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taxon:9606 176130 1902 nucleolar protein 3gene biological_process-&-1&-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0042345-&&-regulation of NF-kappaB import into nucleus-%%-GO:0006376-&&-mRNA splice site selection-%%-GO:1990001-&&-inhibition of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0014808-&&-release of sequestered calcium ion into cytosol by sarcoplasmic reticulum-%%-GO:0014736-&&-negative regulation of muscle atrophy-%%-GO:0060547-&&-negative regulation of necrotic cell death-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway-%%-GO:0001974-&&-blood vessel remodeling-%%-GO:0010804-&&-negative regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0001666-&&-response to hypoxia-%%-GO:0051259-&&-protein oligomerization-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0008380-&&-RNA splicing-%%-GO:1902176-&&-negative regulation of oxidative stress-induced intrinsic apoptotic signaling pathway-%%-GO:0014876-&&-response to injury involved in regulationG:9606:NOL3 NOL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOL3NOL3 FALSE NOL3
taxon:9606 167939 1902 ring finger protein 34gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0035872-&&-nucleotide-binding domain, leucine rich repeat containing receptor signaling pathway-%%-GO:2000374-&&-regulation of oxygen metabolic process-%%-GO:1901797-&&-negative regulation of signal transduction by p53 class mediator-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0070417-&&-cellular response to cold-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:2001271-&&-negative regulation of cysteine-type endopeptidase activity involved in execution phase of apoptosis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0016607-&&-nuclear speck-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nuclG:9606:RNF34 RNF34 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF34RNF34 FALSE RNF34
taxon:9606 180225 1902 integrin subunit alpha Vgene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0010745-&&-negative regulation of macrophage derived foam cell differentiation-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:2000425-&&-regulation of apoptotic cell clearance-%%-GO:0010888-&&-negative regulation of lipid storage-%%-GO:0070371-&&-ERK1 and ERK2 cascade-%%-GO:0001525-&&-angiogenesis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0016049-&&-cell growth-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0034113-&&-heterotypic cell-cell adhesion-%%-GO:0045785-&&-positive regulation of cell adhesion-%%-GO:0002479-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0033690-&&-positive regulation of osteoblast proliferation-%%-GO:0045715-&&-negative regulation of low-density lipoprotein particle receptor biosynthetic proceG:9606:ITGAV KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04145-&&-Phagosome-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa05205-&&-Proteoglycans in cancerITGAV Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITGAVITGAV FALSE ITGAV
taxon:9606 176135 1902 selenium binding protein 1gene biological_process-&-1&-GO:0015031-&&-protein transport|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0008430-&&-selenium binding-%%-GO:0005515-&&-protein bindingG:9606:SELENBP1 SELENBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SELENBP1SELENBP1 FALSE SELENBP1
taxon:9606 180229 1902 integrin subunit alpha Dgene biological_process-&-1&-GO:0006955-&&-immune response-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0034113-&&-heterotypic cell-cell adhesion-%%-GO:0007229-&&-integrin-mediated signaling pathway|cellular_component-&-1&-GO:0009986-&&-cell surface-%%-GO:0005886-&&-plasma membrane-%%-GO:0008305-&&-integrin complex|molecular_function-&-1&-GO:0046872-&&-metal ion bindingG:9606:ITGAD KEGG-&-1&-hsa04810-&&-Regulation of actin cytoskeletonITGAD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITGADITGAD FALSE ITGAD
taxon:9606 180234 1902 heterogeneous nuclear ribonucleoprotein H3gene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0008380-&&-RNA splicing-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0030855-&&-epithelial cell differentiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:HNRNPH3 HNRNPH3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPH3HNRNPH3 FALSE HNRNPH3
taxon:9606 180233 1902 heterogeneous nuclear ribonucleoprotein Kgene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:1902165-&&-regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0007165-&&-signal transduction-%%-GO:0045716-&&-positive regulation of low-density lipoprotein particle receptor biosynthetic process-%%-GO:0048260-&&-positive regulation of receptor-mediated endocytosis-%%-GO:0072369-&&-regulation of lipid transport by positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0010467-&&-gene expression-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0016032-&&-viral process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010988-&&-regulation of low-density lipoprotein particle clearance-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006366-&&-transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%G:9606:HNRNPK KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa03040-&&-Spliceosome-%%-hsa05206-&&-MicroRNAs in cancerHNRNPK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPKHNRNPK FALSE HNRNPK
taxon:9606 180238 1902 heterogeneous nuclear ribonucleoprotein Fgene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0043484-&&-regulation of RNA splicing-%%-GO:0010467-&&-gene expression-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003727-&&-single-stranded RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0017025-&&-TBP-class protein binding-%%-GO:0000166-&&-nucleotide bindingG:9606:HNRNPF HNRNPF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPFHNRNPF FALSE HNRNPF
taxon:9606 180239 1902 heterogeneous nuclear ribonucleoprotein Dgene biological_process-&-1&-GO:0097167-&&-circadian regulation of translation-%%-GO:0000723-&&-telomere maintenance-%%-GO:0021549-&&-cerebellum development-%%-GO:1901355-&&-response to rapamycin-%%-GO:0051592-&&-response to calcium ion-%%-GO:0006401-&&-RNA catabolic process-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:1905663-&&-positive regulation of telomerase RNA reverse transcriptase activity-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0001889-&&-liver development-%%-GO:1990828-&&-hepatocyte dedifferentiation-%%-GO:0051602-&&-response to electrical stimulus-%%-GO:0010467-&&-gene expression-%%-GO:0048255-&&-mRNA stabilization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1904586-&&-cellular response to putrescine-%%-GO:0061158-&&-3'-UTR-mediated mRNA destabilization-%%-GO:0000398-&&-mRNA splicing, vG:9606:HNRNPD HNRNPD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPDHNRNPD FALSE HNRNPD
taxon:9606 167948 1902 splA/ryanodine receptor domain and SOCS box containing 1gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0000209-&&-protein polyubiquitination|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:SPSB1 SPSB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPSB1SPSB1 FALSE SPSB1
taxon:9606 180236 1902 heterogeneous nuclear ribonucleoprotein H1gene biological_process-&-1&-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0006396-&&-RNA processing-%%-GO:0010467-&&-gene expression-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0043484-&&-regulation of RNA splicing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008266-&&-poly(U) RNA binding-%%-GO:0005515-&&-protein bindingG:9606:HNRNPH1 HNRNPH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPH1HNRNPH1 FALSE HNRNPH1
taxon:9606 180242 1902 heterogeneous nuclear ribonucleoprotein A2/B1gene biological_process-&-1&-GO:1990428-&&-miRNA transport-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:1905663-&&-positive regulation of telomerase RNA reverse transcriptase activity-%%-GO:0044806-&&-G-quadruplex DNA unwinding-%%-GO:0050658-&&-RNA transport-%%-GO:0010467-&&-gene expression-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0006397-&&-mRNA processing-%%-GO:1904358-&&-positive regulation of telomere maintenance via telomere lengthening-%%-GO:0031053-&&-primary miRNA processing|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015030-&&-Cajal body-%%-GO:0000781-&&-chromosome, telomeric region-%%-GO:0005634-&&-nucleus-%%-GO:0016363-&&-nuclear matrix-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-sG:9606:HNRNPA2B1 HNRNPA2B1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPA2B1HNRNPA2B1 FALSE HNRNPA2B1
taxon:9606 180243 1902 heterogeneous nuclear ribonucleoprotein A1gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0051170-&&-nuclear import-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0032211-&&-negative regulation of telomere maintenance via telomerase-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0006397-&&-mRNA processing-%%-GO:0010467-&&-gene expression-%%-GO:0051168-&&-nuclear export-%%-GO:1903936-&&-cellular response to sodium arsenite-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003727-&&-single-stranded RNA biG:9606:HNRNPA1 KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPA1HNRNPA1 FALSE HNRNPA1
taxon:9606 176147 1902 histone cluster 1 H2B family member jgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST1H2BJ KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BJ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BJHIST1H2BJ FALSE HIST1H2BJ
taxon:9606 172048 1902 copine 7 gene biological_process-&-1&-GO:0046474-&&-glycerophospholipid biosynthetic process-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0006810-&&-transport-%%-GO:0071277-&&-cellular response to calcium ion|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005215-&&-transporter activity-%%-GO:0005515-&&-protein bindingG:9606:CPNE7 CPNE7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CPNE7CPNE7 FALSE CPNE7
taxon:9606 180240 1902 heterogeneous nuclear ribonucleoprotein C (C1/C2)gene biological_process-&-1&-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0032211-&&-negative regulation of telomere maintenance via telomerase-%%-GO:0070935-&&-3'-UTR-mediated mRNA stabilization-%%-GO:0008380-&&-RNA splicing-%%-GO:0010467-&&-gene expression|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0043234-&&-protein complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0031492-&&-nucleosomal DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003730-&&-mRNA 3'-UTR binding-%%-GO:0008266-&&-poly(U) RG:9606:HNRNPC KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPCHNRNPC FALSE HNRNPC
taxon:9606 176150 1902 beta-transducin repeat containing E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0045862-&&-positive regulation of proteolysis-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0043122-&&-regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0061136-&&-regulation of proteasomal protein catabolic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0048511-&&-rhythmic process-%%-GO:0060828-&&-regulation of canonical Wnt signaling pathway-%%-GO:0033598-&&-mammary gland epithelial cell proliferation-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0045879-&&-negative regulation of smoothened signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0042752-&&-reG:9606:BTRC KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05131-&&-Shigellosis-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04710-&&-Circadian rhythmBTRC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BTRCBTRC FALSE BTRC
taxon:9606 180246 1902 one cut homeobox 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0007492-&&-endoderm development-%%-GO:0002064-&&-epithelial cell development-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0045165-&&-cell fate commitment-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0001952-&&-regulation of cell-matrix adhesion-%%-GO:0060271-&&-cilium assembly-%%-GO:0048536-&&-spleen development-%%-GO:0048731-&&-system development-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0031018-&&-endocrine pancreas development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030183-&&-B cell differentiation-%%-GO:0030154-&&-cell differentiation-%%-GO:0001889-&&-liver development|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-G:9606:ONECUT1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04950-&&-Maturity onset diabetes of the youngONECUT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ONECUT1ONECUT1 FALSE ONECUT1
taxon:9606 167958 1902 N(alpha)-acetyltransferase 15, NatA auxiliary subunitgene biological_process-&-1&-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0050821-&&-protein stabilization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006474-&&-N-terminal protein amino acid acetylation-%%-GO:0001525-&&-angiogenesis-%%-GO:0030154-&&-cell differentiation-%%-GO:0017196-&&-N-terminal peptidyl-methionine acetylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0031415-&&-NatA complex-%%-GO:0016020-&&-membrane-%%-GO:0005667-&&-transcription factor complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0043022-&&-ribosome binding-%%-GO:0016407-&&-acetyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004596-&&-peptide alpha-N-acetyltransferase activity-%%-GO:0003723-&&-RNA bindingG:9606:NAA15 NAA15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NAA15NAA15 FALSE NAA15
taxon:9606 176149 1902 histone cluster 1 H3 family member fgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3F KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3F Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3FHIST1H3F FALSE HIST1H3F
taxon:9606 180251 1902 forkhead box A1gene biological_process-&-1&-GO:0060528-&&-secretory columnal luminar epithelial cell differentiation involved in prostate glandular acinus development-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0060740-&&-prostate gland epithelium morphogenesis-%%-GO:1902691-&&-respiratory basal cell differentiation-%%-GO:0060441-&&-epithelial tube branching involved in lung morphogenesis-%%-GO:0060741-&&-prostate gland stromal morphogenesis-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0060487-&&-lung epithelial cell differentiation-%%-GO:0032355-&&-response to estradiol-%%-GO:0010719-&&-negative regulation of epithelial to mesenchymal transition-%%-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:2000049-&&-positive regulation of cell-cell adhesion mediated by cadherin-%%-GO:0045944-&&-positive rG:9606:FOXA1 FOXA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXA1FOXA1 FALSE FOXA1
taxon:9606 180248 1902 hepatocyte nuclear factor 4 alphagene biological_process-&-1&-GO:0030308-&&-negative regulation of cell growth-%%-GO:0023019-&&-signal transduction involved in regulation of gene expression-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0006591-&&-ornithine metabolic process-%%-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:2000189-&&-positive regulation of cholesterol homeostasis-%%-GO:0010470-&&-regulation of gastrulation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0019216-&&-regulation of lipid metabolic process-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0055091-&&-phospholipid homeostasis-%%-GO:0007548-&&-sex differentiation-%%-GO:0009749-&&-response to glucose-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%G:9606:HNF4A KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04950-&&-Maturity onset diabetes of the youngHNF4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNF4AHNF4A FALSE HNF4A
taxon:9606 159768 1902 small ubiquitin-like modifier 4gene biological_process-&-1&-GO:0016925-&&-protein sumoylation|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031386-&&-protein tagG:9606:SUMO4 KEGG-&-1&-hsa03013-&&-RNA transport-%%-hsa05418-&&-Fluid shear stress and atherosclerosisSUMO4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUMO4SUMO4 FALSE SUMO4
taxon:9606 180249 1902 forkhead box A3gene biological_process-&-1&-GO:0016569-&&-covalent chromatin modification-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007283-&&-spermatogenesis-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0030154-&&-cell differentiation-%%-GO:0001678-&&-cellular glucose homeostasis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:FOXA3 KEGG-&-1&-hsa04950-&&-Maturity onset diabetes of the youngFOXA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXA3FOXA3 FALSE FOXA3
taxon:9606 176153 1902 kynureninasegene biological_process-&-1&-GO:0006569-&&-tryptophan catabolic process-%%-GO:0019442-&&-tryptophan catabolic process to acetyl-CoA-%%-GO:0034516-&&-response to vitamin B6-%%-GO:0019805-&&-quinolinate biosynthetic process-%%-GO:0034341-&&-response to interferon-gamma-%%-GO:0009435-&&-NAD biosynthetic process-%%-GO:0097053-&&-L-kynurenine catabolic process-%%-GO:0043420-&&-anthranilate metabolic process-%%-GO:0019441-&&-tryptophan catabolic process to kynurenine|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0030429-&&-kynureninase activity-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0030170-&&-pyridoxal phosphate bindingG:9606:KYNU KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00380-&&-Tryptophan metabolismKYNU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KYNUKYNU FALSE KYNU
taxon:9606 172057 1902 dickkopf WNT signaling pathway inhibitor 3gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:2000065-&&-negative regulation of cortisol biosynthetic process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0030325-&&-adrenal gland development-%%-GO:0032348-&&-negative regulation of aldosterone biosynthetic process-%%-GO:1902613-&&-negative regulation of anti-Mullerian hormone signaling pathway-%%-GO:0017015-&&-regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway|cellular_component-&-1&-GO:0005615-&&-extracellular spaceG:9606:DKK3 DKK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DKK3DKK3 FALSE DKK3
taxon:9606 180254 1902 nuclear receptor subfamily 4 group A member 1gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0061469-&&-regulation of type B pancreatic cell proliferation-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0007165-&&-signal transduction-%%-GO:0035767-&&-endothelial cell chemotaxis-%%-GO:0071376-&&-cellular response to corticotropin-releasing hormone stimulus-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0044344-&&-cellular response to fibroblast growth factor stimulus-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0002042-&&-cell migration involved in sprouting angiogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%G:9606:NR4A1 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04925-&&-Aldosterone synthesis and secretionNR4A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR4A1NR4A1 FALSE NR4A1
taxon:9606 167966 1902 THO complex 7gene biological_process-&-1&-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0008380-&&-RNA splicing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0046784-&&-viral mRNA export from host cell nucleus|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0000445-&&-THO complex part of transcription export complex-%%-GO:0005829-&&-cytosol-%%-GO:0000346-&&-transcription export complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0000347-&&-THO complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:THOC7 KEGG-&-1&-hsa03013-&&-RNA transportTHOC7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THOC7THOC7 FALSE THOC7
taxon:9606 180255 1902 heme oxygenase 2gene biological_process-&-1&-GO:0006979-&&-response to oxidative stress-%%-GO:0042167-&&-heme catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0006788-&&-heme oxidation-%%-GO:0055072-&&-iron ion homeostasis|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0004392-&&-heme oxygenase (decyclizing) activity-%%-GO:0020037-&&-heme binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:HMOX2 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00860-&&-Porphyrin and chlorophyll metabolism-%%-hsa04978-&&-Mineral absorptionHMOX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HMOX2HMOX2 FALSE HMOX2
taxon:9606 176156 1902 far upstream element binding protein 3gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0010628-&&-positive regulation of gene expression|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:FUBP3 FUBP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FUBP3FUBP3 FALSE FUBP3
taxon:9606 180258 1902 high mobility group AT-hook 1gene biological_process-&-1&-GO:0006268-&&-DNA unwinding involved in DNA replication-%%-GO:0031936-&&-negative regulation of chromatin silencing-%%-GO:0006284-&&-base-excision repair-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0090402-&&-oncogene-induced cell senescence-%%-GO:0009615-&&-response to virus-%%-GO:0006461-&&-protein complex assembly-%%-GO:0075713-&&-establishment of integrated proviral latency-%%-GO:0035986-&&-senescence-associated heterochromatin focus assembly-%%-GO:2000774-&&-positive regulation of cellular senescence-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0051169-&&-nuclear transport|cellular_component-&-1&-GO:0090575-&&-RNA polyG:9606:HMGA1 HMGA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HMGA1HMGA1 FALSE HMGA1
taxon:9606 176167 1902 SNRPN upstream reading framegene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003674-&&-molecular_functionG:9606:SNURF SNURF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNURFSNURF FALSE SNURF
taxon:9606 172071 1902 TATA-box binding protein associated factor 5 likegene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0030914-&&-STAGA complex-%%-GO:0000932-&&-P-body-%%-GO:0016607-&&-nuclear speck-%%-GO:0033276-&&-transcription factor TFTC complex|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:TAF5L KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF5L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF5LTAF5L FALSE TAF5L
taxon:9606 127012 1902 BOLA2-SMG1P6 readthroughgene G:9606:BOLA2-SMG1P6 BOLA2-SMG1P6Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BOLA2-SMG1P6BOLA2-SMG1P6FALSE BOLA2-SMG1P6
taxon:9606 172068 1902 calcyclin binding proteingene biological_process-&-1&-GO:0060548-&&-negative regulation of cell death-%%-GO:0007568-&&-aging-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0060416-&&-response to growth hormone-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0071277-&&-cellular response to calcium ion|cellular_component-&-1&-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005641-&&-nuclear envelope lumen-%%-GO:0044297-&&-cell body-%%-GO:0030877-&&-beta-catenin destruction complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activityG:9606:CACYBP KEGG-&-1&-hsa04310-&&-Wnt signaling pathwayCACYBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CACYBPCACYBP FALSE CACYBP
taxon:9606 176165 1902 forkhead box H1gene biological_process-&-1&-GO:0035054-&&-embryonic heart tube anterior/posterior pattern specification-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0048318-&&-axial mesoderm development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0003222-&&-ventricular trabecula myocardium morphogenesis-%%-GO:2000824-&&-negative regulation of androgen receptor activity-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0035909-&&-aorta morphogenesis-%%-GO:1900164-&&-nodal signaling pathway involved in determination of lateral mesoderm left/right asymmetry-%%-GO:0003151-&&-outflow tract morphogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0033147-&&-negative regulation of intracellular estrogen receptor signaling pathway-%%-GO:0060766-&&-negative regulation of androgen receptor signaling pathway-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0003139G:9606:FOXH1 FOXH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXH1FOXH1 FALSE FOXH1
taxon:9606 172072 1902 trafficking protein particle complex 3gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0030008-&&-TRAPP complex-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0017112-&&-Rab guanyl-nucleotide exchange factor activity-%%-GO:0005515-&&-protein bindingG:9606:TRAPPC3 TRAPPC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRAPPC3TRAPPC3 FALSE TRAPPC3
taxon:9606 176169 1902 HECT and RLD domain containing E3 ubiquitin protein ligase 2gene biological_process-&-1&-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0007283-&&-spermatogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005814-&&-centriole-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0032183-&&-SUMO binding-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:HERC2 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisHERC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HERC2HERC2 FALSE HERC2
taxon:9606 180268 1902 high mobility group box 2gene biological_process-&-1&-GO:0032728-&&-positive regulation of interferon-beta production-%%-GO:0045087-&&-innate immune response-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032392-&&-DNA geometric change-%%-GO:0051103-&&-DNA ligation involved in DNA repair-%%-GO:0072091-&&-regulation of stem cell proliferation-%%-GO:0006325-&&-chromatin organization-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0045089-&&-positive regulation of innate immune response-%%-GO:0002437-&&-inflammatory response to antigenic stimulus-%%-GO:0050918-&&-positive chemotaxis-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation-%%-GO:0048545-&&-response to steroid hormone-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0033151-&&-V(D)J recombination-%%G:9606:HMGB2 HMGB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HMGB2HMGB2 FALSE HMGB2
taxon:9606 180269 1902 high mobility group box 1gene biological_process-&-1&-GO:0043537-&&-negative regulation of blood vessel endothelial cell migration-%%-GO:0043371-&&-negative regulation of CD4-positive, alpha-beta T cell differentiation-%%-GO:0050716-&&-positive regulation of interleukin-1 secretion-%%-GO:0032425-&&-positive regulation of mismatch repair-%%-GO:0034165-&&-positive regulation of toll-like receptor 9 signaling pathway-%%-GO:0001773-&&-myeloid dendritic cell activation-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0043277-&&-apoptotic cell clearance-%%-GO:0050918-&&-positive chemotaxis-%%-GO:2001200-&&-positive regulation of dendritic cell differentiation-%%-GO:0006914-&&-autophagy-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0006310-&&-DNA recombination-%%-GO:0032072-&&-regulation of restriction endodeoxyribonuclease activity-%%-GO:0002224-&&-toll-like receptor signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0032689-&&-negative regulation of interferon-gamma production-%%-GO:0090026-&&-positive regulation of monG:9606:HMGB1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04140-&&-Autophagy - animal-%%-hsa03410-&&-Base excision repairHMGB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HMGB1HMGB1 FALSE HMGB1
taxon:9606 172080 1902 forkhead box P1gene biological_process-&-1&-GO:0032680-&&-regulation of tumor necrosis factor production-%%-GO:0035926-&&-chemokine (C-C motif) ligand 2 secretion-%%-GO:1900424-&&-regulation of defense response to bacterium-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0036035-&&-osteoclast development-%%-GO:0042118-&&-endothelial cell activation-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:0002903-&&-negative regulation of B cell apoptotic process-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:0050706-&&-regulation of interleukin-1 beta secretion-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0042117-&&-monocyte activation-%%-GO:1901509-&&-regulation of endothelial tube morphogenesis-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:2001182-&&-regulation of interleukin-12 secretion-%%-GO:0042116-&&-macrophG:9606:FOXP1 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerFOXP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXP1FOXP1 FALSE FOXP1
taxon:9606 167988 1902 mitotic spindle organizing protein 2Bgene cellular_component-&-1&-GO:0008274-&&-gamma-tubulin ring complex-%%-GO:0005819-&&-spindle-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0005815-&&-microtubule organizing center|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MZT2B MZT2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MZT2BMZT2B FALSE MZT2B
taxon:9606 172094 1902 staphylococcal nuclease and tudor domain containing 1gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0006401-&&-RNA catabolic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016032-&&-viral process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0042470-&&-melanosome-%%-GO:0097433-&&-dense body-%%-GO:0016442-&&-RISC complex|molecular_function-&-1&-GO:0004518-&&-nuclease activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003712-&&-transcription cofactor activity-%%-GO:0003723-&&-RNA bindingG:9606:SND1 KEGG-&-1&-hsa05203-&&-Viral carcinogenesisSND1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SND1SND1 FALSE SND1
taxon:9606 176191 1902 eukaryotic translation initiation factor 2 subunit betagene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0008584-&&-male gonad development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0002176-&&-male germ cell proliferation-%%-GO:0006413-&&-translational initiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005850-&&-eukaryotic translation initiation factor 2 complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0008135-&&-translation factor activity, RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003743-&&-translation initiation factor activityG:9606:EIF2S2 KEGG-&-1&-hsa03013-&&-RNA transportEIF2S2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF2S2EIF2S2 FALSE EIF2S2
taxon:9606 172095 1902 proline, glutamate and leucine rich protein 1gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0071391-&&-cellular response to estrogen stimulus-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0035327-&&-transcriptionally active chromatin-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071339-&&-MLL1 complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0008134-&&-transcription factor bindingG:9606:PELP1 PELP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PELP1PELP1 FALSE PELP1
taxon:9606 172107 1902 mutL homolog 3gene biological_process-&-1&-GO:0008104-&&-protein localization-%%-GO:0006298-&&-mismatch repair-%%-GO:0007140-&&-male meiosis-%%-GO:0007130-&&-synaptonemal complex assembly-%%-GO:0007144-&&-female meiosis I-%%-GO:0007131-&&-reciprocal meiotic recombination|cellular_component-&-1&-GO:0005712-&&-chiasma-%%-GO:0001673-&&-male germ cell nucleus-%%-GO:0032300-&&-mismatch repair complex-%%-GO:0000795-&&-synaptonemal complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0030983-&&-mismatched DNA binding-%%-GO:0003697-&&-single-stranded DNA binding-%%-GO:0016887-&&-ATPase activity-%%-GO:0003696-&&-satellite DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0019237-&&-centromeric DNA bindingG:9606:MLH3 KEGG-&-1&-hsa03430-&&-Mismatch repairMLH3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MLH3MLH3 FALSE MLH3
taxon:9606 176203 1902 far upstream element binding protein 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0010628-&&-positive regulation of gene expression|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003697-&&-single-stranded DNA bindingG:9606:FUBP1 FUBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FUBP1FUBP1 FALSE FUBP1
taxon:9606 172104 1902 zinc finger and BTB domain containing 32gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0036297-&&-interstrand cross-link repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion bindingG:9606:ZBTB32 ZBTB32 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB32ZBTB32 FALSE ZBTB32
taxon:9606 172108 1902 forkhead box B1gene biological_process-&-1&-GO:0007595-&&-lactation-%%-GO:0061381-&&-cell migration in diencephalon-%%-GO:0033504-&&-floor plate development-%%-GO:0001756-&&-somitogenesis-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0008542-&&-visual learning-%%-GO:0022029-&&-telencephalon cell migration-%%-GO:0061030-&&-epithelial cell differentiation involved in mammary gland alveolus development-%%-GO:0061379-&&-inferior colliculus development-%%-GO:0021794-&&-thalamus development-%%-GO:0021510-&&-spinal cord development-%%-GO:0001655-&&-urogenital system development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0061377-&&-mammary gland lobule development-%%-GO:0007412-&&-axon target recognition-%%-GO:0021855-&&-hypothalamus cell migration-%%-GO:0030901-&&-midbrain development-%%-GO:0061374-&&-mammillothalamic axonal tract development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0021767-&&-mammillary body development|cellular_component-&-1&-GO:0005634-&&-nuG:9606:FOXB1 FOXB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXB1FOXB1 FALSE FOXB1
taxon:9606 176205 1902 sequestosome 1gene biological_process-&-1&-GO:0016239-&&-positive regulation of macroautophagy-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0006915-&&-apoptotic process-%%-GO:0016236-&&-macroautophagy-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0000422-&&-mitophagy-%%-GO:0043122-&&-regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0006914-&&-autophagy-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006950-&&-response to stress-%%-GO:0008104-&&-protein localization-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0030154-&&-cell differentiation-%%-GO:0098779-&&-positive regulation of macromitophagy in response to mitochondrial depolarization-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0061635-&&-regulation of protein complex stability-%%-GO:0046578-&&-regulation of Ras protein signal transduction-%%-GO:0006511-&&-ubiquitG:9606:SQSTM1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04218-&&-Cellular senescence-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05418-&&-Fluid shear stress and atherosclerosisSQSTM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SQSTM1SQSTM1 FALSE SQSTM1
taxon:9606 176215 1902 period circadian clock 2gene biological_process-&-1&-GO:0019249-&&-lactate biosynthetic process-%%-GO:0097167-&&-circadian regulation of translation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0042754-&&-negative regulation of circadian rhythm-%%-GO:0050767-&&-regulation of neurogenesis-%%-GO:0002931-&&-response to ischemia-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0070345-&&-negative regulation of fat cell proliferation-%%-GO:0006631-&&-fatty acid metabolic process-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0051946-&&-regulation of glutamate uptake involved in transmission of nerve impulse-%%-GO:0007623-&&-circadian rhythm-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0005978-&&-glycogen biosynthetic process-%%-GO:0019229-&&-regulation of vasoconstriction-%%-GO:0051726-&&-regulation of cell cycleG:9606:PER2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04710-&&-Circadian rhythm-%%-hsa04713-&&-Circadian entrainment-%%-hsa05221-&&-Acute myeloid leukemiaPER2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PER2PER2 FALSE PER2
taxon:9606 163930 1902 PDLIM1 interacting kinase 1 likegene biological_process-&-1&-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:PDIK1L PDIK1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDIK1LPDIK1L FALSE PDIK1L
taxon:9606 180315 1902 ubiquitin conjugating enzyme E2 Kgene biological_process-&-1&-GO:0010994-&&-free ubiquitin chain polymerization-%%-GO:0060340-&&-positive regulation of type I interferon-mediated signaling pathway-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0035458-&&-cellular response to interferon-beta-%%-GO:0010800-&&-positive regulation of peptidyl-threonine phosphorylation-%%-GO:0032434-&&-regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0032433-&&-filopodium tip-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0034450-&&-ubiquitin-ubiquitin ligase activity-%%-GO:0004842-&&-ubiquitin-protein tranG:9606:UBE2K KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2K Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2KUBE2K FALSE UBE2K
taxon:9606 176222 1902 nuclear receptor subfamily 1 group I member 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0042908-&&-xenobiotic transport-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0008202-&&-steroid metabolic process-%%-GO:0007165-&&-signal transduction-%%-GO:0046618-&&-drug export-%%-GO:0042738-&&-exogenous drug catabolic process-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0008144-&&-drug binding-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator acG:9606:NR1I2 NR1I2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR1I2NR1I2 FALSE NR1I2
taxon:9606 180318 1902 HIC ZBTB transcriptional repressor 1gene biological_process-&-1&-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0043517-&&-positive regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0000785-&&-chromatin-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0042826-&&-histone deacetylase binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIC1 HIC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIC1HIC1 FALSE HIC1
taxon:9606 172127 1902 poly(A) binding protein cytoplasmic 1gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:2000623-&&-negative regulation of nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:1900153-&&-positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay-%%-GO:0006413-&&-translational initiation-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0060213-&&-positive regulation of nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0006378-&&-mRNA polyadenylation-%%-GO:0048255-&&-mRNA stabilization-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0010494-&&-cytoplasmic stG:9606:PABPC1 KEGG-&-1&-hsa03018-&&-RNA degradation-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa03013-&&-RNA transportPABPC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PABPC1PABPC1 FALSE PABPC1
taxon:9606 180317 1902 hypoxia inducible factor 1 alpha subunitgene biological_process-&-1&-GO:0032909-&&-regulation of transforming growth factor beta2 production-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0007165-&&-signal transduction-%%-GO:0014850-&&-response to muscle activity-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0010575-&&-positive regulation of vascular endothelial growth factor production-%%-GO:0001755-&&-neural crest cell migration-%%-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:0007595-&&-lactation-%%-GO:0016239-&&-positive regulation of macroautophagy-%%-GO:0061419-&&-positive regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0061298-&&-retina vasculature development in camera-type eye-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0006089-&&-lactate metabolic process-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GOG:9606:HIF1A KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05231-&&-Choline metabolism in cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa05205-&&-Proteoglycans in cancerHIF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIF1AHIF1A FALSE HIF1A
taxon:9606 176227 1902 lysine acetyltransferase 2Bgene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0043970-&&-histone H3-K9 acetylation-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0048511-&&-rhythmic process-%%-GO:0006473-&&-protein acetylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0018076-&&-N-terminal peptidyl-lysine acetylation-%%-GO:0018393-&&-internal peptidyl-lysine acetylation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0010835-&&-regulation of protein ADP-ribosylation-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0016032-&&-viral process-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0035948-&&-positive regulation of gluconeogenesis by positive regulation of transcription from RNA polymeraseG:9606:KAT2B KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04330-&&-Notch signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05203-&&-Viral carcinogenesisKAT2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT2BKAT2B FALSE KAT2B
taxon:9606 176228 1902 TSC22 domain family member 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:TSC22D1 TSC22D1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSC22D1TSC22D1 FALSE TSC22D1
taxon:9606 176234 1902 histone deacetylase 3gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0032008-&&-positive regulation of TOR signaling-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006476-&&-protein deacetylation-%%-GO:0071498-&&-cellular response to fluid shear stress-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0051225-&&-spindle assembly-%%-GO:0006325-&&-chromatin organization-%%-GO:0007623-&&-circadian rhythm-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0042993-&&-positive regulation of transcription factor import into nucleus-%%-GO:0010832-&&-negative regulation of myotube differentiatioG:9606:HDAC3 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHDAC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC3HDAC3 FALSE HDAC3
taxon:9606 176238 1902 CASP8 and FADD like apoptosis regulatorgene biological_process-&-1&-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:1901740-&&-negative regulation of myoblast fusion-%%-GO:1903427-&&-negative regulation of reactive oxygen species biosynthetic process-%%-GO:0006508-&&-proteolysis-%%-GO:0014732-&&-skeletal muscle atrophy-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0006915-&&-apoptotic process-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0014866-&&-skeletal myofibril assembly-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0071549-&&-cellular response to dexamethasone stimulus-%%-GO:2000347-&&-positive regulation of hepatocyte proliferation-%%-GO:1903055-&&-positive regulation of extracellular matrix organization-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0071364-&&-G:9606:CFLAR KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa04217-&&-Necroptosis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05160-&&-Hepatitis C-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04064-&&-NF-kappa B signaling pathwayCFLAR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CFLARCFLAR FALSE CFLAR
taxon:9606 180335 1902 histone deacetylase 2gene biological_process-&-1&-GO:0071300-&&-cellular response to retinoic acid-%%-GO:2000757-&&-negative regulation of peptidyl-lysine acetylation-%%-GO:0031000-&&-response to caffeine-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0032967-&&-positive regulation of collagen biosynthetic process-%%-GO:0061198-&&-fungiform papilla formation-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0048149-&&-behavioral response to ethanol-%%-GO:0001975-&&-response to amphetamine-%%-GO:0055093-&&-response to hyperoxia-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042517-&&-positive regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0032732-&&-positive regulation of interleukin-1 production-%%-GO:0016358-&&-dendrite development-%%-GO:0009913-&&-epidermal cell differentiation-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0045944-&&-positiG:9606:HDAC2 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04330-&&-Notch signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05034-&&-Alcoholism-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05220-&&-Chronic myeloid leukemiaHDAC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC2HDAC2 FALSE HDAC2
taxon:9606 180333 1902 hepatoma derived growth factorgene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0008283-&&-cell proliferation-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005615-&&-extracellular space-%%-GO:0005654-&&-nucleoplasm-%%-GO:0017053-&&-transcriptional repressor complex|molecular_function-&-1&-GO:0001106-&&-RNA polymerase II transcription corepressor activity-%%-GO:0003723-&&-RNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0008083-&&-growth factor activity-%%-GO:0008201-&&-heparin binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0001222-&&-transcription corepressor bindingG:9606:HDGF HDGF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDGFHDGF FALSE HDGF
taxon:9606 163949 1902 ring finger and CCCH-type domains 1gene biological_process-&-1&-GO:0050856-&&-regulation of T cell receptor signaling pathway-%%-GO:0033962-&&-cytoplasmic mRNA processing body assembly-%%-GO:0046007-&&-negative regulation of activated T cell proliferation-%%-GO:0030889-&&-negative regulation of B cell proliferation-%%-GO:0048535-&&-lymph node development-%%-GO:1901224-&&-positive regulation of NIK/NF-kappaB signaling-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0061014-&&-positive regulation of mRNA catabolic process-%%-GO:0045623-&&-negative regulation of T-helper cell differentiation-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0010608-&&-posttranscriptional regulation of gene expression-%%-GO:0048536-&&-spleen development-%%-GO:0000288-&&-nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay-%%-GO:0061158-&&-3'-UTR-mediated mRNA destabilization-%%-GO:0061470-&&-T follicular helper cell differentiation-%%-GO:0043029-&&-T cell homeostasis-%%-GO:0002634-&&-regulation of germinal center formation-%%-GOG:9606:RC3H1 RC3H1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RC3H1RC3H1 FALSE RC3H1
taxon:9606 176242 1902 guanine monophosphate synthasegene biological_process-&-1&-GO:0006541-&&-glutamine metabolic process-%%-GO:0006177-&&-GMP biosynthetic process-%%-GO:0009168-&&-purine ribonucleoside monophosphate biosynthetic process-%%-GO:0009113-&&-purine nucleobase biosynthetic process|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003921-&&-GMP synthase activity-%%-GO:0016462-&&-pyrophosphatase activity-%%-GO:0003922-&&-GMP synthase (glutamine-hydrolyzing) activityG:9606:GMPS KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymesGMPS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GMPSGMPS FALSE GMPS
taxon:9606 180336 1902 histone deacetylase 1gene biological_process-&-1&-GO:0006346-&&-methylation-dependent chromatin silencing-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006476-&&-protein deacetylation-%%-GO:0061198-&&-fungiform papilla formation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0009913-&&-epidermal cell differentiation-%%-GO:0016032-&&-viral process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060766-&&-negative regulation of androgen receptor signaling pathway-%%-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0043922-&&-negative regulatG:9606:HDAC1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05031-&&-Amphetamine addiction-%%-hsa05220-&&-Chronic myeloid leukemiaHDAC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC1HDAC1 FALSE HDAC1
taxon:9606 180337 1902 huntingtin gene biological_process-&-1&-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0006915-&&-apoptotic process-%%-GO:0031587-&&-positive regulation of inositol 1,4,5-trisphosphate-sensitive calcium-release channel activity-%%-GO:0000132-&&-establishment of mitotic spindle orientation-%%-GO:1905337-&&-positive regulation of aggrephagy-%%-GO:0048513-&&-animal organ development-%%-GO:0007030-&&-Golgi organization-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0047496-&&-vesicle transport along microtubule-%%-GO:1903599-&&-positive regulation of mitophagy-%%-GO:1904504-&&-positive regulation of lipophagy-%%-GO:0042297-&&-vocal learning-%%-GO:0043666-&&-regulation of phosphoprotein phosphatase activity-%%-GO:0045724-&&-positive regulation of cilium assembly|cellular_component-&-1&-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005770-&&-late endosome-%%-GO:0030424-&&-axon-%%-GO:0005634-&&-nucleus-%%-GO:0005776-&&-autophagosome-%%-GO:0030425G:9606:HTT KEGG-&-1&-hsa05016-&&-Huntington diseaseHTT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HTTHTT FALSE HTT
taxon:9606 176241 1902 transmembrane protein 11gene biological_process-&-1&-GO:0007005-&&-mitochondrion organization|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0031305-&&-integral component of mitochondrial inner membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005515-&&-protein bindingG:9606:TMEM11 TMEM11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMEM11TMEM11 FALSE TMEM11
taxon:9606 168054 1902 mitochondrial ribosomal protein L24gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005762-&&-mitochondrial large ribosomal subunit-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPL24 KEGG-&-1&-hsa03010-&&-RibosomeMRPL24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPL24MRPL24 FALSE MRPL24
taxon:9606 176246 1902 neuropilin 1 gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0061299-&&-retina vasculature morphogenesis in camera-type eye-%%-GO:1902336-&&-positive regulation of retinal ganglion cell axon guidance-%%-GO:1902946-&&-protein localization to early endosome-%%-GO:0060978-&&-angiogenesis involved in coronary vascular morphogenesis-%%-GO:0036486-&&-ventral trunk neural crest cell migration-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0038190-&&-VEGF-activated neuropilin signaling pathway-%%-GO:0097490-&&-sympathetic neuron projection extension-%%-GO:1901166-&&-neural crest cell migration involved in autonomic nervous system development-%%-GO:1904835-&&-dorsal root ganglion morphogenesis-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0060982-&&-coronary artery morphogenesis-%%-GO:0097491-&&-sympathetic neuron projection guidance-%%-GO:0021637-&&-trigeminal nerve structuG:9606:NRP1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04360-&&-Axon guidanceNRP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRP1NRP1 FALSE NRP1
taxon:9606 168055 1902 ring finger protein 128, E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0031647-&&-regulation of protein stability-%%-GO:1904352-&&-positive regulation of protein catabolic process in the vacuole-%%-GO:0061462-&&-protein localization to lysosome-%%-GO:0042036-&&-negative regulation of cytokine biosynthetic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005770-&&-late endosome-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:RNF128 RNF128 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF128RNF128 FALSE RNF128
taxon:9606 176247 1902 neuropilin 2 gene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0038084-&&-vascular endothelial growth factor signaling pathway-%%-GO:0048846-&&-axon extension involved in axon guidance-%%-GO:0007411-&&-axon guidance-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0061549-&&-sympathetic ganglion development-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0097490-&&-sympathetic neuron projection extension-%%-GO:0021675-&&-nerve development-%%-GO:1902285-&&-semaphorin-plexin signaling pathway involved in neuron projection guidance-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0001525-&&-angiogenesis-%%-GO:0097491-&&-sympathetic neuron projection guidance|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0002116-&&-semaphorin receptor complex|molecular_function-&-1&-GO:0019955-&&-cytokine binding-%%-GO:0008G:9606:NRP2 NRP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRP2NRP2 FALSE NRP2
taxon:9606 168052 1902 mitochondrial E3 ubiquitin protein ligase 1gene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0010821-&&-regulation of mitochondrion organization-%%-GO:0006915-&&-apoptotic process-%%-GO:0045824-&&-negative regulation of innate immune response-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:1901028-&&-regulation of mitochondrial outer membrane permeabilization involved in apoptotic signaling pathway-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0051881-&&-regulation of mitochondrial membrane potential-%%-GO:0071650-&&-negative regulation of chemokine (C-C motif) ligand 5 production-%%-GO:1903861-&&-positive regulation of dendrite extension-%%-GO:0010637-&&-negative regulation of mitochondrial fusion-%%-GO:0060339-&&-negative regulation of type I interferon-mediated signaling pathway-%%-GO:0000266-&&-mitochondrial fission-%%-GO:0051646-&&-mitochondrion localization-%%-GO:0050G:9606:MUL1 MUL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MUL1MUL1 FALSE MUL1
taxon:9606 180346 1902 host cell factor C1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0050821-&&-protein stabilization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043984-&&-histone H4-K16 acetylation-%%-GO:0019046-&&-release from viral latency-%%-GO:0045787-&&-positive regulation of cell cycle-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0007049-&&-cell cycle-%%-GO:0043254-&&-regulation of protein complex assembly-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005671-&&-Ada2/Gcn5/Ada3 transcription activator complex-%%-GO:0030424-&&-axon-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucG:9606:HCFC1 KEGG-&-1&-hsa05168-&&-Herpes simplex infectionHCFC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HCFC1HCFC1 FALSE HCFC1
taxon:9606 176248 1902 IQ motif containing GTPase activating protein 1gene biological_process-&-1&-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:1903829-&&-positive regulation of cellular protein localization-%%-GO:0001817-&&-regulation of cytokine production-%%-GO:0036120-&&-cellular response to platelet-derived growth factor stimulus-%%-GO:1904754-&&-positive regulation of vascular associated smooth muscle cell migration-%%-GO:0072015-&&-glomerular visceral epithelial cell development-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:1990776-&&-response to angiotensin-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:1900086-&&-positive regulation of peptidyl-tyrosine autophosphorylation-%%-GO:0043406-&&-positive regulation of MAP kinase activity-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007165-&&-signal transduction-%%-GO:1990138-&&-neuron proG:9606:IQGAP1 KEGG-&-1&-hsa04520-&&-Adherens junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05205-&&-Proteoglycans in cancerIQGAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IQGAP1IQGAP1 FALSE IQGAP1
taxon:9606 180345 1902 HCK proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0007498-&&-mesoderm development-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0045728-&&-respiratory burst after phagocytosis-%%-GO:0050764-&&-regulation of phagocytosis-%%-GO:0071801-&&-regulation of podosome assembly-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0030154-&&-cell differentiation-%%-GO:0002758-&&-innate immune response-activating signal transduction-%%-GO:0043066-&&-negative regulation of apG:9606:HCK KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04666-&&-Fc gamma R-mediated phagocytosisHCK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HCKHCK FALSE HCK
taxon:9606 180350 1902 hemoglobin subunit zetagene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043249-&&-erythrocyte maturation|cellular_component-&-1&-GO:0005833-&&-hemoglobin complex-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0020037-&&-heme bindingG:9606:HBZ HBZ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBZHBZ FALSE HBZ
taxon:9606 180354 1902 hemoglobin subunit epsilon 1gene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005833-&&-hemoglobin complex-%%-GO:0072562-&&-blood microparticle|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0020037-&&-heme binding-%%-GO:0031721-&&-hemoglobin alpha bindingG:9606:HBE1 HBE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBE1HBE1 FALSE HBE1
taxon:9606 180355 1902 hemoglobin subunit deltagene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005833-&&-hemoglobin complex-%%-GO:0072562-&&-blood microparticle|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0020037-&&-heme bindingG:9606:HBD HBD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBDHBD FALSE HBD
taxon:9606 176259 1902 barrier to autointegration factor 1gene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0009615-&&-response to virus-%%-GO:0051169-&&-nuclear transport-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0075713-&&-establishment of integrated proviral latency-%%-GO:0015074-&&-DNA integration|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000793-&&-condensed chromosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0097726-&&-LEM domain bindingG:9606:BANF1 BANF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BANF1BANF1 FALSE BANF1
taxon:9606 180352 1902 hemoglobin subunit gamma 2gene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005833-&&-hemoglobin complex-%%-GO:0072562-&&-blood microparticle|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0020037-&&-heme bindingG:9606:HBG2 HBG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBG2HBG2 FALSE HBG2
taxon:9606 180353 1902 hemoglobin subunit gamma 1gene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005833-&&-hemoglobin complex|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0020037-&&-heme bindingG:9606:HBG1 HBG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBG1HBG1 FALSE HBG1
taxon:9606 176260 1902 cyclin dependent kinase like 1gene biological_process-&-1&-GO:0006468-&&-protein phosphorylation-%%-GO:0007507-&&-heart development-%%-GO:0051726-&&-regulation of cell cycle|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004693-&&-cyclin-dependent protein serine/threonine kinase activityG:9606:CDKL1 CDKL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDKL1CDKL1 FALSE CDKL1
taxon:9606 139396 1902 U2 small nuclear RNA auxiliary factor 1 like 5gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0089701-&&-U2AF-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:U2AF1L5 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa03040-&&-SpliceosomeU2AF1L5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-U2AF1L5U2AF1L5 FALSE U2AF1L5
taxon:9606 180360 1902 hemoglobin subunit alpha 2gene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0010942-&&-positive regulation of cell death-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0015701-&&-bicarbonate transport-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0005833-&&-hemoglobin complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0031838-&&-haptoglobin-hemoglobin complex-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0071682-&&-endocytic vesicle lumen-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004601-&&-peroxidase activity-%%-GO:0020037-&&-heme binding-%%-GO:0031720-&&-haptoglobin bindingG:9606:HBA2 KEGG-&-1&-hsa05144-&&-Malaria-%%-hsa05143-&&-African trypanosomiasisHBA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBA2HBA2 FALSE HBA2
taxon:9606 180361 1902 hemoglobin subunit alpha 1gene biological_process-&-1&-GO:0015671-&&-oxygen transport-%%-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0010942-&&-positive regulation of cell death-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0015701-&&-bicarbonate transport-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0005833-&&-hemoglobin complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0031838-&&-haptoglobin-hemoglobin complex-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0071682-&&-endocytic vesicle lumen-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019825-&&-oxygen binding-%%-GO:0005344-&&-oxygen transporter activity-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004601-&&-peroxidase activity-%%-GO:0020037-&&-heme binding-%%-GO:0031720-&&-haptoglobin bindingG:9606:HBA1 KEGG-&-1&-hsa05144-&&-Malaria-%%-hsa05143-&&-African trypanosomiasisHBA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HBA1HBA1 FALSE HBA1
taxon:9606 176268 1902 tripartite motif containing 24gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0055074-&&-calcium ion homeostasis-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0070562-&&-regulation of vitamin D receptor signaling pathway-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030163-&&-protein catabolic process-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0071391-&&-cellular response to estrogen stimulus-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005726-&&-perichromatin fibrils-%%-GO:0005634-&&-nucleus-%%-GO:0005719-&&-nuclear euchromatin-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005102-&&-receptor bindiG:9606:TRIM24 TRIM24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM24TRIM24 FALSE TRIM24
taxon:9606 180368 1902 hydroxyacyl-CoA dehydrogenase/3-ketoacyl-CoA thiolase/enoyl-CoA hydratase (trifunctional protein), beta subunitgene biological_process-&-1&-GO:0035965-&&-cardiolipin acyl-chain remodeling-%%-GO:0006635-&&-fatty acid beta-oxidation|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0070062-&&-extracellular exosome-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005740-&&-mitochondrial envelope-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0004300-&&-enoyl-CoA hydratase activity-%%-GO:0005515-&&-protein binding-%%-GO:0016509-&&-long-chain-3-hydroxyacyl-CoA dehydrogenase activity-%%-GO:0003857-&&-3-hydroxyacyl-CoA dehydrogenase activity-%%-GO:0003988-&&-acetyl-CoA C-acyltransferase activity-%%-GO:0003723-&&-RNA bindingG:9606:HADHB KEGG-&-1&-hsa00280-&&-Valine, leucine and isoleucine degradation-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00062-&&-Fatty acid elongation-%%-hsa00071-&&-Fatty acid degradationHADHB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HADHBHADHB FALSE HADHB
taxon:9606 180374 1902 histone cluster 1 H1 family member agene biological_process-&-1&-GO:0007283-&&-spermatogenesis-%%-GO:0006334-&&-nucleosome assembly|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0005719-&&-nuclear euchromatin-%%-GO:0000790-&&-nuclear chromatin|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0031490-&&-chromatin DNA bindingG:9606:HIST1H1A HIST1H1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H1AHIST1H1A FALSE HIST1H1A
