055///NM_001252056///NM_001252057///NM_001252058///NM_010741///XM_006520521///XM_011245390///XM_0112453914.35 Ly6c1///Ly6c2 lymphocyte antigen 6 complex, locus C1///lymphocyte antigen 6 complex, locus C2
284.9526 1298.0779 0.0058237 NM_001039160///NM_001243039///NM_001243040///NM_029000///XM_011241635///XM_011241636///XM_011241926///XM_0112419274.52 Gm4070///Gvin1 predicted gene 4070///GTPase, very large interferon inducible 1
97.2642 456.6046 0.0059002 NM_001204201///NM_001204202///NM_001204203///NM_001204233///NM_0092634.62 Spp1 secreted phosphoprotein 1 0001503 // ossification // inferred from electronic annotation///0001649 // osteoblast differentiation // not recorded///0006954 // inflammatory response // inferred from electronic annotation///0007155 // cell adhesion // not recorded///0010033 // response to organic substance // not recorded///0010811 // positive regulation of cell-substrate adhesion // inferred from direct assay///0030154 // cell differentiation // inferred from electronic annotation///0030593 // neutrophil chemotaxis // inferred from direct assay///0030593 // neutrophil chemotaxis // inferred from genetic interaction///0031214 // biomineral tissue development // inferred from electronic annotation///0033280 // response to vitamin D // not recorded///0043066 // negative regulation of apoptotic process // non-traceable author statement///0045780 // positive regulation of bone resorption // not recorded///0048545 // response to steroid hormone // not recorded///0048685 // negative regulation of collateral sprouting of intact axon in response
1081.0643 5144.0933 8.76E-04 NM_009349 4.83 Inmt indolethylamine N-methyltransferase 0009308 // amine metabolic process // not recorded///0009636 // response to toxic substance // inferred from electronic annotation///0032259 // methylation // not recorded
105.83715 517.7283 0.0016929 NM_001004173///XM_006496505///XM_006496506///XM_011238695///XR_373543///XR_3735444.91 Sgpp2 sphingosine-1-phosphate phosphotase 2 0006470 // protein dephosphorylation // ---///0006470 // protein dephosphorylation // inferred from electronic annotation///0006670 // sphingosine metabolic process // not recorded///0016311 // dephosphorylation // not recorded
732.7444 3666.9175 0.0010806 NM_007695///XM_006529111///XM_0065291125.00 Chil1 chitinase-like 1 0005975 // carbohydrate metabolic process // inferred from electronic annotation///0006032 // chitin catabolic process // inferred from electronic annotation///0006915 // apoptotic process // inferred from electronic annotation///0006954 // inflammatory response // inferred from electronic annotation///0007250 // activation of NF-kappaB-inducing kinase activity // inferred from direct assay///0009612 // response to mechanical stimulus // inferred from electronic annotation///0009612 // response to mechanical stimulus // inferred from sequence or structural similarity///0010800 // positive regulation of peptidyl-threonine phosphorylation // inferred from direct assay///0030324 // lung development // not recorded///0034612 // response to tumor necrosis factor // inferred from electronic annotation///0034612 // response to tumor necrosis factor // inferred from sequence or structural similarity///0045766 // positive regulation of angiogenesis // not recorded///0051897 // positive regulation of protein kinase B s
75.53567 381.17316 0.0022352 NM_022983 5.03 Lpar3 lysophosphatidic acid receptor 3 0000187 // activation of MAPK activity // inferred from direct assay///0007165 // signal transduction // inferred from electronic annotation///0007186 // G-protein coupled receptor signaling pathway // inferred from mutant phenotype///0007186 // G-protein coupled receptor signaling pathway // not recorded///0032060 // bleb assembly // inferred from genetic interaction///0043410 // positive regulation of MAPK cascade // inferred from direct assay///0048672 // positive regulation of collateral sprouting // inferred from mutant phenotype///0051482 // positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-protein coupled signaling pathway // not recorded///0051928 // positive regulation of calcium ion transport // not recorded
335.8451 1698.0586 7.20E-05 NM_001081346///NM_133244///XM_006513290///XM_006513291///XM_0065132925.07 Rtkn2 rhotekin 2 0008284 // positive regulation of cell proliferation // inferred from direct assay///0030097 // hemopoiesis // inferred from direct assay
39.824207 215.54616 0.0089693 NM_024435///XM_0065139925.38 Nts neurotensin 0001889 // liver development // inferred from electronic annotation///0001975 // response to amphetamine // inferred from electronic annotation///0006972 // hyperosmotic response // inferred from electronic annotation///0008542 // visual learning // not recorded///0032355 // response to estradiol // inferred from electronic annotation///0042220 // response to cocaine // inferred from electronic annotation///0048565 // digestive tract development // inferred from electronic annotation///0048678 // response to axon injury // inferred from electronic annotation///0050880 // regulation of blood vessel size // inferred from electronic annotation///0051385 // response to mineralocorticoid // inferred from electronic annotation///0051412 // response to corticosterone // inferred from electronic annotation///0071285 // cellular response to lithium ion // inferred from electronic annotation///0071549 // cellular response to dexamethasone stimulus // inferred from electronic annotation///0097332 // response to antipsyc
1546.6343 8505.589 8.76E-04 NM_001271416///NM_001271417///NM_001271418///NM_001271419///NM_001271446///NM_0107385.65 Ly6a lymphocyte antigen 6 complex, locus A
285.31845 1651.0138 0.0053407 NM_001289492///NM_001289493///NM_018734///XM_006501719///XM_006501721///XM_0065017245.86 Gbp3 guanylate binding protein 3 0008152 // metabolic process // inferred from electronic annotation///0035458 // cellular response to interferon-beta // inferred from direct assay///0042832 // defense response to protozoan // inferred from direct assay///0044406 // adhesion of symbiont to host // inferred from direct assay///0050830 // defense response to Gram-positive bacterium // inferred from direct assay///0071346 // cellular response to interferon-gamma // inferred from direct assay
113.93021 760.41766 0.003657 NM_008331 6.73 Ifit1 interferon-induced protein with tetratricopeptide repeats 1 0002376 // immune system process // inferred from electronic annotation///0009615 // response to virus // inferred from mutant phenotype///0035457 // cellular response to interferon-alpha // inferred from direct assay///0035458 // cellular response to interferon-beta // inferred from direct assay///0045087 // innate immune response // inferred from electronic annotation///0050688 // regulation of defense response to virus // inferred from electronic annotation///0051607 // defense response to virus // not recorded///0060337 // type I interferon signaling pathway // not recorded///0071357 // cellular response to type I interferon // inferred from electronic annotation///0071360 // cellular response to exogenous dsRNA // inferred from electronic annotation