taxon:9606 180375 1902 H3 histone family member 3Bgene biological_process-&-1&-GO:0006997-&&-nucleus organization-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0042692-&&-muscle cell differentiation-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0031508-&&-pericentric heterochromatin assembly-%%-GO:0035264-&&-multicellular organism growth-%%-GO:1902340-&&-negative regulation of chromosome condensation-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0007286-&&-spermatid development-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0090230-&&-regulation of centromere complex assembly-%%-GO:0008584-&&-male gonad development-%%-GO:0048477-&&-oogenesis-%%-GO:0008283-&&-cell proliferation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0007566-&&-embryo implantation-%%-GO:0031509-&&-telomeric heterochromatin assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0009725-&&-response to hormone-%%-GO:0001649-&&-osG:9606:H3F3B KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerH3F3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-H3F3BH3F3B FALSE H3F3B
taxon:9606 180378 1902 histone cluster 1 H2B family member dgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST1H2BD KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H2BD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BDHIST1H2BD FALSE HIST1H2BD
taxon:9606 180376 1902 H3 histone family member 3Agene biological_process-&-1&-GO:0006997-&&-nucleus organization-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0042692-&&-muscle cell differentiation-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0031508-&&-pericentric heterochromatin assembly-%%-GO:0035264-&&-multicellular organism growth-%%-GO:1902340-&&-negative regulation of chromosome condensation-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0007286-&&-spermatid development-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0090230-&&-regulation of centromere complex assembly-%%-GO:0008584-&&-male gonad development-%%-GO:0048477-&&-oogenesis-%%-GO:0008283-&&-cell proliferation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0007566-&&-embryo implantation-%%-GO:0031509-&&-telomeric heterochromatin assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0009725-&&-response to hormone-%%-GO:0001649-&&-osG:9606:H3F3A KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerH3F3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-H3F3AH3F3A FALSE H3F3A
taxon:9606 180380 1902 H2A histone family member Xgene biological_process-&-1&-GO:0071480-&&-cellular response to gamma radiation-%%-GO:0006342-&&-chromatin silencing-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0090398-&&-cellular senescence-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0016032-&&-viral process-%%-GO:0006302-&&-double-strand break repair-%%-GO:0051321-&&-meiotic cell cycle-%%-GO:0000077-&&-DNA damage checkpoint|cellular_component-&-1&-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005657-&&-replication fork-%%-GO:0000781-&&-chromosome, telomeric region-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speG:9606:H2AFX KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismH2AFX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-H2AFXH2AFX FALSE H2AFX
taxon:9606 180381 1902 histone cluster 1 H2A family member dgene biological_process-&-1&-GO:0006342-&&-chromatin silencing-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST1H2AD KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismHIST1H2AD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2ADHIST1H2AD FALSE HIST1H2AD
taxon:9606 180386 1902 histone cluster 1 H1 family member dgene biological_process-&-1&-GO:0016584-&&-nucleosome positioning-%%-GO:0098532-&&-histone H3-K27 trimethylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0080182-&&-histone H3-K4 trimethylation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0005719-&&-nuclear euchromatin-%%-GO:0000790-&&-nuclear chromatin|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0031490-&&-chromatin DNA bindingG:9606:HIST1H1D HIST1H1D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H1DHIST1H1D FALSE HIST1H1D
taxon:9606 180387 1902 histone cluster 1 H1 family member cgene biological_process-&-1&-GO:0016584-&&-nucleosome positioning-%%-GO:0098532-&&-histone H3-K27 trimethylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0080182-&&-histone H3-K4 trimethylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0035327-&&-transcriptionally active chromatin-%%-GO:0000786-&&-nucleosome-%%-GO:0005719-&&-nuclear euchromatin|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0031490-&&-chromatin DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H1C HIST1H1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H1CHIST1H1C FALSE HIST1H1C
taxon:9606 180384 1902 histone cluster 1 H1 family member bgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051574-&&-positive regulation of histone H3-K9 methylation-%%-GO:0050821-&&-protein stabilization-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0006325-&&-chromatin organization-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0071169-&&-establishment of protein localization to chromatin|cellular_component-&-1&-GO:0005720-&&-nuclear heterochromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome-%%-GO:0000790-&&-nuclear chromatin|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0031490-&&-chromatin DNA bindingG:9606:HIST1H1B HIST1H1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H1BHIST1H1B FALSE HIST1H1B
taxon:9606 180391 1902 granzyme B gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0016485-&&-protein processing-%%-GO:0042267-&&-natural killer cell mediated cytotoxicity-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0019835-&&-cytolysis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005739-&&-mitochondrion-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0001772-&&-immunological synapse|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0008236-&&-serine-type peptidase activity-%%-GO:0005515-&&-protein bindingG:9606:GZMB KEGG-&-1&-hsa04940-&&-Type I diabetes mellitus-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa05320-&&-Autoimmune thyroid disease-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05330-&&-Allograft rejectionGZMB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GZMBGZMB FALSE GZMB
taxon:9606 176295 1902 NSF attachment protein alphagene biological_process-&-1&-GO:0061025-&&-membrane fusion-%%-GO:0035249-&&-synaptic transmission, glutamatergic-%%-GO:0006891-&&-intra-Golgi vesicle-mediated transport-%%-GO:0007420-&&-brain development-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0030182-&&-neuron differentiation-%%-GO:0045176-&&-apical protein localization-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0010807-&&-regulation of synaptic vesicle priming-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0035494-&&-SNARE complex disassembly|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005774-&&-vacuolar membrane-%%-GO:0043195-&&-terminal bouton-%%-GO:0016020-&&-membrane-%%-GO:0031201-&&-SNARE complex-%%-GO:0005829-&&-cytosol-%%-GO:0070044-&&-synaptobrevin 2-SNAP-25-syntaxin-1a complex|molecular_function-&-1&-GO:0005483-&&-soluble NSF attachment protein activity-%%-GO:0005515-&&-G:9606:NAPA KEGG-&-1&-hsa04721-&&-Synaptic vesicle cycleNAPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NAPANAPA FALSE NAPA
taxon:9606 176293 1902 multiple PDZ domain crumbs cell polarity complex componentgene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0043220-&&-Schmidt-Lanterman incisure-%%-GO:0005737-&&-cytoplasm-%%-GO:0030425-&&-dendrite-%%-GO:0016327-&&-apicolateral plasma membrane-%%-GO:0014069-&&-postsynaptic density-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein bindingG:9606:MPDZ KEGG-&-1&-hsa04530-&&-Tight junctionMPDZ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MPDZMPDZ FALSE MPDZ
taxon:9606 180389 1902 granzyme M gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0006915-&&-apoptotic process-%%-GO:0008219-&&-cell death-%%-GO:0019835-&&-cytolysis-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0008236-&&-serine-type peptidase activity-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:GZMM GZMM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GZMMGZMM FALSE GZMM
taxon:9606 168113 1902 PAXIP1 associated glutamate rich protein 1gene biological_process-&-1&-GO:1902808-&&-positive regulation of cell cycle G1/S phase transition-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006310-&&-DNA recombination-%%-GO:0006281-&&-DNA repair-%%-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0044666-&&-MLL3/4 complex|molecular_function-&-1&-GO:0030331-&&-estrogen receptor binding-%%-GO:0005515-&&-protein bindingG:9606:PAGR1 PAGR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAGR1PAGR1 FALSE PAGR1
taxon:9606 164023 1902 zinc finger protein 420gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:ZNF420 ZNF420 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF420ZNF420 FALSE ZNF420
taxon:9606 180408 1902 guanylate cyclase 1 soluble subunit betagene biological_process-&-1&-GO:0007263-&&-nitric oxide mediated signal transduction-%%-GO:0071732-&&-cellular response to nitric oxide-%%-GO:0006182-&&-cGMP biosynthetic process-%%-GO:0038060-&&-nitric oxide-cGMP-mediated signaling pathway-%%-GO:0008015-&&-blood circulation|cellular_component-&-1&-GO:0008074-&&-guanylate cyclase complex, soluble-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0020037-&&-heme binding-%%-GO:0004016-&&-adenylate cyclase activity-%%-GO:0004383-&&-guanylate cyclase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activityG:9606:GUCY1B3 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa00230-&&-Purine metabolism-%%-hsa04540-&&-Gap junction-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04730-&&-Long-term depression-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa04970-&&-Salivary secretionGUCY1B3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GUCY1B3GUCY1B3 FALSE GUCY1B3
taxon:9606 176313 1902 axin 1 gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0060272-&&-embryonic skeletal joint morphogenesis-%%-GO:0006915-&&-apoptotic process-%%-GO:0021881-&&-Wnt-activated signaling pathway involved in forebrain neuron fate commitment-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0021797-&&-forebrain anterior/posterior pattern specification-%%-GO:0032147-&&-activation of protein kinase activity-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0007257-&&-activation of JUN kinase activity-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0031122-&&-cytoplasmic microtubule organization-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0030910-&&-olfactory placode formation-%%-GO:0043547-&&-positive regulation of GTPaG:9606:AXIN1 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05213-&&-Endometrial cancer-%%-hsa05224-&&-Breast cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinomaAXIN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AXIN1AXIN1 FALSE AXIN1
taxon:9606 180409 1902 guanylate cyclase 1 soluble subunit alphagene biological_process-&-1&-GO:0007263-&&-nitric oxide mediated signal transduction-%%-GO:0052565-&&-response to defense-related host nitric oxide production-%%-GO:0060087-&&-relaxation of vascular smooth muscle-%%-GO:0006182-&&-cGMP biosynthetic process-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0030828-&&-positive regulation of cGMP biosynthetic process-%%-GO:0008015-&&-blood circulation|cellular_component-&-1&-GO:0008074-&&-guanylate cyclase complex, soluble-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0004016-&&-adenylate cyclase activity-%%-GO:0004383-&&-guanylate cyclase activity-%%-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein binding-%%-GO:0020037-&&-heme binding-%%-GO:0004872-&&-receptor activityG:9606:GUCY1A3 KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04730-&&-Long-term depression-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa04970-&&-Salivary secretionGUCY1A3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GUCY1A3GUCY1A3 FALSE GUCY1A3
taxon:9606 176318 1902 phosphatidylinositol binding clathrin assembly proteingene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:1902004-&&-positive regulation of beta-amyloid formation-%%-GO:0048813-&&-dendrite morphogenesis-%%-GO:1902963-&&-negative regulation of metalloendopeptidase activity involved in amyloid precursor protein catabolic process-%%-GO:0016188-&&-synaptic vesicle maturation-%%-GO:0048261-&&-negative regulation of receptor-mediated endocytosis-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0008283-&&-cell proliferation-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0016197-&&-endosomal transport-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0031623-&&-receptor internalization-%%-GO:0006461-&&-protein complex assembly-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0097459-&&-iron ion import into cell-%%-GO:0007409-&&-axonogenesis-%%-GO:0016192-&&-vesicle-mediated transport-%%-GO:0030097-&&-hemopoiesG:9606:PICALM PICALM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PICALMPICALM FALSE PICALM
taxon:9606 176319 1902 transformation/transcription domain associated proteingene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0043968-&&-histone H2A acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016573-&&-histone acetylation-%%-GO:0016578-&&-histone deubiquitination-%%-GO:0016310-&&-phosphorylation-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1904837-&&-beta-catenin-TCF complex assembly|cellular_component-&-1&-GO:0030914-&&-STAGA complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035267-&&-NuA4 histone acetyltransferase complex-%%-GO:0033276-&&-transcription factor TFTC complex-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus-%%-GO:0000125-&&-PCAF complex-%%-GO:0000812-&&-Swr1 complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0016301-&&-kinase activity-%%-GO:0003712-&&-transcription cofactor activityG:9606:TRRAP KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infectionTRRAP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRRAPTRRAP FALSE TRRAP
taxon:9606 168130 1902 basic helix-loop-helix family member e41gene biological_process-&-1&-GO:0030154-&&-cell differentiation-%%-GO:0010832-&&-negative regulation of myotube differentiation-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0008283-&&-cell proliferation-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0010944-&&-negative regulation of transcription by competitive promoter binding|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activity-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0001191-&&-transcriptional repressor activity, RNA polymerase II transcription factor binding-%%-GO:0070888-&&-E-box binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0046982-&&-protein heterodimerization activG:9606:BHLHE41 KEGG-&-1&-hsa04710-&&-Circadian rhythmBHLHE41 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BHLHE41BHLHE41 FALSE BHLHE41
taxon:9606 176320 1902 histone cluster 1 H4 family member igene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4I KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4IHIST1H4I FALSE HIST1H4I
taxon:9606 176327 1902 ubiquitin specific peptidase 9, Y-linkedgene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0016477-&&-cell migration-%%-GO:0007283-&&-spermatogenesis-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0070410-&&-co-SMAD binding-%%-GO:0008234-&&-cysteine-type peptidase activityG:9606:USP9Y USP9Y Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP9YUSP9Y FALSE USP9Y
taxon:9606 176324 1902 histone cluster 3 H3gene biological_process-&-1&-GO:0016233-&&-telomere capping-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0032460-&&-negative regulation of protein oligomerization|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone bindingG:9606:HIST3H3 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST3H3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST3H3HIST3H3 FALSE HIST3H3
taxon:9606 176325 1902 AT-rich interaction domain 1Agene biological_process-&-1&-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0003408-&&-optic cup formation involved in camera-type eye development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006344-&&-maintenance of chromatin silencing-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0003205-&&-cardiac chamber development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0048096-&&-chromatin-mediated maintenance of transcription-%%-GO:1901998-&&-toxin transport-%%-GO:0042766-&&-nucleosome mobilization-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0001843-&&-neural tube closure-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0030900-&&-forebrain development-%%-GO:0060674-&&-placenta blood vessel development-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0007566-&&-embG:9606:ARID1A KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaARID1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARID1AARID1A FALSE ARID1A
taxon:9606 180446 1902 glypican 1 gene biological_process-&-1&-GO:2001016-&&-positive regulation of skeletal muscle cell differentiation-%%-GO:0050900-&&-leukocyte migration-%%-GO:0032288-&&-myelin assembly-%%-GO:0006027-&&-glycosaminoglycan catabolic process-%%-GO:0006024-&&-glycosaminoglycan biosynthetic process-%%-GO:0014037-&&-Schwann cell differentiation-%%-GO:0030200-&&-heparan sulfate proteoglycan catabolic process-%%-GO:0007411-&&-axon guidance-%%-GO:0030203-&&-glycosaminoglycan metabolic process-%%-GO:0001523-&&-retinoid metabolic process-%%-GO:0040037-&&-negative regulation of fibroblast growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005768-&&-endosome-%%-GO:0005796-&&-Golgi lumen-%%-GO:0031225-&&-anchored component of membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005829-&&-cytosol-%%-GO:0005578-&&-proteinaceous extracellularG:9606:GPC1 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosisGPC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPC1GPC1 FALSE GPC1
taxon:9606 176348 1902 ubiquitin specific peptidase 9, X-linkedgene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0048675-&&-axon extension-%%-GO:0007292-&&-female gamete generation-%%-GO:0007059-&&-chromosome segregation-%%-GO:0001764-&&-neuron migration-%%-GO:0051301-&&-cell division-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0030426-&&-growth cone-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0070410-&&-co-SMAD binding-%%-GO:0005515-&&-protein binding-%%-GO:0008234-&&-cysteine-type peptidase activity-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0004197-&&-cysteine-type endopeptidase activityG:9606:USP9X USP9X Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP9XUSP9X FALSE USP9X
taxon:9606 176349 1902 ubiquitin specific peptidase 11gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0004197-&&-cysteine-type endopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:USP11 USP11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP11USP11 FALSE USP11
taxon:9606 172256 1902 G protein nucleolar 3gene biological_process-&-1&-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:1904816-&&-positive regulation of protein localization to chromosome, telomeric region-%%-GO:0008283-&&-cell proliferation-%%-GO:1902895-&&-positive regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0032206-&&-positive regulation of telomere maintenance-%%-GO:0042127-&&-regulation of cell proliferation|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0005615-&&-extracellular space-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein bindingG:9606:GNL3 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesGNL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNL3GNL3 FALSE GNL3
taxon:9606 176358 1902 DiGeorge syndrome critical region gene 14gene biological_process-&-1&-GO:0007399-&&-nervous system development-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0071013-&&-catalytic step 2 spliceosome|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005515-&&-protein bindingG:9606:DGCR14 DGCR14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DGCR14DGCR14 FALSE DGCR14
taxon:9606 176359 1902 clathrin heavy chain like 1gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0007165-&&-signal transduction-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0046326-&&-positive regulation of glucose import|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0005770-&&-late endosome-%%-GO:0016020-&&-membrane-%%-GO:0030130-&&-clathrin coat of trans-Golgi network vesicle-%%-GO:0097443-&&-sorting endosome-%%-GO:0055037-&&-recycling endosome-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0005905-&&-clathrin-coated pit-%%-GO:0005829-&&-cytosol-%%-GO:0005819-&&-spindle-%%-GO:0005769-&&-early endosome-%%-GO:0030135-&&-coated vesicle|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0005515-&&-protein binding-%%-GO:0005198-&&G:9606:CLTCL1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04142-&&-Lysosome-%%-hsa04144-&&-Endocytosis-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa05100-&&-Bacterial invasion of epithelial cellsCLTCL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLTCL1CLTCL1 FALSE CLTCL1
taxon:9606 176361 1902 leucine zipper like transcription regulator 1gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0009653-&&-anatomical structure morphogenesis|cellular_component-&-1&-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:LZTR1 LZTR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LZTR1LZTR1 FALSE LZTR1
taxon:9606 176370 1902 nuclear receptor coactivator 3gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0035624-&&-receptor transactivation-%%-GO:2001141-&&-regulation of RNA biosynthetic process-%%-GO:0045618-&&-positive regulation of keratinocyte differentiation-%%-GO:0016573-&&-histone acetylation-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0046966-&&-thyroid hormone receptor binG:9606:NCOA3 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05200-&&-Pathways in cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancerNCOA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA3NCOA3 FALSE NCOA3
taxon:9606 180466 1902 isoleucyl-tRNA synthetasegene biological_process-&-1&-GO:0006428-&&-isoleucyl-tRNA aminoacylation-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0006450-&&-regulation of translational fidelity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0002161-&&-aminoacyl-tRNA editing activity-%%-GO:0004822-&&-isoleucine-tRNA ligase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0051020-&&-GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0000049-&&-tRNA bindingG:9606:IARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisIARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IARSIARS FALSE IARS
taxon:9606 176369 1902 nuclear receptor interacting protein 1gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0007623-&&-circadian rhythm-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0019915-&&-lipid storage-%%-GO:0001543-&&-ovarian follicle rupture-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0000790-&&-nuclear chromatin-%%-GO:0000118-&&-histone deacetylase complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0001046-&&-core promoter sequence-specific DNA binding-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003714-&&-transcription corepG:9606:NRIP1 NRIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRIP1NRIP1 FALSE NRIP1
taxon:9606 168182 1902 BRCA1/BRCA2-containing complex subunit 3gene biological_process-&-1&-GO:0070536-&&-protein K63-linked deubiquitination-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0070537-&&-histone H2A K63-linked deubiquitination-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0051301-&&-cell division-%%-GO:0006302-&&-double-strand break repair-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0010165-&&-response to X-ray-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0007067-&&-mitotic nuclear division|cellular_component-&-1&-GO:0000152-&&-nuclear ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0070531-&&-BRCA1-A complex-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0070552-&&-BRISC complex-%%-GO:0005634-&&-nucleus-%%-GO:0000922-&&-spindle pole-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0030234-&&-enzyme regulator activity-%%-GO:0008237-&&-metallopeptidase activity-%%-GO:0031593-G:9606:BRCC3 KEGG-&-1&-hsa03440-&&-Homologous recombination-%%-hsa04621-&&-NOD-like receptor signaling pathwayBRCC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRCC3BRCC3 FALSE BRCC3
taxon:9606 168180 1902 transmembrane protein 43gene biological_process-&-1&-GO:0071763-&&-nuclear membrane organization|cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005639-&&-integral component of nuclear inner membrane-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0043621-&&-protein self-associationG:9606:TMEM43 TMEM43 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMEM43TMEM43 FALSE TMEM43
taxon:9606 176382 1902 elongation factor for RNA polymerase IIgene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0042796-&&-snRNA transcription from RNA polymerase III promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0010923-&&-negative regulation of phosphatase activity-%%-GO:0045945-&&-positive regulation of transcription from RNA polymerase III promoter-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0035363-&&-histone locus body-%%-GO:0035327-&&-transcriptionally active chromatin-%%-GO:0008023-&&-transcription elongation factor complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0019902-&&-phosphatase binding-%%-GO:0005515-&&-protein bindingG:9606:ELL ELL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELLELL FALSE ELL
taxon:9606 180479 1902 5-hydroxytryptamine receptor 2Bgene biological_process-&-1&-GO:0007205-&&-protein kinase C-activating G-protein coupled receptor signaling pathway-%%-GO:0098664-&&-G-protein coupled serotonin receptor signaling pathway-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0050795-&&-regulation of behavior-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0014065-&&-phosphatidylinositol 3-kinase signaling-%%-GO:0007610-&&-behavior-%%-GO:0070528-&&-protein kinase C signaling-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0051209-&&-release of sequestered calcium ion into cytosol-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0010513-&&-positive regulation of phosphatidylinositol biosynthetic process-%%-GO:0016310-&&-phosphorylation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042493-&&-response to drug-%%-GO:0042310-&&-vasoconstriction-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0001938-&&-posG:9606:HTR2B KEGG-&-1&-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04726-&&-Serotonergic synapse-%%-hsa04080-&&-Neuroactive ligand-receptor interactionHTR2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HTR2BHTR2B FALSE HTR2B
taxon:9606 127233 1902 bolA-like protein 2gene G:9606:LOC107984053 LOC107984053Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC107984053LOC107984053 FALSE LOC107984053
taxon:9606 164096 1902 spindle and centriole associated protein 1gene biological_process-&-1&-GO:0090307-&&-mitotic spindle assembly-%%-GO:0046599-&&-regulation of centriole replication-%%-GO:0051301-&&-cell division-%%-GO:0051310-&&-metaphase plate congression|cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0005819-&&-spindle-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:SPICE1 SPICE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPICE1SPICE1 FALSE SPICE1
taxon:9606 164110 1902 ring finger protein 38gene biological_process-&-1&-GO:0008584-&&-male gonad development-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0036126-&&-sperm flagellum|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:RNF38 RNF38 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF38RNF38 FALSE RNF38
taxon:9606 180499 1902 heat shock protein family D (Hsp60) member 1gene biological_process-&-1&-GO:0051604-&&-protein maturation-%%-GO:0002368-&&-B cell cytokine production-%%-GO:0043032-&&-positive regulation of macrophage activation-%%-GO:0043627-&&-response to estrogen-%%-GO:0016032-&&-viral process-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:0002931-&&-response to ischemia-%%-GO:0032727-&&-positive regulation of interferon-alpha production-%%-GO:0002236-&&-detection of misfolded protein-%%-GO:0009408-&&-response to heat-%%-GO:0050821-&&-protein stabilization-%%-GO:0032729-&&-positive regulation of interferon-gamma production-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0033198-&&-response to ATP-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0009409-&&-response to cold-%%-GO:0042220-&&-response to cocaine-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0001666-&&-response to hypoxia-%%-GO:0042113-&&-B cell activation-%%-GO:0051131-&&-chaperone-mediated protein complex assembly-G:9606:HSPD1 KEGG-&-1&-hsa04940-&&-Type I diabetes mellitus-%%-hsa03018-&&-RNA degradation-%%-hsa05152-&&-Tuberculosis-%%-hsa05134-&&-LegionellosisHSPD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPD1HSPD1 FALSE HSPD1
taxon:9606 180496 1902 DnaJ heat shock protein family (Hsp40) member B1gene biological_process-&-1&-GO:0051085-&&-chaperone mediated protein folding requiring cofactor-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0090084-&&-negative regulation of inclusion body assembly-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0097201-&&-negative regulation of transcription from RNA polymerase II promoter in response to stress-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0070389-&&-chaperone cofactor-dependent protein refolding|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0001106-&&-RNA polymerase II transcription corepressor activity-%%-GO:0030544-&&-Hsp70 protein binding-%%-GO:0051117-&&-ATPase binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0001671-&&-ATPase activator activity-%%-GO:0051087-&&-chaperone binG:9606:DNAJB1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05164-&&-Influenza ADNAJB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJB1DNAJB1 FALSE DNAJB1
taxon:9606 180497 1902 heat shock protein family E (Hsp10) member 1gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0051085-&&-chaperone mediated protein folding requiring cofactor|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0051082-&&-unfolded protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0051087-&&-chaperone binding-%%-GO:0005515-&&-protein binding-%%-GO:0046872-&&-metal ion bindingG:9606:HSPE1 HSPE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPE1HSPE1 FALSE HSPE1
taxon:9606 176404 1902 NPR3 like, GATOR1 complex subunitgene biological_process-&-1&-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0003281-&&-ventricular septum development-%%-GO:0035909-&&-aorta morphogenesis-%%-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:2000785-&&-regulation of autophagosome assembly-%%-GO:0060021-&&-palate development-%%-GO:0008150-&&-biological_process-%%-GO:0038202-&&-TORC1 signaling-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0048738-&&-cardiac muscle tissue development|cellular_component-&-1&-GO:0005773-&&-vacuole-%%-GO:0005575-&&-cellular_component-%%-GO:1990130-&&-Iml1 complex|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005096-&&-GTPase activator activityG:9606:NPRL3 KEGG-&-1&-hsa04150-&&-mTOR signaling pathwayNPRL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NPRL3NPRL3 FALSE NPRL3
taxon:9606 180501 1902 heat shock protein 90 alpha family class B member 1gene biological_process-&-1&-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0097435-&&-supramolecular fiber organization-%%-GO:1903660-&&-negative regulation of complement-dependent cytotoxicity-%%-GO:0001890-&&-placenta development-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0060338-&&-regulation of type I interferon-mediated signaling pathway-%%-GO:0006457-&&-protein folding-%%-GO:2000010-&&-positive regulation of protein localization to cell surface-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:1905323-&&-telomerG:9606:HSP90AB1 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05215-&&-Prostate cancerHSP90AB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSP90AB1HSP90AB1 FALSE HSP90AB1
taxon:9606 180506 1902 heat shock protein 90 alpha family class A member 1gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0043254-&&-regulation of protein complex assembly-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0050821-&&-protein stabilization-%%-GO:0009408-&&-response to heat-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0043335-&&-protein unfolding-%%-GO:1905323-&&-telomerase holoenzyme complex assembly-%%-GO:0007004-&&-telomere maintenance via telomerase-%%-GO:0009409-&&-response to cold-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0046677-&&-response to antibiotic-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0007165-&&-signal transduction-%%-GO:0061684-&&-chaperone-mediated autophagy-%%-GO:0045040-&&-protein import into mitochondrial G:9606:HSP90AA1 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05215-&&-Prostate cancerHSP90AA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSP90AA1HSP90AA1 FALSE HSP90AA1
taxon:9606 180507 1902 heat shock protein family B (small) member 2gene biological_process-&-1&-GO:0009408-&&-response to heat-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0043085-&&-positive regulation of catalytic activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008047-&&-enzyme activator activity-%%-GO:0005515-&&-protein bindingG:9606:HSPB2 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancerHSPB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPB2HSPB2 FALSE HSPB2
taxon:9606 176409 1902 acidic nuclear phosphoprotein 32 family member Agene biological_process-&-1&-GO:0006913-&&-nucleocytoplasmic transport-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:ANP32A ANP32A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANP32AANP32A FALSE ANP32A
taxon:9606 180510 1902 heat shock protein family A (Hsp70) member 9gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0045647-&&-negative regulation of erythrocyte differentiation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:1902037-&&-negative regulation of hematopoietic stem cell differentiation-%%-GO:0006611-&&-protein export from nucleus|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005739-&&-mitochondrion-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:HSPA9 KEGG-&-1&-hsa03018-&&-RNA degradation-%%-hsa05152-&&-TuberculosisHSPA9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA9HSPA9 FALSE HSPA9
taxon:9606 180511 1902 heat shock protein family A (Hsp70) member 8gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0061738-&&-late endosomal microautophagy-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:1902904-&&-negative regulation of supramolecular fiber organization-%%-GO:0006457-&&-protein folding-%%-GO:0043254-&&-regulation of protein complex assembly-%%-GO:0016032-&&-viral process-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:1904589-&&-regulation of protein import-%%-GO:0046034-&&-ATP metabolic process-%%-GO:0061635-&&-regulation of protein complex stability-%%-GO:0061741-&&-chaperone-mediated protein transport involved in chaperone-mediated autophagy-%%-GO:0061740-&&-protein targeting to lysosome involved in chaperone-mediated autophagy-%%-GO:1904764-&&-chaperone-mediated auG:9606:HSPA8 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05134-&&-Legionellosis-%%-hsa05164-&&-Influenza A-%%-hsa05162-&&-Measles-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA8HSPA8 FALSE HSPA8
taxon:9606 168223 1902 small ArfGAP2gene biological_process-&-1&-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005096-&&-GTPase activator activityG:9606:SMAP2 KEGG-&-1&-hsa04144-&&-EndocytosisSMAP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAP2SMAP2 FALSE SMAP2
taxon:9606 180508 1902 heat shock protein family B (small) member 1gene biological_process-&-1&-GO:0001895-&&-retina homeostasis-%%-GO:0038033-&&-positive regulation of endothelial cell chemotaxis by VEGF-activated vascular endothelial growth factor receptor signaling pathway-%%-GO:0006446-&&-regulation of translational initiation-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0070527-&&-platelet aggregation-%%-GO:0032731-&&-positive regulation of interleukin-1 beta production-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0071901-&&-negative regulation of protein serine/threonine kinase activity-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0042535-&&-positive regulation of tumor necrosis factor biosynthetic process-%%-GO:0009615-&&-response to virus-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:1902176-&&-negative regulation of oxidative stress-induced intrinsic apoptotic signaling pathwaG:9606:HSPB1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04370-&&-VEGF signaling pathwayHSPB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPB1HSPB1 FALSE HSPB1
taxon:9606 180514 1902 heat shock protein family A (Hsp70) member 5gene biological_process-&-1&-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0006987-&&-activation of signaling protein activity involved in unfolded protein response-%%-GO:0030182-&&-neuron differentiation-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006983-&&-ER overload response-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:0009314-&&-response to radiation-%%-GO:0034975-&&-protein folding in endoplasmic reticulum-%%-GO:0036500-&&-ATF6-mediated unfolded protein response-%%-GO:1903891-&&-regulation of ATF6-mediated unfolded protein response-%%-GO:0042149-&&-cellular response to glucose starvation-%%-GO:0090074-&&-negative regulation of protein homodimerization activity-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GG:9606:HSPA5 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa05020-&&-Prion diseases-%%-hsa03060-&&-Protein exportHSPA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA5HSPA5 FALSE HSPA5
taxon:9606 180515 1902 heat shock protein family A (Hsp70) member 4gene biological_process-&-1&-GO:0006986-&&-response to unfolded protein-%%-GO:0045040-&&-protein import into mitochondrial outer membrane-%%-GO:0051131-&&-chaperone-mediated protein complex assembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:HSPA4 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04530-&&-Tight junctionHSPA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA4HSPA4 FALSE HSPA4
taxon:9606 180513 1902 heat shock protein family A (Hsp70) member 6gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0034605-&&-cellular response to heat-%%-GO:0070370-&&-cellular heat acclimation-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0042026-&&-protein refolding|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0072562-&&-blood microparticle-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0005576-&&-extracellular region-%%-GO:0005814-&&-centriole|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0031072-&&-heat shock protein binding-%%-GO:0042623-&&-ATPase activity, coupledG:9606:HSPA6 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05134-&&-Legionellosis-%%-hsa05164-&&-Influenza A-%%-hsa05162-&&-Measles-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA6HSPA6 FALSE HSPA6
taxon:9606 180518 1902 heat shock protein family A (Hsp70) member 1Bgene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:1901673-&&-regulation of mitotic spindle assembly-%%-GO:0070434-&&-positive regulation of nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0050821-&&-protein stabilization-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0090084-&&-negative regulation of inclusion body assembly-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0042026-&&-protein refolding-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:2001240-&&-negative regulation of extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0070370-&&-cellular heat acclimation-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:0090063-&&-positive regulation of microtubule nucleation-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0032757-&&-positive regulation of interleukin-8 production-%%-GO:0046034-&&-ATP meG:9606:HSPA1B KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05164-&&-Influenza A-%%-hsa05134-&&-Legionellosis-%%-hsa05162-&&-Measles-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA1BHSPA1B FALSE HSPA1B
taxon:9606 180519 1902 heat shock protein family A (Hsp70) member 1Agene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:1901673-&&-regulation of mitotic spindle assembly-%%-GO:0070434-&&-positive regulation of nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0050821-&&-protein stabilization-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0090084-&&-negative regulation of inclusion body assembly-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0042026-&&-protein refolding-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:2001240-&&-negative regulation of extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0070370-&&-cellular heat acclimation-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:0090063-&&-positive regulation of microtubule nucleation-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:1902236-&&-negative regulation of endoplasmic reticulum stress-induced intrinsic aG:9606:HSPA1A KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05164-&&-Influenza A-%%-hsa05134-&&-Legionellosis-%%-hsa05162-&&-Measles-%%-hsa05020-&&-Prion diseases-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA1AHSPA1A FALSE HSPA1A
taxon:9606 160039 1902 natural killer cell cytotoxicity receptor 3 ligand 1gene biological_process-&-1&-GO:0050776-&&-regulation of immune response|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0019028-&&-viral capsid|molecular_function-&-1&-GO:0005198-&&-structural molecule activityG:9606:NCR3LG1 NCR3LG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCR3LG1NCR3LG1 FALSE NCR3LG1
taxon:9606 180516 1902 heat shock protein family A (Hsp70) member 2gene biological_process-&-1&-GO:0007283-&&-spermatogenesis-%%-GO:0007286-&&-spermatid development-%%-GO:0009409-&&-response to cold-%%-GO:0090084-&&-negative regulation of inclusion body assembly-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0042026-&&-protein refolding-%%-GO:0007140-&&-male meiosis-%%-GO:0009408-&&-response to heat|cellular_component-&-1&-GO:0072687-&&-meiotic spindle-%%-GO:0070062-&&-extracellular exosome-%%-GO:0036128-&&-CatSper complex-%%-GO:0005829-&&-cytosol-%%-GO:0072562-&&-blood microparticle-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein bindingG:9606:HSPA2 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05164-&&-Influenza A-%%-hsa05134-&&-Legionellosis-%%-hsa05162-&&-Measles-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA2HSPA2 FALSE HSPA2
taxon:9606 180517 1902 heat shock protein family A (Hsp70) member 1 likegene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0042026-&&-protein refolding-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol-%%-GO:0072562-&&-blood microparticle-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0044297-&&-cell body-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0031072-&&-heat shock protein bindingG:9606:HSPA1L KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05164-&&-Influenza A-%%-hsa05134-&&-Legionellosis-%%-hsa05162-&&-Measles-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa03040-&&-Spliceosome-%%-hsa04144-&&-Endocytosis-%%-hsa04915-&&-Estrogen signaling pathwayHSPA1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA1LHSPA1L FALSE HSPA1L
taxon:9606 164133 1902 deltex E3 ubiquitin ligase 3Lgene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006302-&&-double-strand break repair-%%-GO:0010390-&&-histone monoubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein bindingG:9606:DTX3L KEGG-&-1&-hsa04330-&&-Notch signaling pathwayDTX3L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DTX3LDTX3L FALSE DTX3L
taxon:9606 180520 1902 DnaJ heat shock protein family (Hsp40) member A1gene biological_process-&-1&-GO:1903748-&&-negative regulation of establishment of protein localization to mitochondrion-%%-GO:0051223-&&-regulation of protein transport-%%-GO:1901998-&&-toxin transport-%%-GO:0030317-&&-flagellated sperm motility-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043508-&&-negative regulation of JUN kinase activity-%%-GO:0007283-&&-spermatogenesis-%%-GO:0070585-&&-protein localization to mitochondrion-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0006457-&&-protein folding-%%-GO:1905259-&&-negative regulation of nitrosative stress-induced intrinsic apoptotic signaling pathway-%%-GO:0009408-&&-response to heat|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplG:9606:DNAJA1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumDNAJA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJA1DNAJA1 FALSE DNAJA1
taxon:9606 180524 1902 heat shock transcription factor 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0009299-&&-mRNA transcription-%%-GO:0051028-&&-mRNA transport-%%-GO:0034605-&&-cellular response to heat-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:2001033-&&-negative regulation of double-strand break repair via nonhomologous end joining-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:1904385-&&-cellular response to angiotensin-%%-GO:0042517-&&-positive regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0007283-&&-spermatogenesis-%%-GO:0071280-&&-cellular response to copper ion-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:1903936-&&-cellular response to sodium arsenite-%%-GO:0072738-&&-cellular response to diamide-%%-GO:0006281-&&-DNA repair-%%-GO:1904843-&&-cellular response to nitroglycerin-%%-GO:1990910-&&-response to hypobaric hypoxia-%%-GO:1901215-&&-G:9606:HSF1 KEGG-&-1&-hsa05134-&&-LegionellosisHSF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSF1HSF1 FALSE HSF1
taxon:9606 176434 1902 lysine methyltransferase 2Dgene biological_process-&-1&-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0048477-&&-oogenesis-%%-GO:0001555-&&-oocyte growth-%%-GO:0006342-&&-chromatin silencing-%%-GO:0043627-&&-response to estrogen-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1904837-&&-beta-catenin-TCF complex assembly|cellular_component-&-1&-GO:0035097-&&-histone methyltransferase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0044666-&&-MLL3/4 complex|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0003677-&&-DNA binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-G:9606:KMT2D KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa00310-&&-Lysine degradationKMT2D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KMT2DKMT2D FALSE KMT2D
taxon:9606 180534 1902 hes family bHLH transcription factor 1gene biological_process-&-1&-GO:0090162-&&-establishment of epithelial cell polarity-%%-GO:0061626-&&-pharyngeal arch artery morphogenesis-%%-GO:0060412-&&-ventricular septum morphogenesis-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0042668-&&-auditory receptor cell fate determination-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045608-&&-negative regulation of auditory receptor cell differentiation-%%-GO:0046427-&&-positive regulation of JAK-STAT cascade-%%-GO:0048715-&&-negative regulation of oligodendrocyte differentiation-%%-GO:0007399-&&-nervous system development-%%-GO:0060253-&&-negative regulation of glial cell proliferation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0030513-&&-positive regulation of BMP signaling pathway-%%-GO:0021537-&&-telencephalon development-%%-GO:0050678-&&-regulation of epithelial cell proliferation-%%-GO:0003266-&&-regulation of secondary heart field cardioblast proliferation-%%-GO:0072049-&&-comma-shaped body morphogenesis-%G:9606:HES1 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04950-&&-Maturity onset diabetes of the young-%%-hsa05224-&&-Breast cancer-%%-hsa05169-&&-Epstein-Barr virus infectionHES1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HES1HES1 FALSE HES1
taxon:9606 180535 1902 protein arginine methyltransferase 1gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0046985-&&-positive regulation of hemoglobin biosynthetic process-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation-%%-GO:1900745-&&-positive regulation of p38MAPK cascade-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0031175-&&-neuron projection development-%%-GO:0043985-&&-histone H4-R3 methylation-%%-GO:0018216-&&-peptidyl-arginine methylation-%%-GO:0016571-&&-histone methylation-%%-GO:0019919-&&-peptidyl-arginine methylation, to asymmetrical-dimethyl arginine-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0034709-&&-methylosome|molecular_function-&-1&-GO:0016274-&&-protein-arginine N-methyltransferase activity-%%-GO:0035242-&&-protein-arginine omG:9606:PRMT1 KEGG-&-1&-hsa04922-&&-Glucagon signaling pathway-%%-hsa04068-&&-FoxO signaling pathwayPRMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRMT1PRMT1 FALSE PRMT1
taxon:9606 180536 1902 protein arginine methyltransferase 2gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0007165-&&-signal transduction-%%-GO:0034969-&&-histone arginine methylation-%%-GO:0048588-&&-developmental cell growth-%%-GO:0016571-&&-histone methylation-%%-GO:0035246-&&-peptidyl-arginine N-methylation-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0035189-&&-Rb-E2F complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0042054-&&-histone methyltransferase activity-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0030331-&&-estrogen recepG:9606:PRMT2 PRMT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRMT2PRMT2 FALSE PRMT2
taxon:9606 168249 1902 transducin beta like 1 X-linked receptor 1gene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0002021-&&-response to dietary excess-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0060613-&&-fat pad development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0016575-&&-histone deacetylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0090207-&&-regulation of triglyceride metabolic process-%%-GO:0016042-&&-lipid catabolic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030814-&&-regulation of cAMP metabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005876-&&-spindle microtubule-%%-GO:0017053-&&-transcriptional repressor complexG:9606:TBL1XR1 KEGG-&-1&-hsa04310-&&-Wnt signaling pathwayTBL1XR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TBL1XR1TBL1XR1 FALSE TBL1XR1
taxon:9606 180543 1902 ArfGAP with FG repeats 1gene biological_process-&-1&-GO:0045109-&&-intermediate filament organization-%%-GO:0061024-&&-membrane organization-%%-GO:0001675-&&-acrosome assembly-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0007275-&&-multicellular organism development-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007289-&&-spermatid nucleus differentiation|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0005829-&&-cytosol-%%-GO:0042995-&&-cell projection-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0043025-&&-neuronal cell body|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005096-&&-GTPase activator activityG:9606:AGFG1 KEGG-&-1&-hsa05164-&&-Influenza AAGFG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGFG1AGFG1 FALSE AGFG1
taxon:9606 168252 1902 coiled-coil domain containing 51gene cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005739-&&-mitochondrionG:9606:CCDC51 CCDC51 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCDC51CCDC51 FALSE CCDC51
taxon:9606 176459 1902 nuclear receptor coactivator 4gene biological_process-&-1&-GO:0008584-&&-male gonad development-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006622-&&-protein targeting to lysosome-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0044754-&&-autolysosome|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0050681-&&-androgen receptor bindingG:9606:NCOA4 KEGG-&-1&-hsa05216-&&-Thyroid cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04216-&&-FerroptosisNCOA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA4NCOA4 FALSE NCOA4
taxon:9606 176460 1902 coiled-coil domain containing 6gene biological_process-&-1&-GO:0007010-&&-cytoskeleton organization-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005856-&&-cytoskeleton-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005515-&&-protein binding-%%-GO:0017124-&&-SH3 domain bindingG:9606:CCDC6 KEGG-&-1&-hsa05216-&&-Thyroid cancer-%%-hsa05200-&&-Pathways in cancerCCDC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCDC6CCDC6 FALSE CCDC6
taxon:9606 176469 1902 bromodomain containing 3gene biological_process-&-1&-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0070577-&&-lysine-acetylated histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:BRD3 BRD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRD3BRD3 FALSE BRD3
taxon:9606 176475 1902 lysine acetyltransferase 6Agene biological_process-&-1&-GO:0006323-&&-DNA packaging-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006334-&&-nucleosome assembly-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0006473-&&-protein acetylation-%%-GO:0016573-&&-histone acetylation-%%-GO:0090398-&&-cellular senescence|cellular_component-&-1&-GO:0070776-&&-MOZ/MORF histone acetyltransferase complex-%%-GO:0000786-&&-nucleosome-%%-GO:0016607-&&-nuclear speck-%%-GO:0016605-&&-PML body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0016407-&&-acetyltransG:9606:KAT6A KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsKAT6A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT6AKAT6A FALSE KAT6A
taxon:9606 164194 1902 copper metabolism domain containing 1gene biological_process-&-1&-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:2000009-&&-negative regulation of protein localization to cell surface-%%-GO:0015031-&&-protein transport-%%-GO:0006893-&&-Golgi to plasma membrane transport-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0055070-&&-copper ion homeostasis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0032434-&&-regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:1902306-&&-negative regulation of sodium ion transmembrane transport-%%-GO:0048227-&&-plasma membrane to endosome transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031462-&&-Cul2-RING ubiquitin ligase complex-%%-GO:0055037-&&-recycling endosome-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005769-&&-early endosome-%%-GO:0005829-&&-cytosol-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005507-&&G:9606:COMMD1 COMMD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COMMD1COMMD1 FALSE COMMD1
taxon:9606 160096 1902 lysine methyltransferase 5Agene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0034770-&&-histone H4-K20 methylation-%%-GO:0018026-&&-peptidyl-lysine monomethylation-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043516-&&-regulation of DNA damage response, signal transduction by p53 class mediator|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042799-&&-histone methyltransferase activity (H4-K20 specific)-%%-GO:0002039-&&-p53 binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0016279-&&-protein-lysine N-methyltransferase activity-%%-GO:0016278-G:9606:KMT5A KEGG-&-1&-hsa00310-&&-Lysine degradationKMT5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KMT5AKMT5A FALSE KMT5A
taxon:9606 180582 1902 stratifin gene biological_process-&-1&-GO:0045606-&&-positive regulation of epidermal cell differentiation-%%-GO:0061024-&&-membrane organization-%%-GO:0031424-&&-keratinization-%%-GO:0007165-&&-signal transduction-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0061436-&&-establishment of skin barrier-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0071901-&&-negative regulation of protein serine/threonine kinase activity-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0010839-&&-negative regulation of keratinocyte proliferation-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0003334-&&-keratinocyte development-%%-GO:0043154-&&-negative G:9606:SFN KEGG-&-1&-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04110-&&-Cell cycle-%%-hsa04115-&&-p53 signaling pathwaySFN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SFNSFN FALSE SFN
taxon:9606 168299 1902 testis specific protein, Y-linked 2gene biological_process-&-1&-GO:0007506-&&-gonadal mesoderm development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleusG:9606:TSPY2 TSPY2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPY2TSPY2 FALSE TSPY2
taxon:9606 180588 1902 golgin A2 gene biological_process-&-1&-GO:0007020-&&-microtubule nucleation-%%-GO:0090166-&&-Golgi disassembly-%%-GO:0051297-&&-centrosome organization-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0006486-&&-protein glycosylation-%%-GO:0051225-&&-spindle assembly-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0060050-&&-positive regulation of protein glycosylation-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0090306-&&-spindle assembly involved in meiosis-%%-GO:1904668-&&-positive regulation of ubiquitin protein ligase activity-%%-GO:0090161-&&-Golgi ribbon formation-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0008356-&&-asymmetric cell division-%%-GO:0048208-&&-COPII vesicle coating|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0000137-&&-Golgi cis cisterna-%%-GO:0072686-&&-mitotic spindle-%%-GO:0005874-&&-microtubule-%%-GO:0005634-&&-nucleus-%%-GO:0033116-&&-endoplasmic reticulum-Golgi intermediate compartment membraneG:9606:GOLGA2 GOLGA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GOLGA2GOLGA2 FALSE GOLGA2
taxon:9606 176493 1902 zinc finger protein 24gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0042552-&&-myelination-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZNF24 ZNF24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF24ZNF24 FALSE ZNF24
taxon:9606 176506 1902 CCHC-type zinc finger nucleic acid binding proteingene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006695-&&-cholesterol biosynthetic process|cellular_component-&-1&-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001227-&&-transcriptional repressor activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0003697-&&-single-strandG:9606:CNBP CNBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CNBPCNBP FALSE CNBP
taxon:9606 168313 1902 mitochondrial ribosomal protein S25gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS25 MRPS25 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS25MRPS25 FALSE MRPS25
taxon:9606 180606 1902 G protein subunit beta 1gene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0006457-&&-protein folding-%%-GO:0007165-&&-signal transduction-%%-GO:0007213-&&-G-protein coupled acetylcholine receptor signaling pathway-%%-GO:0007191-&&-adenylate cyclase-activating dopamine receptor signaling pathway-%%-GO:0050909-&&-sensory perception of taste-%%-GO:0071380-&&-cellular response to prostaglandin E stimulus-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0008283-&&-cell proliferation-%%-GO:0070208-&&-protein heterotrimerization-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0007200-&&-phospholipase C-activating G-protein coupled receptor signaling pathway-%%-GO:0071870-&&-cellular response to catecholamine stimulus-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0016056-&&-rhodopsin mediated signaling pathway-%%-GO:0010659-&&-cardiac muscle cell apoptotic process-%%-GO:0030168-&&-platelet activatiG:9606:GNB1 KEGG-&-1&-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa05034-&&-Alcoholism-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04727-&&-GABAergic synapse-%%-hsa04744-&&-Phototransduction-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa04726-&&-Serotonergic synapse-%%-hsa04740-&&-Olfactory transduction-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04713-&&-Circadian entrainmentGNB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNB1GNB1 FALSE GNB1
taxon:9606 180605 1902 G protein subunit beta 2gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0071377-&&-cellular response to glucagon stimulus-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0065009-&&-regulation of molecular function|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005886-&&-plasma membrane-%%-GO:0044297-&&-cell body-%%-GO:0016020-&&-membrane-%%-GO:0031982-&&-vesicle-%%-GO:0043234-&&-protein complex-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0051020-&&-GTPase binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005246-&&-calcium channel regulator activity-%%-GO:0032403-&&-protein complex bindingG:9606:GNB2 KEGG-&-1&-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa05034-&&-Alcoholism-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04727-&&-GABAergic synapse-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa04726-&&-Serotonergic synapse-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04713-&&-Circadian entrainmentGNB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNB2GNB2 FALSE GNB2
taxon:9606 176514 1902 ribosomal protein L14gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:RPL14 KEGG-&-1&-hsa03010-&&-RibosomeRPL14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL14RPL14 FALSE RPL14
taxon:9606 176512 1902 Zic family member 3gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007368-&&-determination of left/right symmetry-%%-GO:0001947-&&-heart looping-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0035469-&&-determination of pancreatic left/right asymmetry-%%-GO:0035545-&&-determination of left/right asymmetry in nervous system-%%-GO:0071910-&&-determination of liver left/right asymmetry-%%-GO:0071907-&&-determination of digestive tract left/right asymmetry-%%-GO:0030324-&&-lung development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GOG:9606:ZIC3 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsZIC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZIC3ZIC3 FALSE ZIC3
taxon:9606 180612 1902 G protein subunit alpha qgene biological_process-&-1&-GO:0016322-&&-neuron remodeling-%%-GO:0048066-&&-developmental pigmentation-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0007507-&&-heart development-%%-GO:0009649-&&-entrainment of circadian clock-%%-GO:0042711-&&-maternal behavior-%%-GO:0007596-&&-blood coagulation-%%-GO:0007215-&&-glutamate receptor signaling pathway-%%-GO:0007189-&&-adenylate cyclase-activating G-protein coupled receptor signaling pathway-%%-GO:0001501-&&-skeletal system development-%%-GO:0042733-&&-embryonic digit morphogenesis-%%-GO:0009791-&&-post-embryonic development-%%-GO:0001508-&&-action potential-%%-GO:0007603-&&-phototransduction, visible light-%%-GO:0007202-&&-activation of phospholipase C activity-%%-GO:0035412-&&-regulation of catenin import into nucleus-%%-GO:0045634-&&-regulation of melanocyte differentiation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007213-&&-G-protein coupled acetylcholine receptor signaling pathway-%%-GO:0030168-&&-platelet activation-G:9606:GNAQ KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04911-&&-Insulin secretion-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa04970-&&-Salivary secretion-%%-hsa04971-&&-Gastric acid secretion-%%-hsa05016-&&-Huntington disease-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hGNAQ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNAQGNAQ FALSE GNAQ
taxon:9606 176517 1902 ubiquitin conjugating enzyme E2 Mgene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0045116-&&-protein neddylation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0043525-&&-positive regulation of neuron apoptotic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0018169-&&-ribosomal S6-glutamic acid ligase activity-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0019788-&&-NEDD8 transferase activity-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:UBE2M KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2M Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2MUBE2M FALSE UBE2M
taxon:9606 180617 1902 G protein subunit alpha i2gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0007194-&&-negative regulation of adenylate cyclase activity-%%-GO:0051301-&&-cell division-%%-GO:0001973-&&-adenosine receptor signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0007213-&&-G-protein coupled acetylcholine receptor signaling pathway-%%-GO:0007193-&&-adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway-%%-GO:0008283-&&-cell proliferation-%%-GO:0007584-&&-response to nutrient-%%-GO:0050805-&&-negative regulation of synaptic transmission-%%-GO:0007049-&&-cell cycle-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007214-&&-gamma-aminobutyric acid signaling pathway-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:0051924-&&-regulation of calcium ion transport|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasG:9606:GNAI2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04727-&&-GABAergic synapse-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05030-&&-Cocaine addiction-%%-hsa05012-&&-Parkinson disease-%%-hsa04360-&&-Axon guidance-%%-hsa05032-&&-Morphine addiction-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04916-&&-Melanogenesis-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa04971-&&-Gastric acid secretion-%%-hsa05133-&&-Pertussis-%%-hsa04540-&&-Gap junction-GNAI2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNAI2GNAI2 FALSE GNAI2
taxon:9606 176527 1902 phosphoinositide-3-kinase regulatory subunit 3gene biological_process-&-1&-GO:0043551-&&-regulation of phosphatidylinositol 3-kinase activity-%%-GO:0036092-&&-phosphatidylinositol-3-phosphate biosynthetic process-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:0008286-&&-insulin receptor signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005942-&&-phosphatidylinositol 3-kinase complex|molecular_function-&-1&-GO:0046935-&&-1-phosphatidylinositol-3-kinase regulator activity-%%-GO:0005515-&&-protein binding-%%-GO:0016303-&&-1-phosphatidylinositol-3-kinase activityG:9606:PIK3R3 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04PIK3R3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIK3R3PIK3R3 FALSE PIK3R3
taxon:9606 180621 1902 G protein subunit alpha 11gene biological_process-&-1&-GO:0048066-&&-developmental pigmentation-%%-GO:0007213-&&-G-protein coupled acetylcholine receptor signaling pathway-%%-GO:0030168-&&-platelet activation-%%-GO:0007507-&&-heart development-%%-GO:0060158-&&-phospholipase C-activating dopamine receptor signaling pathway-%%-GO:0009649-&&-entrainment of circadian clock-%%-GO:0007165-&&-signal transduction-%%-GO:0007188-&&-adenylate cyclase-modulating G-protein coupled receptor signaling pathway-%%-GO:0045634-&&-regulation of melanocyte differentiation-%%-GO:0071467-&&-cellular response to pH-%%-GO:0001501-&&-skeletal system development-%%-GO:0001508-&&-action potential-%%-GO:0007603-&&-phototransduction, visible light|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005834-&&-heterotrimeric G-protein complex-%%-GO:0001750-&&-photoreceptor outer segment-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003924-&&-GTPase activity-%%-GO:0004871-&&-signaG:9606:GNA11 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04540-&&-Gap junction-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa04934-&&-Cushing syndrome-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04730-&&-Long-term depression-%%-hsa04925-&&-Aldosterone synthesis and secretionGNA11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNA11GNA11 FALSE GNA11
taxon:9606 176525 1902 poly(ADP-ribose) glycohydrolasegene biological_process-&-1&-GO:0005975-&&-carbohydrate metabolic process-%%-GO:1990966-&&-ATP generation from poly-ADP-D-ribose|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0004649-&&-poly(ADP-ribose) glycohydrolase activity-%%-GO:0005515-&&-protein bindingG:9606:PARG PARG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARGPARG FALSE PARG
taxon:9606 176534 1902 PPFIA binding protein 1gene biological_process-&-1&-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0045296-&&-cadherin bindingG:9606:PPFIBP1 PPFIBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPFIBP1PPFIBP1 FALSE PPFIBP1
taxon:9606 168343 1902 matrix metallopeptidase 25gene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0060022-&&-hard palate development-%%-GO:0006954-&&-inflammatory response-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0031225-&&-anchored component of membrane-%%-GO:0035579-&&-specific granule membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0004222-&&-metalloendopeptidase activityG:9606:MMP25 KEGG-&-1&-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionMMP25 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP25MMP25 FALSE MMP25
taxon:9606 168341 1902 zinc finger matrin-type 3gene biological_process-&-1&-GO:0040008-&&-regulation of growth-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0015031-&&-protein transport-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0006974-&&-cellular response to DNA damage stimulus|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0002039-&&-p53 bindingG:9606:ZMAT3 KEGG-&-1&-hsa04115-&&-p53 signaling pathwayZMAT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZMAT3ZMAT3 FALSE ZMAT3
taxon:9606 176536 1902 protein phosphatase, Mg2+/Mn2+ dependent 1Dgene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0009314-&&-response to radiation-%%-GO:0035970-&&-peptidyl-threonine dephosphorylation-%%-GO:0009617-&&-response to bacterium-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0009267-&&-cellular response to starvation|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0051019-&&-mitogen-activated protein kinase binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004722-&&-protein serine/threonine phosphatase activityG:9606:PPM1D KEGG-&-1&-hsa04115-&&-p53 signaling pathwayPPM1D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPM1DPPM1D FALSE PPM1D
taxon:9606 176546 1902 OFD1, centriole and centriolar satellite proteingene biological_process-&-1&-GO:0007067-&&-mitotic nuclear division-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0007099-&&-centriole replication-%%-GO:0060287-&&-epithelial cilium movement involved in determination of left/right asymmetry-%%-GO:0060271-&&-cilium assembly|cellular_component-&-1&-GO:0036064-&&-ciliary basal body-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005813-&&-centrosome-%%-GO:0005929-&&-cilium-%%-GO:0034451-&&-centriolar satellite-%%-GO:0016020-&&-membrane-%%-GO:0005814-&&-centriole|molecular_function-&-1&-GO:0043014-&&-alpha-tubulin binding-%%-GO:0005515-&&-protein binding-%%-GO:0043015-&&-gamma-tubulin binding-%%-GO:0042802-&&-identical protein bindingG:9606:OFD1 OFD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OFD1OFD1 FALSE OFD1
taxon:9606 176547 1902 ribonucleic acid export 1gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006409-&&-tRNA export from nucleus-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0010827-&&-regulation of glucose transport-%%-GO:0019083-&&-viral transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0001650-&&-fibrillar center-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008017-&&-microtubule binding-%%-GO:0003723-&&-RNA bindingG:9606:RAE1 KEGG-&-1&-hsa05164-&&-Influenza A-%%-hsa03013-&&-RNA transportRAE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAE1RAE1 FALSE RAE1
taxon:9606 180640 1902 glutaminase gene biological_process-&-1&-GO:0007268-&&-chemical synaptic transmission-%%-GO:0014047-&&-glutamate secretion-%%-GO:0002087-&&-regulation of respiratory gaseous exchange by neurological system process-%%-GO:0008652-&&-cellular amino acid biosynthetic process-%%-GO:0001967-&&-suckling behavior-%%-GO:0006537-&&-glutamate biosynthetic process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0006543-&&-glutamine catabolic process|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004359-&&-glutaminase activity-%%-GO:0005515-&&-protein bindingG:9606:GLS KEGG-&-1&-hsa00471-&&-D-Glutamine and D-glutamate metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00250-&&-Alanine, aspartate and glutamate metabolism-%%-hsa00220-&&-Arginine biosynthesis-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04727-&&-GABAergic synapse-%%-hsa04964-&&-Proximal tubule bicarbonate reclamation-%%-hsa05230-&&-Central carbon metabolism in cancerGLS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GLSGLS FALSE GLS
taxon:9606 168356 1902 ring finger and WD repeat domain 2gene biological_process-&-1&-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0010212-&&-response to ionizing radiation|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:RFWD2 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04115-&&-p53 signaling pathwayRFWD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFWD2RFWD2 FALSE RFWD2
taxon:9606 168357 1902 nuclear receptor binding SET domain protein 1gene biological_process-&-1&-GO:0010452-&&-histone H3-K36 methylation-%%-GO:0000414-&&-regulation of histone H3-K36 methylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0034770-&&-histone H4-K20 methylation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1903025-&&-regulation of RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0016571-&&-histone methylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0033135-&&-regulation of peptidyl-serine phosphorylation|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0046965-&&-retinoid X receptor binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0000979-&&-RNA polymerase II core promoter sequence-specific DNA binding-%%-GO:0042974-&&-retinoic acid receptor bindiG:9606:NSD1 KEGG-&-1&-hsa00310-&&-Lysine degradationNSD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NSD1NSD1 FALSE NSD1
taxon:9606 176555 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006302-&&-double-strand break repair-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0016584-&&-nucleosome positioning-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0043596-&&-nuclear replication fork-%%-GO:0001650-&&-fibrillar center-%%-GO:0000793-&&-condensed chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0016589-&&-NURF complex-%%-GO:0005677-&&-chromatin silencing complex-%%-GO:0031213-&&-RSF complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-G:9606:SMARCA5 SMARCA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCA5SMARCA5 FALSE SMARCA5
taxon:9606 176552 1902 insulin receptor substrate 4gene biological_process-&-1&-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0007165-&&-signal transduction-%%-GO:0019216-&&-regulation of lipid metabolic process-%%-GO:0008286-&&-insulin receptor signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005158-&&-insulin receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0043548-&&-phosphatidylinositol 3-kinase bindingG:9606:IRS4 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04930-&&-Type II diabetes mellitus-%%-hsa04068-&&-FoxO signaling pathwayIRS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IRS4IRS4 FALSE IRS4
taxon:9606 180649 1902 GLI family zinc finger 1gene biological_process-&-1&-GO:0021696-&&-cerebellar cortex morphogenesis-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0097421-&&-liver regeneration-%%-GO:0045667-&&-regulation of osteoblast differentiation-%%-GO:0007418-&&-ventral midline development-%%-GO:2000345-&&-regulation of hepatocyte proliferation-%%-GO:0021983-&&-pituitary gland development-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0009913-&&-epidermal cell differentiation-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007224-&&-smoothened signaling pathway-%%-GO:0007283-&&-spermatogenesis-%%-GO:0009953-&&-dorsal/ventral pattern formation-%%-GO:0021938-&&-smoothened signaling pathway involved in regulation of cerebellar granule cell precursor cell proliferation-%%-GO:0030324-&&-lung development-%%G:9606:GLI1 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa05217-&&-Basal cell carcinomaGLI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GLI1GLI1 FALSE GLI1
taxon:9606 176558 1902 TEA domain transcription factor 2gene biological_process-&-1&-GO:0001570-&&-vasculogenesis-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0030903-&&-notochord development-%%-GO:0048568-&&-embryonic organ development-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0035329-&&-hippo signaling-%%-GO:0003143-&&-embryonic heart tube morphogenesis-%%-GO:0048339-&&-paraxial mesoderm development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:2000736-&&-regulation of stem cell differentiation-%%-GO:0001843-&&-neural tube closure-%%-GO:0048368-&&-lateral mesoderm development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005667-&&-transcription factor complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DG:9606:TEAD2 KEGG-&-1&-hsa04392-&&-Hippo signaling pathway - multiple species-%%-hsa04390-&&-Hippo signaling pathwayTEAD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TEAD2TEAD2 FALSE TEAD2
taxon:9606 176557 1902 SPT3 homolog, SAGA and STAGA complex componentgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016578-&&-histone deubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030914-&&-STAGA complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0033276-&&-transcription factor TFTC complex|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activityG:9606:SUPT3H KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerSUPT3H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUPT3HSUPT3H FALSE SUPT3H
taxon:9606 176563 1902 forkhead box N1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0008544-&&-epidermis development-%%-GO:0050673-&&-epithelial cell proliferation-%%-GO:0048514-&&-blood vessel morphogenesis-%%-GO:1902232-&&-regulation of positive thymic T cell selection-%%-GO:0002360-&&-T cell lineage commitment-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0001942-&&-hair follicle development-%%-GO:0030858-&&-positive regulation of epithelial cell differentiation-%%-GO:0035878-&&-nail development-%%-GO:0097536-&&-thymus epithelium morphogenesis-%%-GO:0051798-&&-positive regulation of hair follicle development-%%-GO:0097535-&&-lymphoid lineage cell migration into thymus-%%-GO:0006952-&&-defense response-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043029-&&-T cell homeostasis-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus|molecularG:9606:FOXN1 FOXN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXN1FOXN1 FALSE FOXN1
taxon:9606 168371 1902 membrane spanning 4-domains A5gene cellular_component-&-1&-GO:0016021-&&-integral component of membraneG:9606:MS4A5 MS4A5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MS4A5MS4A5 FALSE MS4A5
taxon:9606 176566 1902 cullin 2 gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031462-&&-Cul2-RING ubiquitin ligase complex-%%-GO:0030891-&&-VCB complex-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0032403-&&-protein complex binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0005515-&&-protein bindingG:9606:CUL2 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05200-&&-Pathways in cancerCUL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CUL2CUL2 FALSE CUL2
taxon:9606 164279 1902 centrosomal protein 128gene cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0000922-&&-spindle poleG:9606:CEP128 CEP128 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP128CEP128 FALSE CEP128
taxon:9606 180667 1902 glycerol kinasegene biological_process-&-1&-GO:0046167-&&-glycerol-3-phosphate biosynthetic process-%%-GO:0006071-&&-glycerol metabolic process-%%-GO:0006641-&&-triglyceride metabolic process-%%-GO:0019563-&&-glycerol catabolic process-%%-GO:0016310-&&-phosphorylation-%%-GO:0019432-&&-triglyceride biosynthetic process|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005741-&&-mitochondrial outer membrane|molecular_function-&-1&-GO:0004370-&&-glycerol kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:GK KEGG-&-1&-hsa00561-&&-Glycerolipid metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa03320-&&-PPAR signaling pathwayGK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GKGK FALSE GK
taxon:9606 176568 1902 cullin 4A gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0030853-&&-negative regulation of granulocyte differentiation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0051246-&&-regulation of protein metabolic process-%%-GO:2000819-&&-regulation of nucleotide-excision repair-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0001701-&&-in utero embryonic development-%%-GO:1900087-&&-positive regulation of G1/S transition of mitotic cell cycle-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:2000001-&&-regulation of DNA damage checkpoint-%%-GO:0006974-&&-cellular response to DNA damage stimulusG:9606:CUL4A KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa03420-&&-Nucleotide excision repairCUL4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CUL4ACUL4A FALSE CUL4A
taxon:9606 176569 1902 cullin 4B gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0007049-&&-cell cycle-%%-GO:1900087-&&-positive regulation of G1/S transition of mitotic cell cycle-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0031175-&&-neuron projection development-%%-GO:0070914-&&-UV-damage excision repair-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein G:9606:CUL4B KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa03420-&&-Nucleotide excision repairCUL4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CUL4BCUL4B FALSE CUL4B
taxon:9606 176575 1902 dual specificity tyrosine phosphorylation regulated kinase 3gene biological_process-&-1&-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0035617-&&-stress granule disassembly-%%-GO:1903432-&&-regulation of TORC1 signaling-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0080135-&&-regulation of cellular response to stress-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0010494-&&-cytoplasmic stress granule|molecular_function-&-1&-GO:0004712-&&-protein serine/threonine/tyrosine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0004672-&&-protein kinase activity-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0004713-&&-protein tyrosine kinase activityG:9606:DYRK3 DYRK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DYRK3DYRK3 FALSE DYRK3
taxon:9606 168384 1902 MMS19 homolog, cytosolic iron-sulfur assembly componentgene biological_process-&-1&-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0009725-&&-response to hormone-%%-GO:0000160-&&-phosphorelay signal transduction system-%%-GO:0006259-&&-DNA metabolic process-%%-GO:0007059-&&-chromosome segregation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006281-&&-DNA repair-%%-GO:0016226-&&-iron-sulfur cluster assembly|cellular_component-&-1&-GO:0005675-&&-holo TFIIH complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005819-&&-spindle-%%-GO:0005829-&&-cytosol-%%-GO:0071817-&&-MMXD complex-%%-GO:0097361-&&-CIA complex|molecular_function-&-1&-GO:0030331-&&-estrogen receptor binding-%%-GO:0030159-&&-receptor signaling complex scaffold activity-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0030674-&&-protein binding, bridging-%%-GO:001989G:9606:MMS19 MMS19 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMS19MMS19 FALSE MMS19
taxon:9606 176583 1902 reversion inducing cysteine rich protein with kazal motifsgene biological_process-&-1&-GO:0006501-&&-C-terminal protein lipidation-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:1904684-&&-negative regulation of metalloendopeptidase activity-%%-GO:0007566-&&-embryo implantation-%%-GO:0001955-&&-blood vessel maturation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0031225-&&-anchored component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0004866-&&-endopeptidase inhibitor activity-%%-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0008191-&&-metalloendopeptidase inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:RECK KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerRECK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RECKRECK FALSE RECK
taxon:9606 168395 1902 non-SMC condensin I complex subunit Ggene biological_process-&-1&-GO:0007076-&&-mitotic chromosome condensation-%%-GO:0051301-&&-cell division|cellular_component-&-1&-GO:0000779-&&-condensed chromosome, centromeric region-%%-GO:0000796-&&-condensin complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:NCAPG NCAPG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCAPGNCAPG FALSE NCAPG
taxon:9606 176585 1902 nuclear receptor subfamily 0 group B member 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0009749-&&-response to glucose-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0043401-&&-steroid hormone mediated signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0046965-&&-retinoid X receptor binding-%%-GO:0042975-G:9606:NR0B2 KEGG-&-1&-hsa04976-&&-Bile secretionNR0B2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR0B2NR0B2 FALSE NR0B2
taxon:9606 164307 1902 heterogeneous nuclear ribonucleoprotein A1-like 2gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:HNRNPA1L2 KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPA1L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPA1L2HNRNPA1L2 FALSE HNRNPA1L2
taxon:9606 180689 1902 beta-1,4-galactosyltransferase 1gene biological_process-&-1&-GO:0051270-&&-regulation of cellular component movement-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0018146-&&-keratan sulfate biosynthetic process-%%-GO:0006487-&&-protein N-linked glycosylation-%%-GO:0002064-&&-epithelial cell development-%%-GO:0005989-&&-lactose biosynthetic process-%%-GO:0030879-&&-mammary gland development-%%-GO:0045136-&&-development of secondary sexual characteristics-%%-GO:0002526-&&-acute inflammatory response-%%-GO:0048754-&&-branching morphogenesis of an epithelial tube-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0060046-&&-regulation of acrosome reaction-%%-GO:0006012-&&-galactose metabolic process-%%-GO:0007155-&&-cell adhesion-%%-GO:0007341-&&-penetration of zona pellucida-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:0009312-&&-oligosaccharide biosynthetic process-%%-GO:0050900-&&-leukocyte migration-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0060055-&&-angiogenesis involved in wound healing-%%-GO:006005G:9606:B4GALT1 KEGG-&-1&-hsa00515-&&-Mannose type O-glycan biosynthesis-%%-hsa00601-&&-Glycosphingolipid biosynthesis - lacto and neolacto series-%%-hsa00514-&&-Other types of O-glycan biosynthesis-%%-hsa01100-&&-Metabolic pathways-%%-hsa00533-&&-Glycosaminoglycan biosynthesis - keratan sulfate-%%-hsa00510-&&-N-Glycan biosynthesis-%%-hsa00052-&&-Galactose metabolismB4GALT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-B4GALT1B4GALT1 FALSE B4GALT1
taxon:9606 176599 1902 ubiquitously expressed prefoldin like chaperonegene biological_process-&-1&-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0051297-&&-centrosome organization-%%-GO:0047497-&&-mitochondrion transport along microtubule-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005856-&&-cytoskeleton-%%-GO:0000930-&&-gamma-tubulin complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0001106-&&-RNA polymerase II transcription corepressor activity-%%-GO:0051015-&&-actin filament binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0048487-&&-beta-tubulin binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:UXT UXT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UXTUXT FALSE UXT
taxon:9606 176597 1902 early endosome antigen 1gene biological_process-&-1&-GO:0016189-&&-synaptic vesicle to endosome fusion-%%-GO:0006906-&&-vesicle fusion-%%-GO:0006897-&&-endocytosis-%%-GO:0039694-&&-viral RNA genome replication-%%-GO:0045022-&&-early endosome to late endosome transport|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0098793-&&-presynapse-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005769-&&-early endosome-%%-GO:0005829-&&-cytosol-%%-GO:0019897-&&-extrinsic component of plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0055037-&&-recycling endosome-%%-GO:0044308-&&-axonal spine-%%-GO:0005969-&&-serine-pyruvate aminotransferase complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0030742-&&-GTP-dependent protein binding-%%-GO:0005516-&&-calmodulin binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005545-&&-1-phosphatidylinositol binding-%%-GO:0005515-&&-protein binding-%%-GO:0008270-&&-zinc ion bindingG:9606:EEA1 KEGG-&-1&-hsa05152-&&-Tuberculosis-%%-hsa04145-&&-Phagosome-%%-hsa04144-&&-EndocytosisEEA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEA1EEA1 FALSE EEA1
taxon:9606 180698 1902 growth factor independent 1 transcriptional repressorgene biological_process-&-1&-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0010956-&&-negative regulation of calcidiol 1-monooxygenase activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0010957-&&-negative regulation of vitamin D biosynthetic process-%%-GO:0070105-&&-positive regulation of interleukin-6-mediated signaling pathway-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0034121-&&-regulation of toll-like receptor signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051569-&&-regulation of histone H3-K4 methylation-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016032-&&-viral process-%%-GO:0030097-&&-hemopoiesis|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0017053-&&-transcriptional reprG:9606:GFI1 GFI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GFI1GFI1 FALSE GFI1
taxon:9606 176603 1902 speckle type BTB/POZ proteingene biological_process-&-1&-GO:0030162-&&-regulation of proteolysis-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:1902237-&&-positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway-%%-GO:2000676-&&-positive regulation of type B pancreatic cell apoptotic process|cellular_component-&-1&-GO:0019005-&&-SCF ubiquitin ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0031463-&&-Cul3-RING ubiquitin ligase complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein binding-%%-GO:0001085-&&-RNA polyG:9606:SPOP KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathwaySPOP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPOPSPOP FALSE SPOP
taxon:9606 176601 1902 transgelin 2 gene biological_process-&-1&-GO:0030855-&&-epithelial cell differentiation-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031982-&&-vesicle|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:TAGLN2 TAGLN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAGLN2TAGLN2 FALSE TAGLN2
taxon:9606 176604 1902 SPARC like 1 gene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0048856-&&-anatomical structure development|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005518-&&-collagen binding-%%-GO:0050840-&&-extracellular matrix bindingG:9606:SPARCL1 SPARCL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPARCL1SPARCL1 FALSE SPARCL1
taxon:9606 176613 1902 phosphatidylinositol-4-phosphate 5-kinase type 1 alphagene biological_process-&-1&-GO:0097178-&&-ruffle assembly-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0007165-&&-signal transduction-%%-GO:0008654-&&-phospholipid biosynthetic process-%%-GO:0010761-&&-fibroblast migration-%%-GO:0006650-&&-glycerophospholipid metabolic process-%%-GO:0048041-&&-focal adhesion assembly-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0072661-&&-protein targeting to plasma membrane-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:0016477-&&-cell migration-%%-GO:0006909-&&-phagocytosis-%%-GO:0031532-&&-actin cytoskeleton reorganization|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0032587-&&-ruffle membrane-%%-GO:00058G:9606:PIP5K1A KEGG-&-1&-hsa00562-&&-Inositol phosphate metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04144-&&-Endocytosis-%%-hsa05231-&&-Choline metabolism in cancer-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa04072-&&-Phospholipase D signaling pathwayPIP5K1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIP5K1APIP5K1A FALSE PIP5K1A
taxon:9606 180717 1902 lysine acetyltransferase 2Agene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0021537-&&-telencephalon development-%%-GO:0048312-&&-intracellular distribution of mitochondria-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0031667-&&-response to nutrient levels-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:0001843-&&-neural tube closure-%%-GO:0030901-&&-midbrain development-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0071929-&&-alpha-tubulin acetylation-%%-GO:0016032-&&-viral process-%%-GO:0043983-&&-histone H4-K12 acetylation-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0022037-&&-metencephalon development-%%-GO:0016579-&&-protein deubiquitination-%%-GG:9606:KAT2A KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05203-&&-Viral carcinogenesisKAT2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT2AKAT2A FALSE KAT2A
taxon:9606 176631 1902 histone cluster 1 H4 family member lgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4L KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H4L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4LHIST1H4L FALSE HIST1H4L
taxon:9606 176629 1902 histone cluster 2 H4 family member agene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST2H4A KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST2H4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H4AHIST2H4A FALSE HIST2H4A
taxon:9606 180725 1902 glutaryl-CoA dehydrogenasegene biological_process-&-1&-GO:0006554-&&-lysine catabolic process-%%-GO:0046949-&&-fatty-acyl-CoA biosynthetic process-%%-GO:0006568-&&-tryptophan metabolic process-%%-GO:0033539-&&-fatty acid beta-oxidation using acyl-CoA dehydrogenase|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0004361-&&-glutaryl-CoA dehydrogenase activity-%%-GO:0050660-&&-flavin adenine dinucleotide binding-%%-GO:0000062-&&-fatty-acyl-CoA bindingG:9606:GCDH KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00310-&&-Lysine degradation-%%-hsa00380-&&-Tryptophan metabolism-%%-hsa00071-&&-Fatty acid degradationGCDH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GCDHGCDH FALSE GCDH
taxon:9606 176634 1902 histone cluster 1 H4 family member hgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4H KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H4H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4HHIST1H4H FALSE HIST1H4H
taxon:9606 176635 1902 histone cluster 1 H4 family member cgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4C KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H4C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4CHIST1H4C FALSE HIST1H4C
taxon:9606 176632 1902 histone cluster 1 H4 family member egene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4E KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4E Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4EHIST1H4E FALSE HIST1H4E
taxon:9606 176633 1902 histone cluster 1 H4 family member bgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4B KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4BHIST1H4B FALSE HIST1H4B
taxon:9606 168444 1902 neuronal PAS domain protein 3gene biological_process-&-1&-GO:0032502-&&-developmental process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0046983-&&-protein dimerization activityG:9606:NPAS3 NPAS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NPAS3NPAS3 FALSE NPAS3
taxon:9606 180733 1902 glioblastoma amplified sequencegene biological_process-&-1&-GO:0006754-&&-ATP biosynthetic process-%%-GO:0006119-&&-oxidative phosphorylation-%%-GO:2000984-&&-negative regulation of ATP citrate synthase activity|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:GBAS GBAS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GBASGBAS FALSE GBAS
taxon:9606 168450 1902 TSPY like 2 gene biological_process-&-1&-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0009966-&&-regulation of signal transduction-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0007049-&&-cell cycle-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0008156-&&-negative regulation of DNA replication-%%-GO:0045786-&&-negative regulation of cell cycle|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000182-&&-rDNA binding-%%-GO:0005515-&&-protein bindingG:9606:TSPYL2 TSPYL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPYL2TSPYL2 FALSE TSPYL2
taxon:9606 176646 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein zetagene biological_process-&-1&-GO:0030168-&&-platelet activation-%%-GO:0061024-&&-membrane organization-%%-GO:0007165-&&-signal transduction-%%-GO:0051683-&&-establishment of Golgi localization-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0090168-&&-Golgi reassembly-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0006605-&&-protein targeting-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0042470-&&-melanosome-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0042802-&&-identical G:9606:YWHAZ KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosisYWHAZ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHAZYWHAZ FALSE YWHAZ
taxon:9606 176647 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein etagene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0002028-&&-regulation of sodium ion transport-%%-GO:0021762-&&-substantia nigra development-%%-GO:0048167-&&-regulation of synaptic plasticity-%%-GO:0006713-&&-glucocorticoid catabolic process-%%-GO:0045664-&&-regulation of neuron differentiation-%%-GO:0006886-&&-intracellular protein transport-%%-GO:2000649-&&-regulation of sodium ion transmembrane transporter activity-%%-GO:0086010-&&-membrane depolarization during action potential-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0042921-&&-glucocorticoid receptor signaling pathway-%%-GO:0050774-&&-negative regulation of dendrite morphogenesis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0014704-&&-intercalated disc-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0030659-&&-cytoplG:9606:YWHAH KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosisYWHAH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHAHYWHAH FALSE YWHAH
taxon:9606 176644 1902 splicing factor 1gene biological_process-&-1&-GO:0033327-&&-Leydig cell differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0048662-&&-negative regulation of smooth muscle cell proliferation-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0000389-&&-mRNA 3'-splice site recognition-%%-GO:0030575-&&-nuclear body organization-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0030238-&&-male sex determination-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0050810-&&-regulation of steroid biosynthetic process|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005840-&&-ribosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005634-&&-nucleus-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0042802-&&-identical protein binding-%%-GO:0045131-&&-pre-mRNA branch point binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zincG:9606:SF1 SF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SF1SF1 FALSE SF1
taxon:9606 176650 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein betagene biological_process-&-1&-GO:0051291-&&-protein heterooligomerization-%%-GO:0061024-&&-membrane organization-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0051220-&&-cytoplasmic sequestering of protein-%%-GO:0000165-&&-MAPK cascade-%%-GO:0035308-&&-negative regulation of protein dephosphorylation-%%-GO:0035329-&&-hippo signaling-%%-GO:0045744-&&-negative regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0006605-&&-protein targeting-%%-GO:0016032-&&-viral process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005925-&&-focal adhesion-%%-GO:0042470-&&-melanosome-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:000G:9606:YWHAB KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosisYWHAB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHABYWHAB FALSE YWHAB
taxon:9606 176651 1902 YY1 transcription factorgene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0010225-&&-response to UV-C-%%-GO:0030154-&&-cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0007283-&&-spermatogenesis-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0034644-&&-cellular response to UV|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005634-&&-nucleus-%%-GO:0031011-&&-Ino80 complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046332-&&-SMAD binding-%%-GO:0000400-&&-four-way junction DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003700-&&-transcriptG:9606:YY1 YY1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YY1YY1 FALSE YY1
taxon:9606 176648 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein gammagene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0009966-&&-regulation of signal transduction-%%-GO:0006605-&&-protein targeting-%%-GO:0048167-&&-regulation of synaptic plasticity-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0045664-&&-regulation of neuron differentiation-%%-GO:0071901-&&-negative regulation of protein serine/threonine kinase activity-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0030659-&&-cytoplasmic vesicle membrane|molecular_function-&-1&-GO:0005080-&&-protein kinase C binding-%%-GO:0008426-&&-protein kinase C G:9606:YWHAG KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosisYWHAG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHAGYWHAG FALSE YWHAG
taxon:9606 176649 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein epsilongene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:1902309-&&-negative regulation of peptidyl-serine dephosphorylation-%%-GO:0001764-&&-neuron migration-%%-GO:0021766-&&-hippocampus development-%%-GO:0061024-&&-membrane organization-%%-GO:0003064-&&-regulation of heart rate by hormone-%%-GO:0060306-&&-regulation of membrane repolarization-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0021987-&&-cerebral cortex development-%%-GO:1901016-&&-regulation of potassium ion transmembrane transporter activity-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006605-&&-protein targeting-%%-GO:0086013-&&-membrane repolarization during cardiac muscle cell action potential-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0016032-&&-viral process-%%-GO:0086091-&&-regulation of hearG:9606:YWHAE KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05160-&&-Hepatitis C-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04722-&&-Neurotrophin signaling pathwayYWHAE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHAEYWHAE FALSE YWHAE
taxon:9606 176653 1902 YES proto-oncogene 1, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0050900-&&-leukocyte migration-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0036120-&&-cellular response to platelet-derived growth factor stimulus-%%-GO:0016477-&&-cell migration-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0015758-&&-glucose transport-%%-GO:0043114-&&-regulation of vascular permeability-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0030154-&&-cell differentiation-%%-GO:0031295-&&-T cell costimulation-%%-GO:0071560-&&-cellular response to transforming growth factor betaG:9606:YES1 KEGG-&-1&-hsa04520-&&-Adherens junctionYES1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YES1YES1 FALSE YES1
taxon:9606 180754 1902 glyceraldehyde-3-phosphate dehydrogenasegene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:0050821-&&-protein stabilization-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0061621-&&-canonical glycolysis-%%-GO:0035606-&&-peptidyl-cysteine S-trans-nitrosylation-%%-GO:0051402-&&-neuron apoptotic process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005811-&&-lipid particle-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031965-&&-nuclear membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0031982-&&-vesicle-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0097452-&&-GAIT complex-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GG:9606:GAPDH KEGG-&-1&-hsa01200-&&-Carbon metabolism-%%-hsa05010-&&-Alzheimer disease-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa01230-&&-Biosynthesis of amino acidsGAPDH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GAPDHGAPDH FALSE GAPDH
taxon:9606 172560 1902 RNA binding motif protein, X-linkedgene biological_process-&-1&-GO:0006376-&&-mRNA splice site selection-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010467-&&-gene expression-%%-GO:0048026-&&-positive regulation of mRNA splicing, via spliceosome-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0051260-&&-protein homooligomerization|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0005719-&&-nuclear euchromatin-%%-GO:0044530-&&-supraspliceosomal complex-%%-GO:0071013-&&-catalytic G:9606:RBMX KEGG-&-1&-hsa03040-&&-SpliceosomeRBMX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBMXRBMX FALSE RBMX
taxon:9606 176657 1902 X-ray repair cross complementing 5gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0048660-&&-regulation of smooth muscle cell proliferation-%%-GO:0000723-&&-telomere maintenance-%%-GO:0006310-&&-DNA recombination-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0071480-&&-cellular response to gamma radiation-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0008283-&&-cell proliferation-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0071475-&&-cellular hyperosmotic salinity response-%%-GO:0060218-&&-hematopoietic stem cell differentiation-%%-GO:0075713-&&-establishment of integrated proviral latency-%%-GO:0071481-&&-cellular response to X-ray-%%-GO:1904430-&&-negative regulation of t-circle formation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042493-&&-response to drug-%%-GO:0050769-&&-positive regulation of neurogenesis-%%-GO:0007420-&&-brain development-%%-GO:0006302-&&-double-strand break repair-%%-GO:0045892G:9606:XRCC5 KEGG-&-1&-hsa03450-&&-Non-homologous end-joiningXRCC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XRCC5XRCC5 FALSE XRCC5
taxon:9606 176662 1902 exportin 1 gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0010824-&&-regulation of centrosome duplication-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0000055-&&-ribosomal large subunit export from nucleus-%%-GO:0000056-&&-ribosomal small subunit export from nucleus-%%-GO:0042176-&&-regulation of protein catabolic process-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0006611-&&-protein export from nucleus-%%-GO:0000054-&&-ribosomal subunit export from nucleus-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0046825-&&-regulation of protein export from nucleus-%%-GO:0042493-&&-response to drug-%%-GO:0016032-&&-viral process-%%-GO:0075733-&&-intracellular transport of virus|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0000776-&&-kinetochore-%%-GO:0015030-&&-Cajal body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-G:9606:XPO1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05164-&&-Influenza A-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa03013-&&-RNA transportXPO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XPO1XPO1 FALSE XPO1
taxon:9606 176661 1902 X-ray repair cross complementing 1gene biological_process-&-1&-GO:0021766-&&-hippocampus development-%%-GO:0010033-&&-response to organic substance-%%-GO:0061819-&&-telomeric DNA-containing double minutes formation-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0006288-&&-base-excision repair, DNA ligation-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0000012-&&-single strand break repair-%%-GO:0042493-&&-response to drug-%%-GO:1905765-&&-negative regulation of protection from non-homologous end joining at telomere-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0001666-&&-response to hypoxia|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0070522-&&-ERCC4-ERCC1 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003684-&&-damaged DNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0003909-&&-DNA liG:9606:XRCC1 KEGG-&-1&-hsa03410-&&-Base excision repairXRCC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XRCC1XRCC1 FALSE XRCC1
taxon:9606 176666 1902 XPA, DNA damage recognition and repair factorgene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0006284-&&-base-excision repair-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:1901255-&&-nucleotide-excision repair involved in interstrand cross-link repair-%%-GO:0009636-&&-response to toxic substance-%%-GO:0010996-&&-response to auditory stimulus-%%-GO:0070914-&&-UV-damage excision repair-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0070911-&G:9606:XPA KEGG-&-1&-hsa03420-&&-Nucleotide excision repair-%%-hsa01524-&&-Platinum drug resistanceXPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XPAXPA FALSE XPA
taxon:9606 176665 1902 XPC complex subunit, DNA damage recognition and repair factorgene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006281-&&-DNA repair-%%-GO:0042493-&&-response to drug-%%-GO:1901990-&&-regulation of mitotic cell cycle phase transition-%%-GO:0070914-&&-UV-damage excision repair-%%-GO:0031573-&&-intra-S DNA damage checkpoint-%%-GO:0010996-&&-response to auditory stimulus-%%-GO:0006298-&&-mismatch repair-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0010224-&&-response to UV-B-%%-GO:0070911-&&-global genome nucleotide-excision repair|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000111-&&-nucleotide-excision repair factor 2 complex-%%-GO:0071942-&&-XPC complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0G:9606:XPC KEGG-&-1&-hsa03420-&&-Nucleotide excision repairXPC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XPCXPC FALSE XPC
taxon:9606 168479 1902 tRNA methyltransferase 11 homologgene biological_process-&-1&-GO:0030488-&&-tRNA methylation|molecular_function-&-1&-GO:0004809-&&-tRNA (guanine-N2-)-methyltransferase activity-%%-GO:0000049-&&-tRNA bindingG:9606:TRMT11 TRMT11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRMT11TRMT11 FALSE TRMT11
taxon:9606 180771 1902 ferritin heavy chain 1gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006880-&&-intracellular sequestering of iron ion-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0097286-&&-iron ion import-%%-GO:0006955-&&-immune response|cellular_component-&-1&-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0044754-&&-autolysosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0008043-&&-intracellular ferritin complex-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:1904724-&&-tertiary granule lumen-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004322-&&-ferroxidase activity-%%-GO:0008199-&&-ferric iron binding-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein bindingG:9606:FTH1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04978-&&-Mineral absorption-%%-hsa04216-&&-FerroptosisFTH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FTH1FTH1 FALSE FTH1
taxon:9606 172576 1902 DIM1 dimethyladenosine transferase 1 homologgene biological_process-&-1&-GO:0031167-&&-rRNA methylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005759-&&-mitochondrial matrix|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0000179-&&-rRNA (adenine-N6,N6-)-dimethyltransferase activity-%%-GO:0052909-&&-18S rRNA (adenine(1779)-N(6)/adenine(1780)-N(6))-dimethyltransferase activityG:9606:DIMT1 DIMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DIMT1DIMT1 FALSE DIMT1
taxon:9606 176679 1902 Wilms tumor 1gene biological_process-&-1&-GO:0009888-&&-tissue development-%%-GO:0030325-&&-adrenal gland development-%%-GO:0032836-&&-glomerular basement membrane development-%%-GO:0072112-&&-glomerular visceral epithelial cell differentiation-%%-GO:0072166-&&-posterior mesonephric tubule development-%%-GO:0061032-&&-visceral serous pericardium development-%%-GO:0001822-&&-kidney development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0035802-&&-adrenal cortex formation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0060923-&&-cardiac muscle cell fate commitment-%%-GO:0071371-&&-cellular response to gonadotropin stimulus-%%-GO:0008584-&&-male gonad development-%%-GO:2000195-&&-negative regulation of female gonad development-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0072302-&&-negative regulation of metanephric glomerular mesangial cell proliferation-%%-GO:0045944-&&-positive regulation oG:9606:WT1 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerWT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WT1WT1 FALSE WT1
taxon:9606 176682 1902 Werner syndrome RecQ like helicasegene biological_process-&-1&-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0006284-&&-base-excision repair-%%-GO:0031297-&&-replication fork processing-%%-GO:0007568-&&-aging-%%-GO:0051345-&&-positive regulation of hydrolase activity-%%-GO:0071480-&&-cellular response to gamma radiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0061820-&&-telomeric D-loop disassembly-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0044806-&&-G-quadruplex DNA unwinding-%%-GO:0000732-&&-strand displacement-%%-GO:0032066-&&-nucleolus to nucleoplasm transport-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0010225-&&-response to UV-C-%%-GO:0000723-&&-telomere maintenance-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0006260-&&-DNA replication-%%-GO:0007420-&&-brain development-%%-GO:0010259-&&-multicellular organism aging-%%-GO:0006302-&&-double-strand break repair-%%-GO:0040009-&&-regulation of growth rate-%%-GO:00G:9606:WRN WRN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WRNWRN FALSE WRN
taxon:9606 180785 1902 mechanistic target of rapamycingene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:1904193-&&-negative regulation of cholangiocyte apoptotic process-%%-GO:0051496-&&-positive regulation of stress fiber assembly-%%-GO:0010831-&&-positive regulation of myotube differentiation-%%-GO:0014736-&&-negative regulation of muscle atrophy-%%-GO:0045792-&&-negative regulation of cell size-%%-GO:0051534-&&-negative regulation of NFAT protein import into nucleus-%%-GO:0045945-&&-positive regulation of transcription from RNA polymerase III promoter-%%-GO:0032868-&&-response to insulin-%%-GO:1904000-&&-positive regulation of eating behavior-%%-GO:1901838-&&-positive regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter-%%-GO:0031929-&&-TOR signaling-%%-GO:0045429-&&-positive regulation of nitric oxide biosynthetic process-%%-GO:0042060-&&-wound healing-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0007584-&&-response to nutrient-%%-GO:0031295-&&-T cell costimulatG:9606:MTOR KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa01522-&&-Endocrine resistance-%%-hsa04931-&&-Insulin resistance-%%-hsa04714-&&-Thermogenesis-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04136-&&-Autophagy - other-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hMTOR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTORMTOR FALSE MTOR
taxon:9606 176699 1902 nuclear receptor binding SET domain protein 2gene biological_process-&-1&-GO:2001032-&&-regulation of double-strand break repair via nonhomologous end joining-%%-GO:0010452-&&-histone H3-K36 methylation-%%-GO:0048298-&&-positive regulation of isotype switching to IgA isotypes-%%-GO:0034770-&&-histone H4-K20 methylation-%%-GO:0070201-&&-regulation of establishment of protein localization-%%-GO:0060348-&&-bone development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0003289-&&-atrial septum primum morphogenesis-%%-GO:0003149-&&-membranous septum morphogenesis-%%-GO:0003290-&&-atrial septum secundum morphogenesis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0042799-&&-histone methyltransferase activity (H4-K20 specific)-%%-GO:0018024-&&G:9606:NSD2 KEGG-&-1&-hsa00310-&&-Lysine degradation-%%-hsa05202-&&-Transcriptional misregulation in cancerNSD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NSD2NSD2 FALSE NSD2
taxon:9606 180798 1902 BRF1, RNA polymerase III transcription initiation factor subunitgene biological_process-&-1&-GO:0045945-&&-positive regulation of transcription from RNA polymerase III promoter-%%-GO:0006384-&&-transcription initiation from RNA polymerase III promoter-%%-GO:0006383-&&-transcription from RNA polymerase III promoter-%%-GO:0009303-&&-rRNA transcription-%%-GO:0009304-&&-tRNA transcription|cellular_component-&-1&-GO:0000126-&&-transcription factor TFIIIB complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0017025-&&-TBP-class protein bindingG:9606:BRF1 BRF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRF1BRF1 FALSE BRF1
taxon:9606 164415 1902 NIMA related kinase 7gene biological_process-&-1&-GO:0000910-&&-cytokinesis-%%-GO:0051225-&&-spindle assembly-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0000922-&&-spindle pole-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0004674-&&-protein serine/threonine kinase activityG:9606:NEK7 KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathwayNEK7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEK7NEK7 FALSE NEK7
taxon:9606 180802 1902 general transcription factor IIH subunit 4gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0070816-&&-phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-G:9606:GTF2H4 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsGTF2H4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2H4GTF2H4 FALSE GTF2H4
taxon:9606 168514 1902 derlin 1 gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0036503-&&-ERAD pathway-%%-GO:0031648-&&-protein destabilization-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0045184-&&-establishment of protein localization-%%-GO:0019060-&&-intracellular transport of viral protein in host cell-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0071712-&&-ER-associated misfolded protein catabolic process-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0030970-&&-retrograde protein transport, ER to cytosol-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0055085-&&-transmembrane transport|cellular_component-&-1&-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005770-&&-late endosome-%%-GO:0005769-&&-early endosome-%%-GO:0036502-&&-Derlin-1-VIMP complex-%%-GO:0034098-&&-VCPG:9606:DERL1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)DERL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DERL1DERL1 FALSE DERL1
taxon:9606 180803 1902 general transcription factor IIH subunit 3gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0070816-&&-phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0006363-&&-termination of RNA polymerase I transcription-%%-GO:0006281-G:9606:GTF2H3 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsGTF2H3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2H3GTF2H3 FALSE GTF2H3
taxon:9606 180801 1902 general transcription factor IIigene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007165-&&-signal transduction-%%-GO:0014886-&&-transition between slow and fast fiber-%%-GO:0051481-&&-negative regulation of cytosolic calcium ion concentration-%%-GO:0016525-&&-negative regulation of angiogenesis|cellular_component-&-1&-GO:0042995-&&-cell projection-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0051019-&&-mitogen-activated protein kinase binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:GTF2I KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa03022-&&-Basal transcription factorsGTF2I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2IGTF2I FALSE GTF2I
taxon:9606 180807 1902 general transcription factor IIF subunit 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0010467-&&-gene expression-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0060261-&&-positive regulation of transcription initiation from RNA polymerase II promoter-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0050434-&&-positive regulation of viral transcription-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0005674-&&-transcription factor TFIIF complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-proteiG:9606:GTF2F2 KEGG-&-1&-hsa03022-&&-Basal transcription factorsGTF2F2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2F2GTF2F2 FALSE GTF2F2
taxon:9606 180804 1902 general transcription factor IIH subunit 2gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0009411-&&-response to UV-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0006363-&&-termination of RNA polymerase I transcription-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GOG:9606:GTF2H2 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsGTF2H2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2H2GTF2H2 FALSE GTF2H2
taxon:9606 180805 1902 general transcription factor IIH subunit 1gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0070816-&&-phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006360-&&-transcription from RNA polymerase I promoter-%%-GO:0006294-&&-nucleotide-excG:9606:GTF2H1 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsGTF2H1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2H1GTF2H1 FALSE GTF2H1
taxon:9606 164421 1902 transcription elongation factor A like 2gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleusG:9606:TCEAL2 TCEAL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCEAL2TCEAL2 FALSE TCEAL2
taxon:9606 164427 1902 ring finger protein 32gene cellular_component-&-1&-GO:0016235-&&-aggresome-%%-GO:0005768-&&-endosome|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:RNF32 RNF32 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF32RNF32 FALSE RNF32
taxon:9606 176715 1902 vitronectin gene biological_process-&-1&-GO:0030198-&&-extracellular matrix organization-%%-GO:0097421-&&-liver regeneration-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0030195-&&-negative regulation of blood coagulation-%%-GO:0061302-&&-smooth muscle cell-matrix adhesion-%%-GO:0014911-&&-positive regulation of smooth muscle cell migration-%%-GO:0033627-&&-cell adhesion mediated by integrin-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0007155-&&-cell adhesion-%%-GO:0010811-&&-positive regulation of cell-substrate adhesion-%%-GO:0030949-&&-positive regulation of vascular endothelial growth factor receptor signaling pathway-%%-GO:0048260-&&-positive regulation of receptor-mediated endocytosis-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0090303-&&-positive regulation of wound healing-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0006955-&&-immune response-%%-GO:0030449-&&-regulation of complement activation-%%-GO:0051258-&&-protein polymerization-%%-GO:0050731-&&-positive regulation of peptidylG:9606:VTN KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa04610-&&-Complement and coagulation cascades-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05205-&&-Proteoglycans in cancerVTN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VTNVTN FALSE VTN
taxon:9606 180808 1902 general transcription factor IIF subunit 1gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0009615-&&-response to virus-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0050434-&&-positive regulation of viral transcription-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0010467-&&-gene expression|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005674-&&-transcription factor TFIIF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus|molecuG:9606:GTF2F1 KEGG-&-1&-hsa03022-&&-Basal transcription factorsGTF2F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2F1GTF2F1 FALSE GTF2F1
taxon:9606 180814 1902 mutS homolog 6gene biological_process-&-1&-GO:0043570-&&-maintenance of DNA repeat elements-%%-GO:0006298-&&-mismatch repair-%%-GO:0045190-&&-isotype switching-%%-GO:0000710-&&-meiotic mismatch repair-%%-GO:0016446-&&-somatic hypermutation of immunoglobulin genes-%%-GO:0045910-&&-negative regulation of DNA recombination-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0016447-&&-somatic recombination of immunoglobulin gene segments-%%-GO:0006281-&&-DNA repair-%%-GO:0051096-&&-positive regulation of helicase activity-%%-GO:0009411-&&-response to UV-%%-GO:0016032-&&-viral process-%%-GO:0045830-&&-positive regulation of isotype switching-%%-GO:0008340-&&-determination of adult lifespan-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway|cellular_component-&-1&-GO:0032301-&&-MutSalpha complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1G:9606:MSH6 KEGG-&-1&-hsa03430-&&-Mismatch repair-%%-hsa05210-&&-Colorectal cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa01524-&&-Platinum drug resistanceMSH6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSH6MSH6 FALSE MSH6
taxon:9606 176718 1902 vaccinia related kinase 2gene biological_process-&-1&-GO:0008360-&&-regulation of cell shape-%%-GO:0043408-&&-regulation of MAPK cascade-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0016032-&&-viral process-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:2000659-&&-regulation of interleukin-1-mediated signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0046777-&&-protein autophosphorylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043234-&&-protein complex-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0031966-&&-mitochondrial membrane-%%-GO:0005634-&&-nucleus-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0019904-&&-protein domain specific bindingG:9606:VRK2 VRK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VRK2VRK2 FALSE VRK2
taxon:9606 176719 1902 vaccinia related kinase 1gene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0043987-&&-histone H3-S10 phosphorylation-%%-GO:0051301-&&-cell division-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0090166-&&-Golgi disassembly-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0072355-&&-histone H3-T3 phosphorylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005819-&&-spindle-%%-GO:0005829-&&-cytosol-%%-GO:0005795-&&-Golgi stack-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0035175-&&-histone kinase activity (H3-S10 specific)-%%-GO:0005524-&&-ATP binding-%%-GO:0031493-&&-nucleosomal histone binding-%%-GO:0072354-&&-histone kinase activity (H3-T3 specific)-%%-GO:0005515-&&-protein binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0004672-&&-protein kinase activityG:9606:VRK1 VRK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VRK1VRK1 FALSE VRK1
taxon:9606 180813 1902 general transcription factor IIA subunit 1gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005672-&&-transcription factor TFIIA complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0017025-&&-TBP-class protein binding-%%-GO:0003713-&&-transcription coactivator activityG:9606:GTF2A1 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa03022-&&-Basal transcription factorsGTF2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF2A1GTF2A1 FALSE GTF2A1
taxon:9606 180819 1902 glutathione S-transferase pi 1gene biological_process-&-1&-GO:0035726-&&-common myeloid progenitor cell proliferation-%%-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0032872-&&-regulation of stress-activated MAPK cascade-%%-GO:0071672-&&-negative regulation of smooth muscle cell chemotaxis-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0043651-&&-linoleic acid metabolic process-%%-GO:0032691-&&-negative regulation of interleukin-1 beta production-%%-GO:0007417-&&-central nervous system development-%%-GO:0043407-&&-negative regulation of MAP kinase activity-%%-GO:0071460-&&-cellular response to cell-matrix adhesion-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0045471-&&-response to ethanol-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0032720-&&-negative regulation of tumor necrosis factor production-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0043200-&&-response to amino acid-%%-GO:0043508-&&-negative rG:9606:GSTP1 KEGG-&-1&-hsa00982-&&-Drug metabolism - cytochrome P450-%%-hsa00980-&&-Metabolism of xenobiotics by cytochrome P450-%%-hsa05200-&&-Pathways in cancer-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa00480-&&-Glutathione metabolism-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05215-&&-Prostate cancer-%%-hsa05204-&&-Chemical carcinogenesisGSTP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GSTP1GSTP1 FALSE GSTP1
taxon:9606 176727 1902 vasoactive intestinal peptide receptor 1gene biological_process-&-1&-GO:0006936-&&-muscle contraction-%%-GO:0007268-&&-chemical synaptic transmission-%%-GO:0007586-&&-digestion-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0006955-&&-immune response-%%-GO:0007187-&&-G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0043235-&&-receptor complex|molecular_function-&-1&-GO:0004999-&&-vasoactive intestinal polypeptide receptor activity-%%-GO:0005515-&&-protein bindingG:9606:VIPR1 KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interactionVIPR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VIPR1VIPR1 FALSE VIPR1
taxon:9606 180821 1902 glutathione S-transferase mu 4gene biological_process-&-1&-GO:0042178-&&-xenobiotic catabolic process-%%-GO:0006749-&&-glutathione metabolic process-%%-GO:1901687-&&-glutathione derivative biosynthetic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004364-&&-glutathione transferase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0043295-&&-glutathione bindingG:9606:GSTM4 KEGG-&-1&-hsa00982-&&-Drug metabolism - cytochrome P450-%%-hsa00980-&&-Metabolism of xenobiotics by cytochrome P450-%%-hsa05200-&&-Pathways in cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00480-&&-Glutathione metabolism-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05204-&&-Chemical carcinogenesisGSTM4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GSTM4GSTM4 FALSE GSTM4
taxon:9606 176730 1902 ezrin gene biological_process-&-1&-GO:0072697-&&-protein localization to cell cortex-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:0046847-&&-filopodium assembly-%%-GO:0030033-&&-microvillus assembly-%%-GO:1903753-&&-negative regulation of p38MAPK cascade-%%-GO:1903364-&&-positive regulation of cellular protein catabolic process-%%-GO:0034629-&&-cellular protein complex localization-%%-GO:0031623-&&-receptor internalization-%%-GO:0051017-&&-actin filament bundle assembly-%%-GO:2000643-&&-positive regulation of early endosome to late endosome transport-%%-GO:0043622-&&-cortical microtubule organization-%%-GO:0001951-&&-intestinal D-glucose absorption-%%-GO:1902115-&&-regulation of organelle assembly-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0040018-&&-positive regulation of multicellular organism growth-%%-GO:0045198-&&-establishment of epithelial cell apical/basal polarity-%%-GO:0008361-&&-regulation of cell sG:9606:EZR KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05205-&&-Proteoglycans in cancerEZR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EZREZR FALSE EZR
taxon:9606 168539 1902 WD repeat domain 77gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0060528-&&-secretory columnal luminar epithelial cell differentiation involved in prostate glandular acinus development-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0035246-&&-peptidyl-arginine N-methylation-%%-GO:0060770-&&-negative regulation of epithelial cell proliferation involved in prostate gland development|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0034709-&&-methylosome-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0016274-&&-protein-arginine N-methyltransferase activity-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0008327-&&-methyl-CpG binding-%%-GO:0005515-&&-protein bindingG:9606:WDR77 WDR77 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR77WDR77 FALSE WDR77
taxon:9606 176729 1902 vimentin gene biological_process-&-1&-GO:0060020-&&-Bergmann glial cell differentiation-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0070307-&&-lens fiber cell development-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0030049-&&-muscle filament sliding-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0014002-&&-astrocyte development-%%-GO:0045109-&&-intermediate filament organization-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005882-&&-intermediate filament-%%-GO:0005777-&&-peroxisome-%%-GO:0005925-&&-focal adhesion-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0031252-&&-cell leading edge|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0005200-&&-structural constituent of cytoskeleton-%%-GG:9606:VIM KEGG-&-1&-hsa05206-&&-MicroRNAs in cancer-%%-hsa05169-&&-Epstein-Barr virus infectionVIM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VIMVIM FALSE VIM
taxon:9606 172639 1902 ankyrin repeat domain 2gene biological_process-&-1&-GO:0001817-&&-regulation of cytokine production-%%-GO:0010832-&&-negative regulation of myotube differentiation-%%-GO:2000291-&&-regulation of myoblast proliferation-%%-GO:0045662-&&-negative regulation of myoblast differentiation-%%-GO:0006936-&&-muscle contraction-%%-GO:1902253-&&-regulation of intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007517-&&-muscle organ development-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:0043619-&&-regulation of transcription from RNA polymerase II promoter in response to oxidative stress|cellular_component-&-1&-GO:0030017-&&-sarcomere-%%-GO:0005829-&&-cytosol-%%-GO:0031674-&&-I band-%%-GO:0016605-&&-PML body-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0000791-&&-euchromatin|molecular_function-&-1&-GO:0008307-&&-structural constituent of muscle-%%-GO:0031432-&&-titin binding-%%-GO:0043422-G:9606:ANKRD2 ANKRD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANKRD2ANKRD2 FALSE ANKRD2
taxon:9606 176735 1902 vascular endothelial growth factor Bgene biological_process-&-1&-GO:0001525-&&-angiogenesis-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0060754-&&-positive regulation of mast cell chemotaxis-%%-GO:0060976-&&-coronary vasculature development-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0050930-&&-induction of positive chemotaxis-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0042493-&&-response to drug-%%-GO:0006493-&&-protein O-linked glycosylation-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:0001666-&&-response to hypoxia|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0043183-&&-vascular endothelial growth factor receptor 1 binding-%%-GO:0008201-&&-heparin binding-%%-GO:G:9606:VEGFB KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathwayVEGFB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VEGFBVEGFB FALSE VEGFB
taxon:9606 176732 1902 von Hippel-Lindau tumor suppressorgene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006508-&&-proteolysis-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050821-&&-protein stabilization-%%-GO:0061428-&&-negative regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0045597-&&-positive regulation of cell differentiation|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0030891-&&-VCB complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:00616G:9606:VHL KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05200-&&-Pathways in cancerVHL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VHLVHL FALSE VHL
taxon:9606 180835 1902 glycogen synthase kinase 3 betagene biological_process-&-1&-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0021766-&&-hippocampus development-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:2000738-&&-positive regulation of stem cell differentiation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007623-&&-circadian rhythm-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006611-&&-protein export from nucleus-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0005977-&&-glycogen metabolic processG:9606:GSK3B KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05162-&&-Measles-%%-hsa04931-&&-Insulin resistance-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04360-&&-Axon guidance-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04916-&&-Melanogenesis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa05164-&&-Influenza A-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa05GSK3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GSK3BGSK3B FALSE GSK3B
taxon:9606 176736 1902 vascular endothelial growth factor Agene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:1901727-&&-positive regulation of histone deacetylase activity-%%-GO:0035767-&&-endothelial cell chemotaxis-%%-GO:1902336-&&-positive regulation of retinal ganglion cell axon guidance-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0048739-&&-cardiac muscle fiber development-%%-GO:0007399-&&-nervous system development-%%-GO:0001525-&&-angiogenesis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0048469-&&-cell maturation-%%-GO:0042462-&&-eye photoreceptor cell development-%%-GO:0038190-&&-VEGF-activated neuropilin signaling pathway-%%-GO:0043129-&&-surfactant homeostasis-%%-GO:0002053-&&-positive regulation of mesenchymal cell proliferation-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II G:9606:VEGFA VEGFA TRUE KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04014-&&-Ras signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerVEGFA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VEGFAVEGFA FALSE VEGFA
taxon:9606 176737 1902 vitamin D (1,25- dihydroxyvitamin D3) receptorgene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0050892-&&-intestinal absorption-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:0038183-&&-bile acid signaling pathway-%%-GO:0007595-&&-lactation-%%-GO:0045618-&&-positive regulation of keratinocyte differentiation-%%-GO:0046697-&&-decidualization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0060058-&&-positive regulation of apoptotic process involved in mammary gland involution-%%-GO:0006816-&&-calcium ion transport-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0060558-&&-regulation of calcidiol 1-monooxygenase activity-%%-GO:0010839-&&-negative regulation of keratinocyte proliferation-%%-GO:0001501-&&-skeletal system development-%%-GO:0070561-&&-vitamin D receptor signaling pathway-%%-GO:0010980-&&-positive regulation of vitamin D 24-hydroxylase activity-%%-GO:0000902-&&-cell morphogenesis-%%-GO:G:9606:VDR KEGG-&-1&-hsa05152-&&-Tuberculosis-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04978-&&-Mineral absorptionVDR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VDRVDR FALSE VDR
taxon:9606 180833 1902 gelsolin gene biological_process-&-1&-GO:0051014-&&-actin filament severing-%%-GO:0030041-&&-actin filament polymerization-%%-GO:1903906-&&-regulation of plasma membrane raft polarization-%%-GO:0042246-&&-tissue regeneration-%%-GO:1903923-&&-positive regulation of protein processing in phagocytic vesicle-%%-GO:1990000-&&-amyloid fibril formation-%%-GO:0071276-&&-cellular response to cadmium ion-%%-GO:0051593-&&-response to folic acid-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0060271-&&-cilium assembly-%%-GO:0097284-&&-hepatocyte apoptotic process-%%-GO:0045471-&&-response to ethanol-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:2001269-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:1903689-&&-regulation of wound healing, spreading of epidermal cells-%%-GO:0051693-&&-actin filament capping-%%-GO:0046597-&&-negative regulation of viral entry into host cell-%%-GO:0051016-&&-barbed-end actin G:9606:GSN KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04666-&&-Fc gamma R-mediated phagocytosisGSN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GSNGSN FALSE GSN
taxon:9606 176742 1902 voltage dependent anion channel 1gene biological_process-&-1&-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:0006915-&&-apoptotic process-%%-GO:0007612-&&-learning-%%-GO:0006820-&&-anion transport-%%-GO:0016236-&&-macroautophagy-%%-GO:0098656-&&-anion transmembrane transport-%%-GO:1903959-&&-regulation of anion transmembrane transport-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0006851-&&-mitochondrial calcium ion transport-%%-GO:0007270-&&-neuron-neuron synaptic transmission-%%-GO:0001662-&&-behavioral fear response-%%-GO:0016032-&&-viral process-%%-GO:1903146-&&-regulation of mitophagy|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005634-&&-nucleus-%%-GO:0046930-&&-pore complex-%%-GO:0016020-&&-membrane-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0005739-&&-mitochondrion-%%-GO:0045121-&&G:9606:VDAC1 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa04217-&&-Necroptosis-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05164-&&-Influenza A-%%-hsa04218-&&-Cellular senescence-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04979-&&-Cholesterol metabolism-%%-hsa05012-&&-Parkinson diseaseVDAC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VDAC1VDAC1 FALSE VDAC1
taxon:9606 168551 1902 FTO, alpha-ketoglutarate dependent dioxygenasegene biological_process-&-1&-GO:0010883-&&-regulation of lipid storage-%%-GO:0035552-&&-oxidative single-stranded DNA demethylation-%%-GO:0035553-&&-oxidative single-stranded RNA demethylation-%%-GO:0044065-&&-regulation of respiratory system process-%%-GO:0090335-&&-regulation of brown fat cell differentiation-%%-GO:0040014-&&-regulation of multicellular organism growth-%%-GO:0042245-&&-RNA repair-%%-GO:0080111-&&-DNA demethylation-%%-GO:0060612-&&-adipose tissue development-%%-GO:0006307-&&-DNA dealkylation involved in DNA repair-%%-GO:0070350-&&-regulation of white fat cell proliferation-%%-GO:0001659-&&-temperature homeostasis-%%-GO:0070989-&&-oxidative demethylation|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0035515-&&-oxidative RNA demethylase activity-%%-GO:0008198-&&-ferrous iron binding-%%-GO:1990931-&&-RNA N6-methyladenosine dioxygenase activity-%%-GO:0035516-&&-oxidative DNA demethylase activity-%%-GO:0043734-&&-DNG:9606:FTO FTO TRUE FTO Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FTOFTO FALSE FTO
taxon:9606 176743 1902 valosin containing proteingene biological_process-&-1&-GO:0034214-&&-protein hexamerization-%%-GO:0036503-&&-ERAD pathway-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0006734-&&-NADH metabolic process-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:1903007-&&-positive regulation of Lys63-specific deubiquitinase activity-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0018279-&&-protein N-linked glycosylation via asparagine-%%-GO:0031334-&&-positive regulation of protein complex assembly-%%-GO:0030970-&&-retrograde protein transport, ER to cytosol-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0070842-&&-aggresome assembly-%%-GO:0055085-&&-transmembrane transport-%%-GO:0016579-&&-protein deubiquitination-%%-GO:1903006-&&-positive regulation of protein K63-linked deubiquitination-%%-GO:0006281-&&-DNA repair-%%-GO:1903862-&&-positive regulation of oxidG:9606:VCP KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05134-&&-LegionellosisVCP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VCPVCP FALSE VCP
taxon:9606 180836 1902 glycogen synthase kinase 3 alphagene biological_process-&-1&-GO:0005977-&&-glycogen metabolic process-%%-GO:0003073-&&-regulation of systemic arterial blood pressure-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:1901030-&&-positive regulation of mitochondrial outer membrane permeabilization involved in apoptotic signaling pathway-%%-GO:2000466-&&-negative regulation of glycogen (starch) synthase activity-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0007212-&&-dopamine receptor signaling pathway-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0030819-&&-positive regulation of cAMP biosynthetic process-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0010905-&&-negative regulation of UDP-glucose catabolic process-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:2000077-&&-negative regulation of type B pancreatic cell development-%%-GO:0045719-&&-negative regulation of glycogen biosynthetG:9606:GSK3A KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04728-&&-Dopaminergic synapseGSK3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GSK3AGSK3A FALSE GSK3A
taxon:9606 176741 1902 voltage dependent anion channel 2gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0032272-&&-negative regulation of protein polymerization-%%-GO:0006820-&&-anion transport-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:1903959-&&-regulation of anion transmembrane transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005634-&&-nucleus-%%-GO:0046930-&&-pore complex|molecular_function-&-1&-GO:0008308-&&-voltage-gated anion channel activity-%%-GO:0005515-&&-protein binding-%%-GO:0015288-&&-porin activity-%%-GO:0000166-&&-nucleotide bindingG:9606:VDAC2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa04217-&&-Necroptosis-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04979-&&-Cholesterol metabolism-%%-hsa04216-&&-Ferroptosis-%%-hsa05012-&&-Parkinson diseaseVDAC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VDAC2VDAC2 FALSE VDAC2
taxon:9606 172651 1902 F-box protein 4gene biological_process-&-1&-GO:0010608-&&-posttranscriptional regulation of gene expression-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0019725-&&-cellular homeostasis-%%-GO:0031648-&&-protein destabilization-%%-GO:1900181-&&-negative regulation of protein localization to nucleus-%%-GO:0035726-&&-common myeloid progenitor cell proliferation-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:1902916-&&-positive regulation of protein polyubiquitination-%%-GO:2000001-&&-regulation of DNA damage checkpoint-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0007568-&&-aging|cellular_component-&-1&-GO:0019005-&&-SCF ubiquitin ligase complex-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042803-G:9606:FBXO4 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisFBXO4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXO4FBXO4 FALSE FBXO4
taxon:9606 176747 1902 vav guanine nucleotide exchange factor 2gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0016477-&&-cell migration-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0030168-&&-platelet activation-%%-GO:0007165-&&-signal transduction-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0001525-&&-angiogenesis-%%-GO:0030193-&&-regulation of blood coagulation-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0030032-&&-lamellipodium assembly-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0008361-&&-regulation of ceG:9606:VAV2 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04664-&&-Fc epsilon RI signaling pathwayVAV2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAV2VAV2 FALSE VAV2
taxon:9606 176744 1902 vinculin gene biological_process-&-1&-GO:0034333-&&-adherens junction assembly-%%-GO:0002009-&&-morphogenesis of an epithelium-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0048675-&&-axon extension-%%-GO:0070527-&&-platelet aggregation-%%-GO:0034394-&&-protein localization to cell surface-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006936-&&-muscle contraction-%%-GO:0043297-&&-apical junction assembly-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007155-&&-cell adhesion-%%-GO:0090136-&&-epithelial cell-cell adhesion-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0030032-&&-lamellipodium assembly-%%-GO:0007160-&&-cell-matrix adhesion|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005916-&&-fascia adherens-%%-GO:0043034-&&-costamere-%%-GO:0035580-&&-specific granule lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton-%%-GO:1903561-&&-extracellular G:9606:VCL KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05146-&&-Amoebiasis-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04520-&&-Adherens junction-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05100-&&-Bacterial invasion of epithelial cellsVCL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VCLVCL FALSE VCL
taxon:9606 176745 1902 vascular cell adhesion molecule 1gene biological_process-&-1&-GO:0035094-&&-response to nicotine-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0007157-&&-heterophilic cell-cell adhesion via plasma membrane cell adhesion molecules-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0030183-&&-B cell differentiation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0002544-&&-chronic inflammatory response-%%-GO:0010043-&&-response to zinc ion-%%-GO:0002526-&&-acute inflammatory response-%%-GO:0007568-&&-aging-%%-GO:0022614-&&-membrane to membrane docking-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0045471-&&-response to ethanol-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0007584-&&-response to nutrient-%%-GO:0050776-&&-regulation of immune response-%%-GO:0007155-&&-cell adhesion-%%-GO:0016032-&&-viral process-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0050901-&&-leukocyte tethering or rolling-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0009308-&&-amine metaboliG:9606:VCAM1 VCAM1 TRUE KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05144-&&-Malaria-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05143-&&-African trypanosomiasis-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04064-&&-NF-kappa B signaling pathwayVCAM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VCAM1VCAM1 FALSE VCAM1
taxon:9606 176750 1902 valyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006438-&&-valyl-tRNA aminoacylation-%%-GO:0006450-&&-regulation of translational fidelity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0002161-&&-aminoacyl-tRNA editing activity-%%-GO:0005524-&&-ATP binding-%%-GO:0004832-&&-valine-tRNA ligase activity-%%-GO:0005515-&&-protein bindingG:9606:VARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisVARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VARSVARS FALSE VARS
taxon:9606 176748 1902 vav guanine nucleotide exchange factor 1gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0031295-&&-T cell costimulation-%%-GO:0030168-&&-platelet activation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0072593-&&-reactive oxygen species metabolic process-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0030217-&&-T cell differentiation-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0008361-&&-regulation of cell size-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0045954-&&-positive regulation of natural killer cell mediated cG:9606:VAV1 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04664-&&-Fc epsilon RI signaling pathwayVAV1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAV1VAV1 FALSE VAV1
taxon:9606 180844 1902 C-X-C motif chemokine ligand 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0090023-&&-positive regulation of neutrophil chemotaxis-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0007399-&&-nervous system development-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0006954-&&-inflammatory response-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0006935-&&-chemotaxis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006955-&&-immune response-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0035580-&&-specific granule lumen-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region-%%-GO:1904724-&&-tertiary granule lumen|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0008083-&&-growth factor activG:9606:CXCL1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05134-&&-Legionellosis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05132-&&-Salmonella infectionCXCL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXCL1CXCL1 FALSE CXCL1
taxon:9606 176749 1902 vasodilator-stimulated phosphoproteingene biological_process-&-1&-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0008154-&&-actin polymerization or depolymerization-%%-GO:0001843-&&-neural tube closure-%%-GO:0034329-&&-cell junction assembly-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0007411-&&-axon guidance|cellular_component-&-1&-GO:0031258-&&-lamellipodium membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0031527-&&-filopodium membrane-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0017124-&&-SH3 domain binding-%%-GO:0005522-&&-profilin bindingG:9606:VASP KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04611-&&-Platelet activation-%%-hsa04666-&&-Fc gamma R-mediated phagocytosisVASP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VASPVASP FALSE VASP
taxon:9606 168557 1902 proline rich and Gla domain 4gene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005509-&&-calcium ion bindingG:9606:PRRG4 PRRG4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRRG4PRRG4 FALSE PRRG4
taxon:9606 168563 1902 nucleolar complex associated 4 homologgene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030692-&&-Noc4p-Nop14p complex-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0032040-&&-small-subunit processome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:NOC4L NOC4L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOC4LNOC4L FALSE NOC4L
taxon:9606 176753 1902 lysine demethylase 6Agene biological_process-&-1&-GO:0071557-&&-histone H3-K27 demethylation-%%-GO:0072358-&&-cardiovascular system development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0048333-&&-mesodermal cell differentiation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0032525-&&-somite rostral/caudal axis specification-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0003016-&&-respiratory system process-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0048570-&&-notochord morphogenesis-%%-GO:0001843-&&-neural tube closure-%%-GO:0003007-&&-heart morphogenesis|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0044666-&&-MLL3/4 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031490-&&-chromatin DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0032452-&&-histone demethylase acG:9606:KDM6A KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerKDM6A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM6AKDM6A FALSE KDM6A
taxon:9606 172662 1902 F-box and WD repeat domain containing 8gene biological_process-&-1&-GO:0007030-&&-Golgi organization-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0050775-&&-positive regulation of dendrite morphogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0060712-&&-spongiotrophoblast layer development-%%-GO:0060716-&&-labyrinthine layer blood vessel development-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0031467-&&-Cul7-RING ubiquitin ligase complex-%%-GO:1990393-&&-3M complex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0019005-&&-SCF ubiquitin ligase complex-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:FBXW8 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisFBXW8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXW8FBXW8 FALSE FBXW8
taxon:9606 180855 1902 nuclear receptor subfamily 3 group C member 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006915-&&-apoptotic process-%%-GO:0051301-&&-cell division-%%-GO:0007165-&&-signal transduction-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0043402-&&-glucocorticoid mediated signaling pathway-%%-GO:0071383-&&-cellular response to steroid hormone stimulus-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0007059-&&-chromosome segregation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042921-&&-glucocorticoid receptor signaling pathway-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005819-&&-spindle-%%-GO:0005737-&&-cytoplasm-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol-%%-GO:0043234-&&-protein complex-%%-GO:0005815-&&-microtubule organizG:9606:NR3C1 NR3C1 TRUE KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interactionNR3C1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR3C1NR3C1 FALSE NR3C1
taxon:9606 168568 1902 DEAD-box helicase 54gene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0016070-&&-RNA metabolic process-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005102-&&-receptor binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0030331-&&-estrogen receptor bindingG:9606:DDX54 DDX54 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX54DDX54 FALSE DDX54
taxon:9606 176760 1902 upstream transcription factor 1gene biological_process-&-1&-GO:0000430-&&-regulation of transcription from RNA polymerase II promoter by glucose-%%-GO:0051918-&&-negative regulation of fibrinolysis-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000432-&&-positive regulation of transcription from RNA polymerase II promoter by glucose-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0055088-&&-lipid homeostasis-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0009411-&&-response to UV-%%-GO:0019086-&&-late viral transcription-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0001666-&&-response to hypoxia-%%-GO:0045990-&&-carbon catabolite regulation of transcription|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0016589-&&-NURF complex-%%-GO:0048188-&&-Set1C/COMPASS complex-%%-GO:0005667-&&G:9606:USF1 USF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USF1USF1 FALSE USF1
taxon:9606 168572 1902 nucleic acid binding protein 2gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0051972-&&-regulation of telomerase activity-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0070200-&&-establishment of protein localization to telomere-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070876-&&-SOSS complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA binding-%%-GO:0061730-&&-C-rich strand telomeric DNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0098505-&&-G-rich strand telomeric DNA binding-%%-GO:0005515-&&-protein bindingG:9606:NABP2 NABP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NABP2NABP2 FALSE NABP2
taxon:9606 176771 1902 nuclear receptor subfamily 1 group H member 2gene biological_process-&-1&-GO:0045723-&&-positive regulation of fatty acid biosynthetic process-%%-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0010887-&&-negative regulation of cholesterol storage-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0010745-&&-negative regulation of macrophage derived foam cell differentiation-%%-GO:0010884-&&-positive regulation of lipid storage-%%-GO:0090108-&&-positive regulation of high-density lipoprotein particle assembly-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0010875-&&-positive regulation of cholesterol efflux-%%-GO:0048384-&&-retinoic acid receptor signaling pathway-%%-GO:0032369-&&-negative regulation of lipid transport-%%-GO:0051006-&&-positive regulation of lipoprotein lipase activity-%%-GO:0060336-&&-negative regulation of interferon-gamma-mediated signalinG:9606:NR1H2 KEGG-&-1&-hsa04931-&&-Insulin resistanceNR1H2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR1H2NR1H2 FALSE NR1H2
taxon:9606 180867 1902 granulin precursorgene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005764-&&-lysosome-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0005768-&&-endosome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008083-&&-growth factor activity-%%-GO:0005515-&&-protein binding-%%-GO:0005125-&&-cytokine activityG:9606:GRN GRN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRNGRN FALSE GRN
taxon:9606 176775 1902 uridine monophosphate synthetasegene biological_process-&-1&-GO:0046134-&&-pyrimidine nucleoside biosynthetic process-%%-GO:0006207-&&-'de novo' pyrimidine nucleobase biosynthetic process-%%-GO:0044205-&&-'de novo' UMP biosynthetic process-%%-GO:0006222-&&-UMP biosynthetic process-%%-GO:0035690-&&-cellular response to drug-%%-GO:0007565-&&-female pregnancy-%%-GO:0007595-&&-lactation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004588-&&-orotate phosphoribosyltransferase activity-%%-GO:0004590-&&-orotidine-5'-phosphate decarboxylase activityG:9606:UMPS KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00240-&&-Pyrimidine metabolismUMPS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UMPSUMPS FALSE UMPS
taxon:9606 180878 1902 growth factor receptor bound protein 2gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0061024-&&-membrane organization-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0036092-&&-phosphatidylinositol-3-phosphate biosynthetic process-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0043408-&&-regulation of MAPK cascade-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0030154-&&-cell differentiation-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0031623-&&-receptor internalization-%%-GO:0016032-&&-viral process-%%-GO:0048646-&&-anatomical structure formation involved in morphogenesis-%%-GO:0042770-&&-signal transduction in response to DNA damage-%%-GO:0043547-&&-positiveG:9606:GRB2 KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa01522-&&-Endocrine resistance-%%-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa05034-&&-AlcoholismGRB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRB2GRB2 FALSE GRB2
taxon:9606 172686 1902 signal transducing adaptor family member 1gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:1904140-&&-negative regulation of microglial cell migration-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:1903997-&&-positive regulation of non-membrane spanning protein tyrosine kinase activity-%%-GO:0060100-&&-positive regulation of phagocytosis, engulfment-%%-GO:1903980-&&-positive regulation of microglial cell activation-%%-GO:0010760-&&-negative regulation of macrophage chemotaxis-%%-GO:1900028-&&-negative regulation of ruffle assembly-%%-GO:0042326-&&-negative regulation of phosphorylation-%%-GO:1904151-&&-positive regulation of microglial cell mediated cytotoxicity-%%-GO:0050861-&&-positive regulation of B cell receptor signaling pathway-%%-GO:1902227-&&-negative regulation of macrophage colony-stimulating factor signaling pathway|cellular_component-&G:9606:STAP1 STAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAP1STAP1 FALSE STAP1
taxon:9606 180877 1902 growth factor receptor bound protein 7gene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0034063-&&-stress granule assembly-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007411-&&-axon guidance|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0042995-&&-cell projection-%%-GO:0005829-&&-cytosol-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0035091-&&-phosphatidylinositol binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0042802-&&-identical protein bindingG:9606:GRB7 GRB7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRB7GRB7 FALSE GRB7
taxon:9606 176786 1902 UDP-glucose 6-dehydrogenasegene biological_process-&-1&-GO:0006011-&&-UDP-glucose metabolic process-%%-GO:0001702-&&-gastrulation with mouth forming second-%%-GO:0006065-&&-UDP-glucuronate biosynthetic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006024-&&-glycosaminoglycan biosynthetic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0051287-&&-NAD binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0003979-&&-UDP-glucose 6-dehydrogenase activityG:9606:UGDH KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00520-&&-Amino sugar and nucleotide sugar metabolism-%%-hsa00040-&&-Pentose and glucuronate interconversions-%%-hsa00053-&&-Ascorbate and aldarate metabolismUGDH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UGDHUGDH FALSE UGDH
taxon:9606 168593 1902 sodium channel modifier 1gene biological_process-&-1&-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:SCNM1 SCNM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCNM1SCNM1 FALSE SCNM1
taxon:9606 176790 1902 ubiquitin fusion degradation 1 like (yeast)gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0039536-&&-negative regulation of RIG-I signaling pathway-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0030970-&&-retrograde protein transport, ER to cytosol-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0071712-&&-ER-associated misfolded protein catabolic process-%%-GO:0001501-&&-skeletal system development|cellular_component-&-1&-GO:0005783-&&-endoplasmic reticulum-%%-GO:0034098-&&-VCP-NPL4-UFD1 AAA ATPase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0036501-&&-UFD1-NPL4 complex-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0036435-&&-K48-linked polyubiquitin binding-%%-GO:0005102-&&-receptor binding-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0051117-&&-ATPase binding-%%-GO:0005515-&&-protein binG:9606:UFD1L KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumUFD1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UFD1LUFD1L FALSE UFD1L
taxon:9606 180887 1902 G protein pathway suppressor 2gene biological_process-&-1&-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0000188-&&-inactivation of MAPK activity-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007049-&&-cell cycle-%%-GO:0007254-&&-JNK cascade|cellular_component-&-1&-GO:0017053-&&-transcriptional repressor complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0005095-&&-GTPase inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:GPS2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infectionGPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPS2GPS2 FALSE GPS2
taxon:9606 180884 1902 glutathione peroxidase 2gene biological_process-&-1&-GO:0055114-&&-oxidation-reduction process-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0000302-&&-response to reactive oxygen species|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0004602-&&-glutathione peroxidase activity-%%-GO:0009055-&&-electron carrier activityG:9606:GPX2 KEGG-&-1&-hsa04918-&&-Thyroid hormone synthesis-%%-hsa00480-&&-Glutathione metabolism-%%-hsa00590-&&-Arachidonic acid metabolismGPX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPX2GPX2 FALSE GPX2
taxon:9606 180888 1902 G protein pathway suppressor 1gene biological_process-&-1&-GO:0000338-&&-protein deneddylation-%%-GO:0000188-&&-inactivation of MAPK activity-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0007049-&&-cell cycle-%%-GO:0007254-&&-JNK cascade|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005095-&&-GTPase inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:GPS1 GPS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPS1GPS1 FALSE GPS1
taxon:9606 180889 1902 MAP kinase interacting serine/threonine kinase 2gene biological_process-&-1&-GO:0046777-&&-protein autophosphorylation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0006417-&&-regulation of translation-%%-GO:0030097-&&-hemopoiesis-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0071243-&&-cellular response to arsenic-containing substance|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm-%%-GO:0016605-&&-PML body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0009931-&&-calcium-dependent protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004683-&&-calmodulin-dependent protein kinase activity-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005516-&&-calmodulin bindingG:9606:MKNK2 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04910-&&-Insulin signaling pathwayMKNK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MKNK2MKNK2 FALSE MKNK2
taxon:9606 180892 1902 G protein-coupled receptor kinase 5gene biological_process-&-1&-GO:0008277-&&-regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0006915-&&-apoptotic process-%%-GO:0007188-&&-adenylate cyclase-modulating G-protein coupled receptor signaling pathway-%%-GO:0007217-&&-tachykinin receptor signaling pathway-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0046777-&&-protein autophosphorylation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004703-&&-G-protein coupled receptor kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005543-&&-phospholipid binding-%%-GO:0047696-&&-beta-adrenergic receptor kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005080-&&-protein kinase C binding-%G:9606:GRK5 KEGG-&-1&-hsa05032-&&-Morphine addiction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04144-&&-EndocytosisGRK5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRK5GRK5 FALSE GRK5
taxon:9606 176797 1902 ubiquitin C-terminal hydrolase L1gene biological_process-&-1&-GO:0016241-&&-regulation of macroautophagy-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0007628-&&-adult walking behavior-%%-GO:0048747-&&-muscle fiber development-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043407-&&-negative regulation of MAP kinase activity-%%-GO:0008283-&&-cell proliferation-%%-GO:0007412-&&-axon target recognition-%%-GO:0019896-&&-axonal transport of mitochondrion-%%-GO:0042755-&&-eating behavior-%%-GO:0019233-&&-sensory perception of pain-%%-GO:0002931-&&-response to ischemia-%%-GO:0050905-&&-neuromuscular process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005654-&&-nucleoplasm-%%-GO:0044306-&&-neuron projection terminus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:1904115-&&-axon cytoplasm-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0043025-&&-neuronal cell body|molecular_function-&-1&-GO:0031694-&&-alphaG:9606:UCHL1 KEGG-&-1&-hsa05012-&&-Parkinson diseaseUCHL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UCHL1UCHL1 FALSE UCHL1
taxon:9606 172707 1902 SUMO1/sentrin/SMT3 specific peptidase 3gene biological_process-&-1&-GO:0016926-&&-protein desumoylation-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071339-&&-MLL1 complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0004175-&&-endopeptidase activity-%%-GO:0016929-&&-SUMO-specific protease activityG:9606:SENP3 SENP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SENP3SENP3 FALSE SENP3
taxon:9606 168611 1902 dual specificity phosphatase 26gene biological_process-&-1&-GO:1902310-&&-positive regulation of peptidyl-serine dephosphorylation-%%-GO:0044387-&&-negative regulation of protein kinase activity by regulation of protein phosphorylation-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0045785-&&-positive regulation of cell adhesion|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004647-&&-phosphoserine phosphatase activity-%%-GO:0004725-&&-protein tyrosine phosphatase activity-%%-GO:0002039-&&-p53 binding-%%-GO:0004721-&&-phosphoprotein phosphatase activity-%%-GO:0008138-&&-protein tyrosine/serine/threonine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0001102-&&-RNA polymerase II G:9606:DUSP26 DUSP26 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DUSP26DUSP26 FALSE DUSP26
taxon:9606 176803 1902 ubiquitin protein ligase E3Agene biological_process-&-1&-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0006508-&&-proteolysis-%%-GO:0007420-&&-brain development-%%-GO:0060736-&&-prostate gland growth-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0035037-&&-sperm entry-%%-GO:0016032-&&-viral process-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0001541-&&-ovarian follicle development-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:2000058-&&-regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000502-&&-proteasome complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0046872-&G:9606:UBE3A KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesisUBE3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE3AUBE3A FALSE UBE3A
taxon:9606 176800 1902 small ubiquitin-like modifier 1gene biological_process-&-1&-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0050821-&&-protein stabilization-%%-GO:0045759-&&-negative regulation of action potential-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0060021-&&-palate development-%%-GO:0032880-&&-regulation of protein localization-%%-GO:1902260-&&-negative regulation of delayed rectifier potassium channel activity-%%-GO:0016925-&&-protein sumoylation-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0031334-&&-positive regulation of protein complex assembly-%%-GO:0016032-&&-viral process-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0006281-&&-DNA repair-%%-GO:0090204-&&-protein localization to nuclear pore-%%-GO:1901896-&&-positive regulation of calcium-transporting ATPase activity-%%-GO:0086004-&&-regulation of cardiac muscle cell contraction-%%-GO:0030578-&&-PML body G:9606:SUMO1 KEGG-&-1&-hsa03013-&&-RNA transport-%%-hsa05418-&&-Fluid shear stress and atherosclerosisSUMO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUMO1SUMO1 FALSE SUMO1
taxon:9606 176806 1902 ubiquitin conjugating enzyme E2 Ngene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0031058-&&-positive regulation of histone modification-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0016574-&&-histone ubiquitination-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0006282-&&-regulation of DNA repair-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0006301-&&-postreplication repair-%%-GO:0033182-&&-regulation oG:9606:UBE2N KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2N Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2NUBE2N FALSE UBE2N
taxon:9606 172715 1902 NOC2 like nucleolar associated transcriptional repressorgene biological_process-&-1&-GO:0002903-&&-negative regulation of B cell apoptotic process-%%-GO:0006915-&&-apoptotic process-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0035067-&&-negative regulation of histone acetylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0034644-&&-cellular response to UV-%%-GO:0031497-&&-chromatin assembly-%%-GO:0032066-&&-nucleolus to nucleoplasm transport|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus-%%-GO:0030690-&&-Noc1p-Noc2p complex-%%-GO:0030691-&&-Noc2p-Noc3p complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GG:9606:NOC2L NOC2L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOC2LNOC2L FALSE NOC2L
taxon:9606 176808 1902 ubiquitin conjugating enzyme E2 L3gene biological_process-&-1&-GO:0070979-&&-protein K11-linked ubiquitination-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0044770-&&-cell cycle phase transition-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0071385-&&-cellular response to glucocorticoid stimulus-%%-GO:0008283-&&-cell proliferation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0071383-&&-cellular response to steroid hormone stimulus-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005654-&&-nuclG:9606:UBE2L3 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05012-&&-Parkinson diseaseUBE2L3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2L3UBE2L3 FALSE UBE2L3
taxon:9606 176809 1902 ubiquitin conjugating enzyme E2 Igene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0051301-&&-cell division-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007059-&&-chromosome segregation-%%-GO:0016925-&&-protein sumoylation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0016032-&&-viral process-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:1903755-&&-positive regulation of SUMO transferase activity-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling|cellular_component-&-1&-GO:1990356-&&-sumoylated E2 ligase complex-%%-GO:0016605-&&-PML body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000795-&&-synaptonemal complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005635-&&-nuclear envelope-%%-GO:1990234-&&-transferase complex|molecular_function-&-1&-GO:0043398-&&-HLHG:9606:UBE2I KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa03013-&&-RNA transport-%%-hsa04064-&&-NF-kappa B signaling pathwayUBE2I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2IUBE2I FALSE UBE2I
taxon:9606 176818 1902 ubiquitin conjugating enzyme E2 Bgene biological_process-&-1&-GO:0009411-&&-response to UV-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0006344-&&-maintenance of chromatin silencing-%%-GO:0051026-&&-chiasma assembly-%%-GO:0006301-&&-postreplication repair-%%-GO:0007288-&&-sperm axoneme assembly-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0033522-&&-histone H2A ubiquitination-%%-GO:0070076-&&-histone lysine demethylation-%%-GO:0033128-&&-negative regulation of histone phosphorylation-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0042493-&&-response to drug-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0007283-&&-spermatogenesis-%%-GO:0010845-&&-positive reguG:9606:UBE2B KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2BUBE2B FALSE UBE2B
taxon:9606 172727 1902 zinc finger and BTB domain containing 20gene biological_process-&-1&-GO:0032728-&&-positive regulation of interferon-beta production-%%-GO:0032755-&&-positive regulation of interleukin-6 production-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:ZBTB20 ZBTB20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB20ZBTB20 FALSE ZBTB20
taxon:9606 168628 1902 family with sequence similarity 173 member Agene cellular_component-&-1&-GO:0016021-&&-integral component of membraneG:9606:FAM173A FAM173A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAM173AFAM173A FALSE FAM173A
taxon:9606 176820 1902 ubiquitin B gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0019058-&&-viral life cycle-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:1901214-&&-regulation of neuron death-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:1902255-&&-positive regulation of intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007179-&&-transforming growth factorG:9606:UBB KEGG-&-1&-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04144-&&-Endocytosis-%%-hsa05012-&&-Parkinson diseaseUBB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBBUBB FALSE UBB
taxon:9606 172729 1902 SERPINE1 mRNA binding protein 1gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0043488-&&-regulation of mRNA stability|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003730-&&-mRNA 3'-UTR binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:SERBP1 SERBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SERBP1SERBP1 FALSE SERBP1
taxon:9606 176825 1902 U2 small nuclear RNA auxiliary factor 1gene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0006397-&&-mRNA processing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0015030-&&-Cajal body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0089701-&&-U2AF|molecular_function-&-1&-GO:0050733-&&-RS domain binding-%%-GO:0030628-&&-pre-mRNA 3'-splice site binding-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:U2AF1 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa03040-&&-SpliceosomeU2AF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-U2AF1U2AF1 FALSE U2AF1
taxon:9606 172732 1902 GTPase activating protein and VPS9 domains 1gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0006897-&&-endocytosis-%%-GO:0007165-&&-signal transduction-%%-GO:0051223-&&-regulation of protein transport-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005768-&&-endosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0017112-&&-Rab guanyl-nucleotide exchange factor activity-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activity-%%-GO:0032794-&&-GTPase activating protein binding-%%-GO:0005096-&&-GTPase activator activity-%%-GO:0045296-&&-cadherin bindingG:9606:GAPVD1 GAPVD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GAPVD1GAPVD1 FALSE GAPVD1
taxon:9606 176835 1902 thioredoxin reductase 1gene biological_process-&-1&-GO:0000305-&&-response to oxygen radical-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0015949-&&-nucleobase-containing small molecule interconversion-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0007165-&&-signal transduction-%%-GO:0001887-&&-selenium compound metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004791-&&-thioredoxin-disulfide reductase activity-%%-GO:0098625-&&-methylselenol reductase activity-%%-GO:0098626-&&-methylseleninic acid reductase activity-%%-GO:0005515-&&-protein binding-%%-GO:0050660-&&-flavin adenine dinucleotide binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0015035-&&-protein disulfide oxidoreductase activityG:9606:TXNRD1 KEGG-&-1&-hsa00450-&&-Selenocompound metabolism-%%-hsa05200-&&-Pathways in cancer-%%-hsa05225-&&-Hepatocellular carcinomaTXNRD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TXNRD1TXNRD1 FALSE TXNRD1
taxon:9606 176833 1902 thymidylate synthetasegene biological_process-&-1&-GO:0034097-&&-response to cytokine-%%-GO:0097421-&&-liver regeneration-%%-GO:0051593-&&-response to folic acid-%%-GO:0008283-&&-cell proliferation-%%-GO:0019088-&&-immortalization of host cell by virus-%%-GO:0009636-&&-response to toxic substance-%%-GO:0046134-&&-pyrimidine nucleoside biosynthetic process-%%-GO:0060574-&&-intestinal epithelial cell maturation-%%-GO:0007568-&&-aging-%%-GO:0045471-&&-response to ethanol-%%-GO:0051216-&&-cartilage development-%%-GO:0007623-&&-circadian rhythm-%%-GO:0019860-&&-uracil metabolic process-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0046078-&&-dUMP metabolic process-%%-GO:0035999-&&-tetrahydrofolate interconversion-%%-GO:0032570-&&-response to progesterone-%%-GO:0032259-&&-methylation-%%-GO:0048589-&&-developmental growth-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0042493-&&-response to drug-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0016049-&&-cell growth-%%-GO:0000082-&&-G1/G:9606:TYMS KEGG-&-1&-hsa01523-&&-Antifolate resistance-%%-hsa01100-&&-Metabolic pathways-%%-hsa00670-&&-One carbon pool by folate-%%-hsa00240-&&-Pyrimidine metabolismTYMS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TYMSTYMS FALSE TYMS
taxon:9606 176836 1902 thioredoxin gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0043388-&&-positive regulation of DNA binding-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0046826-&&-negative regulation of protein export from nucleus-%%-GO:0007165-&&-signal transduction-%%-GO:0030091-&&-protein repair-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0051897-&&-positive regulation of protein kinase B signaling-%%-GO:1903206-&&-negative regulation of hydrogen peroxide-induced cell death-%%-GO:0006662-&&-glycerol ether metabolic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0009314-&&-response to radiation-%%-GO:0032148-&&-activation of protein kinase B activity-%%-GO:0015949-&&-nucleobase-containing small molecule interconversion-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0000302-&&-response to rG:9606:TXN KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosisTXN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TXNTXN FALSE TXN
taxon:9606 176842 1902 tubby like protein 3gene biological_process-&-1&-GO:0008277-&&-regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0060348-&&-bone development-%%-GO:0060831-&&-smoothened signaling pathway involved in dorsal/ventral neural tube patterning-%%-GO:0007420-&&-brain development-%%-GO:0048702-&&-embryonic neurocranium morphogenesis-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:1903546-&&-protein localization to photoreceptor outer segment-%%-GO:0021953-&&-central nervous system neuron differentiation-%%-GO:0060434-&&-bronchus morphogenesis-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045879-&&-negative regulation of smoothened signaling pathway-%%-GO:1901621-&&-negative regulation of smoothened signaling pathway involved in dorsal/ventral neural tube patterning-%%-GO:0021914-&&-negative regulation of smoothened signaling pathway involved in ventral spinal cord patterning-%%-GO:0097500-&&-receptor localization to non-moG:9606:TULP3 TULP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TULP3TULP3 FALSE TULP3
taxon:9606 176840 1902 twist family bHLH transcription factor 1gene biological_process-&-1&-GO:0001764-&&-neuron migration-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0061029-&&-eyelid development in camera-type eye-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007517-&&-muscle organ development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:2000778-&&-positive regulation of interleukin-6 secretion-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0071639-&&-positive regulation of monocyte chemotactic protein-1 production-%%-GO:2000144-&&-positive regulation of DNA-templated transcription, initiation-%%-GO:0001503-&&-ossification-%%-GO:0014067-&&-negative regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0003180-&&-aortic valve morphogenesG:9606:TWIST1 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancerTWIST1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TWIST1TWIST1 FALSE TWIST1
taxon:9606 176846 1902 Tu translation elongation factor, mitochondrialgene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0045471-&&-response to ethanol|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0003746-&&-translation elongation factor activity-%%-GO:0005515-&&-protein bindingG:9606:TUFM TUFM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUFMTUFM FALSE TUFM
taxon:9606 176847 1902 tubulin gamma 1gene biological_process-&-1&-GO:0007020-&&-microtubule nucleation-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0031122-&&-cytoplasmic microtubule organization-%%-GO:0000212-&&-meiotic spindle organization|cellular_component-&-1&-GO:0036064-&&-ciliary basal body-%%-GO:0097730-&&-non-motile cilium-%%-GO:0005813-&&-centrosome-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0031252-&&-cell leading edge-%%-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0045177-&&-apical part of cell-%%-GO:0055037-&&-recycling endosome-%%-GO:0000242-&&-pericentriolar material-%%-GO:0005829-&&-cytosol-%%-GO:0005814-&&-centriole-%%-GO:0000930-&&-gamma-tubulin complex-%%-GO:0005827-&&-polar microtubule|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005525-&&-GTP bindingG:9606:TUBG1 KEGG-&-1&-hsa05165-&&-Human papillomavirus infectionTUBG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBG1TUBG1 FALSE TUBG1
taxon:9606 176850 1902 tubulin alpha 4agene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005874-&&-microtubule-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:TUBA4A KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04530-&&-Tight junction-%%-hsa04210-&&-ApoptosisTUBA4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBA4ATUBA4A FALSE TUBA4A
taxon:9606 176851 1902 transthyretin gene biological_process-&-1&-GO:0006810-&&-transport-%%-GO:0042572-&&-retinol metabolic process-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0001523-&&-retinoid metabolic process-%%-GO:0070327-&&-thyroid hormone transport-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006144-&&-purine nucleobase metabolic process|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005576-&&-extracellular region-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005179-&&-hormone activity-%%-GO:0070324-&&-thyroid hormone binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TTR KEGG-&-1&-hsa04918-&&-Thyroid hormone synthesisTTR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TTRTTR FALSE TTR
taxon:9606 176848 1902 tubulin beta 2A class IIagene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0007010-&&-cytoskeleton organization|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:1903561-&&-extracellular vesicle-%%-GO:0005874-&&-microtubule-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein bindingG:9606:TUBB2A KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-PhagosomeTUBB2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBB2ATUBB2A FALSE TUBB2A
taxon:9606 127707 1902 BUB1B-PAK6 readthroughgene G:9606:BUB1B-PAK6 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04360-&&-Axon guidanceBUB1B-PAK6Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BUB1B-PAK6BUB1B-PAK6 FALSE BUB1B-PAK6
taxon:9606 168671 1902 transmembrane protein 135gene biological_process-&-1&-GO:0009409-&&-response to cold-%%-GO:0032094-&&-response to food-%%-GO:0090140-&&-regulation of mitochondrial fission-%%-GO:0007031-&&-peroxisome organization|cellular_component-&-1&-GO:0005777-&&-peroxisome-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005811-&&-lipid particle-%%-GO:0005778-&&-peroxisomal membrane-%%-GO:0031966-&&-mitochondrial membraneG:9606:TMEM135 TMEM135 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMEM135TMEM135 FALSE TMEM135
taxon:9606 168668 1902 MARCKS like 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:MARCKSL1 KEGG-&-1&-hsa05140-&&-Leishmaniasis-%%-hsa04666-&&-Fc gamma R-mediated phagocytosisMARCKSL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MARCKSL1MARCKSL1 FALSE MARCKSL1
taxon:9606 172769 1902 DNA polymerase delta interacting protein 2gene biological_process-&-1&-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0016242-&&-negative regulation of macroautophagy-%%-GO:0070584-&&-mitochondrion morphogenesis|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:POLDIP2 POLDIP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLDIP2POLDIP2 FALSE POLDIP2
taxon:9606 172773 1902 LSM14A, mRNA processing body assembly factorgene biological_process-&-1&-GO:0033962-&&-cytoplasmic mRNA processing body assembly-%%-GO:0006417-&&-regulation of translation-%%-GO:0060340-&&-positive regulation of type I interferon-mediated signaling pathway-%%-GO:0039529-&&-RIG-I signaling pathway-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0000932-&&-P-body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003690-&&-double-stranded DNA binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0003727-&&-single-stranded RNA bindingG:9606:LSM14A LSM14A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LSM14ALSM14A FALSE LSM14A
taxon:9606 172778 1902 adaptor protein, phosphotyrosine interacting with PH domain and leucine zipper 1gene biological_process-&-1&-GO:0046324-&&-regulation of glucose import-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0090003-&&-regulation of establishment of protein localization to plasma membrane-%%-GO:0007165-&&-signal transduction-%%-GO:0007049-&&-cell cycle-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0010008-&&-endosome membrane-%%-GO:0005769-&&-early endosome-%%-GO:0016581-&&-NuRD complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0012506-&&-vesicle membrane|molecular_function-&-1&-GO:0043422-&&-protein kinase B binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:APPL1 KEGG-&-1&-hsa05210-&&-Colorectal cancer-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05200-&&-Pathways in cancerAPPL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APPL1APPL1 FALSE APPL1
taxon:9606 172780 1902 GRB10 interacting GYF protein 2gene biological_process-&-1&-GO:0061157-&&-mRNA destabilization-%%-GO:0021522-&&-spinal cord motor neuron differentiation-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:0048009-&&-insulin-like growth factor receptor signaling pathway-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0008344-&&-adult locomotory behavior-%%-GO:0007631-&&-feeding behavior-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0016441-&&-posttranscriptional gene silencing-%%-GO:0050881-&&-musculoskeletal movement-%%-GO:0009791-&&-post-embryonic development|cellular_component-&-1&-GO:1990635-&&-proximal dendrite-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0005768-&&-endosome-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol-G:9606:GIGYF2 GIGYF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GIGYF2GIGYF2 FALSE GIGYF2
taxon:9606 176882 1902 BCL2 associated athanogene 6gene biological_process-&-1&-GO:0007420-&&-brain development-%%-GO:0050821-&&-protein stabilization-%%-GO:0009790-&&-embryo development-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0071816-&&-tail-anchored membrane protein insertion into ER membrane-%%-GO:0045861-&&-negative regulation of proteolysis-%%-GO:1904294-&&-positive regulation of ERAD pathway-%%-GO:0007130-&&-synaptonemal complex assembly-%%-GO:0030101-&&-natural killer cell activation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0030324-&&-lung development-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:1904379-&&-protein localization to cytosolic proteasome complex involved in ERAD pathway-%%-GO:0006810-&&-transport-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0018393-&&-internal peptidyl-lysine acetylation-%%-GO:0071712-&&-ER-associated misfolded protein catabolic process-G:9606:BAG6 BAG6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAG6BAG6 FALSE BAG6
taxon:9606 176883 1902 proline rich coiled-coil 2Agene biological_process-&-1&-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:PRRC2A PRRC2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRRC2APRRC2A FALSE PRRC2A
taxon:9606 176880 1902 DExD-box helicase 39Bgene biological_process-&-1&-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:2000573-&&-positive regulation of DNA biosynthetic process-%%-GO:2000002-&&-negative regulation of DNA damage checkpoint-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0008380-&&-RNA splicing-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0061051-&&-positive regulation of cell growth involved in cardiac muscle cell development-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0001889-&&-liver development-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0046784-&&-viral mRNA export from host cell nucleus-%%-GO:0045727-&&-positive regulation of translation|cellular_component-&-1&-GO:0000346-&&-transcription export complex-%%-GO:0016607-&&-nuclear speck-%%-GO:000565G:9606:DDX39B KEGG-&-1&-hsa05164-&&-Influenza A-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa03040-&&-Spliceosome-%%-hsa03013-&&-RNA transportDDX39B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX39BDDX39B FALSE DDX39B
taxon:9606 176884 1902 aldehyde dehydrogenase 5 family member A1gene biological_process-&-1&-GO:0006650-&&-glycerophospholipid metabolic process-%%-GO:0006678-&&-glucosylceramide metabolic process-%%-GO:0006105-&&-succinate metabolic process-%%-GO:0042135-&&-neurotransmitter catabolic process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0006083-&&-acetate metabolic process-%%-GO:0006536-&&-glutamate metabolic process-%%-GO:0006541-&&-glutamine metabolic process-%%-GO:0007417-&&-central nervous system development-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0006749-&&-glutathione metabolic process-%%-GO:0009450-&&-gamma-aminobutyric acid catabolic process-%%-GO:0022904-&&-respiratory electron transport chain-%%-GO:0009791-&&-post-embryonic development-%%-GO:0006681-&&-galactosylceramide metabolic process-%%-GO:0046459-&&-short-chain fatty acid metabolic process|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005759-&&-mitochondrial matrix|molecular_function-&-1&-GO:0004777-&&-succinate-semialdehyde dehydrogenase (NAD+) activity-%%-GO:0009013-&&-succinate-seG:9606:ALDH5A1 KEGG-&-1&-hsa00650-&&-Butanoate metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00250-&&-Alanine, aspartate and glutamate metabolismALDH5A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ALDH5A1ALDH5A1 FALSE ALDH5A1
taxon:9606 168699 1902 mitochondrial ribosomal protein L41gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0006412-&&-translation-%%-GO:0070126-&&-mitochondrial translational termination-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005762-&&-mitochondrial large ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:MRPL41 MRPL41 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPL41MRPL41 FALSE MRPL41
taxon:9606 168697 1902 mitochondrial ribosomal protein L38gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005762-&&-mitochondrial large ribosomal subunit-%%-GO:0005743-&&-mitochondrial inner membraneG:9606:MRPL38 MRPL38 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPL38MRPL38 FALSE MRPL38
taxon:9606 168702 1902 mitochondrial ribosomal protein S9gene biological_process-&-1&-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:MRPS9 KEGG-&-1&-hsa03010-&&-RibosomeMRPS9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS9MRPS9 FALSE MRPS9
taxon:9606 172798 1902 zinc finger protein 451gene biological_process-&-1&-GO:2000616-&&-negative regulation of histone H3-K9 acetylation-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0060633-&&-negative regulation of transcription initiation from RNA polymerase II promoter-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0061665-&&-SUMO ligase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0001106-&&-RNA polymerase II transcription corepressor activity-%%-GO:0016874-&&-ligase activity-%%-GO:0005515-&&-protein bindingG:9606:ZNF451 ZNF451 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF451ZNF451 FALSE ZNF451
taxon:9606 168700 1902 mitochondrial ribosomal protein S5gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS5 KEGG-&-1&-hsa03010-&&-RibosomeMRPS5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS5MRPS5 FALSE MRPS5
taxon:9606 168704 1902 mitochondrial ribosomal protein S15gene biological_process-&-1&-GO:0032543-&&-mitochondrial translation-%%-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005730-&&-nucleolus-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA bindingG:9606:MRPS15 KEGG-&-1&-hsa03010-&&-RibosomeMRPS15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS15MRPS15 FALSE MRPS15
taxon:9606 164615 1902 junction mediating and regulatory protein, p53 cofactorgene biological_process-&-1&-GO:0070358-&&-actin polymerization-dependent cell motility-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0070060-&&-'de novo' actin filament nucleation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006281-&&-DNA repair-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0034314-&&-Arp2/3 complex-mediated actin nucleation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0031252-&&-cell leading edge-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0071933-&&-Arp2/3 complex bindingG:9606:JMY JMY Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JMYJMY FALSE JMY
taxon:9606 176903 1902 ubiquitin specific peptidase 7gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0035616-&&-histone H2B conserved C-terminal lysine deubiquitination-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0050821-&&-protein stabilization-%%-GO:0010216-&&-maintenance of DNA methylation-%%-GO:0035520-&&-monoubiquitinated protein deubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:1904353-&&-regulation of telomere capping-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0016032-&&-viral process-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0016604-&&-nuclear body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016605-&&-PML body-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease actG:9606:USP7 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04068-&&-FoxO signaling pathwayUSP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP7USP7 FALSE USP7
taxon:9606 172812 1902 F-box protein 7gene biological_process-&-1&-GO:0010975-&&-regulation of neuron projection development-%%-GO:0040012-&&-regulation of locomotion-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016567-&&-protein ubiquitination-%%-GO:1903204-&&-negative regulation of oxidative stress-induced neuron death-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006626-&&-protein targeting to mitochondrion-%%-GO:0000422-&&-mitophagy-%%-GO:1903599-&&-positive regulation of mitophagy-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0045620-&&-negative regulation of lymphocyte differentiation|cellular_component-&-1&-GO:1990038-&&-Lewy body corona-%%-GO:0097462-&&-Lewy neurite-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0019005-&&-SCF ubiquitiG:9606:FBXO7 FBXO7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXO7FBXO7 FALSE FBXO7
taxon:9606 176912 1902 secretogranin IIgene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0009306-&&-protein secretion-%%-GO:0048245-&&-eosinophil chemotaxis-%%-GO:0043542-&&-endothelial cell migration-%%-GO:2000352-&&-negative regulation of endothelial cell apoptotic process-%%-GO:0001937-&&-negative regulation of endothelial cell proliferation-%%-GO:0006954-&&-inflammatory response-%%-GO:0001525-&&-angiogenesis-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0000165-&&-MAPK cascade-%%-GO:0050918-&&-positive chemotaxis-%%-GO:0050930-&&-induction of positive chemotaxis-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0098992-&&-neuronal dense core vesicle|molecular_function-&-1&-GO:0042056-&&-chemoattractant activity-%%-GO:0005125-&&-cytokine activity-%%-GO:0005515-&&-protein bindingG:9606:SCG2 SCG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCG2SCG2 FALSE SCG2
taxon:9606 176918 1902 tubulin alpha 1agene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0051301-&&-cell division-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005874-&&-microtubule-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0055037-&&-recycling endosome-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0019904-&&-protein domain specific bindingG:9606:TUBA1A KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04530-&&-Tight junction-%%-hsa04210-&&-ApoptosisTUBA1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBA1ATUBA1A FALSE TUBA1A
taxon:9606 176922 1902 mannosyl-oligosaccharide glucosidasegene biological_process-&-1&-GO:0006487-&&-protein N-linked glycosylation-%%-GO:0006457-&&-protein folding-%%-GO:0009311-&&-oligosaccharide metabolic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0004573-&&-mannosyl-oligosaccharide glucosidase activity-%%-GO:0015926-&&-glucosidase activityG:9606:MOGS KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa01100-&&-Metabolic pathways-%%-hsa00510-&&-N-Glycan biosynthesisMOGS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MOGSMOGS FALSE MOGS
taxon:9606 168729 1902 nucleic acid binding protein 1gene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006281-&&-DNA repair-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0000724-&&-double-strand break repair via homologous recombination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0005829-&&-cytosol-%%-GO:0070876-&&-SOSS complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:NABP1 NABP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NABP1NABP1 FALSE NABP1
taxon:9606 181017 1902 Fos proto-oncogene, AP-1 transcription factor subunitgene biological_process-&-1&-GO:0009409-&&-response to cold-%%-GO:0034097-&&-response to cytokine-%%-GO:0051412-&&-response to corticosterone-%%-GO:0034614-&&-cellular response to reactive oxygen species-%%-GO:1902895-&&-positive regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0001661-&&-conditioned taste aversion-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030431-&&-sleep-%%-GO:0006306-&&-DNA methylation-%%-GO:0045672-&&-positive regulation of osteoclast differentiation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007565-&&-female pregnancy-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0009629-&&-response to gravity-%%-GO:0006954-&&-inflammatory response-%%-GO:0051591-&&-response to cAMP-%%-GO:0032570-&&-response to progesterone-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0035994G:9606:FOS KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa01522-&&-Endocrine resistance-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05224-&&-Breast cancer-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04713-&&-Circadian entrainment-%%-hsa05133-&&-Pertussis-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05170-&&-Human immunodeficiency virus 1 FOS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOSFOS FALSE FOS
taxon:9606 176927 1902 BTG anti-proliferation factor 2gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0008306-&&-associative learning-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0060213-&&-positive regulation of nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0006281-&&-DNA repair-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:2000178-&&-negative regulation of neural precursor cell proliferation-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0031175-&&-neuron projection development-%G:9606:BTG2 KEGG-&-1&-hsa03018-&&-RNA degradationBTG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BTG2BTG2 FALSE BTG2
taxon:9606 176931 1902 death associated protein 3gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005763-&&-mitochondrial small ribosomal subunit|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:DAP3 DAP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAP3DAP3 FALSE DAP3
taxon:9606 181025 1902 fibronectin 1 gene biological_process-&-1&-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0050900-&&-leukocyte migration-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0006953-&&-acute-phase response-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:2001202-&&-negative regulation of transforming growth factor-beta secretion-%%-GO:0070372-&&-regulation of ERK1 and ERK2 cascade-%%-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:1904237-&&-positive regulation of substrate-dependent cell migration, cell attachment to substrate-%%-GO:0018149-&&-peptide cross-linking-%%-GO:0007161-&&-calcium-independent cell-matrix adhesion-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0045773-&&-positive regulation of axon extension-%%-GO:0007044-&&-cell-substrate junction assembly-%%-GO:0042060-&&-wound healing-%%-GO:0009611-&&-response to wounding-%%-GO:0033622-&&-integrin aG:9606:FN1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cellsFN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FN1FN1 FALSE FN1
taxon:9606 172838 1902 pre-mRNA processing factor 6gene biological_process-&-1&-GO:0000375-&&-RNA splicing, via transesterification reactions-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0000244-&&-spliceosomal tri-snRNP complex assembly-%%-GO:0008380-&&-RNA splicing-%%-GO:0006403-&&-RNA localization-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005681-&&-spliceosomal complex-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005682-&&-U5 snRNP|molecular_function-&-1&-GO:0050681-&&-androgen receptor binding-%%-GO:0043021-&&-ribonucleoprotein complex binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:PRPF6 KEGG-&-1&-hsa03040-&&-SpliceosomePRPF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRPF6PRPF6 FALSE PRPF6
taxon:9606 172837 1902 zinc finger protein 318gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0051321-&&-meiotic cell cycle-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003676-&&-nucleic acid bindingG:9606:ZNF318 ZNF318 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF318ZNF318 FALSE ZNF318
taxon:9606 172842 1902 tuftelin interacting protein 11gene biological_process-&-1&-GO:0031214-&&-biomineral tissue development-%%-GO:0006396-&&-RNA processing-%%-GO:0031848-&&-protection from non-homologous end joining at telomere-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0031333-&&-negative regulation of protein complex assembly-%%-GO:0000390-&&-spliceosomal complex disassembly-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:1904876-&&-negative regulation of DNA ligase activity-%%-GO:2001033-&&-negative regulation of double-strand break repair via nonhomologous end joining|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0016607-&&-nuclear speck-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0071008-&&-U2-type post-mRNA release spliceosomal complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:G:9606:TFIP11 TFIP11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFIP11TFIP11 FALSE TFIP11
taxon:9606 181034 1902 fms related tyrosine kinase 4gene biological_process-&-1&-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0038084-&&-vascular endothelial growth factor signaling pathway-%%-GO:0001944-&&-vasculature development-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0002040-&&-sprouting angiogenesis-%%-GO:0010575-&&-positive regulation of vascular endothelial growth factor production-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0048286-&&-lung alveolus development-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0001945-&&-lymph vessel development-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0048514-&&-blood vessel morphogenesis-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0060312-&&-regulation of blood vessel remodeling-%%-GO:0043410-&&-positive rG:9606:FLT4 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa05224-&&-Breast cancerFLT4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLT4FLT4 FALSE FLT4
taxon:9606 181038 1902 flotillin 2 gene biological_process-&-1&-GO:0008544-&&-epidermis development-%%-GO:0050821-&&-protein stabilization-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:0034114-&&-regulation of heterotypic cell-cell adhesion-%%-GO:1903905-&&-positive regulation of establishment of T cell polarity-%%-GO:0001765-&&-membrane raft assembly-%%-GO:0044860-&&-protein localization to plasma membrane raft-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0034139-&&-regulation of toll-like receptor 3 signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:1902992-&&-negative regulation of amyloid precursor protein catabolic process-%%-GO:0045661-&&-regulation of myoblast differentiation|cellular_component-&-1&-GO:0030864-&&-cortical actin cytoskeleton-%%-GO:0044291-&&-cell-cell contact zone-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0002080-&&-acrosomal membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:001G:9606:FLOT2 KEGG-&-1&-hsa04910-&&-Insulin signaling pathwayFLOT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLOT2FLOT2 FALSE FLOT2
taxon:9606 181039 1902 filamin C gene biological_process-&-1&-GO:0048747-&&-muscle fiber development-%%-GO:0034329-&&-cell junction assembly|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0030018-&&-Z disc-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0042383-&&-sarcolemma-%%-GO:0043034-&&-costamere-%%-GO:0016528-&&-sarcoplasm|molecular_function-&-1&-GO:0008092-&&-cytoskeletal protein binding-%%-GO:0051015-&&-actin filament binding-%%-GO:0005515-&&-protein binding-%%-GO:0030506-&&-ankyrin bindingG:9606:FLNC KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05132-&&-Salmonella infectionFLNC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLNCFLNC FALSE FLNC
taxon:9606 176940 1902 PR/SET domain 2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008340-&&-determination of adult lifespan-%%-GO:0034968-&&-histone lysine methylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:PRDM2 KEGG-&-1&-hsa00310-&&-Lysine degradationPRDM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRDM2PRDM2 FALSE PRDM2
taxon:9606 181037 1902 fms related tyrosine kinase 1gene biological_process-&-1&-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0038084-&&-vascular endothelial growth factor signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0036323-&&-vascular endothelial growth factor receptor-1 signaling pathway-%%-GO:0001525-&&-angiogenesis-%%-GO:0016477-&&-cell migration-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0048514-&&-blood vessel morphogenesis-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0043406-&&-positive regulation of MAP kinase activity-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kiG:9606:FLT1 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05202-&&-Transcriptional misregulation in cancerFLT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLT1FLT1 FALSE FLT1
taxon:9606 168755 1902 EF-hand calcium binding domain 6gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005509-&&-calcium ion bindingG:9606:EFCAB6 EFCAB6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EFCAB6EFCAB6 FALSE EFCAB6
taxon:9606 176944 1902 zyxin gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0043149-&&-stress fiber assembly-%%-GO:0007155-&&-cell adhesion-%%-GO:0007165-&&-signal transduction-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0016032-&&-viral process-%%-GO:0050727-&&-regulation of inflammatory response|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0005634-&&-nucleus-%%-GO:0001725-&&-stress fiber-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:ZYX KEGG-&-1&-hsa04510-&&-Focal adhesionZYX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZYXZYX FALSE ZYX
taxon:9606 181040 1902 filamin B gene biological_process-&-1&-GO:0003382-&&-epithelial cell morphogenesis-%%-GO:0007165-&&-signal transduction-%%-GO:0003334-&&-keratinocyte development-%%-GO:0007016-&&-cytoskeletal anchoring at plasma membrane-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0007519-&&-skeletal muscle tissue development|cellular_component-&-1&-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016021-&&-integral component of membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005925-&&-focal adhesion-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005903-&&-brush border-%%-GO:0001725-&&-stress fiber|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0003723-&&-RNA bindingG:9606:FLNB KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05132-&&-Salmonella infectionFLNB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLNBFLNB FALSE FLNB
taxon:9606 181041 1902 filamin A gene biological_process-&-1&-GO:0034394-&&-protein localization to cell surface-%%-GO:0045184-&&-establishment of protein localization-%%-GO:2000179-&&-positive regulation of neural precursor cell proliferation-%%-GO:0043113-&&-receptor clustering-%%-GO:0021987-&&-cerebral cortex development-%%-GO:1905031-&&-regulation of membrane repolarization during cardiac muscle cell action potential-%%-GO:2001224-&&-positive regulation of neuron migration-%%-GO:1905000-&&-regulation of membrane repolarization during atrial cardiac muscle cell action potential-%%-GO:0060271-&&-cilium assembly-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading-%%-GO:0030334-&&-regulation of cell migration-%%-GO:0016479-&&-negative regulation of transcription from RNA polymerase I promoter-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0051764-&&-actin crosslink formation-%%-GO:0034329-&&-cell junction assembly-%%-GO:0071526-&&-semaphorin-plexin signaling pathway-%%-GO:0021943-&&-formatiG:9606:FLNA KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05132-&&-Salmonella infectionFLNA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FLNAFLNA FALSE FLNA
taxon:9606 168753 1902 nicotinamide nucleotide adenylyltransferase 1gene biological_process-&-1&-GO:0034628-&&-'de novo' NAD biosynthetic process from aspartate-%%-GO:0009611-&&-response to wounding-%%-GO:0009435-&&-NAD biosynthetic process-%%-GO:0019674-&&-NAD metabolic process-%%-GO:1990966-&&-ATP generation from poly-ADP-D-ribose|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000309-&&-nicotinamide-nucleotide adenylyltransferase activity-%%-GO:0004515-&&-nicotinate-nucleotide adenylyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:NMNAT1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00760-&&-Nicotinate and nicotinamide metabolismNMNAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NMNAT1NMNAT1 FALSE NMNAT1
taxon:9606 181050 1902 forkhead box S1gene biological_process-&-1&-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0001568-&&-blood vessel development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0040018-&&-positive regulation of multicellular organism growth-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003677-&&-DNA bindingG:9606:FOXS1 FOXS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXS1FOXS1 FALSE FOXS1
taxon:9606 181048 1902 forkhead box O3gene biological_process-&-1&-GO:0006417-&&-regulation of translation-%%-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0001547-&&-antral ovarian follicle growth-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0097150-&&-neuronal stem cell population maintenance-%%-GO:0071386-&&-cellular response to corticosterone stimulus-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0001556-&&-oocyte maturation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0071548-&&-response to dexamethasone-%%-GO:0031667-&&-response to nutrient levels-%%-GO:1903428-&&-positive regulation of reactive oxygen species biosynthetic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1904646-&&-cellular response to beta-amyloid-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathwG:9606:FOXO3 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa04137-&&-Mitophagy - animal-%%-hsa05213-&&-Endometrial cancerFOXO3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXO3FOXO3 FALSE FOXO3
taxon:9606 181049 1902 forkhead box O1gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0097150-&&-neuronal stem cell population maintenance-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001568-&&-blood vessel development-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:2000377-&&-regulation of reactive oxygen species metabolic process-%%-GO:1902617-&&-response to fluoride-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0031018-&&-endocrine pancreas development-%%-GO:0071732-&&-cellular response to nitric oxide-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0070417-&&-cellular response to cold-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0001G:9606:FOXO1 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04931-&&-Insulin resistance-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05215-&&-Prostate cancerFOXO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXO1FOXO1 FALSE FOXO1
taxon:9606 168770 1902 ceramide kinasegene biological_process-&-1&-GO:0006672-&&-ceramide metabolic process-%%-GO:0006687-&&-glycosphingolipid metabolic process-%%-GO:0046834-&&-lipid phosphorylation|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0001729-&&-ceramide kinase activity-%%-GO:0005515-&&-protein bindingG:9606:CERK KEGG-&-1&-hsa00600-&&-Sphingolipid metabolismCERK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CERKCERK FALSE CERK
taxon:9606 164672 1902 splicing regulatory glutamic acid and lysine rich protein 1gene biological_process-&-1&-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:SREK1 SREK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SREK1SREK1 FALSE SREK1
taxon:9606 164673 1902 poly(A) binding protein cytoplasmic 5gene cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:PABPC5 KEGG-&-1&-hsa03018-&&-RNA degradation-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa03013-&&-RNA transportPABPC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PABPC5PABPC5 FALSE PABPC5
taxon:9606 181057 1902 forkhead box L1gene biological_process-&-1&-GO:0007275-&&-multicellular organism development-%%-GO:0030166-&&-proteoglycan biosynthetic process-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0061146-&&-Peyer's patch morphogenesis-%%-GO:0007507-&&-heart development-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0007495-&&-visceral mesoderm-endoderm interaction involved in midgut development-%%-GO:0030111-&&-regulation of Wnt signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0008301-&&-DNA binding, bending-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:FOXL1 FOXL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXL1FOXL1 FALSE FOXL1
taxon:9606 168772 1902 methenyltetrahydrofolate synthetase domain containinggene biological_process-&-1&-GO:0008298-&&-intracellular mRNA localization|cellular_component-&-1&-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:MTHFSD MTHFSD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTHFSDMTHFSD FALSE MTHFSD
taxon:9606 181061 1902 forkhead box C1gene biological_process-&-1&-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:1901491-&&-negative regulation of lymphangiogenesis-%%-GO:0048844-&&-artery morphogenesis-%%-GO:0016477-&&-cell migration-%%-GO:0036438-&&-maintenance of lens transparency-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0046620-&&-regulation of organ growth-%%-GO:1902257-&&-negative regulation of apoptotic process involved in outflow tract morphogenesis-%%-GO:0014031-&&-mesenchymal cell development-%%-GO:0060038-&&-cardiac muscle cell proliferation-%%-GO:0035050-&&-embryonic heart tube development-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0043010-&&-camera-type eye development-%%-GO:0045930-&&-negative regulation of mitotic cell cycle-%%-GO:0001654-&&-eye development-%%-GO:0030199-&&-collagen fibril organization-%%-GO:0032808-&&-lacrimal gland development-%%-GO:0016525-&&-negative regulation of angG:9606:FOXC1 FOXC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXC1FOXC1 FALSE FOXC1
taxon:9606 181066 1902 FK506 binding protein 4gene biological_process-&-1&-GO:0046661-&&-male sex differentiation-%%-GO:0006457-&&-protein folding-%%-GO:0031115-&&-negative regulation of microtubule polymerization-%%-GO:0006463-&&-steroid hormone receptor complex assembly-%%-GO:0031111-&&-negative regulation of microtubule polymerization or depolymerization-%%-GO:0031503-&&-protein complex localization-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0006825-&&-copper ion transport-%%-GO:0007566-&&-embryo implantation-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0030850-&&-prostate gland development-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0044295-&&-axonal growth cone-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion-%%-GG:9606:FKBP4 KEGG-&-1&-hsa04915-&&-Estrogen signaling pathwayFKBP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FKBP4FKBP4 FALSE FKBP4
taxon:9606 181067 1902 FK506 binding protein 3gene biological_process-&-1&-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0061077-&&-chaperone-mediated protein folding|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003755-&&-peptidyl-prolyl cis-trans isomerase activity-%%-GO:0005528-&&-FK506 binding-%%-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activityG:9606:FKBP3 FKBP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FKBP3FKBP3 FALSE FKBP3
taxon:9606 181064 1902 forkhead box G1gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0002052-&&-positive regulation of neuroblast proliferation-%%-GO:0009953-&&-dorsal/ventral pattern formation-%%-GO:0016199-&&-axon midline choice point recognition-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007420-&&-brain development-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0045787-&&-positive regulation of cell cycle-%%-GO:0048664-&&-neuron fate determination-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0021852-&&-pyramidal neuron migration-%%-GO:0007568-&&-aging|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein biG:9606:FOXG1 KEGG-&-1&-hsa04068-&&-FoxO signaling pathwayFOXG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXG1FOXG1 FALSE FOXG1
taxon:9606 181065 1902 FK506 binding protein 5gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0061077-&&-chaperone-mediated protein folding|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005528-&&-FK506 binding-%%-GO:0005515-&&-protein binding-%%-GO:0003755-&&-peptidyl-prolyl cis-trans isomerase activity-%%-GO:0031072-&&-heat shock protein bindingG:9606:FKBP5 KEGG-&-1&-hsa04915-&&-Estrogen signaling pathwayFKBP5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FKBP5FKBP5 FALSE FKBP5
taxon:9606 181079 1902 four and a half LIM domains 2gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0055014-&&-atrial cardiac muscle cell development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0055015-&&-ventricular cardiac muscle cell development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060347-&&-heart trabecula formation-%%-GO:0009725-&&-response to hormone|cellular_component-&-1&-GO:0031430-&&-M band-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0030018-&&-Z disc-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0008270-&&-zinc ion bindingG:9606:FHL2 KEGG-&-1&-hsa04380-&&-Osteoclast differentiationFHL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FHL2FHL2 FALSE FHL2
taxon:9606 160603 1902 metaxin 3 gene biological_process-&-1&-GO:0006626-&&-protein targeting to mitochondrion|cellular_component-&-1&-GO:0005741-&&-mitochondrial outer membraneG:9606:MTX3 MTX3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTX3MTX3 FALSE MTX3
taxon:9606 181084 1902 FGR proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0050764-&&-regulation of phagocytosis-%%-GO:0030154-&&-cell differentiation-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0002768-&&-immune response-regulating cell surface receptor signaling pathway-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043306-&&-positive regulation of mast cell degranulation-%%-GO:0009615-&&-response to virus-%%-GO:0050830-&&-defense response to GraG:9606:FGR KEGG-&-1&-hsa04062-&&-Chemokine signaling pathwayFGR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FGRFGR FALSE FGR
taxon:9606 160605 1902 actin, beta like 2gene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005615-&&-extracellular space-%%-GO:0005856-&&-cytoskeleton-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003674-&&-molecular_function-%%-GO:0005515-&&-protein bindingG:9606:ACTBL2 ACTBL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTBL2ACTBL2 FALSE ACTBL2
taxon:9606 176994 1902 zinc finger and BTB domain containing 17gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0001702-&&-gastrulation with mouth forming second-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0007398-&&-ectoderm development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZBTB17 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancerZBTB17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB17ZBTB17 FALSE ZBTB17
taxon:9606 164707 1902 ribosomal protein L10 likegene biological_process-&-1&-GO:0007283-&&-spermatogenesis-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005844-&&-polysome-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL10L KEGG-&-1&-hsa03010-&&-RibosomeRPL10L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL10LRPL10L FALSE RPL10L
taxon:9606 176995 1902 zinc finger protein 148gene biological_process-&-1&-GO:0007276-&&-gamete generation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006461-&&-protein complex assembly-%%-GO:0021762-&&-substantia nigra development-%%-GO:0006968-&&-cellular defense response-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:ZNF148 ZNF148 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF148ZNF148 FALSE ZNF148
taxon:9606 181091 1902 fibroblast growth factor receptor 1gene biological_process-&-1&-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0016477-&&-cell migration-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0001759-&&-organ induction-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007037-&&-vacuolar phosphate transport-%%-GO:0090272-&&-negative regulation of fibroblast growth factor production-%%-GO:0048705-&&-skeletal system morphogenesis-%%-GO:0010863-&&-positive regulation of phospholipase C activity-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0048339-&&-paraxial mesoderm development-%%-GO:0070640-&&-vitamin D3 metabolic process-%%-GO:0021847-&&-ventricular zone neuroblast division-%%-GO:0001501-&&-skeletal system development-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0030901-&&-midbrain development-%G:9606:FGFR1 KEGG-&-1&-hsa04520-&&-Adherens junction-%%-hsa04714-&&-Thermogenesis-%%-hsa05218-&&-Melanoma-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05215-&&-Prostate cancerFGFR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FGFR1FGFR1 FALSE FGFR1
taxon:9606 176998 1902 zinc finger and BTB domain containing 16gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045638-&&-negative regulation of myeloid cell differentiation-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0061036-&&-positive regulation of cartilage development-%%-GO:0001823-&&-mesonephros development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0032332-&&-positive regulation of chondrocyte differentiation-%%-GO:0045778-&&-positive regulation of ossification-%%-GO:0051216-&&-cartilage development-%%-GO:0009880-&&-embryonic pattern specification-%%-GO:0042733-&&-embryonic digit morphogenesis-%%-GO:0043065-&&-positivG:9606:ZBTB16 KEGG-&-1&-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05221-&&-Acute myeloid leukemiaZBTB16 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB16ZBTB16 FALSE ZBTB16
taxon:9606 181097 1902 EGF containing fibulin like extracellular matrix protein 1gene biological_process-&-1&-GO:0007601-&&-visual perception-%%-GO:0032331-&&-negative regulation of chondrocyte differentiation-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0043010-&&-camera-type eye development-%%-GO:0048050-&&-post-embryonic eye morphogenesis-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0048048-&&-embryonic eye morphogenesis|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008083-&&-growth factor activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005006-&&-epidermal growth factor-activated receptor activity-%%-GO:0005154-&&-epidermal growth factor receptor bindingG:9606:EFEMP1 EFEMP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EFEMP1EFEMP1 FALSE EFEMP1
taxon:9606 181101 1902 FAU, ubiquitin like and ribosomal protein S30 fusiongene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:FAU KEGG-&-1&-hsa03010-&&-RibosomeFAU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAUFAU FALSE FAU
taxon:9606 181104 1902 fatty acid synthasegene biological_process-&-1&-GO:0030879-&&-mammary gland development-%%-GO:0031325-&&-positive regulation of cellular metabolic process-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006084-&&-acetyl-CoA metabolic process-%%-GO:0035338-&&-long-chain fatty-acyl-CoA biosynthetic process-%%-GO:0071353-&&-cellular response to interleukin-4-%%-GO:0015939-&&-pantothenate metabolic process-%%-GO:0006631-&&-fatty acid metabolic process-%%-GO:0006633-&&-fatty acid biosynthetic process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0042587-&&-glycogen granule-%%-GO:0042470-&&-melanosome-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0004320-&&-oleoyl-[acyl-carrier-protein] hydrolase activity-%%-GO:0004313-&&-[acyl-carrier-protein] S-acetyltransferase activity-%%-GO:0004315-&&-3-oxoacyl-[acyl-carrier-protein] synthase activity-%%-GOG:9606:FASN KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa00061-&&-Fatty acid biosynthesis-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa04910-&&-Insulin signaling pathwayFASN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FASNFASN FALSE FASN
taxon:9606 156529 1902 nuclear pore complex interacting protein family, member B13gene G:9606:NPIPB13 NPIPB13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NPIPB13NPIPB13 FALSE NPIPB13
taxon:9606 181105 1902 phenylalanyl-tRNA synthetase alpha subunitgene biological_process-&-1&-GO:0006432-&&-phenylalanyl-tRNA aminoacylation-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0051290-&&-protein heterotetramerization|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0009328-&&-phenylalanine-tRNA ligase complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004826-&&-phenylalanine-tRNA ligase activity-%%-GO:0000049-&&-tRNA bindingG:9606:FARSA KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisFARSA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FARSAFARSA FALSE FARSA
taxon:9606 181114 1902 acyl-CoA synthetase long-chain family member 4gene biological_process-&-1&-GO:0007584-&&-response to nutrient-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0060996-&&-dendritic spine development-%%-GO:0015908-&&-fatty acid transport-%%-GO:0035338-&&-long-chain fatty-acyl-CoA biosynthetic process-%%-GO:0070672-&&-response to interleukin-15-%%-GO:0001676-&&-long-chain fatty acid metabolic process-%%-GO:0060136-&&-embryonic process involved in female pregnancy-%%-GO:0006641-&&-triglyceride metabolic process|cellular_component-&-1&-GO:0005811-&&-lipid particle-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0043025-&&-neuronal cell body-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005778-&&-peroxisomal membrane-%%-GO:0044233-&&-ER-mitochondrion membrane contact site|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004467-&&-long-chain fatty acid-CoA ligase activity-%%-GO:0047676-&&-arachidonate-CoA ligaG:9606:ACSL4 KEGG-&-1&-hsa00061-&&-Fatty acid biosynthesis-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa04146-&&-Peroxisome-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa03320-&&-PPAR signaling pathway-%%-hsa00071-&&-Fatty acid degradation-%%-hsa04216-&&-FerroptosisACSL4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACSL4ACSL4 FALSE ACSL4
taxon:9606 168828 1902 RNA binding motif protein 25gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein bindingG:9606:RBM25 KEGG-&-1&-hsa03040-&&-SpliceosomeRBM25 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM25RBM25 FALSE RBM25
taxon:9606 168836 1902 lysine methyltransferase 2Cgene biological_process-&-1&-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0044666-&&-MLL3/4 complex|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0003723-&&-RNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0016746-&&-transferase activity, transferring acyl groupsG:9606:KMT2C KEGG-&-1&-hsa00310-&&-Lysine degradationKMT2C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KMT2CKMT2C FALSE KMT2C
taxon:9606 181132 1902 cyclin G associated kinasegene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:1905224-&&-clathrin-coated pit assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0072318-&&-clathrin coat disassembly-%%-GO:0007049-&&-cell cycle-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:0007030-&&-Golgi organization-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0090160-&&-Golgi to lysosome transport-%%-GO:0051085-&&-chaperone mediated protein folding requiring cofactor-%%-GO:0072600-&&-establishment of protein localization to Golgi-%%-GO:0016191-&&-synaptic vesicle uncoating-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0007029-&&-endoplasmic reticulum organization|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0045202-&&-synapse-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0031982-&&-vesicle-%%-GO:0005829-&&-cG:9606:GAK GAK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GAKGAK FALSE GAK
taxon:9606 168845 1902 lymphocyte antigen 6 family member G5Bgene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0003674-&&-molecular_functionG:9606:LY6G5B LY6G5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LY6G5BLY6G5B FALSE LY6G5B
taxon:9606 168854 1902 CREB/ATF bZIP transcription factorgene biological_process-&-1&-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0009615-&&-response to virus-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:CREBZF CREBZF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CREBZFCREBZF FALSE CREBZF
taxon:9606 177045 1902 TTK protein kinasegene biological_process-&-1&-GO:0007094-&&-mitotic spindle assembly checkpoint-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:1903096-&&-protein localization to meiotic spindle midzone-%%-GO:0033316-&&-meiotic spindle assembly checkpoint-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0051304-&&-chromosome separation-%%-GO:0010862-&&-positive regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0007051-&&-spindle organization-%%-GO:0016321-&&-female meiosis chromosome segregation-%%-GO:0034501-&&-protein localization to kinetochore-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0007052-&&-mitotic spindle organization|cellular_component-&-1&-GO:0000776-&&-kinetochore-%%-GO:0016020-&&-membrane-%%-GO:0005819-&&-spindle-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004712-&&-protein serine/threonine/tyrosine kinase activity-%%-GO:000551G:9606:TTK KEGG-&-1&-hsa04110-&&-Cell cycleTTK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TTKTTK FALSE TTK
taxon:9606 164757 1902 lin-54 DREAM MuvB core complex componentgene biological_process-&-1&-GO:0051726-&&-regulation of cell cycle-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:LIN54 KEGG-&-1&-hsa04218-&&-Cellular senescenceLIN54 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LIN54LIN54 FALSE LIN54
taxon:9606 177050 1902 DnaJ heat shock protein family (Hsp40) member C7gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0070389-&&-chaperone cofactor-dependent protein refolding-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0001671-&&-ATPase activator activity-%%-GO:0005515-&&-protein binding-%%-GO:0031072-&&-heat shock protein bindingG:9606:DNAJC7 DNAJC7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJC7DNAJC7 FALSE DNAJC7
taxon:9606 168859 1902 ras homolog family member Ugene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0016601-&&-Rac protein signal transduction-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0042995-&&-cell projection-%%-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane-%%-GO:0002102-&&-podosome|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein bindingG:9606:RHOU RHOU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RHOURHOU FALSE RHOU
taxon:9606 177049 1902 tetratricopeptide repeat domain 3gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:TTC3 TTC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TTC3TTC3 FALSE TTC3
taxon:9606 177056 1902 TSPY like 1 gene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0019899-&&-enzyme bindingG:9606:TSPYL1 TSPYL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPYL1TSPYL1 FALSE TSPYL1
taxon:9606 177057 1902 testis specific protein, Y-linked 1gene biological_process-&-1&-GO:0007506-&&-gonadal mesoderm development-%%-GO:0007548-&&-sex differentiation-%%-GO:0008283-&&-cell proliferation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005575-&&-cellular_component-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005515-&&-protein bindingG:9606:TSPY1 TSPY1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPY1TSPY1 FALSE TSPY1
taxon:9606 168865 1902 sulfide quinone reductase-like (yeast)gene biological_process-&-1&-GO:0070813-&&-hydrogen sulfide metabolic process-%%-GO:0070221-&&-sulfide oxidation, using sulfide:quinone oxidoreductase|cellular_component-&-1&-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0070224-&&-sulfide:quinone oxidoreductase activity-%%-GO:0048038-&&-quinone bindingG:9606:SQRDL KEGG-&-1&-hsa00920-&&-Sulfur metabolismSQRDL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SQRDLSQRDL FALSE SQRDL
taxon:9606 181163 1902 X-ray repair cross complementing 6gene biological_process-&-1&-GO:0006266-&&-DNA ligation-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0048660-&&-regulation of smooth muscle cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000723-&&-telomere maintenance-%%-GO:0006310-&&-DNA recombination-%%-GO:0071480-&&-cellular response to gamma radiation-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0071475-&&-cellular hyperosmotic salinity response-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0075713-&&-establishment of integrated proviral latency-%%-GO:0097680-&&-double-strand break repair via classical nonhomologous end joining-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0071481-&&-cellular response to X-ray-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007420-&&-brain development-%%-GO:0045892-&&-negative regG:9606:XRCC6 KEGG-&-1&-hsa03450-&&-Non-homologous end-joiningXRCC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XRCC6XRCC6 FALSE XRCC6
taxon:9606 177064 1902 tumor susceptibility 101gene biological_process-&-1&-GO:0043162-&&-ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:1990182-&&-exosomal secretion-%%-GO:0097352-&&-autophagosome maturation-%%-GO:0046755-&&-viral budding-%%-GO:0016236-&&-macroautophagy-%%-GO:0039702-&&-viral budding via host ESCRT complex-%%-GO:0015031-&&-protein transport-%%-GO:0051301-&&-cell division-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0019058-&&-viral life cycle-%%-GO:0048524-&&-positive regulation of viral process-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:1903551-&&-regulation of extracellular exosome assembly-%%-GO:1903772-&&-regulation of viral budding via host ESCRT complex-%%-GO:0036258-&&-multivesicular body assG:9606:TSG101 KEGG-&-1&-hsa04144-&&-EndocytosisTSG101 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSG101TSG101 FALSE TSG101
taxon:9606 177065 1902 tuberous sclerosis 2gene biological_process-&-1&-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:0006606-&&-protein import into nucleus-%%-GO:0061024-&&-membrane organization-%%-GO:0046626-&&-regulation of insulin receptor signaling pathway-%%-GO:0043276-&&-anoikis-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0014067-&&-negative regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0051898-&&-negative regulation of protein kinase B signaling-%%-GO:0050918-&&-positive chemotaxis-%%-GO:0008104-&&-protein localization-%%-GO:0006897-&&-endocytosis-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0001843-&&-neural tube closure-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0016239-&&-positive regulation of macroautophagy-%%-GO:0043491-&&-protein kinase B signaling-%%-GO:1901525-&&-negative regulation of macromitophagy-%%-GO:0016032-&&-viral process-%%-GO:0051056-&&-regulationG:9606:TSC2 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04714-&&-Thermogenesis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05231-&&-Choline metabolism in cancerTSC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSC2TSC2 FALSE TSC2
taxon:9606 156588 1902 dihydrofolate reductase pseudogene 1gene biological_process-&-1&-GO:0009165-&&-nucleotide biosynthetic process-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0046655-&&-folic acid metabolic process-%%-GO:0031103-&&-axon regeneration-%%-GO:0046653-&&-tetrahydrofolate metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006545-&&-glycine biosynthetic process-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006729-&&-tetrahydrobiopterin biosynthetic process-%%-GO:2000121-&&-regulation of removal of superoxide radicals-%%-GO:0006730-&&-one-carbon metabolic process-%%-GO:0046654-&&-tetrahydrofolate biosynthetic process-%%-GO:0051000-&&-positive regulation of nitric-oxide synthase activity-%%-GO:0031427-&&-response to methotrexate-%%-GO:0046452-&&-dihydrofolate metabolic process|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008144-&&-drug binding-%%-GG:9606:DHFRP1 DHFRP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHFRP1DHFRP1 FALSE DHFRP1
taxon:9606 164780 1902 TAM41 mitochondrial translocator assembly and maintenance homologgene biological_process-&-1&-GO:0016024-&&-CDP-diacylglycerol biosynthetic process-%%-GO:0032049-&&-cardiolipin biosynthetic process|cellular_component-&-1&-GO:0031314-&&-extrinsic component of mitochondrial inner membrane|molecular_function-&-1&-GO:0004605-&&-phosphatidate cytidylyltransferase activityG:9606:TAMM41 TAMM41 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAMM41TAMM41 FALSE TAMM41
taxon:9606 156594 1902 histone cluster 2 H4 family member bgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST2H4B KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST2H4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H4BHIST2H4B FALSE HIST2H4B
taxon:9606 181171 1902 FYN proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007612-&&-learning-%%-GO:0045087-&&-innate immune response-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0016032-&&-viral process-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0042493-&&-response to drug-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0042523-&&-positive regulation of tyrosine phosphorylation of Stat5 protein-%%-GO:0031295-&&-T cell costimulation-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0030168-&&-platelet activation-%%-GO:1904645-&&-response to beta-amyloid-%%-GO:0016477-&&-cell migration-%%-GO:0002250-&&-adaptive immune response-%%-GO:G:9606:FYN KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05416-&&-Viral myocarditis-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa05020-&&-Prion diseases-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04360-&&-Axon guidance-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04611-&&-Platelet activation-%%-hsa04380-&&-Osteoclast differentiationFYN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FYNFYN FALSE FYN
taxon:9606 168895 1902 cell cycle and apoptosis regulator 2gene biological_process-&-1&-GO:0030308-&&-negative regulation of cell growth-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:2000003-&&-positive regulation of DNA damage checkpoint-%%-GO:0043653-&&-mitochondrial fragmentation involved in apoptotic process-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0048511-&&-rhythmic process-%%-GO:1902230-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:0090311-&&-regulation of protein deacetylation-%%-GO:0032784-&&-regulation of DNA-templated transcription, elongation-%%-GO:0008380-&&-RNA splicing-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006397-&&-mRNA processing-%%-GO:0009411-&&-response to UV-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007049-&&-cell cycle-%%-GO:0032435-&&-negative G:9606:CCAR2 CCAR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCAR2CCAR2 FALSE CCAR2
taxon:9606 181184 1902 FUS RNA binding proteingene biological_process-&-1&-GO:1903506-&&-regulation of nucleic acid-templated transcription-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0071277-&&-cellular response to calcium ion|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0044327-&&-dendritic spine head-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0043204-&&-perikaryon-%%-GO:0005844-&&-polysome|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0031489-&&-myosin V binding-%%-GO:0035255-&&-ionotropic glutamate receptor binding-%%-GO:0046965-&&-retinoid X receptor binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion bindingG:9606:FUS KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerFUS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FUSFUS FALSE FUS
taxon:9606 181189 1902 nuclear receptor subfamily 5 group A member 1gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0010259-&&-multicellular organism aging-%%-GO:0009888-&&-tissue development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000195-&&-negative regulation of female gonad development-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0051457-&&-maintenance of protein location in nucleus-%%-GO:0001553-&&-luteinization-%%-GO:0050810-&&-regulation of steroid biosynthetic process-%%-GO:0008584-&&-male gonad development-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:2000020-&&-positive regulation of male gonad development-%%-GO:0030325-&&-adrenal gland development-%%-GO:0009755-&&-hormone-mediated signaling pathway-%%-GO:0007538-&&-primary sex determination-%%-GO:0042445-&&-hormone metabolic process-%%-GO:0030154-&&-cell differentiation-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter|cellular_comG:9606:NR5A1 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa04927-&&-Cortisol synthesis and secretionNR5A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR5A1NR5A1 FALSE NR5A1
taxon:9606 173003 1902 apoptosis antagonizing transcription factorgene biological_process-&-1&-GO:0042254-&&-ribosome biogenesis-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:0042985-&&-negative regulation of amyloid precursor protein biosynthetic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0040016-&&-embryonic cleavage-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032929-&&-negative regulation of superoxide anion generation-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0043522-&&-leucine zipper domain binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0048156-&&-tau protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:AATF AATF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AATFAATF FALSE AATF
taxon:9606 144329 1902 putative inactive beta-glucuronidase-like protein SMA3gene G:9606:LOC100653061 LOC100653061Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC100653061LOC100653061 FALSE LOC100653061
taxon:9606 156622 1902 POU class 5 homeobox 1 pseudogene 3gene G:9606:POU5F1P3 POU5F1P3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU5F1P3POU5F1P3 FALSE POU5F1P3
taxon:9606 168909 1902 RB associated KRAB zinc fingergene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003676-&&-nucleic acid binding-%%-GO:0008270-&&-zinc ion bindingG:9606:RBAK RBAK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBAKRBAK FALSE RBAK
taxon:9606 181202 1902 coagulation factor XIIgene biological_process-&-1&-GO:0051919-&&-positive regulation of fibrinolysis-%%-GO:0045087-&&-innate immune response-%%-GO:0016540-&&-protein autoprocessing-%%-GO:0030194-&&-positive regulation of blood coagulation-%%-GO:0002542-&&-Factor XII activation-%%-GO:0042730-&&-fibrinolysis-%%-GO:0002353-&&-plasma kallikrein-kinin cascade-%%-GO:0016485-&&-protein processing-%%-GO:0010756-&&-positive regulation of plasminogen activation-%%-GO:0031638-&&-zymogen activation-%%-GO:0051788-&&-response to misfolded protein-%%-GO:0007597-&&-blood coagulation, intrinsic pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0051787-&&-misfolded protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:F12 KEGG-&-1&-hsa04610-&&-Complement and coagulation cascadesF12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-F12F12 FALSE F12
taxon:9606 177105 1902 chaperonin containing TCP1 subunit 3gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:0046931-&&-pore complex assembly-%%-GO:1901998-&&-toxin transport-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0061077-&&-chaperone-mediated protein folding|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005874-&&-microtubule-%%-GO:0044297-&&-cell body-%%-GO:0005832-&&-chaperonin-containing T-complex-%%-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0044183-&&-protein binding involved in protein folding-%%-GO:0005515-&&-protein binding-%%G:9606:CCT3 CCT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT3CCT3 FALSE CCT3
taxon:9606 173019 1902 large tumor suppressor kinase 2gene biological_process-&-1&-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0046620-&&-regulation of organ growth-%%-GO:0001828-&&-inner cell mass cellular morphogenesis-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0034613-&&-cellular protein localization-%%-GO:0051301-&&-cell division-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0035329-&&-hippo signaling-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0001827-&&-inner cell mass cell fate commitment-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0009755-&&-hormone-mediated signaling pathway-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000922-&&-spindle pole-%%-GO:0005815-&&-microtubule organizing center|molecular_function-&-1&-GOG:9606:LATS2 KEGG-&-1&-hsa04392-&&-Hippo signaling pathway - multiple species-%%-hsa04390-&&-Hippo signaling pathwayLATS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LATS2LATS2 FALSE LATS2
taxon:9606 173016 1902 DAZ associated protein 1gene biological_process-&-1&-GO:0001893-&&-maternal placenta development-%%-GO:0008283-&&-cell proliferation-%%-GO:0048026-&&-positive regulation of mRNA splicing, via spliceosome-%%-GO:0007283-&&-spermatogenesis-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0035613-&&-RNA stem-loop bindingG:9606:DAZAP1 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayDAZAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAZAP1DAZAP1 FALSE DAZAP1
taxon:9606 177119 1902 TNF receptor associated factor 2gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:1903721-&&-positive regulation of I-kappaB phosphorylation-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0071550-&&-death-inducing signaling complex assembly-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0090073-&&-positive regulation of protein homodimerization activity-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:1902042-&&-negative regulation of eG:9606:TRAF2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04217-&&-Necroptosis-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayTRAF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRAF2TRAF2 FALSE TRAF2
taxon:9606 181215 1902 enhancer of zeste 2 polycomb repressive complex 2 subunitgene biological_process-&-1&-GO:0021766-&&-hippocampus development-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0048387-&&-negative regulation of retinoic acid receptor signaling pathway-%%-GO:0097421-&&-liver regeneration-%%-GO:0051154-&&-negative regulation of striated muscle cell differentiation-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0070314-&&-G1 to G0 transition-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045605-&&-negative regulation of epidermal cell differentiation-%%-GO:0006325-&&-chromatin organization-%%-GO:0098532-&&-histone H3-K27 trimethylation-%%-GO:0036333-&&-hepatocyte homeostasis-%%-GO:0070734-&&-histone H3-K27 methylation-%%-GO:0043406-&&-positive regulation of MAP kiG:9606:EZH2 KEGG-&-1&-hsa00310-&&-Lysine degradation-%%-hsa05206-&&-MicroRNAs in cancerEZH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EZH2EZH2 FALSE EZH2
taxon:9606 173020 1902 argonaute 1, RISC catalytic componentgene biological_process-&-1&-GO:0035279-&&-mRNA cleavage involved in gene silencing by miRNA-%%-GO:0090625-&&-mRNA cleavage involved in gene silencing by siRNA-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0035278-&&-miRNA mediated inhibition of translation-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:1901224-&&-positive regulation of NIK/NF-kappaB signaling-%%-GO:0010586-&&-miRNA metabolic process-%%-GO:0035196-&&-production of miRNAs involved in gene silencing by miRNA-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0035194-&&-posttranscriptional gene silencing by RNA-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0031054-&&-pre-miRNA processing-%%-GO:0035280-&&-miRNA loading onto RISC involved in gene silencing by miRNA-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%G:9606:AGO1 AGO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGO1AGO1 FALSE AGO1
taxon:9606 177116 1902 TNF receptor associated factor 6gene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0002756-&&-MyD88-independent toll-like receptor signaling pathway-%%-GO:0034162-&&-toll-like receptor 9 signaling pathway-%%-GO:0051023-&&-regulation of immunoglobulin secretion-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-G:9606:TRAF6 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05133-&&-Pertussis-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04144-&&-Endocytosis-%%-hsa04064-&&-NF-kappa B signaling pathwayTRAF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRAF6TRAF6 FALSE TRAF6
taxon:9606 177123 1902 nuclear receptor subfamily 2 group C member 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0021549-&&-cerebellum development-%%-GO:0048520-&&-positive regulation of behavior-%%-GO:0040019-&&-positive regulation of embryonic development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007399-&&-nervous system development-%%-GO:0030154-&&-cell differentiation-%%-GO:0038066-&&-p38MAPK cascade-%%-GO:0051321-&&-meiotic cell cycle-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007283-&&-spermatogenesis-%%-GO:0045663-&&-positive regulation of myoblast differentiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0043565-&&-sequence-specific DNAG:9606:NR2C2 NR2C2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR2C2NR2C2 FALSE NR2C2
taxon:9606 164832 1902 zinc finger AN1-type containing 2Bgene biological_process-&-1&-GO:0006616-&&-SRP-dependent cotranslational protein targeting to membrane, translocation|cellular_component-&-1&-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZFAND2B ZFAND2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZFAND2BZFAND2B FALSE ZFAND2B
taxon:9606 177121 1902 heat shock protein 90 beta family member 1gene biological_process-&-1&-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0031247-&&-actin rod assembly-%%-GO:0034975-&&-protein folding in endoplasmic reticulum-%%-GO:0043666-&&-regulation of phosphoprotein phosphatase activity-%%-GO:0015031-&&-protein transport-%%-GO:0036500-&&-ATF6-mediated unfolded protein response-%%-GO:0051208-&&-sequestering of calcium ion-%%-GO:0071318-&&-cellular response to ATP-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0001666-&&-response to hypoxia-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0030970-&&-retrograde protein transport, ER to cytosol-%%-GO:0002224-&&-toll-like receptor signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0071682-&&-endocytic vesicle lumen-%%-GO:0005925-&&-focal adhesion-%%-GO:0042470-&&-melanosome-%%-GO:00G:9606:HSP90B1 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05215-&&-Prostate cancerHSP90B1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSP90B1HSP90B1 FALSE HSP90B1
taxon:9606 177127 1902 tumor protein, translationally-controlled 1gene biological_process-&-1&-GO:1902230-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0030154-&&-cell differentiation-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0009615-&&-response to virus-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006816-&&-calcium ion transport-%%-GO:0042981-&&-regulation of apoptotic process|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0045298-&&-tubulin complex-%%-GO:0005771-&&-multivesicular body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008017-&&-microtubule binding-%%-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0003723-&&-RNA bindingG:9606:TPT1 TPT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TPT1TPT1 FALSE TPT1
taxon:9606 177124 1902 nuclear receptor subfamily 2 group C member 1gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0048386-&&-positive regulation of retinoic acid receptor signaling pathway-%%-GO:0043401-&&-steroid hormone mediated signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003707-&&-steroid hormone receptor activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0004872-&&-receptor activityG:9606:NR2C1 NR2C1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR2C1NR2C1 FALSE NR2C1
taxon:9606 181227 1902 EWS RNA binding protein 1gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin binding-%%-GO:0042802-&&-identical protein bindingG:9606:EWSR1 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerEWSR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EWSR1EWSR1 FALSE EWSR1
taxon:9606 177134 1902 tropomyosin 3gene biological_process-&-1&-GO:0006936-&&-muscle contraction-%%-GO:0007015-&&-actin filament organization-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0030049-&&-muscle filament sliding|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005884-&&-actin filament-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005862-&&-muscle thin filament tropomyosin-%%-GO:0001725-&&-stress fiber|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0008307-&&-structural constituent of muscle-%%-GO:0005515-&&-protein binding-%%-GO:0051015-&&-actin filament bindingG:9606:TPM3 KEGG-&-1&-hsa05216-&&-Thyroid cancer-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa05200-&&-Pathways in cancer-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytesTPM3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TPM3TPM3 FALSE TPM3
taxon:9606 168943 1902 shootin 1 gene biological_process-&-1&-GO:0006930-&&-substrate-dependent cell migration, cell extension-%%-GO:0060327-&&-cytoplasmic actin-based contraction involved in cell motility-%%-GO:0038007-&&-netrin-activated signaling pathway-%%-GO:2001224-&&-positive regulation of neuron migration-%%-GO:0032488-&&-Cdc42 protein signal transduction-%%-GO:0061163-&&-endoplasmic reticulum polarization-%%-GO:2000114-&&-regulation of establishment of cell polarity-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0061573-&&-actin filament bundle retrograde transport-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0007409-&&-axonogenesis-%%-GO:0045773-&&-positive regulation of axon extension|cellular_component-&-1&-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0030424-&&-axon-%%-GO:0030175-&&-filopodium-%%-GO:0043204-&&-perikaryon-%%-GO:0005874-&&-microtubule-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0031252-&&-cell leading edge-%%-GO:0005875-&&-microtubule associated complex-%%-GO:0044295-&&-axonal growth cone-%G:9606:SHTN1 SHTN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHTN1SHTN1 FALSE SHTN1
taxon:9606 177133 1902 tropomyosin 4gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0006936-&&-muscle contraction-%%-GO:0030049-&&-muscle filament sliding-%%-GO:0007015-&&-actin filament organization|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005884-&&-actin filament-%%-GO:0030863-&&-cortical cytoskeleton-%%-GO:0002102-&&-podosome-%%-GO:0016020-&&-membrane-%%-GO:0005862-&&-muscle thin filament tropomyosin-%%-GO:0001725-&&-stress fiber-%%-GO:0005925-&&-focal adhesion-%%-GO:0031941-&&-filamentous actin-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0051015-&&-actin filament binding-%%-GO:0008307-&&-structural constituent of muscle-%%-GO:0005509-&&-calcium ion bindingG:9606:TPM4 KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytesTPM4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TPM4TPM4 FALSE TPM4
taxon:9606 168946 1902 ubiquitin specific peptidase 37gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0071108-&&-protein K48-linked deubiquitination-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0035871-&&-protein K11-linked deubiquitination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004197-&&-cysteine-type endopeptidase activityG:9606:USP37 USP37 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP37USP37 FALSE USP37
taxon:9606 181235 1902 ETS variant 5gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007274-&&-neuromuscular synaptic transmission-%%-GO:0048133-&&-male germ-line stem cell asymmetric division-%%-GO:0060762-&&-regulation of branching involved in mammary gland duct morphogenesis-%%-GO:0007626-&&-locomotory behavior-%%-GO:0060252-&&-positive regulation of glial cell proliferation-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0071340-&&-skeletal muscle acetylcholine-gated channel clustering-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0050807-&&-regulation of synapse organization-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001228-&&-transcriptional acG:9606:ETV5 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05215-&&-Prostate cancerETV5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ETV5ETV5 FALSE ETV5
taxon:9606 177136 1902 tropomyosin 1 (alpha)gene biological_process-&-1&-GO:0031529-&&-ruffle organization-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:1904706-&&-negative regulation of vascular smooth muscle cell proliferation-%%-GO:0008016-&&-regulation of heart contraction-%%-GO:0051496-&&-positive regulation of stress fiber assembly-%%-GO:0003065-&&-positive regulation of heart rate by epinephrine-%%-GO:0030049-&&-muscle filament sliding-%%-GO:0006937-&&-regulation of muscle contraction-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0045785-&&-positive regulation of cell adhesion-%%-GO:1904753-&&-negative regulation of vascular associated smooth muscle cell migration-%%-GO:0006936-&&-muscle contraction-%%-GO:0007015-&&-actin filament organization-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0045214-&&-sarcomere organization-%%-GO:0042060-&&-wound healing-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0034614-&&-cellular response to reactive oxygen species-%%-GO:0055010-&&-ventricular cardiac muscle tiG:9606:TPM1 KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytesTPM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TPM1TPM1 FALSE TPM1
taxon:9606 181232 1902 MDS1 and EVI1 complex locusgene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0071425-&&-hematopoietic stem cell proliferation-%%-GO:0043069-&&-negative regulation of programmed cell death-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0034968-&&-histone lysine methylation-%%-GO:0051726-&&-regulation of cell cycle|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016607-&&-nuclear speck-%%-GO:0000118-&&-histone deacetylase complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003677-&&-DNA bindingG:9606:MECOM KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemiaMECOM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MECOMMECOM FALSE MECOM
taxon:9606 177143 1902 tumor protein p73gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0006298-&&-mismatch repair-%%-GO:0010243-&&-response to organonitrogen compound-%%-GO:0010165-&&-response to X-ray-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0006974-&&-cellular response to DNG:9606:TP73 KEGG-&-1&-hsa05162-&&-Measles-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04115-&&-p53 signaling pathwayTP73 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP73TP73 FALSE TP73
taxon:9606 173044 1902 apolipoprotein L2gene biological_process-&-1&-GO:0006629-&&-lipid metabolic process-%%-GO:0060135-&&-maternal process involved in female pregnancy-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0006869-&&-lipid transport-%%-GO:0007275-&&-multicellular organism development-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0006953-&&-acute-phase response|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0008289-&&-lipid binding-%%-GO:0005102-&&-receptor binding-%%-GO:0008035-&&-high-density lipoprotein particle bindingG:9606:APOL2 APOL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APOL2APOL2 FALSE APOL2
taxon:9606 177146 1902 tumor protein p53gene biological_process-&-1&-GO:0010332-&&-response to gamma radiation-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:1902749-&&-regulation of cell cycle G2/M phase transition-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:1900119-&&-positive regulation of execution phase of apoptosis-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0051097-&&-negative regulation of helicase activity-%%-GO:0090200-&&-positive regulation of release of cytochrome c from mitochondria-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006461-&&-protein complex assembly-%%-GO:1990440-&&-positive regulation of transcription from RNA polymerase II promoter in response to endoplasmic reticulum stress-%%-GO:0008285-G:9606:TP53 TP53 TRUE KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05162-&&-Measles-%%-hsa01522-&&-Endocrine resistance-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05016-&&-Huntington diseaseTP53 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP53TP53 FALSE TP53
taxon:9606 177144 1902 tumor protein p53 binding protein 2gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0007165-&&-signal transduction-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0007049-&&-cell cycle-%%-GO:1900119-&&-positive regulation of execution phase of apoptosis|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0002039-&&-p53 binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0017124-&&-SH3 domain binding-%%-GO:0051059-&&-NF-kappaB bindingG:9606:TP53BP2 KEGG-&-1&-hsa04390-&&-Hippo signaling pathwayTP53BP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP53BP2TP53BP2 FALSE TP53BP2
taxon:9606 181240 1902 ETS proto-oncogene 2, transcription factorgene biological_process-&-1&-GO:0030154-&&-cell differentiation-%%-GO:0001501-&&-skeletal system development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007498-&&-mesoderm development-%%-GO:0001712-&&-ectodermal cell fate commitment-%%-GO:0090009-&&-primitive streak formation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-speG:9606:ETS2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04014-&&-Ras signaling pathwayETS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ETS2ETS2 FALSE ETS2
taxon:9606 177145 1902 tumor protein p53 binding protein 1gene biological_process-&-1&-GO:0016925-&&-protein sumoylation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0071481-&&-cellular response to X-ray-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity|cellular_component-&-1&-GO:0000781-&&-chromosome, telomeric region-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0001102-&&-RNA polymerase II activating transcription factor binding-%%-GO:0001104-&&-RNAG:9606:TP53BP1 KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathwayTP53BP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP53BP1TP53BP1 FALSE TP53BP1
taxon:9606 181241 1902 ETS proto-oncogene 1, transcription factorgene biological_process-&-1&-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0061614-&&-pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0044849-&&-estrous cycle-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0060055-&&-angiogenesis involved in wound healing-%%-GO:0030578-&&-PML body organization-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0021983-&&-pituitary gland development-%%-GO:0001666-&&-response to hypoxia-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation-%%-GO:0032355-&&-response to estradiol-%%-GO:1904996-&&-positive regulation of leukocyte adhesion to vascular endothelial cell-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0007565-&&-female pregnancy-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:00G:9606:ETS1 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa05200-&&-Pathways in cancerETS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ETS1ETS1 FALSE ETS1
taxon:9606 177150 1902 topoisomerase (DNA) II alphagene biological_process-&-1&-GO:0006312-&&-mitotic recombination-%%-GO:0006266-&&-DNA ligation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048511-&&-rhythmic process-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0040016-&&-embryonic cleavage-%%-GO:0030263-&&-apoptotic chromosome condensation-%%-GO:0045870-&&-positive regulation of single stranded viral RNA replication via double stranded DNA intermediate-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007059-&&-chromosome segregation-%%-GO:0000712-&&-resolution of meiotic recombination intermediates-%%-GO:0044774-&&-mitotic DNA integrity checkpoint-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0000819-&&-sister chromatid segregation-%%-GO:0006265-&&-DNA topological change|cellular_component-&-1&-GO:0000228-&&-nuG:9606:TOP2A KEGG-&-1&-hsa01524-&&-Platinum drug resistanceTOP2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOP2ATOP2A FALSE TOP2A
taxon:9606 173055 1902 MAF bZIP transcription factor Fgene biological_process-&-1&-GO:0007567-&&-parturition-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045604-&&-regulation of epidermal cell differentiation-%%-GO:0007596-&&-blood coagulation-%%-GO:0035914-&&-skeletal muscle cell differentiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:MAFF MAFF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAFFMAFF FALSE MAFF
taxon:9606 177148 1902 topoisomerase (DNA) II betagene biological_process-&-1&-GO:0006312-&&-mitotic recombination-%%-GO:0001764-&&-neuron migration-%%-GO:0016925-&&-protein sumoylation-%%-GO:0000819-&&-sister chromatid segregation-%%-GO:0006265-&&-DNA topological change-%%-GO:0000712-&&-resolution of meiotic recombination intermediates-%%-GO:0007409-&&-axonogenesis-%%-GO:0044774-&&-mitotic DNA integrity checkpoint-%%-GO:0030900-&&-forebrain development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0000792-&&-heterochromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005080-&&-protein kinase C binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0003918-&&-DNA topoisomerase type II (ATP-hydrolyzing) activity-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0042826-&&-histone deacetylase bindingG:9606:TOP2B KEGG-&-1&-hsa01524-&&-Platinum drug resistanceTOP2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOP2BTOP2B FALSE TOP2B
taxon:9606 168957 1902 chromodomain helicase DNA binding protein 8gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0048565-&&-digestive tract development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0007420-&&-brain development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0045945-&&-positive regulation of transcription from RNA polymerase III promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:2000270-&&-negative regulation of fibroblast apoptotic process-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucG:9606:CHD8 KEGG-&-1&-hsa04310-&&-Wnt signaling pathwayCHD8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD8CHD8 FALSE CHD8
taxon:9606 181250 1902 estrogen receptor 2gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:1900116-&&-extracellular negative regulation of signal transduction-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005576-&&-extracellular region-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0001046-&&-core promoter sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0004879-G:9606:ESR2 ESR2 TRUE KEGG-&-1&-hsa01522-&&-Endocrine resistance-%%-hsa05200-&&-Pathways in cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa04917-&&-Prolactin signaling pathwayESR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ESR2ESR2 FALSE ESR2
taxon:9606 177154 1902 tenascin XB gene biological_process-&-1&-GO:0032963-&&-collagen metabolic process-%%-GO:0030199-&&-collagen fibril organization-%%-GO:0007155-&&-cell adhesion-%%-GO:0048251-&&-elastic fiber assembly-%%-GO:0030036-&&-actin cytoskeleton organization|cellular_component-&-1&-GO:0005583-&&-fibrillar collagen trimer-%%-GO:0005615-&&-extracellular space-%%-GO:0031012-&&-extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005622-&&-intracellular-%%-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0008201-&&-heparin binding-%%-GO:0005178-&&-integrin binding-%%-GO:0005515-&&-protein bindingG:9606:TNXB KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05206-&&-MicroRNAs in cancerTNXB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNXBTNXB FALSE TNXB
taxon:9606 181251 1902 estrogen receptor 1gene biological_process-&-1&-GO:0060687-&&-regulation of branching involved in prostate gland morphogenesis-%%-GO:0008209-&&-androgen metabolic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0060523-&&-prostate epithelial cord elongation-%%-GO:0007200-&&-phospholipase C-activating G-protein coupled receptor signaling pathway-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0060068-&&-vagina development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0032355-&&-response to estradiol-%%-GO:0060065-&&-uterus development-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:1903799-&&-negative regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:0071168-&&-protein localization to chromatin-%%-GO:0042981-&&-regulation of apoptoG:9606:ESR1 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05200-&&-Pathways in cancer-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerESR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ESR1ESR1 FALSE ESR1
taxon:9606 177153 1902 topoisomerase (DNA) Igene biological_process-&-1&-GO:0016310-&&-phosphorylation-%%-GO:0042493-&&-response to drug-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006265-&&-DNA topological change-%%-GO:0007623-&&-circadian rhythm-%%-GO:0016032-&&-viral process-%%-GO:0007059-&&-chromosome segregation-%%-GO:0006260-&&-DNA replication-%%-GO:0012501-&&-programmed cell death-%%-GO:0040016-&&-embryonic cleavage-%%-GO:0016925-&&-protein sumoylation-%%-GO:0032922-&&-circadian regulation of gene expression|cellular_component-&-1&-GO:0000228-&&-nuclear chromosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031298-&&-replication fork protection complex-%%-GO:0005634-&&-nucleus-%%-GO:0043204-&&-perikaryon-%%-GO:0000932-&&-P-body-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0001046-&&-core promoter sequence-specific DNA binding-%%-GO:0003917-&&-DNA topoisomerase type I activity-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0003723-&&-RNA bindingG:9606:TOP1 TOP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOP1TOP1 FALSE TOP1
taxon:9606 181249 1902 estrogen related receptor alphagene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045667-&&-regulation of osteoblast differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0045670-&&-regulation of osteoclast differentiation-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:1900078-&&-positive regulation of cellular response to insulin stimulus-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0032355-&&-response to estradiol-%%-GO:0051216-&&-cartilage development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0045171-&&-intercellular bridge|molecular_function-&-1&-G:9606:ESRRA ESRRA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ESRRAESRRA FALSE ESRRA
taxon:9606 181255 1902 fibrillarin gene biological_process-&-1&-GO:0031167-&&-rRNA methylation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0048254-&&-snoRNA localization-%%-GO:1990258-&&-histone glutamine methylation-%%-GO:0006364-&&-rRNA processing-%%-GO:0008033-&&-tRNA processing-%%-GO:0000494-&&-box C/D snoRNA 3'-end processing|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0001651-&&-dense fibrillar component-%%-GO:0005694-&&-chromosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031428-&&-box C/D snoRNP complex-%%-GO:0016020-&&-membrane-%%-GO:0001652-&&-granular component-%%-GO:0005634-&&-nucleus-%%-GO:0032040-&&-small-subunit processome-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0001094-&&-TFIID-class transcription factor binding-%%-GO:0005515-&&-protein binding-%%-GO:0008649-&&-rRNA methyltransferase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0051117-&&-ATPase binding-%%-GO:1990259-&&-histone-glutamine methyltransferase activityG:9606:FBL KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesFBL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBLFBL FALSE FBL
taxon:9606 177156 1902 tensin 1 gene biological_process-&-1&-GO:0007044-&&-cell-substrate junction assembly-%%-GO:0010761-&&-fibroblast migration|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005737-&&-cytoplasm-%%-GO:0009986-&&-cell surface-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:TNS1 TNS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNS1TNS1 FALSE TNS1
taxon:9606 181258 1902 endoplasmic reticulum to nucleus signaling 1gene biological_process-&-1&-GO:0070055-&&-mRNA endonucleolytic cleavage involved in unfolded protein response-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:1900103-&&-positive regulation of endoplasmic reticulum unfolded protein response-%%-GO:0036289-&&-peptidyl-serine autophosphorylation-%%-GO:0070054-&&-mRNA splicing, via endonucleolytic cleavage and ligation-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0006379-&&-mRNA cleavage-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0006402-&&-mRNA catabolic process-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:1990579-&&-peptidyl-serine trans-autophosphorylation-%%-GO:0001935-&&-endothelial cell proliferation-%%-GO:0007050-&&-cell cycle arreG:9606:ERN1 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04140-&&-Autophagy - animal-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05010-&&-Alzheimer disease-%%-hsa04210-&&-ApoptosisERN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERN1ERN1 FALSE ERN1
taxon:9606 181259 1902 enhancer of rudimentary homolog (Drosophila)gene biological_process-&-1&-GO:0045747-&&-positive regulation of Notch signaling pathway-%%-GO:0006221-&&-pyrimidine nucleotide biosynthetic process-%%-GO:0006139-&&-nucleobase-containing compound metabolic process-%%-GO:0006213-&&-pyrimidine nucleoside metabolic process-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0034709-&&-methylosome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008327-&&-methyl-CpG binding-%%-GO:0005515-&&-protein bindingG:9606:ERH ERH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERHERH FALSE ERH
taxon:9606 181263 1902 ERCC excision repair 6, chromatin remodeling factorgene biological_process-&-1&-GO:0045494-&&-photoreceptor cell maintenance-%%-GO:0006284-&&-base-excision repair-%%-GO:0007256-&&-activation of JNKK activity-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0009636-&&-response to toxic substance-%%-GO:0009411-&&-response to UV-%%-GO:0032784-&&-regulation of DNA-templated transcription, elongation-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0000303-&&-response to superoxide-%%-GO:0006290-&&-pyrimidine dimer repair-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007257-&&-activation of JUN kinase activity-%%-GO:0010224-&&-response to UV-B-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0010165-&&-response to X-ray-%%-GO:0061098-&&-positive rG:9606:ERCC6 KEGG-&-1&-hsa03420-&&-Nucleotide excision repairERCC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERCC6ERCC6 FALSE ERCC6
taxon:9606 177167 1902 TNF receptor superfamily member 1Bgene biological_process-&-1&-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0050779-&&-RNA destabilization-%%-GO:0006954-&&-inflammatory response-%%-GO:0007568-&&-aging-%%-GO:0051044-&&-positive regulation of membrane protein ectodomain proteolysis-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006955-&&-immune response-%%-GO:0007275-&&-multicellular organism development-%%-GO:0071222-&&-cellular response to lipopolysaccharide|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-G:9606:TNFRSF1B KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)TNFRSF1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFRSF1BTNFRSF1B FALSE TNFRSF1B
taxon:9606 181260 1902 ERG, ETS transcription factorgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0016477-&&-cell migration-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0003199-&&-endocardial cushion to mesenchymal transition involved in heart valve formation-%%-GO:0007165-&&-signal transduction-%%-GO:2000504-&&-positive regulation of blood vessel remodeling-%%-GO:0007275-&&-multicellular organism development-%%-GO:0003197-&&-endocardial cushion development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0030154-&&-cell differentiation-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNG:9606:ERG KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05215-&&-Prostate cancerERG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERGERG FALSE ERG
taxon:9606 177170 1902 TNF alpha induced protein 3gene biological_process-&-1&-GO:0072573-&&-tolerance induction to lipopolysaccharide-%%-GO:0006915-&&-apoptotic process-%%-GO:0061043-&&-regulation of vascular wound healing-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0070433-&&-negative regulation of nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0070429-&&-negative regulation of nucleotide-binding oligomerization domain containing 1 signaling pathway-%%-GO:0032703-&&-negative regulation of interleukin-2 production-%%-GO:0072666-&&-establishment of protein localization to vacuole-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0035871-&&-protein K11-linked deubiquitination-%%-GO:0032720-&&-negative regulation of tumor necrosis factor production-%%-GO:0050691-&&-regulation of defense response to virus by host-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic sigG:9606:TNFAIP3 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa05162-&&-Measles-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04064-&&-NF-kappa B signaling pathwayTNFAIP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFAIP3TNFAIP3 FALSE TNFAIP3
taxon:9606 181266 1902 ERCC excision repair 3, TFIIH core complex helicase subunitgene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006265-&&-DNA topological change-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006915-&&-apoptotic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006281-&&-DNA repair-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0016032-&&-viral process-%%-GO:0006367-&&-traG:9606:ERCC3 KEGG-&-1&-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsERCC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERCC3ERCC3 FALSE ERCC3
taxon:9606 177168 1902 TNF receptor superfamily member 1Agene biological_process-&-1&-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0071550-&&-death-inducing signaling complex assembly-%%-GO:0006693-&&-prostaglandin metabolic process-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:1903140-&&-regulation of establishment of endothelial barrier-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0006954-&&-inflammatory response-%%-GO:0006955-&&-immune response-%%-GO:0042511-&&-positive regulation of tyrosine phosphorylation of Stat1 protein-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signalG:9606:TNFRSF1A KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04931-&&-Insulin resistance-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05164-&&-Influenza A-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04210-&&-Apoptosis-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomTNFRSF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFRSF1ATNFRSF1A FALSE TNFRSF1A
taxon:9606 177174 1902 tumor necrosis factorgene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:1903140-&&-regulation of establishment of endothelial barrier-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0032722-&&-positive regulation of chemokine production-%%-GO:0007254-&&-JNK cascade-%%-GO:0060664-&&-epithelial cell proliferation involved in salivary gland morphogenesis-%%-GO:0031622-&&-positive regulation of fever generation-%%-GO:0035509-&&-negative regulation of myosin-light-chain-phosphatase activity-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0002925-&&-positive regulation of humoral immune response mediated by circulating immunoglobulin-%%-GO:0071316-&&-cellular response to nicotine-%%-GO:2000334-&&-positive rG:9606:TNF TNF TRUE KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05330-&&-Allograft rejection-%%-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa01523-&&-Antifolate resistance-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04640-&&-Hematopoietic cell lineage-%%-hsa04940-&&-Type I diabetes mellitus-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04930-&&-Type II dTNF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFTNF FALSE TNF
taxon:9606 181271 1902 erb-b2 receptor tyrosine kinase 4gene biological_process-&-1&-GO:0007595-&&-lactation-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0060749-&&-mammary gland alveolus development-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0007399-&&-nervous system development-%%-GO:0016477-&&-cell migration-%%-GO:2000010-&&-positive regulation of protein localization to cell surface-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0021551-&&-central nervous system morphogenesis-%%-GO:0021889-&&-olfactory bulb interneuron differentiation-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0060045-&&-positive regulation of cardiac muscle cell proliferation-%%-GO:0009880-&&-embryonic pattern specification-%%-GO:2000366-&&-positive regulation of STAT protein import into nucleus-%%-GO:0061026-&&-cardiac muscle tissue regeneG:9606:ERBB4 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerERBB4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERBB4ERBB4 FALSE ERBB4
taxon:9606 181269 1902 ERCC excision repair 2, TFIIH core complex helicase subunitgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030282-&&-bone mineralization-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0048820-&&-hair follicle maturation-%%-GO:0021510-&&-spinal cord development-%%-GO:0006915-&&-apoptotic process-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0008283-&&-cell proliferation-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0060218-&&-hematopoietic stem cell differentiation-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0007059-&&-chromosome segregation-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0016032-&&-viral procesG:9606:ERCC2 KEGG-&-1&-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsERCC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERCC2ERCC2 FALSE ERCC2
taxon:9606 181274 1902 nuclear receptor subfamily 2 group F member 6gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0048666-&&-neuron development-%%-GO:0007165-&&-signal transduction-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0050965-&&-detection of temperature stimulus involved in sensory perception of pain-%%-GO:0030522-&&-intracellular receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0004887-&&-thyroid hormone receptor activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0001227-&&-transcriptional repressor activity, RNA polymerase II transcriptionG:9606:NR2F6 NR2F6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR2F6NR2F6 FALSE NR2F6



taxon:9606 181275 1902 epidermal growth factor receptor pathway substrate 15gene biological_process-&-1&-GO:0032456-&&-endocytic recycling-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0061024-&&-membrane organization-%%-GO:0001921-&&-positive regulation of receptor recycling-%%-GO:0016050-&&-vesicle organization-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0048268-&&-clathrin coat assembly-%%-GO:0015031-&&-protein transport-%%-GO:0019065-&&-receptor-mediated endocytosis of virus by host cell-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0008283-&&-cell proliferation-%%-GO:0006895-&&-Golgi to endosome transport|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0060170-&&-ciliary membrane-%%-GO:0016235-&&-aggresome-%%-GO:0030122-&&-AP-2 adaptor complex-%%-GO:0005905-&&-clathrin-coated pit-%%-GO:0009925-&&-basal plasma membrane-%%-GO:0016020-&&-G:9606:EPS15 KEGG-&-1&-hsa04144-&&-EndocytosisEPS15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPS15EPS15 FALSE EPS15
taxon:9606 140313 1902 40S ribosomal protein S26gene G:9606:LOC101929876 LOC101929876Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC101929876LOC101929876 FALSE LOC101929876
taxon:9606 173086 1902 GABA type A receptor associated protein like 1gene biological_process-&-1&-GO:0097352-&&-autophagosome maturation-%%-GO:0016236-&&-macroautophagy|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0000421-&&-autophagosome membrane-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005622-&&-intracellular-%%-GO:0044297-&&-cell body-%%-GO:0032590-&&-dendrite membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005874-&&-microtubule-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005776-&&-autophagosome-%%-GO:0032839-&&-dendrite cytoplasm|molecular_function-&-1&-GO:0048487-&&-beta-tubulin binding-%%-GO:0050811-&&-GABA receptor binding-%%-GO:0030957-&&-Tat protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:GABARAPL1 KEGG-&-1&-hsa04136-&&-Autophagy - other-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04727-&&-GABAergic synapse-%%-hsa04068-&&-FoxO signaling pathwayGABARAPL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GABARAPL1GABARAPL1 FALSE GABARAPL1
taxon:9606 181276 1902 epidermal growth factor receptor pathway substrate 8gene biological_process-&-1&-GO:0030832-&&-regulation of actin filament length-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0070358-&&-actin polymerization-dependent cell motility-%%-GO:0007165-&&-signal transduction-%%-GO:0016601-&&-Rac protein signal transduction-%%-GO:0036336-&&-dendritic cell migration-%%-GO:0051764-&&-actin crosslink formation-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0008344-&&-adult locomotory behavior-%%-GO:0048149-&&-behavioral response to ethanol-%%-GO:0051016-&&-barbed-end actin filament capping-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0008283-&&-cell proliferation-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0010458-&&-exit from mitosis-%%-GO:0051017-&&-actin filament bundle assembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0030054-&&-cell junction-%%-GO:0014069-&&-postsynaptic density-%%-GO:0017146-&&-NMDA selective glutamate receptor complex-%%-GO:0032420-&&-stereocilium-%%-GO:0005938-&&-G:9606:EPS8 EPS8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPS8EPS8 FALSE EPS8
taxon:9606 181277 1902 glutamyl-prolyl-tRNA synthetasegene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0006433-&&-prolyl-tRNA aminoacylation-%%-GO:0006424-&&-glutamyl-tRNA aminoacylation-%%-GO:0006461-&&-protein complex assembly-%%-GO:0006418-&&-tRNA aminoacylation for protein translation|cellular_component-&-1&-GO:0017101-&&-aminoacyl-tRNA synthetase multienzyme complex-%%-GO:0097452-&&-GAIT complex-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004818-&&-glutamate-tRNA ligase activity-%%-GO:0004827-&&-proline-tRNA ligase activity-%%-GO:0035613-&&-RNA stem-loop binding-%%-GO:0051020-&&-GTPase binding-%%-GO:0005515-&&-protein bindingG:9606:EPRS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesis-%%-hsa01100-&&-Metabolic pathways-%%-hsa00860-&&-Porphyrin and chlorophyll metabolismEPRS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPRSEPRS FALSE EPRS
taxon:9606 177184 1902 thymosin beta 4, X-linkedgene biological_process-&-1&-GO:0030334-&&-regulation of cell migration-%%-GO:0007015-&&-actin filament organization-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0031093-&&-platelet alpha granule lumen|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003785-&&-actin monomer binding-%%-GO:0005515-&&-protein bindingG:9606:TMSB4X KEGG-&-1&-hsa04810-&&-Regulation of actin cytoskeletonTMSB4X Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMSB4XTMSB4X FALSE TMSB4X
taxon:9606 156704 1902 bolA family member 2gene biological_process-&-1&-GO:0097428-&&-protein maturation by iron-sulfur cluster transfer-%%-GO:0044571-&&-[2Fe-2S] cluster assembly|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:BOLA2 BOLA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BOLA2BOLA2 FALSE BOLA2
taxon:9606 164902 1902 phosphatidylinositol glycan anchor biosynthesis class Ugene biological_process-&-1&-GO:0016255-&&-attachment of GPI anchor to protein-%%-GO:0006506-&&-GPI anchor biosynthetic process-%%-GO:0046425-&&-regulation of JAK-STAT cascade|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0042765-&&-GPI-anchor transamidase complex-%%-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003923-&&-GPI-anchor transamidase activity-%%-GO:0034235-&&-GPI anchor bindingG:9606:PIGU KEGG-&-1&-hsa00563-&&-Glycosylphosphatidylinositol (GPI)-anchor biosynthesis-%%-hsa01100-&&-Metabolic pathwaysPIGU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIGUPIGU FALSE PIGU
taxon:9606 164903 1902 charged multivesicular body protein 4Bgene biological_process-&-1&-GO:1901673-&&-regulation of mitotic spindle assembly-%%-GO:0039702-&&-viral budding via host ESCRT complex-%%-GO:0016236-&&-macroautophagy-%%-GO:0090611-&&-ubiquitin-independent protein catabolic process via the multivesicular body sorting pathway-%%-GO:0050792-&&-regulation of viral process-%%-GO:0019058-&&-viral life cycle-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0006997-&&-nucleus organization-%%-GO:0007034-&&-vacuolar transport-%%-GO:0006914-&&-autophagy-%%-GO:0006620-&&-posttranslational protein targeting to membrane-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0016197-&&-endosomal transport-%%-GO:1902188-&&-positive regulation of viral release from host cell-%%-GO:1902902-&&-negative regulation of autophagosome assembly-%%-GO:0010458-&&-exit from mitosis-%%-GO:0000920-&&-cell separation after cytokinesis-%%-GO:0031468-&&-nuclear envelope reassembly-%%-GO:0036258-&&-multivesicular body assembly-%%-GO:0036438-&&-maintenanceG:9606:CHMP4B KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04144-&&-EndocytosisCHMP4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHMP4BCHMP4B FALSE CHMP4B
taxon:9606 181287 1902 EPH receptor B2gene biological_process-&-1&-GO:0001525-&&-angiogenesis-%%-GO:0007413-&&-axonal fasciculation-%%-GO:0099557-&&-trans-synaptic signaling by trans-synaptic complex, modulating synaptic transmission-%%-GO:0001655-&&-urogenital system development-%%-GO:0048170-&&-positive regulation of long-term neuronal synaptic plasticity-%%-GO:0048593-&&-camera-type eye morphogenesis-%%-GO:0051965-&&-positive regulation of synapse assembly-%%-GO:0031290-&&-retinal ganglion cell axon guidance-%%-GO:0007399-&&-nervous system development-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0050771-&&-negative regulation of axonogenesis-%%-GO:0060996-&&-dendritic spine development-%%-GO:0016310-&&-phosphorylation-%%-GO:0021952-&&-central nervous system projection neuron axonogenesis-%%-GO:0060997-&&-dendritic spine morphogenesis-%%-GO:0050878-&&-regulation of body fluid levels-%%-GO:0022038-&&-corpus callosum development-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0071679-&&-commissural neuron axon guidance-%%-GO:0021631-&&-optiG:9606:EPHB2 KEGG-&-1&-hsa04360-&&-Axon guidanceEPHB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPHB2EPHB2 FALSE EPHB2
taxon:9606 177188 1902 TATA element modulatory factor 1gene biological_process-&-1&-GO:0033327-&&-Leydig cell differentiation-%%-GO:0001819-&&-positive regulation of cytokine production-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0032275-&&-luteinizing hormone secretion-%%-GO:0061136-&&-regulation of proteasomal protein catabolic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:2000845-&&-positive regulation of testosterone secretion-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0007289-&&-spermatid nucleus differentiation-%%-GO:0030317-&&-flagellated sperm motility-%%-GO:0001675-&&-acrosome assembly-%%-GO:0010629-&&-negative regulation of gene expression|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-pG:9606:TMF1 TMF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMF1TMF1 FALSE TMF1
taxon:9606 160808 1902 keratin 79 gene biological_process-&-1&-GO:0031424-&&-keratinization-%%-GO:0070268-&&-cornification|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045095-&&-keratin filament|molecular_function-&-1&-GO:0005198-&&-structural molecule activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:KRT79 KRT79 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT79KRT79 FALSE KRT79
taxon:9606 181295 1902 stomatin gene biological_process-&-1&-GO:0044829-&&-positive regulation by host of viral genome replication-%%-GO:0090314-&&-positive regulation of protein targeting to membrane-%%-GO:1901585-&&-regulation of acid-sensing ion channel activity-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0005886-&&-plasma membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0072562-&&-blood microparticle-%%-GO:0070821-&&-tertiary granule membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0031982-&&-vesicle-%%-GO:0042470-&&-melanosome-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005615-&&-extracellular space-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0042803-&&-pG:9606:STOM STOM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STOMSTOM FALSE STOM
taxon:9606 181293 1902 EPH receptor A3gene biological_process-&-1&-GO:0032956-&&-regulation of actin cytoskeleton organization-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0070507-&&-regulation of microtubule cytoskeleton organization-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:0010717-&&-regulation of epithelial to mesenchymal transition-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0097155-&&-fasciculation of sensory neuron axon-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0016477-&&-cell migration-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0051893-&&-regulation of focal adhesion assembly-%%-GO:0097156-&&-fasciculation of motor neuron axon|cellular_component-&-1&-GO:0005769-&&-early endosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005004-&&-GPI-linked ephrin receptor activity-%%-GO:0005515-&&-protein bG:9606:EPHA3 KEGG-&-1&-hsa04360-&&-Axon guidanceEPHA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPHA3EPHA3 FALSE EPHA3
taxon:9606 169010 1902 mitochondrial ribosomal protein S14gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005761-&&-mitochondrial ribosome-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS14 KEGG-&-1&-hsa03010-&&-RibosomeMRPS14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS14MRPS14 FALSE MRPS14
taxon:9606 181298 1902 erythrocyte membrane protein band 4.1 like 2gene biological_process-&-1&-GO:0031032-&&-actomyosin structure organization-%%-GO:0030866-&&-cortical actin cytoskeleton organization|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0008091-&&-spectrin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0042731-&&-PH domain binding-%%-GO:0030507-&&-spectrin binding-%%-GO:0005200-&&-structural constituent of cytoskeletonG:9606:EPB41L2 EPB41L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPB41L2EPB41L2 FALSE EPB41L2
taxon:9606 181302 1902 E1A binding protein p300gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0007507-&&-heart development-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0090043-&&-regulation of tubulin deacetylation-%%-GO:0010742-&&-macrophage derived foam cell differentiation-%%-GO:0007399-&&-nervous system development-%%-GO:0006990-&&-positive regulation of transcription from RNA polymerase II promoter involved in unfolded protein response-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006473-&&-protein acetylation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0007623-&&-circadian rhythm-%%-GO:0018393-&&-internal peptidyl-lysine acetylation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0030324-&&-lung development-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0016032-&&-viral process-%%-GO:0045944-&&-positive regulation of transcriptioG:9606:EP300 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa05164-&&-Influenza A-%%-hsa04520-&&-Adherens junction-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05161-&&-Hepatitis B-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04110-&&-Cell cycle-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04720-&&-Long-term potentiation-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa05215-&&-Prostate cancerEP300 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EP300EP300 FALSE EP300
taxon:9606 169012 1902 X-prolyl aminopeptidase 3gene biological_process-&-1&-GO:0016485-&&-protein processing-%%-GO:0003094-&&-glomerular filtration|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0030145-&&-manganese ion binding-%%-GO:0004177-&&-aminopeptidase activity-%%-GO:0008237-&&-metallopeptidase activityG:9606:XPNPEP3 XPNPEP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XPNPEP3XPNPEP3 FALSE XPNPEP3
taxon:9606 177204 1902 talin 1 gene biological_process-&-1&-GO:0070527-&&-platelet aggregation-%%-GO:0016032-&&-viral process-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0007043-&&-cell-cell junction assembly-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006936-&&-muscle contraction-%%-GO:0007016-&&-cytoskeletal anchoring at plasma membrane-%%-GO:0007044-&&-cell-substrate junction assembly-%%-GO:0030866-&&-cortical actin cytoskeleton organization|cellular_component-&-1&-GO:0005911-&&-cell-cell junction-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005925-&&-focal adhesion-%%-GO:0032587-&&-ruffle membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0009986-&&-cell surface-%%-GO:0005829-&&-cytosol-%%-GO:0001726-&&-ruffle-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0051015-&&-actin filament binding-%%-GO:0030274-&&-LIM domain binding-%%-GO:0005178-&&-integrin binding-%%-GO:0017166-&&-vinculin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadheriG:9606:TLN1 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04611-&&-Platelet activationTLN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TLN1TLN1 FALSE TLN1
taxon:9606 181301 1902 endothelial PAS domain protein 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0055072-&&-iron ion homeostasis-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0007165-&&-signal transduction-%%-GO:0002027-&&-regulation of heart rate-%%-GO:0001525-&&-angiogenesis-%%-GO:0001974-&&-blood vessel remodeling-%%-GO:0007601-&&-visual perception-%%-GO:0043619-&&-regulation of transcription from RNA polymerase II promoter in response to oxidative stress-%%-GO:0048625-&&-myoblast fate commitment-%%-GO:0001666-&&-response to hypoxia-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0030324-&&-lung development-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0043129-&&-surfactant homeostasis-%%-GO:0001892-&&-embryonic placenta development-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0042415-&&-norepinephrG:9606:EPAS1 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa05200-&&-Pathways in cancerEPAS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPAS1EPAS1 FALSE EPAS1
taxon:9606 177210 1902 transducin like enhancer of split 1gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007275-&&-multicellular organism development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:1904837-&&-beta-catenin-TCF complex assembly|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0001106-&&-RNA polymerase II transcription corepressor activity-%%-GO:0008134-&&-transcription factor binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TLE1 TLE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TLE1TLE1 FALSE TLE1
taxon:9606 177215 1902 thymidine kinase 1gene biological_process-&-1&-GO:0009165-&&-nucleotide biosynthetic process-%%-GO:0009157-&&-deoxyribonucleoside monophosphate biosynthetic process-%%-GO:0006139-&&-nucleobase-containing compound metabolic process-%%-GO:0043097-&&-pyrimidine nucleoside salvage-%%-GO:0046104-&&-thymidine metabolic process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0016310-&&-phosphorylation-%%-GO:0006259-&&-DNA metabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019206-&&-nucleoside kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0004797-&&-thymidine kinase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TK1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00240-&&-Pyrimidine metabolismTK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TK1TK1 FALSE TK1
taxon:9606 181311 1902 enolase 1 gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0009615-&&-response to virus-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0061621-&&-canonical glycolysis-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0031430-&&-M band-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0000015-&&-phosphopyruvate hydratase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0051020-&&-GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0003723-&&-RNA binding-%%-GO:0004634-&&-phosphopyruvate hydratase activityG:9606:ENO1 KEGG-&-1&-hsa03018-&&-RNA degradation-%%-hsa01200-&&-Carbon metabolism-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa01230-&&-Biosynthesis of amino acidsENO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ENO1ENO1 FALSE ENO1
taxon:9606 173116 1902 tripartite motif containing 29gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1900181-&&-negative regulation of protein localization to nucleus-%%-GO:0098609-&&-cell-cell adhesion|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005913-&&-cell-cell adherens junction|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0002039-&&-p53 binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0098641-&&-cadherin binding involved in cell-cell adhesion-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TRIM29 TRIM29 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM29TRIM29 FALSE TRIM29
taxon:9606 173117 1902 DNA polymerase alpha 2, accessory subunitgene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006270-&&-DNA replication initiation-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0006260-&&-DNA replication-%%-GO:0071897-&&-DNA biosynthetic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005658-&&-alpha DNA polymerase:primase complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003887-&&-DNA-directed DNA polymerase activityG:9606:POLA2 KEGG-&-1&-hsa03030-&&-DNA replicationPOLA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLA2POLA2 FALSE POLA2
taxon:9606 177218 1902 TIMP metallopeptidase inhibitor 4gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0009725-&&-response to hormone-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0034097-&&-response to cytokine-%%-GO:0008150-&&-biological_process-%%-GO:0051045-&&-negative regulation of membrane protein ectodomain proteolysis-%%-GO:0042698-&&-ovulation cycle-%%-GO:0042493-&&-response to drug-%%-GO:0007417-&&-central nervous system development-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0030017-&&-sarcomere|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008191-&&-metalloendopeptidase inhibitor activity-%%-GO:0002020-&&-protease bindingG:9606:TIMP4 TIMP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIMP4TIMP4 FALSE TIMP4
taxon:9606 177219 1902 TIMP metallopeptidase inhibitor 3gene biological_process-&-1&-GO:0071310-&&-cellular response to organic substance-%%-GO:1904684-&&-negative regulation of metalloendopeptidase activity-%%-GO:0051045-&&-negative regulation of membrane protein ectodomain proteolysis-%%-GO:0002576-&&-platelet degranulation-%%-GO:0010033-&&-response to organic substance-%%-GO:0007601-&&-visual perception-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:1903984-&&-positive regulation of TRAIL-activated apoptotic signaling pathway|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0031089-&&-platelet dense granule lumen-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008191-&&-metalloendopeptidase inhibitor activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0002020-&&-protease bindingG:9606:TIMP3 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancer-%%-hsa05205-&&-Proteoglycans in cancerTIMP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIMP3TIMP3 FALSE TIMP3
taxon:9606 177223 1902 T-cell lymphoma invasion and metastasis 1gene biological_process-&-1&-GO:0072657-&&-protein localization to membrane-%%-GO:0006915-&&-apoptotic process-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:1905274-&&-regulation of modification of postsynaptic actin cytoskeleton-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0061178-&&-regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0016601-&&-Rac protein signal transduction-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0003300-&&-cardiac muscle hypertrophy-%%-GO:2000050-&&-regulation of non-canonical Wnt signaling pathway-%%-GO:0043507-&&-positive regulation of JUN kinase activity-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:1904268-&&-positive regulation of Schwann cell chemotaxis-%%-GO:0061003-&&-positive regulation of dendritic spine morphogenesis-%%-GO:0051056-&&-regulation of small GTPaseG:9606:TIAM1 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa04024-&&-cAMP signaling pathwayTIAM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIAM1TIAM1 FALSE TIAM1
taxon:9606 177220 1902 TIMP metallopeptidase inhibitor 2gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0032487-&&-regulation of Rap protein signal transduction-%%-GO:0034097-&&-response to cytokine-%%-GO:0051045-&&-negative regulation of membrane protein ectodomain proteolysis-%%-GO:0007417-&&-central nervous system development-%%-GO:1905049-&&-negative regulation of metallopeptidase activity-%%-GO:0007568-&&-aging-%%-GO:0045930-&&-negative regulation of mitotic cell cycle-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0009725-&&-response to hormone-%%-GO:0045762-&&-positive regulation of adenylate cyclase activity-%%-GO:0046580-&&-negative regulation of Ras protein signal transduction-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0042493-&&-response to drug|cellular_component-&-1&-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&G:9606:TIMP2 TIMP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIMP2TIMP2 FALSE TIMP2
taxon:9606 181317 1902 cortactin gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0097062-&&-dendritic spine maintenance-%%-GO:0048870-&&-cell motility-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0045987-&&-positive regulation of smooth muscle contraction-%%-GO:0006930-&&-substrate-dependent cell migration, cell extension-%%-GO:0097581-&&-lamellipodium organization-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0048041-&&-focal adhesion assembly-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0030516-&&-regulation of axon extension-%%-GO:0030041-&&-actin filament polymerization-%%-GO:1903146-&&-regulation of mitophagy|cellular_component-&-1&-GO:0008076-&&-voltage-gated potassium channel complex-%%-GO:0030863-&&-cortical cytoskeleton-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%G:9606:CTTN KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04530-&&-Tight junction-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05205-&&-Proteoglycans in cancerCTTN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTTNCTTN FALSE CTTN
taxon:9606 177221 1902 TIMP metallopeptidase inhibitor 1gene biological_process-&-1&-GO:1901164-&&-negative regulation of trophoblast cell migration-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0051045-&&-negative regulation of membrane protein ectodomain proteolysis-%%-GO:2001044-&&-regulation of integrin-mediated signaling pathway-%%-GO:0001775-&&-cell activation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0034097-&&-response to cytokine-%%-GO:0002576-&&-platelet degranulation-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:1905049-&&-negative regulation of metallopeptidase activity-%%-GO:0007568-&&-aging-%%-GO:0051216-&&-cartilage development-%%-GO:0009725-&&-response to hormone-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042060-&&-wound healing|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005576-&&-extracellular region-%%-GO:0031093-&G:9606:TIMP1 KEGG-&-1&-hsa04066-&&-HIF-1 signaling pathwayTIMP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIMP1TIMP1 FALSE TIMP1
taxon:9606 177226 1902 thimet oligopeptidase 1gene biological_process-&-1&-GO:0006518-&&-peptide metabolic process-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005758-&&-mitochondrial intermembrane space|molecular_function-&-1&-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0042277-&&-peptide binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:THOP1 KEGG-&-1&-hsa05143-&&-African trypanosomiasis-%%-hsa04614-&&-Renin-angiotensin systemTHOP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THOP1THOP1 FALSE THOP1
taxon:9606 177224 1902 TIA1 cytotoxic granule associated RNA binding protein like 1gene biological_process-&-1&-GO:0006952-&&-defense response-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0017145-&&-stem cell division-%%-GO:0006915-&&-apoptotic process-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007281-&&-germ cell development|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005764-&&-lysosome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0017091-&&-AU-rich element bindingG:9606:TIAL1 TIAL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIAL1TIAL1 FALSE TIAL1
taxon:9606 177231 1902 thrombospondin 2gene biological_process-&-1&-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0007155-&&-cell adhesion-%%-GO:0051965-&&-positive regulation of synapse assembly|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005604-&&-basement membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0031091-&&-platelet alpha granule|molecular_function-&-1&-GO:0008201-&&-heparin binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:THBS2 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05144-&&-Malaria-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04145-&&-PhagosomeTHBS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THBS2THBS2 FALSE THBS2
taxon:9606 181324 1902 emerin gene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0007517-&&-muscle organ development-%%-GO:0060828-&&-regulation of canonical Wnt signaling pathway-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:0006936-&&-muscle contraction-%%-GO:0035414-&&-negative regulation of catenin import into nucleus-%%-GO:0007077-&&-mitotic nuclear envelope disassembly|cellular_component-&-1&-GO:0005637-&&-nuclear inner membrane-%%-GO:0005640-&&-nuclear outer membrane-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005635-&&-nuclear envelope-%%-GO:0016020-&&-membrane-%%-GO:0005874-&&-microtubule-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0048487-&&-beta-tubulin binding-%%-GO:0005515-&&-protein binding-%%-GOG:9606:EMD KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)EMD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EMDEMD FALSE EMD
taxon:9606 177232 1902 thrombospondin 1gene biological_process-&-1&-GO:0043537-&&-negative regulation of blood vessel endothelial cell migration-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0010759-&&-positive regulation of macrophage chemotaxis-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0006955-&&-immune response-%%-GO:0051918-&&-negative regulation of fibrinolysis-%%-GO:0030194-&&-positive regulation of blood coagulation-%%-GO:0032026-&&-response to magnesium ion-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0043032-&&-positive regulation of macrophage activation-%%-GO:2000353-&&-positive regulation of endothelial cell apoptotic process-%%-GO:0001666-&&-response to hypoxia-%%-GO:0051592-&&-response to calcium ion-%%-GO:0051897-&&-positive regulation of protein kinase B signaling-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0040037-&&-negative regulation of fibroblast growth factor receptor signaling pathway-%%-GOG:9606:THBS1 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05144-&&-Malaria-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04145-&&-Phagosome-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerTHBS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THBS1THBS1 FALSE THBS1
taxon:9606 177239 1902 TGFB induced factor homeobox 1gene biological_process-&-1&-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007275-&&-multicellular organism development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042493-&&-response to drug|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0070410-&&-co-SMAD binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0003714-&&-transcription corepressor activityG:9606:TGIF1 KEGG-&-1&-hsa04350-&&-TGF-beta signaling pathwayTGIF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TGIF1TGIF1 FALSE TGIF1
taxon:9606 173140 1902 beta-secretase 1gene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0050435-&&-beta-amyloid metabolic process-%%-GO:0030163-&&-protein catabolic process-%%-GO:0050804-&&-modulation of synaptic transmission|cellular_component-&-1&-GO:0045121-&&-membrane raft-%%-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005770-&&-late endosome-%%-GO:0030424-&&-axon-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005771-&&-multivesicular body-%%-GO:0070931-&&-Golgi-associated vesicle lumen-%%-GO:0005768-&&-endosome-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0009986-&&-cell surface-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0004190-&&-aspartic-type endopeptidase activity-%%-G:9606:BACE1 KEGG-&-1&-hsa05010-&&-Alzheimer diseaseBACE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BACE1BACE1 FALSE BACE1
taxon:9606 169044 1902 brevican gene biological_process-&-1&-GO:0030207-&&-chondroitin sulfate catabolic process-%%-GO:0021766-&&-hippocampus development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030203-&&-glycosaminoglycan metabolic process-%%-GO:0030206-&&-chondroitin sulfate biosynthetic process-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0007417-&&-central nervous system development-%%-GO:0030208-&&-dermatan sulfate biosynthetic process-%%-GO:0007155-&&-cell adhesion-%%-GO:0001501-&&-skeletal system development|cellular_component-&-1&-GO:0043202-&&-lysosomal lumen-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005796-&&-Golgi lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0031225-&&-anchored component of membrane|molecular_function-&-1&-GO:0030246-&&-carbohydrate binding-%%-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0005540-&&-hyaluronic acid bindingG:9606:BCAN BCAN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCANBCAN FALSE BCAN
taxon:9606 177237 1902 transglutaminase 2gene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0018153-&&-isopeptide cross-linking via N6-(L-isoglutamyl)-L-lysine-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0001974-&&-blood vessel remodeling-%%-GO:0051482-&&-positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-protein coupled signaling pathway-%%-GO:0060662-&&-salivary gland cavitation-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0045785-&&-positive regulation of cell adhesion-%%-GO:0051561-&&-positive regulation of mitochondrial calcium ion concentration-%%-GO:0043277-&&-apoptotic cell clearance-%%-GO:0032471-&&-negative regulation of endoplasmic reticulum calcium ion concentration-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0060445-&&-branching involved in salivary gland morphogenesis|cellular_component-&-1&-GO:0031226-&&-intrinsic G:9606:TGM2 KEGG-&-1&-hsa05016-&&-Huntington diseaseTGM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TGM2TGM2 FALSE TGM2
taxon:9606 181333 1902 E74 like ETS transcription factor 3gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006954-&&-inflammatory response-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development-%%-GO:0008544-&&-epidermis development-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0060056-&&-mammary gland involution-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0001824-&&-blastocyst development|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core pG:9606:ELF3 ELF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELF3ELF3 FALSE ELF3
taxon:9606 181338 1902 ELAV like RNA binding protein 1gene biological_process-&-1&-GO:0045727-&&-positive regulation of translation-%%-GO:0007275-&&-multicellular organism development-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0048255-&&-mRNA stabilization-%%-GO:0070935-&&-3'-UTR-mediated mRNA stabilization-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:2000036-&&-regulation of stem cell population maintenance-%%-GO:0060965-&&-negative regulation of gene silencing by miRNA|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:1990904-&&-ribonucleoprotein complex|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0035925-&&-mRNA 3'-UTR AU-rich region binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0017091-&&-AU-rich element binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0003730-&&-mRNA 3'-UTR binding-%%-GO:0019901-&&-pG:9606:ELAVL1 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04657-&&-IL-17 signaling pathwayELAVL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELAVL1ELAVL1 FALSE ELAVL1
taxon:9606 169051 1902 trafficking protein particle complex 11gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0016192-&&-vesicle-mediated transport-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0017112-&&-Rab guanyl-nucleotide exchange factor activityG:9606:TRAPPC11 TRAPPC11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRAPPC11TRAPPC11 FALSE TRAPPC11
taxon:9606 181337 1902 ELAV like RNA binding protein 3gene biological_process-&-1&-GO:0007399-&&-nervous system development-%%-GO:0030154-&&-cell differentiation|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0017091-&&-AU-rich element bindingG:9606:ELAVL3 ELAVL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELAVL3ELAVL3 FALSE ELAVL3
taxon:9606 173151 1902 makorin ring finger protein 1gene biological_process-&-1&-GO:0000209-&&-protein polyubiquitination|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:MKRN1 MKRN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MKRN1MKRN1 FALSE MKRN1
taxon:9606 164956 1902 nuclear receptor coactivator 7gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0035257-&&-nuclear hormone receptor binding-%%-GO:0005515-&&-protein bindingG:9606:NCOA7 NCOA7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA7NCOA7 FALSE NCOA7
taxon:9606 181341 1902 elastase, neutrophil expressedgene biological_process-&-1&-GO:0050778-&&-positive regulation of immune response-%%-GO:0070947-&&-neutrophil mediated killing of fungus-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045415-&&-negative regulation of interleukin-8 biosynthetic process-%%-GO:0006508-&&-proteolysis-%%-GO:0009411-&&-response to UV-%%-GO:0002523-&&-leukocyte migration involved in inflammatory response-%%-GO:0045416-&&-positive regulation of interleukin-8 biosynthetic process-%%-GO:0044130-&&-negative regulation of growth of symbiont in host-%%-GO:1903238-&&-positive regulation of leukocyte tethering or rolling-%%-GO:0006909-&&-phagocytosis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0002438-&&-acute inflammatory response to antigenic stimulus-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0045079-&&-negative regulation of chemokine biosynthetic process-%%-GO:0001878-&&-response to yeG:9606:ELANE KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05202-&&-Transcriptional misregulation in cancerELANE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELANEELANE FALSE ELANE
taxon:9606 177248 1902 transforming growth factor beta 1 induced transcript 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0009408-&&-response to heat-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0030579-&&-ubiquitin-dependent SMAD protein catabolic process-%%-GO:0007155-&&-cell adhesion-%%-GO:0010718-&&-positive regulation of epithelial to mesenchymal transition-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0016331-&&-morphogenesis of embryonic epithelium-%%-GO:0045165-&&-cell fate commitment|cellular_component-&-1&-GO:0031012-&&-extracellular matrix-%%-GO:0005622-&&-intracellular-%%-GO:0005925-&G:9606:TGFB1I1 TGFB1I1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TGFB1I1TGFB1I1 FALSE TGFB1I1
taxon:9606 173152 1902 CD2 associated proteingene biological_process-&-1&-GO:0016050-&&-vesicle organization-%%-GO:0006930-&&-substrate-dependent cell migration, cell extension-%%-GO:0051301-&&-cell division-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0007165-&&-signal transduction-%%-GO:0032911-&&-negative regulation of transforming growth factor beta1 production-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0006461-&&-protein complex assembly-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0048259-&&-regulation of receptor-mediated endocytosis-%%-GO:2000249-&&-regulation of actin cytoskeleton reorganization|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005911-&&-cell-cell junction-%%-GO:0001726-&&-ruffle-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005737-&&-cytoplasm-%%-GO:0030139-&&-eG:9606:CD2AP KEGG-&-1&-hsa05100-&&-Bacterial invasion of epithelial cellsCD2AP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD2APCD2AP FALSE CD2AP
taxon:9606 177249 1902 transforming growth factor beta 1gene biological_process-&-1&-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0060312-&&-regulation of blood vessel remodeling-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0060751-&&-branch elongation involved in mammary gland duct branching-%%-GO:0061035-&&-regulation of cartilage development-%%-GO:0032270-&&-positive regulation of cellular protein metabolic process-%%-GO:0055010-&&-ventricular cardiac muscle tissue morphogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006754-&&-ATP biosynthetic process-%%-GO:0060364-&&-frontal suture morphogenesis-%%-GO:0085029-&&-extracellular matrix assembly-%%-GO:0010936-&&-negative regulation of macrophage cytokine production-%%-GO:0021915-&&-neural tube development-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007565-&&-female prG:9606:TGFB1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04218-&&-Cellular senescence-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05144-&&-Malaria-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04672-&&-Intestinal immune network for IgA produTGFB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TGFB1TGFB1 FALSE TGFB1
taxon:9606 177254 1902 tissue factor pathway inhibitorgene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0032355-&&-response to estradiol-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0007598-&&-blood coagulation, extrinsic pathway-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0031225-&&-anchored component of membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0009986-&&-cell surface-%%-GO:0005886-&&-plasma membrane-%%-GO:0031090-&&-organelle membrane-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0004866-&&-endopeptidase inhibitor activityG:9606:TFPI KEGG-&-1&-hsa04610-&&-Complement and coagulation cascadesTFPI Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFPITFPI FALSE TFPI
taxon:9606 173159 1902 POZ/BTB and AT hook containing zinc finger 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030217-&&-T cell differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0008584-&&-male gonad development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003677-&&-DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0003682-&&-chromatin bindingG:9606:PATZ1 PATZ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PATZ1PATZ1 FALSE PATZ1
taxon:9606 173156 1902 coronin 1C gene biological_process-&-1&-GO:0045184-&&-establishment of protein localization-%%-GO:0051893-&&-regulation of focal adhesion assembly-%%-GO:0044387-&&-negative regulation of protein kinase activity by regulation of protein phosphorylation-%%-GO:0001755-&&-neural crest cell migration-%%-GO:0007165-&&-signal transduction-%%-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0010762-&&-regulation of fibroblast migration-%%-GO:0006909-&&-phagocytosis-%%-GO:0010633-&&-negative regulation of epithelial cell migration-%%-GO:0010632-&&-regulation of epithelial cell migration-%%-GO:1900025-&&-negative regulation of substrate adhesion-dependent cell spreading-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0051895-&&-negative regulation of focal adhesion assembly-%%-GO:2000394-&&-positive regulation of lamellipodium morphogenesis-%%-GO:1900027-&&-regulation of ruffle assembly-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:1900024-&&-regulaG:9606:CORO1C CORO1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CORO1CCORO1C FALSE CORO1C
taxon:9606 177252 1902 transferrin receptorgene biological_process-&-1&-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0035690-&&-cellular response to drug-%%-GO:0061024-&&-membrane organization-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0031623-&&-receptor internalization-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0033572-&&-transferrin transport-%%-GO:0045830-&&-positive regulation of isotype switching-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:0097286-&&-iron ion import-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0045780-&&-positive regulation of bone resorption|cellular_component-&-1&-GO:0016323-&&-basolateral plasma membrane-%%-GO:1990712-&&-HFE-transferrin receptor complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005768-&&-endosome-%%-GO:0009897-&&-external side of plasma membrane-%%-GO:0042470-&&-melanosome-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-G:9606:TFRC KEGG-&-1&-hsa04145-&&-Phagosome-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04144-&&-Endocytosis-%%-hsa04640-&&-Hematopoietic cell lineage-%%-hsa04216-&&-FerroptosisTFRC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFRCTFRC FALSE TFRC
taxon:9606 181348 1902 eukaryotic translation initiation factor 4 gamma 1gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0007005-&&-mitochondrion organization-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:0002191-&&-cap-dependent translational initiation-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0006412-&&-translation-%%-GO:0034645-&&-cellular macromolecule biosynthetic process-%%-GO:0080135-&&-regulation of cellular response to stress-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0001662-&&-behavioral fear response-%%-GO:0060964-&&-regulation of gene silencing by miRNA-%%-GO:0006446-&&-regulation of translational initiation-%%-GO:0016032-&&-viral process-%%-GO:0032502-&&-developmental process-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0010801-&&-negative regulation of peptidyl-threonine phosphorylation-%%-GO:1905537-&&-positive regulation of eukaryotic translation initG:9606:EIF4G1 KEGG-&-1&-hsa05416-&&-Viral myocarditis-%%-hsa03013-&&-RNA transportEIF4G1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF4G1EIF4G1 FALSE EIF4G1
taxon:9606 181354 1902 eukaryotic translation initiation factor 4A2gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0006413-&&-translational initiation-%%-GO:0006446-&&-regulation of translational initiation-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0016032-&&-viral process-%%-GO:1900260-&&-negative regulation of RNA-directed 5'-3' RNA polymerase activity|cellular_component-&-1&-GO:0016281-&&-eukaryotic translation initiation factor 4F complex-%%-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0004386-&&-helicase activity-%%-GO:0016887-&&-ATPase activity-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0005515-&&-protein bindingG:9606:EIF4A2 KEGG-&-1&-hsa03013-&&-RNA transportEIF4A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF4A2EIF4A2 FALSE EIF4A2
taxon:9606 181355 1902 eukaryotic translation initiation factor 4A1gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0006413-&&-translational initiation-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0016281-&&-eukaryotic translation initiation factor 4F complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0008135-&&-translation factor activity, RNA binding-%%-GO:0000339-&&-RNA cap binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0004386-&&-helicase activityG:9606:EIF4A1 KEGG-&-1&-hsa03013-&&-RNA transportEIF4A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF4A1EIF4A1 FALSE EIF4A1
taxon:9606 177257 1902 trefoil factor 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0042060-&&-wound healing-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0010039-&&-response to iron ion-%%-GO:0035902-&&-response to immobilization stress-%%-GO:0005975-&&-carbohydrate metabolic process-%%-GO:0007586-&&-digestion-%%-GO:0030154-&&-cell differentiation-%%-GO:0030277-&&-maintenance of gastrointestinal epithelium|cellular_component-&-1&-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0008083-&&-growth factor activity-%%-GO:0005515-&&-protein bindingG:9606:TFF1 KEGG-&-1&-hsa04915-&&-Estrogen signaling pathwayTFF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFF1TFF1 FALSE TFF1
taxon:9606 160873 1902 NLR family pyrin domain containing 10gene biological_process-&-1&-GO:0050832-&&-defense response to fungus-%%-GO:0045087-&&-innate immune response-%%-GO:0035397-&&-helper T cell enhancement of adaptive immune response-%%-GO:2000778-&&-positive regulation of interleukin-6 secretion-%%-GO:2000318-&&-positive regulation of T-helper 17 type immune response-%%-GO:0002250-&&-adaptive immune response-%%-GO:0002827-&&-positive regulation of T-helper 1 type immune response-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0036336-&&-dendritic cell migration-%%-GO:2000484-&&-positive regulation of interleukin-8 secretion|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0019897-&&-extrinsic component of plasma membrane|molecular_function-&-1&-GO:0005524-&&-ATP bindingG:9606:NLRP10 NLRP10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NLRP10NLRP10 FALSE NLRP10
taxon:9606 181359 1902 eukaryotic translation initiation factor 2 subunit alphagene biological_process-&-1&-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:0032057-&&-negative regulation of translational initiation in response to stress-%%-GO:0036499-&&-PERK-mediated unfolded protein response-%%-GO:0006413-&&-translational initiation-%%-GO:0034605-&&-cellular response to heat-%%-GO:1990737-&&-response to manganese-induced endoplasmic reticulum stress-%%-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0007568-&&-aging-%%-GO:0034644-&&-cellular response to UV-%%-GO:1905098-&&-negative regulation of guanyl-nucleotide exchange factor activity-%%-GO:2000676-&&-positive regulation of type B pancreatic cell apoptotic process-%%-GO:0055085-&&-transmembrane transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005850-&&-eukaryotic translation initiation factor 2 complex-%%-GO:0005851-&&-eukaryotic translation initiation factor 2B complex-%%-GO:0044207-&&G:9606:EIF2S1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04140-&&-Autophagy - animal-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05164-&&-Influenza A-%%-hsa05162-&&-Measles-%%-hsa05160-&&-Hepatitis C-%%-hsa04210-&&-Apoptosis-%%-hsa03013-&&-RNA transportEIF2S1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF2S1EIF2S1 FALSE EIF2S1
taxon:9606 164972 1902 NudC domain containing 2gene biological_process-&-1&-GO:0032502-&&-developmental process-%%-GO:0006457-&&-protein folding|cellular_component-&-1&-GO:0000922-&&-spindle pole-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005622-&&-intracellular-%%-GO:0005737-&&-cytoplasm-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein bindingG:9606:NUDCD2 NUDCD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUDCD2NUDCD2 FALSE NUDCD2
taxon:9606 169069 1902 GUF1 homolog, GTPasegene biological_process-&-1&-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activityG:9606:GUF1 GUF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GUF1GUF1 FALSE GUF1
taxon:9606 177266 1902 MAF bZIP transcription factor Kgene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007399-&&-nervous system development-%%-GO:0007596-&&-blood coagulation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000976-&&-transcription regulatory region sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0071535-&&-RING-like zinc finger domain binding-%%-GO:0001221-&&-transcription cofactor binding-%%-GO:0005515-&&-protein bindingG:9606:MAFK MAFK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAFKMAFK FALSE MAFK
taxon:9606 181361 1902 enoyl-CoA hydratase and 3-hydroxyacyl CoA dehydrogenasegene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0006635-&&-fatty acid beta-oxidation-%%-GO:0006475-&&-internal protein amino acid acetylation|cellular_component-&-1&-GO:0005777-&&-peroxisome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005782-&&-peroxisomal matrix-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003857-&&-3-hydroxyacyl-CoA dehydrogenase activity-%%-GO:0016508-&&-long-chain-enoyl-CoA hydratase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0004165-&&-dodecenoyl-CoA delta-isomerase activity-%%-GO:0004300-&&-enoyl-CoA hydratase activity-%%-GO:0005102-&&-receptor bindingG:9606:EHHADH KEGG-&-1&-hsa00280-&&-Valine, leucine and isoleucine degradation-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa00410-&&-beta-Alanine metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa04146-&&-Peroxisome-%%-hsa00650-&&-Butanoate metabolism-%%-hsa00310-&&-Lysine degradation-%%-hsa01100-&&-Metabolic pathways-%%-hsa00380-&&-Tryptophan metabolism-%%-hsa03320-&&-PPAR signaling pathway-%%-hsa00071-&&-Fatty acid degradation-%%-hsa00640-&&-Propanoate metabolismEHHADH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EHHADHEHHADH FALSE EHHADH
taxon:9606 181367 1902 epidermal growth factor receptorgene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0021795-&&-cerebral cortex cell migration-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0016101-&&-diterpenoid metabolic process-%%-GO:0061029-&&-eyelid development in camera-type eye-%%-GO:0032930-&&-positive regulation of superoxide anion generation-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0001503-&&-ossification-%%-GO:0007494-&&-midgut development-%%-GO:0030324-&&-lung development-%%-GO:0042060-&&-wound healing-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0007435-&&-salivary gland morphogenesis-%%-GO:0048546-&&-digestive tract morphogenesis-%%-GO:1903800-&&-positive regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:00712G:9606:EGFR KEGG-&-1&-hsa01522-&&-Endocrine resistance-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04520-&&-Adherens junction-%%-hsa05218-&&-Melanoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pyloriEGFR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EGFREGFR FALSE EGFR
taxon:9606 177269 1902 aminoacyl tRNA synthetase complex interacting multifunctional protein 2gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006915-&&-apoptotic process-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:0060510-&&-Type II pneumocyte differentiation-%%-GO:0031398-&&-positive regulation of protein ubiquitination|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:AIMP2 AIMP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AIMP2AIMP2 FALSE AIMP2
taxon:9606 181365 1902 early growth response 1gene biological_process-&-1&-GO:0071504-&&-cellular response to heparin-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0045080-&&-positive regulation of chemokine biosynthetic process-%%-GO:0002931-&&-response to ischemia-%%-GO:0032868-&&-response to insulin-%%-GO:0030217-&&-T cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0072303-&&-positive regulation of glomerular metanephric mesangial cell proliferation-%%-GO:0046886-&&-positive regulation of hormone biosynthetic process-%%-GO:0033233-&&-regulation of protein sumoylation-%%-GO:0060337-&&-type I interferon signaling pathway-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0090090-&&-negative regulation of canonical Wnt signalingG:9606:EGR1 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa05020-&&-Prion diseases-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionEGR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EGR1EGR1 FALSE EGR1
taxon:9606 160891 1902 tripartite motif containing 59gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0060271-&&-cilium assembly-%%-GO:0046597-&&-negative regulation of viral entry into host cell-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0030992-&&-intraciliary transport particle B-%%-GO:0005929-&&-cilium-%%-GO:0005813-&&-centrosome-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:TRIM59 TRIM59 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM59TRIM59 FALSE TRIM59
taxon:9606 177275 1902 ubiquitin C gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0019058-&&-viral life cycle-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoteG:9606:UBC KEGG-&-1&-hsa03320-&&-PPAR signaling pathwayUBC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBCUBC FALSE UBC
taxon:9606 181371 1902 cadherin EGF LAG seven-pass G-type receptor 2gene biological_process-&-1&-GO:0007156-&&-homophilic cell adhesion via plasma membrane adhesion molecules-%%-GO:0048813-&&-dendrite morphogenesis-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0021999-&&-neural plate anterior/posterior regionalization-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0022407-&&-regulation of cell-cell adhesion|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004930-&&-G-protein coupled receptor activity-%%-GO:0005509-&&-calcium ion bindingG:9606:CELSR2 CELSR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CELSR2CELSR2 FALSE CELSR2
taxon:9606 177272 1902 ubiquitin conjugating enzyme E2 Agene biological_process-&-1&-GO:0009411-&&-response to UV-%%-GO:0070979-&&-protein K11-linked ubiquitination-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006281-&&-DNA repair-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0006301-&&-postreplication repair-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0033522-&&-histone H2A ubiquitination-%%-GO:0060135-&&-maternal process involved in female pregnancy|cellular_component-&-1&-GO:0000790-&&-nuclear chromatin-%%-GO:0033503-&&-HULC complex-%%-GO:0001741-&&-XY body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0000785-&&-chromatin-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0061630-&&-ubiquitin protein ligase acG:9606:UBE2A KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2AUBE2A FALSE UBE2A
taxon:9606 177278 1902 transcription factor Dp-1gene biological_process-&-1&-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0070345-&&-negative regulation of fat cell proliferation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005667-&&-transcription factor complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:00G:9606:TFDP1 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa04350-&&-TGF-beta signaling pathwayTFDP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFDP1TFDP1 FALSE TFDP1
taxon:9606 173182 1902 zinc finger protein 346gene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0002039-&&-p53 bindingG:9606:ZNF346 ZNF346 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF346ZNF346 FALSE ZNF346
taxon:9606 177279 1902 nuclear receptor subfamily 2 group F member 2gene biological_process-&-1&-GO:0001764-&&-neuron migration-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0001937-&&-negative regulation of endothelial cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0009956-&&-radial pattern formation-%%-GO:0007165-&&-signal transduction-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0010596-&&-negative regulation of endothelial cell migration-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0007519-&&-skeletal muscle tissue development-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0032355-&&-response to estradiol-%%-GO:0001893-&&-maternal placenta development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0030900-&&-forebrain development-%%-GO:0060674-&&-placenta blood vessel development-%%-GO:G:9606:NR2F2 NR2F2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR2F2NR2F2 FALSE NR2F2
taxon:9606 173180 1902 peptidyl arginine deiminase 4gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0006325-&&-chromatin organization-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0036413-&&-histone H3-R26 citrullination-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0018101-&&-protein citrullination-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0036414-&&-histone citrullination-%%-GO:0006464-&&-cellular protein modification process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004668-&&-protein-arginine deiminase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0016990-&&-arginine deiminase activityG:9606:PADI4 PADI4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PADI4PADI4 FALSE PADI4
taxon:9606 177282 1902 transcription factor AP-4gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0071157-&&-negative regulation of cell cycle arrest-%%-GO:0043923-&&-positive regulation by host of viral transcription-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043922-&&-negative regulation by host of viral transcription-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0071549-&&-cellular response to dexamethasone stimulus-%%-GO:2001269-&&-positive regulation of cysteine-type endopeptidaG:9606:TFAP4 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancerTFAP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFAP4TFAP4 FALSE TFAP4
taxon:9606 177283 1902 transcription factor AP-2 gammagene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0008584-&&-male gonad development-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001047-&&-core promoter binding-%%-GO:0005515-&&-protein binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0000977-&&-RNA polymerase II regulatory rG:9606:TFAP2C TFAP2C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFAP2CTFAP2C FALSE TFAP2C
taxon:9606 173187 1902 GTP binding protein 4gene biological_process-&-1&-GO:0022408-&&-negative regulation of cell-cell adhesion-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0008156-&&-negative regulation of DNA replication-%%-GO:0033342-&&-negative regulation of collagen binding-%%-GO:0000463-&&-maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0050821-&&-protein stabilization-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0030336-&&-negative regulation of cell migration|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005525-&&-GTP bG:9606:GTPBP4 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesGTPBP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTPBP4GTPBP4 FALSE GTPBP4
taxon:9606 173184 1902 dimethylarginine dimethylaminohydrolase 2gene biological_process-&-1&-GO:0006527-&&-arginine catabolic process-%%-GO:0007263-&&-nitric oxide mediated signal transduction-%%-GO:0000052-&&-citrulline metabolic process-%%-GO:0006809-&&-nitric oxide biosynthetic process-%%-GO:0050999-&&-regulation of nitric-oxide synthase activity-%%-GO:0045429-&&-positive regulation of nitric oxide biosynthetic process-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0016403-&&-dimethylargininase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003824-&&-catalytic activity-%%-GO:0016597-&&-amino acid bindingG:9606:DDAH2 DDAH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDAH2DDAH2 FALSE DDAH2
taxon:9606 181380 1902 AT-rich interaction domain 3Agene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest|cellular_component-&-1&-GO:0045121-&&-membrane raft-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA bindingG:9606:ARID3A ARID3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARID3AARID3A FALSE ARID3A
taxon:9606 177284 1902 transcription factor AP-2 betagene biological_process-&-1&-GO:0097276-&&-cellular creatinine homeostasis-%%-GO:0006915-&&-apoptotic process-%%-GO:0097277-&&-cellular urea homeostasis-%%-GO:0043588-&&-skin development-%%-GO:0055078-&&-sodium ion homeostasis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0097070-&&-ductus arteriosus closure-%%-GO:0010226-&&-response to lithium ion-%%-GO:0030510-&&-regulation of BMP signaling pathway-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0048485-&&-sympathetic nervous system development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0010842-&&-retina layer formation-%%-GO:0072017-&&-distal tubule development-%%-GO:0097275-&&-cellular ammonia homeostasis-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045595-&&-regulation of cell differentiationG:9606:TFAP2B TFAP2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFAP2BTFAP2B FALSE TFAP2B
taxon:9606 177285 1902 transcription factor AP-2 alphagene biological_process-&-1&-GO:0003409-&&-optic cup structural organization-%%-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0021559-&&-trigeminal nerve development-%%-GO:0010842-&&-retina layer formation-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010944-&&-negative regulation of transcription by competitive promoter binding-%%-GO:0003404-&&-optic vesicle morphogenesis-%%-GO:0021623-&&-oculomotor nerve formation-%%-GO:0071281-&&-cellular response to iron ion-%%-GO:0001822-&&-kidney development-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0010628-&&-positive G:9606:TFAP2A TFAP2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFAP2ATFAP2A FALSE TFAP2A
taxon:9606 173192 1902 tetraspanin 15gene biological_process-&-1&-GO:0051604-&&-protein maturation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0008593-&&-regulation of Notch signaling pathway-%%-GO:0090002-&&-establishment of protein localization to plasma membrane|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0009986-&&-cell surface-%%-GO:0005886-&&-plasma membrane-%%-GO:0031902-&&-late endosome membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0097197-&&-tetraspanin-enriched microdomain|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:TSPAN15 TSPAN15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPAN15TSPAN15 FALSE TSPAN15
taxon:9606 169097 1902 THO complex 2gene biological_process-&-1&-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0008380-&&-RNA splicing-%%-GO:0016973-&&-poly(A)+ mRNA export from nucleus-%%-GO:0048666-&&-neuron development-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0046784-&&-viral mRNA export from host cell nucleus-%%-GO:0048699-&&-generation of neurons|cellular_component-&-1&-GO:0000445-&&-THO complex part of transcription export complex-%%-GO:0000346-&&-transcription export complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0000347-&&-THO complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein bindingG:9606:THOC2 KEGG-&-1&-hsa03040-&&-Spliceosome-%%-hsa03013-&&-RNA transportTHOC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THOC2THOC2 FALSE THOC2
taxon:9606 160911 1902 MAGE family member B18gene cellular_component-&-1&-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MAGEB18 MAGEB18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGEB18MAGEB18 FALSE MAGEB18
taxon:9606 177293 1902 telomerase associated protein 1gene biological_process-&-1&-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0006278-&&-RNA-dependent DNA biosynthetic process-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0000781-&&-chromosome, telomeric region-%%-GO:0005737-&&-cytoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005682-&&-U5 snRNP-%%-GO:0005697-&&-telomerase holoenzyme complex|molecular_function-&-1&-GO:0003720-&&-telomerase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0002039-&&-p53 binding-%%-GO:0070034-&&-telomerase RNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0019899-&&-enzyme bindingG:9606:TEP1 TEP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TEP1TEP1 FALSE TEP1
taxon:9606 177298 1902 tec protein tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0010543-&&-regulation of platelet activation-%%-GO:0002250-&&-adaptive immune response-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042246-&&-tissue regeneration-%%-GO:0030154-&&-cell differentiation-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP bindiG:9606:TEC KEGG-&-1&-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04380-&&-Osteoclast differentiationTEC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TECTEC FALSE TEC
taxon:9606 169105 1902 zinc finger MIZ-type containing 1gene biological_process-&-1&-GO:0001570-&&-vasculogenesis-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0045582-&&-positive regulation of T cell differentiation-%%-GO:0048844-&&-artery morphogenesis-%%-GO:0007296-&&-vitellogenesis-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0007569-&&-cell aging-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0003007-&&-heart morphogenesis-%%-GO:0045747-&&-positive regulation of Notch signaling pathway-%%-GO:0048589-&&-developmental growth-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0008270-&&-zinc ion bindingG:9606:ZMIZ1 ZMIZ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZMIZ1ZMIZ1 FALSE ZMIZ1
taxon:9606 181399 1902 diphthamide biosynthesis 1gene biological_process-&-1&-GO:0017183-&&-peptidyl-diphthamide biosynthetic process from peptidyl-histidine-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:DPH1 DPH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DPH1DPH1 FALSE DPH1
taxon:9606 177303 1902 peroxiredoxin 2gene biological_process-&-1&-GO:0006979-&&-response to oxidative stress-%%-GO:0019430-&&-removal of superoxide radicals-%%-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0045454-&&-cell redox homeostasis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008379-&&-thioredoxin peroxidase activity-%%-GO:0016209-&&-antioxidant activityG:9606:PRDX2 PRDX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRDX2PRDX2 FALSE PRDX2
taxon:9606 173204 1902 RNA binding protein, fox-1 homolog 2gene biological_process-&-1&-GO:0007399-&&-nervous system development-%%-GO:0021942-&&-radial glia guided migration of Purkinje cell-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0010724-&&-regulation of definitive erythrocyte differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0006397-&&-mRNA processing-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0048813-&&-dendrite morphogenesis-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0016070-&&-RNA metabolic process-%%-GO:0008380-&&-RNA splicing-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0003729-&&-mRNA binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0005515-&&-proG:9606:RBFOX2 RBFOX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBFOX2RBFOX2 FALSE RBFOX2
taxon:9606 177307 1902 thymine DNA glycosylasegene biological_process-&-1&-GO:0006284-&&-base-excision repair-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009790-&&-embryo development-%%-GO:0035562-&&-negative regulation of chromatin binding-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0035511-&&-oxidative DNA demethylation-%%-GO:0006298-&&-mismatch repair-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0080111-&&-DNA demethylation-%%-GO:0006285-&&-base-excision repair, AP site formation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045008-&&-depyrimidination|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016605-&&-PML body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003690-&&-double-stranded DNA binding-%%-GO:0003684-&&-damaged DNA binding-%%-GO:0032183-&&-SUMO binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-traG:9606:TDG KEGG-&-1&-hsa03410-&&-Base excision repairTDG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TDGTDG FALSE TDG
taxon:9606 173211 1902 transportin 3 gene biological_process-&-1&-GO:0035048-&&-splicing factor protein import into nucleus|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activity-%%-GO:0008139-&&-nuclear localization sequence binding-%%-GO:0042802-&&-identical protein bindingG:9606:TNPO3 TNPO3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNPO3TNPO3 FALSE TNPO3
taxon:9606 177308 1902 dynein light chain Tctex-type 1gene biological_process-&-1&-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0000132-&&-establishment of mitotic spindle orientation-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0008277-&&-regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0019060-&&-intracellular transport of viral protein in host cell-%%-GO:0075521-&&-microtubule-dependent intracellular transport of viral material towards nucleus-%%-GO:0050768-&&-negative regulation of neurogenesis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051493-&&-regulation of cytoskeleton organization|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0005868-&&-cytoplasmic dynein complex-%%-GO:0005576-&&-extracellular region-%%-GO:0005819-&&-spindle-%%-GO:0043657-&&-host cell-%%-GO:00G:9606:DYNLT1 DYNLT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DYNLT1DYNLT1 FALSE DYNLT1
taxon:9606 181411 1902 DNA methyltransferase 1gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0010216-&&-maintenance of DNA methylation-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006306-&&-DNA methylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0051571-&&-positive regulation of histone H3-K4 methylation-%%-GO:0090309-&&-positive regulation of methylation-dependent chromatin silencing-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0043045-&&-DNA methylation involved in embryo development-%%-GO:0090116-&&-C-5 methylation of cytosine-%%-GO:0016458-&&-gene silencing-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0051573-&&-negative regulation of histone H3-K9 methylation|cellular_component-&-1&-GO:0005657-&&-replication fork-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nuclG:9606:DNMT1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa00270-&&-Cysteine and methionine metabolismDNMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNMT1DNMT1 FALSE DNMT1
taxon:9606 181408 1902 DNA methyltransferase 3 betagene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0014823-&&-response to activity-%%-GO:0031000-&&-response to caffeine-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0006306-&&-DNA methylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0042220-&&-response to cocaine-%%-GO:0009636-&&-response to toxic substance-%%-GO:0051571-&&-positive regulation of histone H3-K4 methylation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0032355-&&-response to estradiol-%%-GO:0071549-&&-cellular response to dexamethasone stimulus-%%-GO:0090116-&&-C-5 methylation of cytosine-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0051573-&&-negative regulation of histone H3-K9 methylation-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0071455-&&-cellular response to hyperoxia-%%-GO:0042493-&&-response to drug-%%-GO:0033189-&&-response to vitamin A|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:G:9606:DNMT3B KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa00270-&&-Cysteine and methionine metabolismDNMT3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNMT3BDNMT3B FALSE DNMT3B
taxon:9606 169121 1902 SMAD specific E3 ubiquitin protein ligase 1gene biological_process-&-1&-GO:0030514-&&-negative regulation of BMP signaling pathway-%%-GO:0034394-&&-protein localization to cell surface-%%-GO:0061736-&&-engulfment of target by autophagosome-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0032801-&&-receptor catabolic process-%%-GO:0007398-&&-ectoderm development-%%-GO:0061734-&&-parkin-mediated stimulation of mitophagy in response to mitochondrial depolarization-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0030579-&&-ubiquitin-dependent SMAD protein catabolic process-%%-GO:0072661-&&-protein targeting to plasma membrane-%%-GO:0006611-&&-protein export from nucleus-%%-GO:0030279-&&-negative regulation of ossification-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0030154-&&-ceG:9606:SMURF1 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04144-&&-EndocytosisSMURF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMURF1SMURF1 FALSE SMURF1
taxon:9606 173217 1902 ribosomal protein L13agene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0006412-&&-translation-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0006413-&&-translational initiation-%%-GO:1901194-&&-negative regulation of formation of translation preinitiation complex-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0097452-&&-GAIT complex-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0015934-&&-large ribosomal subunit-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003729-&&-mRNA binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL13A KEGG-&-1&-hsa03010-&&-RibosomeRPL13A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL13ARPL13A FALSE RPL13A
taxon:9606 173226 1902 SUZ12 polycomb repressive complex 2 subunitgene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016574-&&-histone ubiquitination-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016571-&&-histone methylation|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0001739-&&-sex chromatin-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0035098-&&-ESC/E(Z) complex-%%-GO:0016586-&&-RSC complex-%%-GO:0032993-&&-protein-DNA complex|molecular_function-&-1&-GO:0031490-&&-chromatin DNA binding-%%-GO:0000979-&&-RNA polymerase II core promoter sequence-specific DNA binding-%%-GO:0042054-&&-histone methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:1990841-&G:9606:SUZ12 SUZ12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUZ12SUZ12 FALSE SUZ12
taxon:9606 173227 1902 nucleoporin 188gene biological_process-&-1&-GO:0006606-&&-protein import into nucleus-%%-GO:0075733-&&-intracellular transport of virus-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006409-&&-tRNA export from nucleus-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0090521-&&-glomerular visceral epithelial cell migration-%%-GO:0010827-&&-regulation of glucose transport-%%-GO:0019083-&&-viral transcription-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0005635-&&-nuclear envelope-%%-GO:0044611-&&-nuclear pore inner ring|molecular_function-&-1&-GO:0017056-&&-structural constituent of nuclear poreG:9606:NUP188 KEGG-&-1&-hsa03013-&&-RNA transportNUP188 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUP188NUP188 FALSE NUP188
taxon:9606 181416 1902 fibroblast growth factor 10gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0050679-&&-positive regulation of epithelial cell proliferation-%%-GO:0001759-&&-organ induction-%%-GO:0034394-&&-protein localization to cell surface-%%-GO:0042246-&&-tissue regeneration-%%-GO:0048538-&&-thymus development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0042693-&&-muscle cell fate commitment-%%-GO:0060428-&&-lung epithelium development-%%-GO:0060510-&&-Type II pneumocyte differentiation-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0060430-&&-lung saccule development-%%-GO:0031069-&&-hair follicle morphogenesis-%%-GO:0030878-&&-thyroid gland development-%%-GO:0048807-&&-female genitalia morphogenesis-%%-GO:0060664-&&-epithelial cell proliferation involved in salivary gland morphogenesisG:9606:FGF10 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa05218-&&-Melanoma-%%-hsa05226-&&-Gastric cancer-%%-hsa05224-&&-Breast cancerFGF10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FGF10FGF10 FALSE FGF10
taxon:9606 173225 1902 scribbled planar cell polarity proteingene biological_process-&-1&-GO:0007268-&&-chemical synaptic transmission-%%-GO:0046037-&&-GMP metabolic process-%%-GO:0071896-&&-protein localization to adherens junction-%%-GO:0035089-&&-establishment of apical/basal cell polarity-%%-GO:0060561-&&-apoptotic process involved in morphogenesis-%%-GO:0008283-&&-cell proliferation-%%-GO:0045930-&&-negative regulation of mitotic cell cycle-%%-GO:0050918-&&-positive chemotaxis-%%-GO:0048488-&&-synaptic vesicle endocytosis-%%-GO:0097120-&&-receptor localization to synapse-%%-GO:0016080-&&-synaptic vesicle targeting-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:0001843-&&-neural tube closure-%%-GO:0042060-&&-wound healing-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0060088-&&-auditory receptor cell stereocilium organization-%%-GO:0016032-&&-viral process-%%-GO:0046710-&&-GDP metabolic process-%%-GO:0008105-&&-asymmetric protein localization-%%-GO:0098968-&&-neurotransmitter receptor transport postsynaptic membrane to endosome-%%-GO:0016337-&&-sG:9606:SCRIB KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04530-&&-Tight junction-%%-hsa04390-&&-Hippo signaling pathwaySCRIB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCRIBSCRIB FALSE SCRIB
taxon:9606 181429 1902 FES proto-oncogene, tyrosine kinasegene biological_process-&-1&-GO:0043304-&&-regulation of mast cell degranulation-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0051297-&&-centrosome organization-%%-GO:0016477-&&-cell migration-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0001578-&&-microtubule bundle formation-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0045639-&&-positive regulation of myeloid cell differentiation-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0060627-&&-regulation of vesicle-mediated transport-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0008283-&&-cell proliferation-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0006935-&&-chemotaxis-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007275-&&-multicellular organism development-%G:9606:FES KEGG-&-1&-hsa04360-&&-Axon guidanceFES Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FESFES FALSE FES
taxon:9606 173237 1902 microtubule-actin crosslinking factor 1gene biological_process-&-1&-GO:0042060-&&-wound healing-%%-GO:0032886-&&-regulation of microtubule-based process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0010632-&&-regulation of epithelial cell migration-%%-GO:0043001-&&-Golgi to plasma membrane protein transport-%%-GO:0045773-&&-positive regulation of axon extension-%%-GO:0051893-&&-regulation of focal adhesion assembly-%%-GO:0030177-&&-positive regulation of Wnt signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0032587-&&-ruffle membrane-%%-GO:0005874-&&-microtubule-%%-GO:0005737-&&-cytoplasm-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0016887-&&-ATPase activity-%%-GO:0003779-&&-actin binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0051015-&&-actin filament binding-%%-GO:0003723-&&-RNA bindingG:9606:MACF1 MACF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MACF1MACF1 FALSE MACF1
taxon:9606 173240 1902 hes related family bHLH transcription factor with YRPW motif 2gene biological_process-&-1&-GO:0060412-&&-ventricular septum morphogenesis-%%-GO:0003215-&&-cardiac right ventricle morphogenesis-%%-GO:0065004-&&-protein-DNA complex assembly-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0060411-&&-cardiac septum morphogenesis-%%-GO:0060948-&&-cardiac vascular smooth muscle cell development-%%-GO:0003199-&&-endocardial cushion to mesenchymal transition involved in heart valve formation-%%-GO:0003222-&&-ventricular trabecula myocardium morphogenesis-%%-GO:0014031-&&-mesenchymal cell development-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0045607-&&-regulation of auditory receptor cell differentiation-%%-GO:0051145-&&-smooth muscle cell differentiation-%%-GO:0055015-&&-ventricular cardiac muscle cell development-%%-GO:0060716-&&-labyrinthine layer blood vessel development-%%-GO:0003195-&&-tricuspid valve formation-%%-GO:2000678-&&-negative regulation of transcriptiG:9606:HEY2 KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05224-&&-Breast cancerHEY2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HEY2HEY2 FALSE HEY2
taxon:9606 165048 1902 histone cluster 2 H3 family member cgene biological_process-&-1&-GO:0006325-&&-chromatin organization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone bindingG:9606:HIST2H3C KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST2H3C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H3CHIST2H3C FALSE HIST2H3C
taxon:9606 169148 1902 golgi associated PDZ and coiled-coil motif containinggene biological_process-&-1&-GO:0051260-&&-protein homooligomerization-%%-GO:0043004-&&-cytoplasmic sequestering of CFTR protein-%%-GO:0045176-&&-apical protein localization-%%-GO:0015031-&&-protein transport-%%-GO:0006893-&&-Golgi to plasma membrane transport-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0030140-&&-trans-Golgi network transport vesicle-%%-GO:0005886-&&-plasma membrane-%%-GO:0030054-&&-cell junction-%%-GO:0030425-&&-dendrite-%%-GO:0014069-&&-postsynaptic density-%%-GO:0030660-&&-Golgi-associated vesicle membrane-%%-GO:0043234-&&-protein complex-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0044325-&&-ion channel bindingG:9606:GOPC GOPC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GOPCGOPC FALSE GOPC
taxon:9606 173245 1902 pescadillo ribosomal biogenesis factor 1gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0033365-&&-protein localization to organelle-%%-GO:0008283-&&-cell proliferation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0007000-&&-nucleolus organization-%%-GO:0000463-&&-maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0000466-&&-maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0070545-&&-PeBoW complex-%%-GO:0016020-&&-membrane-%%-GO:0000793-&&-condensed chromosome-%%-GO:0030687-&&-preribosome, large subunit precursor-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:PES1 PES1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PES1PES1 FALSE PES1
taxon:9606 173250 1902 l(3)mbt-like 1 (Drosophila)gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0030097-&&-hemopoiesis-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045652-&&-regulation of megakaryocyte differentiation-%%-GO:0006325-&&-chromatin organization-%%-GO:0016569-&&-covalent chromatin modification|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000793-&&-condensed chromosome-%%-GO:0000785-&&-chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0042393-&&-histone binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0031493-&&-nucleosomal histone binding-%%-GO:G:9606:L3MBTL1 L3MBTL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-L3MBTL1L3MBTL1 FALSE L3MBTL1
taxon:9606 165063 1902 Src homology 2 domain containing Egene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0009967-&&-positive regulation of signal transduction|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005515-&&-protein bindingG:9606:SHE SHE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHESHE FALSE SHE
taxon:9606 173255 1902 triokinase and FMN cyclasegene biological_process-&-1&-GO:0039534-&&-negative regulation of MDA-5 signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0046835-&&-carbohydrate phosphorylation-%%-GO:0061624-&&-fructose catabolic process to hydroxyacetone phosphate and glyceraldehyde-3-phosphate-%%-GO:0045088-&&-regulation of innate immune response-%%-GO:0044262-&&-cellular carbohydrate metabolic process-%%-GO:0006071-&&-glycerol metabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004371-&&-glycerone kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0034012-&&-FAD-AMP lyase (cyclizing) activity-%%-GO:0005515-&&-protein binding-%%-GO:0050354-&&-triokinase activityG:9606:TKFC KEGG-&-1&-hsa00051-&&-Fructose and mannose metabolism-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa00561-&&-Glycerolipid metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa01100-&&-Metabolic pathwaysTKFC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TKFCTKFC FALSE TKFC
taxon:9606 177348 1902 t-complex 1 gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0007021-&&-tubulin complex assembly-%%-GO:1901998-&&-toxin transport-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0044053-&&-translocation of peptides or proteins into host cell cytoplasm-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0090666-&&-scaRNA localization to Cajal body-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:2000109-&&-regulation of macrophage apoptotic process-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere|cellular_component-&-1&-GO:0005720-&&-nuclear heterochromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-G:9606:TCP1 TCP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCP1TCP1 FALSE TCP1
taxon:9606 169157 1902 REX4 homolog, 3'-5' exonucleasegene biological_process-&-1&-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0004527-&&-exonuclease activityG:9606:REXO4 REXO4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-REXO4REXO4 FALSE REXO4
taxon:9606 173257 1902 golgi reassembly stacking protein 2gene biological_process-&-1&-GO:0006996-&&-organelle organization-%%-GO:0007030-&&-Golgi organization|cellular_component-&-1&-GO:0005794-&&-Golgi apparatus-%%-GO:0000139-&&-Golgi membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:GORASP2 GORASP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GORASP2GORASP2 FALSE GORASP2
taxon:9606 177356 1902 transcription factor 20gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003677-&&-DNA bindingG:9606:TCF20 TCF20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCF20TCF20 FALSE TCF20
taxon:9606 177362 1902 zinc finger E-box binding homeobox 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0017015-&&-regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0048704-&&-embryonic skeletal system morphogenesis-%%-GO:0048752-&&-semicircular canal morphogenesis-%%-GO:0090103-&&-cochlea morphogenesis-%%-GO:0007389-&&-pattern specification process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007417-&&-central nervous system development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0033081-&&-regulation of T cell differentiation in thymus-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0048596-&&-embryonic camera-type eye morphogenesis-%%-GO:0051216-&&-cartilage development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045G:9606:ZEB1 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05215-&&-Prostate cancerZEB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZEB1ZEB1 FALSE ZEB1
taxon:9606 181458 1902 dynamin 2 gene biological_process-&-1&-GO:0003374-&&-dynamin family protein polymerization involved in mitochondrial fission-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0061025-&&-membrane fusion-%%-GO:0006897-&&-endocytosis-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0003281-&&-ventricular septum development-%%-GO:0045429-&&-positive regulation of nitric oxide biosynthetic process-%%-GO:1903526-&&-negative regulation of membrane tubulation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0071245-&&-cellular response to carbon monoxide-%%-GO:0031623-&&-receptor internalization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0071481-&&-cellular response to X-ray-%%-GO:0006909-&&-phagocytosis-%%-GO:1903351-&&-cellular response to dopamine-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading-%%-GO:0030516-&&-regulation of axon extension-%%-GO:0035020-&&-regulation of Rac protein signaG:9606:DNM2 KEGG-&-1&-hsa04721-&&-Synaptic vesicle cycle-%%-hsa04144-&&-Endocytosis-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa04072-&&-Phospholipase D signaling pathwayDNM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNM2DNM2 FALSE DNM2
taxon:9606 173267 1902 histone H4 transcription factorgene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0045184-&&-establishment of protein localization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006281-&&-DNA repair-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0045445-&&-myoblast differentiation|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0030054-&&-cell junction-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%G:9606:HINFP HINFP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HINFPHINFP FALSE HINFP
taxon:9606 177363 1902 transcription factor 7 like 2gene biological_process-&-1&-GO:0043570-&&-maintenance of DNA repeat elements-%%-GO:0048660-&&-regulation of smooth muscle cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0001568-&&-blood vessel development-%%-GO:0031016-&&-pancreas development-%%-GO:0044334-&&-canonical Wnt signaling pathway involved in positive regulation of epithelial to mesenchymal transition-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0009749-&&-response to glucose-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0032092-&&-positive regulation of protein binding-%%-GG:9606:TCF7L2 KEGG-&-1&-hsa04520-&&-Adherens junction-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04934-&&-Cushing syndrome-%%-hsa05216-&&-Thyroid cancer-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05213-&&-Endometrial cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05215-&&-Prostate cancer-%%-hsa05217-&&-Basal cell carcinoma-%%-hsa05221-&&-Acute myeloid leukemiaTCF7L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCF7L2TCF7L2 FALSE TCF7L2
taxon:9606 181462 1902 dynein cytoplasmic 1 intermediate chain 1gene biological_process-&-1&-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0047496-&&-vesicle transport along microtubule|cellular_component-&-1&-GO:0000776-&&-kinetochore-%%-GO:0005868-&&-cytoplasmic dynein complex-%%-GO:0005874-&&-microtubule-%%-GO:0031982-&&-vesicle-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0055037-&&-recycling endosome-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000922-&&-spindle pole-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008017-&&-microtubule binding-%%-GO:0003777-&&-microtubule motor activity-%%-GO:0003774-&&-motor activity-%%-GO:0005515-&&-protein binding-%%-GO:0045503-&&-dynein light chain binding-%%-GO:0030507-&&-spectrin bindingG:9606:DYNC1I1 KEGG-&-1&-hsa04962-&&-Vasopressin-regulated water reabsorption-%%-hsa04145-&&-Phagosome-%%-hsa05132-&&-Salmonella infectionDYNC1I1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DYNC1I1DYNC1I1 FALSE DYNC1I1
taxon:9606 160982 1902 FRAS1 related extracellular matrix protein 2gene biological_process-&-1&-GO:0007154-&&-cell communication-%%-GO:0007507-&&-heart development-%%-GO:0048839-&&-inner ear development-%%-GO:0007155-&&-cell adhesion-%%-GO:0002009-&&-morphogenesis of an epithelium|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0046872-&&-metal ion bindingG:9606:FREM2 FREM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FREM2FREM2 FALSE FREM2
taxon:9606 181463 1902 dynein cytoplasmic 1 heavy chain 1gene biological_process-&-1&-GO:0033962-&&-cytoplasmic mRNA processing body assembly-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0034063-&&-stress granule assembly-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0007052-&&-mitotic spindle organization-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0051293-&&-establishment of spindle localization-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0030175-&&-filopodium-%%-GO:0005868-&&-cytoplasmic dynein complex-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005874-&&-microtubule-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bG:9606:DYNC1H1 KEGG-&-1&-hsa04145-&&-Phagosome-%%-hsa04962-&&-Vasopressin-regulated water reabsorption-%%-hsa05132-&&-Salmonella infectionDYNC1H1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DYNC1H1DYNC1H1 FALSE DYNC1H1
taxon:9606 177367 1902 HNF1 homeobox Agene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0046323-&&-glucose import-%%-GO:0060261-&&-positive regulation of transcription initiation from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0035565-&&-regulation of pronephros size-%%-GO:0035623-&&-renal glucose absorption-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0046983-&&-protein dimerization activity-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515G:9606:HNF1A KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04950-&&-Maturity onset diabetes of the youngHNF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNF1AHNF1A FALSE HNF1A
taxon:9606 177365 1902 transcription factor 3gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030183-&&-B cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0033152-&&-immunoglobulin V(D)J recombination-%%-GO:0051149-&&-positive regulation of muscle cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0002326-&&-B cell lineage commitment|cellular_component-&-1&-GO:0090575-&&-RNA polymerase II transcription factor complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005667-&&-transcription factor complex-%%-GO:0016607-&&-nuclear speck|molecular_fuG:9606:TCF3 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05202-&&-Transcriptional misregulation in cancerTCF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCF3TCF3 FALSE TCF3
taxon:9606 177371 1902 elongin B gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006461-&&-protein complex assembly-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia|cellular_component-&-1&-GO:0031466-&&-Cul5-RING ubiquitin ligase complex-%%-GO:0005829-&&-cytosol-%%-GO:0030891-&&-VCB complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031462-&&-Cul2-RING ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0070449-&&-elongin complex|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:ELOB KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05200-&&-Pathways in cancerELOB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELOBELOB FALSE ELOB
taxon:9606 169176 1902 angiotensin II receptor associated proteingene biological_process-&-1&-GO:0001666-&&-response to hypoxia-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0038166-&&-angiotensin-activated signaling pathway|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0004945-&&-angiotensin type II receptor activity-%%-GO:0005515-&&-protein bindingG:9606:AGTRAP AGTRAP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGTRAPAGTRAP FALSE AGTRAP
taxon:9606 177369 1902 transcription factor 4gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0065004-&&-protein-DNA complex assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0003677-&&-DNA binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0001093-&&-TFIIB-class transcription factor binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0070888-&&-E-box binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0001011-&&-transcription factor acG:9606:TCF4 TCF4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCF4TCF4 FALSE TCF4
taxon:9606 177375 1902 transcription elongation factor A2gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006354-&&-DNA-templated transcription, elongation-%%-GO:0032784-&&-regulation of DNA-templated transcription, elongation|cellular_component-&-1&-GO:0008023-&&-transcription elongation factor complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:TCEA2 TCEA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCEA2TCEA2 FALSE TCEA2
taxon:9606 177373 1902 elongin C gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0070449-&&-elongin complex|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:ELOC KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05200-&&-Pathways in cancerELOC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELOCELOC FALSE ELOC
taxon:9606 173287 1902 KN motif and ankyrin repeat domains 2gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043069-&&-negative regulation of programmed cell death-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0033147-&&-negative regulation of intracellular estrogen receptor signaling pathway-%%-GO:0070563-&&-negative regulation of vitamin D receptor signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:KANK2 KANK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KANK2KANK2 FALSE KANK2
taxon:9606 181477 1902 dynamin 1 gene biological_process-&-1&-GO:0003374-&&-dynamin family protein polymerization involved in mitochondrial fission-%%-GO:0002031-&&-G-protein coupled receptor internalization-%%-GO:0061025-&&-membrane fusion-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0051932-&&-synaptic transmission, GABAergic-%%-GO:0000266-&&-mitochondrial fission-%%-GO:1901998-&&-toxin transport-%%-GO:0008344-&&-adult locomotory behavior-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0006897-&&-endocytosis-%%-GO:0016185-&&-synaptic vesicle budding from presynaptic endocytic zone membrane-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0007032-&&-endosome organization-%%-GO:0051262-&&-protein tetramerization-%%-GO:1903423-&&-positive regulation of synaptic vesicle recycling|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005886-&&-plasma membrane-%%-GO:0005874-&&-microtubule-%%-GO:0043196-&&-varicosity-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0008021-&&-synaptic vesicle-%%-GO:G:9606:DNM1 KEGG-&-1&-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04144-&&-Endocytosis-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa04072-&&-Phospholipase D signaling pathwayDNM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNM1DNM1 FALSE DNM1
taxon:9606 177385 1902 TATA-box binding proteingene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006383-&&-transcription from RNA polymerase III promoter-%%-GO:0006359-&&-regulation of transcription from RNA polymerase III promoter-%%-GO:0007283-&&-spermatogenesis-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0016032-&&-viral process-%%-GO:0006363-&&-termination of RNA polymerase I transcription-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005654-&&-nucleoplG:9606:TBP KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05016-&&-Huntington disease-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa03022-&&-Basal transcription factorsTBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TBPTBP FALSE TBP
taxon:9606 173294 1902 zinc finger protein 385Agene biological_process-&-1&-GO:2000765-&&-regulation of cytoplasmic translation-%%-GO:0007611-&&-learning or memory-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:1902164-&&-positive regulation of DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030220-&&-platelet formation-%%-GO:0006915-&&-apoptotic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0010609-&&-mRNA localization resulting in posttranscriptional regulation of gene expression-%%-GO:0007599-&&-hemostasis-%%-GO:0070889-&&-platelet alpha granule organization-%%-GO:0007626-&&-locomotory behavior-%%-GO:0035855-&&-megakaryocyte development-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic sigG:9606:ZNF385A ZNF385A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF385AZNF385A FALSE ZNF385A
taxon:9606 173297 1902 SIN3 transcription regulator family member Agene biological_process-&-1&-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0010817-&&-regulation of hormone levels-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0031937-&&-positive regulation of chromatin silencing-%%-GO:0034613-&&-cellular protein localization-%%-GO:0002230-&&-positive regulation of defense response to virus by host-%%-GO:0042754-&&-negative regulation of circadian rhythm-%%-GO:0051595-&&-response to methylglyoxal-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0048511-&&-rhythmic process-%%-GO:0002218-&&-activation of innate immune response-%%-GO:0007568-&&-aging-%%-GO:1901675-&&-negative regulation of histone H3-K27 acetylation-%%-GO:0043619-&&-regulation of transcription from RNA polymerase II promoter in response to oxidative stress-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of traG:9606:SIN3A KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05169-&&-Epstein-Barr virus infectionSIN3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIN3ASIN3A FALSE SIN3A
taxon:9606 177396 1902 threonyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006412-&&-translation-%%-GO:0006435-&&-threonyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0004829-&&-threonine-tRNA ligase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005515-&&-protein bindingG:9606:TARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisTARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TARSTARS FALSE TARS
taxon:9606 148734 1902 testis specific protein, Y-linked 10gene biological_process-&-1&-GO:0007506-&&-gonadal mesoderm development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleusG:9606:TSPY10 TSPY10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPY10TSPY10 FALSE TSPY10
taxon:9606 177407 1902 TAL bHLH transcription factor 1, erythroid differentiation factorgene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0030219-&&-megakaryocyte differentiation-%%-GO:0045165-&&-cell fate commitment-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation-%%-GO:0030221-&&-basophil differentiation-%%-GO:0030097-&&-hemopoiesis-%%-GO:0045799-&&-positive regulation of chromatin assembly or disassembly-%%-GO:0060018-&&-astrocyte fate commitment-%%-GO:0060216-&&-definitive hemopoiesis-%%-GO:0021527-&&-spinal cord association neuron differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0060218-&&-hematopoietic stem cell differentiation-%%-GO:0007626-&&-locomotory behavior-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0051781-&&-positive regulation of ceG:9606:TAL1 TAL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAL1TAL1 FALSE TAL1
taxon:9606 181503 1902 diaphanous related formin 1gene biological_process-&-1&-GO:0030335-&&-positive regulation of cell migration-%%-GO:0030041-&&-actin filament polymerization-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0071420-&&-cellular response to histamine-%%-GO:0032886-&&-regulation of microtubule-based process-%%-GO:0035372-&&-protein localization to microtubule-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0051279-&&-regulation of release of sequestered calcium ion into cytosol-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0072686-&&-mitotic spindle-%%-GO:0005886-&&-plasma membrane-%%-GO:0101003-&&-ficolin-1-rich granule membrane-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0032587-&&-ruffle membrane-%%-GO:0005829-&&-cytosol-%%-GO:0030667-&&-secretory granule membrane|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005102-&&-receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0017048-&&-Rho GTPase binding-%%-GO:0G:9606:DIAPH1 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeletonDIAPH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DIAPH1DIAPH1 FALSE DIAPH1
taxon:9606 177405 1902 transaldolase 1gene biological_process-&-1&-GO:0006098-&&-pentose-phosphate shunt-%%-GO:0006002-&&-fructose 6-phosphate metabolic process-%%-GO:0009052-&&-pentose-phosphate shunt, non-oxidative branch-%%-GO:0005999-&&-xylulose biosynthetic process-%%-GO:0005975-&&-carbohydrate metabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0004801-&&-sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0048029-&&-monosaccharide bindingG:9606:TALDO1 KEGG-&-1&-hsa01200-&&-Carbon metabolism-%%-hsa00030-&&-Pentose phosphate pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa01230-&&-Biosynthesis of amino acidsTALDO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TALDO1TALDO1 FALSE TALDO1
taxon:9606 181504 1902 NAD(P)H quinone dehydrogenase 1gene biological_process-&-1&-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0007584-&&-response to nutrient-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0007271-&&-synaptic transmission, cholinergic-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0007568-&&-aging-%%-GO:0009636-&&-response to toxic substance-%%-GO:0032355-&&-response to estradiol-%%-GO:0045471-&&-response to ethanol-%%-GO:0006809-&&-nitric oxide biosynthetic process-%%-GO:0019430-&&-removal of superoxide radicals-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004128-&&-cytochrome-b5 reductase activity, acting on NAD(P)H-%%-GO:0004784-&&-superoxide dismutase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042G:9606:NQO1 KEGG-&-1&-hsa00130-&&-Ubiquinone and other terpenoid-quinone biosynthesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05418-&&-Fluid shear stress and atherosclerosisNQO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NQO1NQO1 FALSE NQO1
taxon:9606 177408 1902 mitogen-activated protein kinase kinase kinase 7gene biological_process-&-1&-GO:0000186-&&-activation of MAPKK activity-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0007254-&&-JNK cascade-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0032743-&&-positive regulation of interleukin-2 production-%%-GO:0043276-&&-anoikis-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0043507-&&-positive regulation of JUN kinase activity-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0002726-&&-positive regulation of T cell cytokine production-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007252-&&-I-kappaB phosphorylation-%%-GO:0016239-&&-positive regulation of macroaG:9606:MAP3K7 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04140-&&-Autophagy - animal-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04064-&&-NF-kappa B signaling pathwayMAP3K7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP3K7MAP3K7 FALSE MAP3K7
taxon:9606 177409 1902 TATA-box binding protein associated factor 13gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator|cellular_component-&-1&-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:TAF13 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF13TAF13 FALSE TAF13
taxon:9606 181510 1902 24-dehydrocholesterol reductasegene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0061024-&&-membrane organization-%%-GO:0030539-&&-male genitalia development-%%-GO:0043588-&&-skin development-%%-GO:0042987-&&-amyloid precursor protein catabolic process-%%-GO:0033490-&&-cholesterol biosynthetic process via lathosterol-%%-GO:0006695-&&-cholesterol biosynthetic process-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0033489-&&-cholesterol biosynthetic process via desmosterol-%%-GO:1901214-&&-regulation of neuron death-%%-GO:0006915-&&-apoptotic process-%%-GO:0008104-&&-protein localization-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0009725-&&-response to hormone-%%-GO:0031639-&&-plasminogen activation-%%-GO:0009888-&&-tissue development-%%-GO:0007050-&&-cell cycle arrest|cellular_compoG:9606:DHCR24 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00100-&&-Steroid biosynthesisDHCR24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHCR24DHCR24 FALSE DHCR24
taxon:9606 177415 1902 TATA-box binding protein associated factor 6gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0033276-&&-transcription factor TFTC complex-%%-GO:0071339-&&-MLL1 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein bindingG:9606:TAF6 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF6TAF6 FALSE TAF6
taxon:9606 177412 1902 TATA-box binding protein associated factor 10gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006915-&&-apoptotic process-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0016578-&&-histone deubiquitination-%%-GO:0035264-&&-multicellular organism growth-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0070365-&&-hepatocyte differentiation-%%-GO:0043623-&&-cellular protein complex assembly-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0051101-&&-regulation of DNA binding-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0030914-&&-STAGA complex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005669-&&-transcription factor TFIID complex-%%-GOG:9606:TAF10 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF10TAF10 FALSE TAF10
taxon:9606 177413 1902 TATA-box binding protein associated factor 9gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0000492-&&-box C/D snoRNP assembly-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0050821-&&-protein stabilization-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0060760-&&-positive regulation of response to cytokine stimulus-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0051123G:9606:TAF9 KEGG-&-1&-hsa03022-&&-Basal transcription factorsTAF9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF9TAF9 FALSE TAF9
taxon:9606 181509 1902 dihydrofolate reductasegene biological_process-&-1&-GO:0009165-&&-nucleotide biosynthetic process-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0046655-&&-folic acid metabolic process-%%-GO:0031103-&&-axon regeneration-%%-GO:0046653-&&-tetrahydrofolate metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006545-&&-glycine biosynthetic process-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006729-&&-tetrahydrobiopterin biosynthetic process-%%-GO:2000121-&&-regulation of removal of superoxide radicals-%%-GO:0006730-&&-one-carbon metabolic process-%%-GO:0046654-&&-tetrahydrofolate biosynthetic process-%%-GO:0051000-&&-positive regulation of nitric-oxide synthase activity-%%-GO:0031427-&&-response to methotrexate-%%-GO:0046452-&&-dihydrofolate metabolic process|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008144-&&-drug binding-%%-GG:9606:DHFR KEGG-&-1&-hsa01523-&&-Antifolate resistance-%%-hsa01100-&&-Metabolic pathways-%%-hsa00790-&&-Folate biosynthesis-%%-hsa00670-&&-One carbon pool by folateDHFR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHFRDHFR FALSE DHFR
taxon:9606 144651 1902 TNFAIP8L2-SCNM1 readthroughgene G:9606:TNFAIP8L2-SCNM1 TNFAIP8L2-SCNM1Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFAIP8L2-SCNM1TNFAIP8L2-SCNM1FALSE TNFAIP8L2-SCNM1
taxon:9606 177416 1902 TATA-box binding protein associated factor 5gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0016032-&&-viral process-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0016573-&&-histone acetylation-%%-GO:0006325-&&-chromatin organization|cellular_component-&-1&-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0033276-&&-transcription factor TFTC complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0044212-&&-transcription regulatory region DG:9606:TAF5 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF5TAF5 FALSE TAF5
taxon:9606 177422 1902 transcriptional adaptor 2Agene biological_process-&-1&-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005634-&&-nucleus-%%-GO:0000125-&&-PCAF complex|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:TADA2A TADA2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TADA2ATADA2A FALSE TADA2A
taxon:9606 165132 1902 ribonucleoprotein, PTB binding 1gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003676-&&-nucleic acid bindingG:9606:RAVER1 RAVER1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAVER1RAVER1 FALSE RAVER1
taxon:9606 177420 1902 TATA-box binding protein associated factor 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006508-&&-proteolysis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0051123-&&-RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0033276-&&-transcription factor TFTC complex|molecular_function-&-1&-GO:0001129-&&-RNA polymerase II transcription factor activity, TBP-class protein binding, involved in preinitiation complex assembly-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:00G:9606:TAF2 KEGG-&-1&-hsa03022-&&-Basal transcription factorsTAF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF2TAF2 FALSE TAF2
taxon:9606 177421 1902 TATA-box binding protein associated factor 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0010767-&&-regulation of transcription from RNA polymerase II promoter in response to UV-induced DNA damage-%%-GO:1902806-&&-regulation of cell cycle G1/S phase transition-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0060261-&&-positive regulation of transcription initiation from RNA polymerase II promoter-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0050821-&&-protein stabilization-%%-GO:1905524-&&-negative regulation of protein autoubiquitination-%%-GO:2000825-&&-positive regulation of androgen receptor activity-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0016032-&&-viral process-%%-G:9606:TAF1 KEGG-&-1&-hsa03022-&&-Basal transcription factorsTAF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF1TAF1 FALSE TAF1
taxon:9606 173330 1902 ring finger and CHY zinc finger domain containing 1gene biological_process-&-1&-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0070987-&&-error-free translesion synthesis|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0002039-&&-p53 binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activityG:9606:RCHY1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05162-&&-Measles-%%-hsa04115-&&-p53 signaling pathwayRCHY1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RCHY1RCHY1 FALSE RCHY1
taxon:9606 169235 1902 ataxin 7 like 3gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016578-&&-histone deubiquitination-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000124-&&-SAGA complex|molecular_function-&-1&-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein bindingG:9606:ATXN7L3 ATXN7L3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATXN7L3ATXN7L3 FALSE ATXN7L3
taxon:9606 177425 1902 ADAM metallopeptidase domain 17gene biological_process-&-1&-GO:0033077-&&-T cell differentiation in thymus-%%-GO:0050830-&&-defense response to Gram-positive bacterium-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0048870-&&-cell motility-%%-GO:0045741-&&-positive regulation of epidermal growth factor-activated receptor activity-%%-GO:0010820-&&-positive regulation of T cell chemotaxis-%%-GO:0002467-&&-germinal center formation-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0051088-&&-PMA-inducible membrane protein ectodomain proteolysis-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0001666-&&-response to hypoxia-%%-GO:0002690-&&-positive regulation of leukocyte chemotaxis-%%-GO:0033025-&&-regulation of mast cell apoptotic process-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0030183-&&-B cell differentiation-%%-GO:0032722-&&-positive regulation of chemokine production-%%-GO:0055099-&&-response to high density lipG:9606:ADAM17 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infectionADAM17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAM17ADAM17 FALSE ADAM17
taxon:9606 177433 1902 synaptotagmin 1gene biological_process-&-1&-GO:0014047-&&-glutamate secretion-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0061024-&&-membrane organization-%%-GO:0048278-&&-vesicle docking-%%-GO:0005513-&&-detection of calcium ion-%%-GO:0031340-&&-positive regulation of vesicle fusion-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0017158-&&-regulation of calcium ion-dependent exocytosis-%%-GO:0006906-&&-vesicle fusion-%%-GO:0045956-&&-positive regulation of calcium ion-dependent exocytosis-%%-GO:0098746-&&-fast, calcium ion-dependent exocytosis of neurotransmitter-%%-GO:0050806-&&-positive regulation of synaptic transmission-%%-GO:0007268-&&-chemical synaptic transmission-%%-GO:0048791-&&-calcium ion-regulated exocytosis of neurotransmitter-%%-GO:0051966-&&-regulation of synaptic transmission, glutamatergic-%%-GO:1903861-&&-positive regulation of dendrite extension-%%-GO:0007420-&&-brain development-%%-GO:0014059-&&-regulation of dopamine secretion-%%-GO:0007269-&&-neurotransmitter secretion-%%-GO:0051260-&&-prG:9606:SYT1 KEGG-&-1&-hsa04721-&&-Synaptic vesicle cycleSYT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SYT1SYT1 FALSE SYT1
taxon:9606 177439 1902 spleen associated tyrosine kinasegene biological_process-&-1&-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0010543-&&-regulation of platelet activation-%%-GO:0043306-&&-positive regulation of mast cell degranulation-%%-GO:0071404-&&-cellular response to low-density lipoprotein particle stimulus-%%-GO:0045087-&&-innate immune response-%%-GO:0090330-&&-regulation of platelet aggregation-%%-GO:0050715-&&-positive regulation of cytokine secretion-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0032928-&&-regulation of superoxide anion generation-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0002283-&&-neutrophil activation involved in immune response-%%-GO:0033630-&&-positive regulation of cell adhesion mediated by integrin-%%-GO:0007257-&&-activation of JUN kinase activity-%%-GO:0045401-&&-positive regulatiG:9606:SYK KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04611-&&-Platelet activation-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04064-&&-NF-kappa B signaling pathwaySYK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SYKSYK FALSE SYK
taxon:9606 169249 1902 SET and MYND domain containing 2gene biological_process-&-1&-GO:0010452-&&-histone H3-K36 methylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007507-&&-heart development-%%-GO:0018026-&&-peptidyl-lysine monomethylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043516-&&-regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0018027-&&-peptidyl-lysine dimethylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0000993-&&-RNA polymerase II core binding-%%-GO:0005515-&&-protein binding-%%-GO:0046975-&&-histone methyltransferase activity (H3-K36 specific)-%%-GO:0016279-&&-protein-lysine N-methyltransferase activity-%%-GO:0016278-G:9606:SMYD2 SMYD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMYD2SMYD2 FALSE SMYD2
taxon:9606 169254 1902 mitochondrial ribosomal protein S22gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005761-&&-mitochondrial ribosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS22 MRPS22 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS22MRPS22 FALSE MRPS22
taxon:9606 177446 1902 suppressor of variegation 3-9 homolog 1gene biological_process-&-1&-GO:0036124-&&-histone H3-K9 trimethylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0042754-&&-negative regulation of circadian rhythm-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0006364-&&-rRNA processing-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0036123-&&-histone H3-K9 dimethylation-%%-GO:0048511-&&-rhythmic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0016032-&&-viral process-%%-GO:0007049-&&-cell cycle-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071456-&&-cellular response to hypoxia|cellular_component-&-1&-GO:0000775-&&-chromosome, centromeric region-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000792-&&-heterochromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005677-&&-chromatin silencing complex-%%-GO:0033553-&&-rDNA heterochromatin-%%-GO:0005652-&&-nuclear lamina-%%-GO:0000794-&&-condensed nucG:9606:SUV39H1 KEGG-&-1&-hsa00310-&&-Lysine degradationSUV39H1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUV39H1SUV39H1 FALSE SUV39H1
taxon:9606 181540 1902 2,4-dienoyl-CoA reductase 1gene biological_process-&-1&-GO:0051289-&&-protein homotetramerization-%%-GO:0006635-&&-fatty acid beta-oxidation|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0070402-&&-NADPH binding-%%-GO:0016651-&&-oxidoreductase activity, acting on NAD(P)H-%%-GO:0008670-&&-2,4-dienoyl-CoA reductase (NADPH) activityG:9606:DECR1 DECR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DECR1DECR1 FALSE DECR1
taxon:9606 173348 1902 ribosomal protein L36gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL36 KEGG-&-1&-hsa03010-&&-RibosomeRPL36 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL36RPL36 FALSE RPL36
taxon:9606 177445 1902 supervillin gene biological_process-&-1&-GO:0007010-&&-cytoskeleton organization-%%-GO:0032467-&&-positive regulation of cytokinesis-%%-GO:0007519-&&-skeletal muscle tissue development|cellular_component-&-1&-GO:0071437-&&-invadopodium-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005829-&&-cytosol-%%-GO:0036449-&&-microtubule minus-end-%%-GO:0030496-&&-midbody-%%-GO:0043034-&&-costamere-%%-GO:0002102-&&-podosome-%%-GO:0032154-&&-cleavage furrow-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0051015-&&-actin filament binding-%%-GO:0005515-&&-protein bindingG:9606:SVIL SVIL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SVILSVIL FALSE SVIL
taxon:9606 181541 1902 DEAH-box helicase 15gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0043279-&&-response to alkaloid-%%-GO:0006397-&&-mRNA processing-%%-GO:0009636-&&-response to toxic substance|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005737-&&-cytoplasm-%%-GO:0071008-&&-U2-type post-mRNA release spliceosomal complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003724-&&-RNA helicase activity-%%-GO:0003723-&&-RNA bindingG:9606:DHX15 KEGG-&-1&-hsa03040-&&-SpliceosomeDHX15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHX15DHX15 FALSE DHX15
taxon:9606 181545 1902 DExH-box helicase 9gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0070934-&&-CRD-mediated mRNA stabilization-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006396-&&-RNA processing-%%-GO:0048511-&&-rhythmic process-%%-GO:1903608-&&-protein localization to cytoplasmic stress granule|cellular_component-&-1&-GO:0097165-&&-nuclear stress granule-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0070937-&&-CRD-mediated mRNA stability complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0005515-&&-protein binding-%%-GO:0001085-&&-RNA polymerase II transcriG:9606:DHX9 DHX9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHX9DHX9 FALSE DHX9
taxon:9606 177454 1902 SPT6 homolog, histone chaperonegene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0051028-&&-mRNA transport-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006342-&&-chromatin silencing-%%-GO:0061086-&&-negative regulation of histone H3-K27 methylation-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0042789-&&-mRNA transcription from RNA polymerase II promoter-%%-GO:0050684-&&-regulation of mRNA processing-%%-GO:0070827-&&-chromatin maintenance-%%-GO:0051147-&&-regulation of muscle cell differentiation-%%-GO:0008380-&&-RNA splicing-%%-GO:0045191-&&-regulation of isotype switching-%%-GO:0034728-&&-nucleosome organization-%%-GO:0006397-&&-mRNA processing-%%-GO:0010793-&&-regulation of mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:0006338-&&-chromatin remodeling|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0G:9606:SUPT6H SUPT6H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUPT6HSUPT6H FALSE SUPT6H
taxon:9606 181550 1902 DEAD-box helicase 3, X-linkedgene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0034063-&&-stress granule assembly-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0045727-&&-positive regulation of translation-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0071470-&&-cellular response to osmotic stress-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway-%%-GO:0071651-&&-positive regulation of chemokine (C-C motif) ligand 5 production-%%-GO:0031333-&&-negative regulation of protein complex assembly-%%-GO:0045087-&&-innate immune response-%%-GO:0045948-&&-positive regulation of translational initiation-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0071243-&&-cellular response to arsenic-containing substance-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0042256-&&-mature ribosome G:9606:DDX3X KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05203-&&-Viral carcinogenesisDDX3X Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX3XDDX3X FALSE DDX3X
taxon:9606 169262 1902 SWI/SNF-related, matrix-associated actin-dependent regulator of chromatin, subfamily a, containing DEAD/H box 1gene biological_process-&-1&-GO:0051304-&&-chromosome separation-%%-GO:0000729-&&-DNA double-strand break processing-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0009117-&&-nucleotide metabolic process-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0070933-&&-histone H4 deacetylation-%%-GO:0000018-&&-regulation of DNA recombination-%%-GO:0006325-&&-chromatin organization|cellular_component-&-1&-GO:0000792-&&-heterochromatin-%%-GO:0043596-&&-nuclear replication fork-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035861-&&-site of double-strand break|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003676-&&-nucleic acid binding-%%-GO:0004386-&&-helicase activityG:9606:SMARCAD1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsSMARCAD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCAD1SMARCAD1 FALSE SMARCAD1
taxon:9606 181551 1902 DEAD-box helicase 1gene biological_process-&-1&-GO:0009615-&&-response to virus-%%-GO:0006302-&&-double-strand break repair-%%-GO:0043330-&&-response to exogenous dsRNA-%%-GO:0007275-&&-multicellular organism development-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006388-&&-tRNA splicing, via endonucleolytic cleavage and ligation-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:1903608-&&-protein localization to cytoplasmic stress granule-%%-GO:0006446-&&-regulation of translational initiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0071920-&&-cleavage body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0072669-&&-tRNA-splicing ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membG:9606:DDX1 DDX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX1DDX1 FALSE DDX1
taxon:9606 181548 1902 DEAD-box helicase 6gene biological_process-&-1&-GO:0019827-&&-stem cell population maintenance-%%-GO:0033962-&&-cytoplasmic mRNA processing body assembly-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0006417-&&-regulation of translation-%%-GO:0019074-&&-viral RNA genome packaging-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0007283-&&-spermatogenesis-%%-GO:0043928-&&-exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay|cellular_component-&-1&-GO:0001520-&&-outer dense fiber-%%-GO:0000792-&&-heterochromatin-%%-GO:0043186-&&-P granule-%%-GO:0005634-&&-nucleus-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0016442-&&-RISC complex-%%-GO:0005829-&&-cytosol-%%-GO:0000932-&&-P-body-%%-GO:0005737-&&-cytoplasm-%%-GO:0097227-&&-sperm annulus-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0019904-&&-protein domain spG:9606:DDX6 KEGG-&-1&-hsa03018-&&-RNA degradationDDX6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX6DDX6 FALSE DDX6
taxon:9606 181549 1902 DEAD-box helicase 5gene biological_process-&-1&-GO:0045069-&&-regulation of viral genome replication-%%-GO:0043517-&&-positive regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:2001014-&&-regulation of skeletal muscle cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009299-&&-mRNA transcription-%%-GO:0048511-&&-rhythmic process-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0016049-&&-cell growth-%%-GO:0045667-&&-regulation of osteoblG:9606:DDX5 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa03040-&&-Spliceosome-%%-hsa05205-&&-Proteoglycans in cancerDDX5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX5DDX5 FALSE DDX5
taxon:9606 177462 1902 sterol regulatory element binding transcription factor 2gene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0010886-&&-positive regulation of cholesterol storage-%%-GO:0090370-&&-negative regulation of cholesterol efflux-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0055098-&&-response to low-density lipoprotein particle-%%-GO:0072368-&&-regulation of lipid transport by negative regulation of transcription from RNA polymerase II promoter-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009267-&&-cellular response to starvation-%%-GO:2000188-&&-regulation of cholesterol homeostasis-%%-GO:0071499-&&-cellular response to laminar fluid shear stress-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0012507-&&-ER to Golgi transport vesicle membrane-%%-G:9606:SREBF2 SREBF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SREBF2SREBF2 FALSE SREBF2
taxon:9606 177463 1902 sterol regulatory element binding transcription factor 1gene biological_process-&-1&-GO:0010867-&&-positive regulation of triglyceride biosynthetic process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0045542-&&-positive regulation of cholesterol biosynthetic process-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0008610-&&-lipid biosynthetic process-%%-GO:0007623-&&-circadian rhythm-%%-GO:0019217-&&-regulation of fatty acid metabolic process-%%-GO:0046676-&&-negative regulation of insulin secretion-%%-GO:1903214-&&-regulation of protein targeting to mitochondrion-%%-GO:0003062-&&-regulation of heart rate by chemical signal-%%-GO:0031065-&&-positive regulation of histone deacetylation-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0030324-&&-lung development-%%-GO:0042789-&&-mRNA transcription from RNA polymerase II promoter-%%-GO:0009749-&&-response to glucose-%G:9606:SREBF1 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04931-&&-Insulin resistance-%%-hsa04910-&&-Insulin signaling pathwaySREBF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SREBF1SREBF1 FALSE SREBF1
taxon:9606 181559 1902 dopa decarboxylasegene biological_process-&-1&-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0035690-&&-cellular response to drug-%%-GO:0042423-&&-catecholamine biosynthetic process-%%-GO:0046219-&&-indolalkylamine biosynthetic process-%%-GO:0071312-&&-cellular response to alkaloid-%%-GO:0010259-&&-multicellular organism aging-%%-GO:0033076-&&-isoquinoline alkaloid metabolic process-%%-GO:0042416-&&-dopamine biosynthetic process-%%-GO:0046684-&&-response to pyrethroid-%%-GO:0042427-&&-serotonin biosynthetic process-%%-GO:0006520-&&-cellular amino acid metabolic process-%%-GO:0007623-&&-circadian rhythm-%%-GO:0052314-&&-phytoalexin metabolic process-%%-GO:0015842-&&-aminergic neurotransmitter loading into synaptic vesicle|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0030424-&&-axon-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005829-&&-cytosol-%%-GO:0008021-&&-synaptic vesicle|molecular_function-&-1&-GO:0004058-&&-aromatic-L-amino-acid decarboxylase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:G:9606:DDC KEGG-&-1&-hsa05034-&&-Alcoholism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00350-&&-Tyrosine metabolism-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04726-&&-Serotonergic synapse-%%-hsa00380-&&-Tryptophan metabolism-%%-hsa05031-&&-Amphetamine addiction-%%-hsa05030-&&-Cocaine addiction-%%-hsa00360-&&-Phenylalanine metabolismDDC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDCDDC FALSE DDC
taxon:9606 181556 1902 growth arrest and DNA damage inducible alphagene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0000185-&&-activation of MAPKKK activity-%%-GO:1900745-&&-positive regulation of p38MAPK cascade-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0007050-&&-cell cycle arrest-%%-GO:2000379-&&-positive regulation of reactive oxygen species metabolic process-%%-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0006281-&&-DNA repair-%%-GO:0042770-&&-signal transduction in response to DNA damage-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0007098-&&-centrosome cycle-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0071479-&&-cellular response to ionizing radiation|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005G:9606:GADD45A KEGG-&-1&-hsa04218-&&-Cellular senescence-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05218-&&-Melanoma-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05224-&&-Breast cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05214-&&-Glioma-%%-hsa05210-&&-Colorectal cancer-%%-hsa05216-&&-Thyroid cancer-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04110-&&-Cell cycle-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05213-&&-Endometrial cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinoma-%%-hsa05220-&&-Chronic myeloid leukemiaGADD45A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GADD45AGADD45A FALSE GADD45A
taxon:9606 177460 1902 spermidine synthasegene biological_process-&-1&-GO:0008295-&&-spermidine biosynthetic process-%%-GO:0006595-&&-polyamine metabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activity-%%-GO:0004766-&&-spermidine synthase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:SRM KEGG-&-1&-hsa00410-&&-beta-Alanine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00480-&&-Glutathione metabolism-%%-hsa00330-&&-Arginine and proline metabolism-%%-hsa00270-&&-Cysteine and methionine metabolismSRM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRMSRM FALSE SRM
taxon:9606 177466 1902 sorcin gene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0007507-&&-heart development-%%-GO:0006942-&&-regulation of striated muscle contraction-%%-GO:0051281-&&-positive regulation of release of sequestered calcium ion into cytosol-%%-GO:0006816-&&-calcium ion transport-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0001508-&&-action potential-%%-GO:2000678-&&-negative regulation of transcription regulatory region DNA binding-%%-GO:1901841-&&-regulation of high voltage-gated calcium channel activity-%%-GO:1901844-&&-regulation of cell communication by electrical coupling involved in cardiac conduction-%%-GO:0006810-&&-transport-%%-GO:0010880-&&-regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticulum-%%-GO:1901077-&&-regulation of relaxation of muscle-%%-GO:0010459-&&-negative regulation of heart rate-%%-GO:0042994-&&-cytoplasmic sequestering of transcription factor-%%-GO:0006880-&&-intracellular sequestering of G:9606:SRI SRI Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRISRI FALSE SRI
taxon:9606 173368 1902 anti-silencing function 1A histone chaperonegene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0042692-&&-muscle cell differentiation-%%-GO:0006281-&&-DNA repair-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0031936-&&-negative regulation of chromatin silencing-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:ASF1A ASF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ASF1AASF1A FALSE ASF1A
taxon:9606 181560 1902 damage specific DNA binding protein 2gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006281-&&-DNA repair-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0009411-&&-response to UV-%%-GO:0006290-&&-pyrimidine dimer repair-%%-GO:0070914-&&-UV-damage excision repair|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005654-&&-nucleoplasm-%%-GO:003G:9606:DDB2 KEGG-&-1&-hsa05218-&&-Melanoma-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05224-&&-Breast cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05214-&&-Glioma-%%-hsa05161-&&-Hepatitis B-%%-hsa05210-&&-Colorectal cancer-%%-hsa05216-&&-Thyroid cancer-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05213-&&-Endometrial cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinoma-%%-hsa05220-&&-Chronic myeloid leukemiaDDB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDB2DDB2 FALSE DDB2
taxon:9606 181561 1902 damage specific DNA binding protein 1gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0046726-&&-positive regulation by virus of viral protein levels in host cell-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0051702-&&-interaction with symbiont-%%-GO:1901990-&&-regulation of mitotic cell cycle phase transition-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0070914-&&-UV-damage excision repair-%%-GO:1902188-&&-positive regulation of viral release from host cell-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0016055-G:9606:DDB1 KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa03420-&&-Nucleotide excision repairDDB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDB1DDB1 FALSE DDB1
taxon:9606 177465 1902 aldo-keto reductase family 1 member D1gene biological_process-&-1&-GO:0030573-&&-bile acid catabolic process-%%-GO:0008207-&&-C21-steroid hormone metabolic process-%%-GO:0008209-&&-androgen metabolic process-%%-GO:0006707-&&-cholesterol catabolic process-%%-GO:0007586-&&-digestion-%%-GO:0006699-&&-bile acid biosynthetic process-%%-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005496-&&-steroid binding-%%-GO:0004033-&&-aldo-keto reductase (NADP) activity-%%-GO:0047787-&&-delta4-3-oxosteroid 5beta-reductase activityG:9606:AKR1D1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00120-&&-Primary bile acid biosynthesis-%%-hsa00140-&&-Steroid hormone biosynthesisAKR1D1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKR1D1AKR1D1 FALSE AKR1D1
taxon:9606 177469 1902 SRC proto-oncogene, non-receptor tyrosine kinasegene biological_process-&-1&-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0050715-&&-positive regulation of cytokine secretion-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0051974-&&-negative regulation of telomerase activity-%%-GO:0051895-&&-negative regulation of focal adhesion assembly-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0048477-&&-oogenesis-%%-GO:0086098-&&-angiotensin-activated signaling pathway involved in heart process-%%-GO:2000394-&&-positive regulation of lamellipodium morphogenesis-%%-GO:0014911-&&-positive regulation of smooth muscle cell migration-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0043406-&&-positive regulation of MAP kinase activity-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0007229-&&-integrin-mediated signaling pG:9606:SRC KEGG-&-1&-hsa01522-&&-Endocrine resistance-%%-hsa04727-&&-GABAergic synapse-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05131-&&-Shigellosis-%%-hsa04540-&&-Gap junction-%%-hsa04520-&&-Adherens junction-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05219-&&-Bladder cancer-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa05152-&&-TuberculSRC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRCSRC FALSE SRC
taxon:9606 181571 1902 DCC netrin 1 receptorgene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0033564-&&-anterior/posterior axon guidance-%%-GO:0001764-&&-neuron migration-%%-GO:0038007-&&-netrin-activated signaling pathway-%%-GO:1901214-&&-regulation of neuron death-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0021965-&&-spinal cord ventral commissure morphogenesis-%%-GO:0048671-&&-negative regulation of collateral sprouting-%%-GO:0007409-&&-axonogenesis-%%-GO:0033563-&&-dorsal/ventral axon guidance-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0007411-&&-axon guidance-%%-GO:2000171-&&-negative regulation of dendrite development|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030424-&&-axon-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004888-&&-transmembrane signaling receptor activity-%%-GO:0005042-&&-netrin receptor activity-%%-GO:0005515-&&-protein bindingG:9606:DCC KEGG-&-1&-hsa05210-&&-Colorectal cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04360-&&-Axon guidanceDCC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCCDCC FALSE DCC
taxon:9606 181568 1902 decorin gene biological_process-&-1&-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0019800-&&-peptide cross-linking via chondroitin 4-sulfate glycosaminoglycan-%%-GO:0010508-&&-positive regulation of autophagy-%%-GO:0090141-&&-positive regulation of mitochondrial fission-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:1900747-&&-negative regulation of vascular endothelial growth factor signaling pathway-%%-GO:0001822-&&-kidney development-%%-GO:0007519-&&-skeletal muscle tissue development-%%-GO:0007568-&&-aging-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0001890-&&-placenta development-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0030203-&&-glycosaminoglycan metabolic process-%%-GO:0030206-&&-chondroitin sulfate biosynthetic process-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0051901-&&-positive regulatiG:9606:DCN KEGG-&-1&-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerDCN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCNDCN FALSE DCN
taxon:9606 173377 1902 HECT domain E3 ubiquitin protein ligase 1gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:HECTD1 HECTD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HECTD1HECTD1 FALSE HECTD1
taxon:9606 181574 1902 drebrin 1 gene biological_process-&-1&-GO:0032507-&&-maintenance of protein location in cell-%%-GO:0050773-&&-regulation of dendrite development-%%-GO:0010644-&&-cell communication by electrical coupling-%%-GO:0010643-&&-cell communication by chemical coupling-%%-GO:0048168-&&-regulation of neuronal synaptic plasticity-%%-GO:0007015-&&-actin filament organization-%%-GO:0061351-&&-neural precursor cell proliferation|cellular_component-&-1&-GO:0015629-&&-actin cytoskeleton-%%-GO:0005921-&&-gap junction-%%-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0030426-&&-growth cone-%%-GO:0030425-&&-dendrite-%%-GO:0042641-&&-actomyosin|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0005522-&&-profilin bindingG:9606:DBN1 DBN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DBN1DBN1 FALSE DBN1
taxon:9606 173380 1902 thioredoxin 2gene biological_process-&-1&-GO:0014070-&&-response to organic cyclic compound-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0007584-&&-response to nutrient-%%-GO:0009749-&&-response to glucose-%%-GO:0048678-&&-response to axon injury-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0031669-&&-cellular response to nutrient levels-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0042493-&&-response to drug-%%-GO:0009725-&&-response to hormone-%%-GO:0001666-&&-response to hypoxia-%%-GO:0006662-&&-glycerol ether metabolic process|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0030425-&&-dendrite-%%-GO:0005730-&&-nucleolus-%%-GO:0005739-&&-mitochondrion-%%-GO:0043025-&&-neuronal cell body|molecular_function-&-1&-GO:0008113-&&-peptide-methionine (S)-S-oxide reductase activity-%%-GO:0005515-&&-protein binding-%%-GO:0033743-&&-peptide-methionine (R)-S-oxide reductase activity-%%-GO:0032403-&&-protein complex binding-%%-GO:0015035-&&-protein disulfide oxidoreductase activityG:9606:TXN2 KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosisTXN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TXN2TXN2 FALSE TXN2
taxon:9606 181579 1902 BMP/retinoic acid inducible neural specific 1gene biological_process-&-1&-GO:0071625-&&-vocalization behavior-%%-GO:0035640-&&-exploration behavior-%%-GO:0007614-&&-short-term memory-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0008219-&&-cell death-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0001662-&&-behavioral fear response-%%-GO:0042711-&&-maternal behavior-%%-GO:0035176-&&-social behavior-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0045930-&&-negative regulation of mitotic cell cycle-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0050768-&&-negative regulation of neurogenesis|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043025-&&-neuronal cell body-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:BRINP1 BRINP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRINP1BRINP1 FALSE BRINP1
taxon:9606 181582 1902 death domain associated proteingene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0034605-&&-cellular response to heat-%%-GO:0071276-&&-cellular response to cadmium ion-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0007257-&&-activation of JUN kinase activity-%%-GO:0071280-&&-cellular response to copper ion-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:1903936-&&-cellular response to sodium arsenite-%%-GO:0016032-&&-viral process-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0072738-&&-cellular response to diamide-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006915-&&-apoptotic process-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway viG:9606:DAXX KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)DAXX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAXXDAXX FALSE DAXX
taxon:9606 177487 1902 secreted phosphoprotein 1gene biological_process-&-1&-GO:0045780-&&-positive regulation of bone resorption-%%-GO:0031214-&&-biomineral tissue development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0046697-&&-decidualization-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0006954-&&-inflammatory response-%%-GO:0007566-&&-embryo implantation-%%-GO:0048545-&&-response to steroid hormone-%%-GO:0033280-&&-response to vitamin D-%%-GO:0007155-&&-cell adhesion-%%-GO:0048685-&&-negative regulation of collateral sprouting of intact axon in response to injury|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0042995-&&-cell projection|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0050840-&&-extracellular matrix binding-%%-GO:0005125-&&-cytokine activityG:9606:SPP1 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesionSPP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPP1SPP1 FALSE SPP1
taxon:9606 181583 1902 aspartyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006461-&&-protein complex assembly-%%-GO:0006412-&&-translation-%%-GO:0006422-&&-aspartyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0004046-&&-aminoacylase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0004815-&&-aspartate-tRNA ligase activity-%%-GO:0005515-&&-protein bindingG:9606:DARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisDARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DARSDARS FALSE DARS
taxon:9606 169298 1902 UV stimulated scaffold protein Agene biological_process-&-1&-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0009411-&&-response to UV|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000993-&&-RNA polymerase II core binding-%%-GO:0005515-&&-protein bindingG:9606:UVSSA UVSSA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UVSSAUVSSA FALSE UVSSA
taxon:9606 181584 1902 death associated protein kinase 3gene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0043519-&&-regulation of myosin II filament organization-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0030182-&&-neuron differentiation-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0006915-&&-apoptotic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0000910-&&-cytokinesis-%%-GO:0051893-&&-regulation of focal adhesion assembly-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:2000145-&&-regulation of cell motility-%%-GO:2000249-&&-regulation of actin cytoskeleton reorganization-%%-GO:0097190-&&-apoptoG:9606:DAPK3 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa05200-&&-Pathways in cancer-%%-hsa05219-&&-Bladder cancerDAPK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAPK3DAPK3 FALSE DAPK3
taxon:9606 177488 1902 SPARC/osteonectin, cwcv and kazal like domains proteoglycan 1gene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0022008-&&-neurogenesis-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0001764-&&-neuron migration-%%-GO:0007165-&&-signal transduction-%%-GO:0010812-&&-negative regulation of cell-substrate adhesion-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0021953-&&-central nervous system neuron differentiation-%%-GO:0007399-&&-nervous system development|cellular_component-&-1&-GO:0016528-&&-sarcoplasm-%%-GO:0033268-&&-node of Ranvier-%%-GO:0005737-&&-cytoplasm-%%-GO:0005615-&&-extracellular space-%%-GO:0014069-&&-postsynaptic density-%%-GO:0031594-&&-neuromuscular junction-%%-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0008191-&&-metalloendopeptidase inhibitor activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0004869-&&-cysteine-type endopeptidase inhibitor activityG:9606:SPOCK1 SPOCK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPOCK1SPOCK1 FALSE SPOCK1
taxon:9606 181585 1902 death associated protein kinase 1gene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0010508-&&-positive regulation of autophagy-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0071447-&&-cellular response to hydroperoxide-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0006915-&&-apoptotic process-%%-GO:0006468-&&-protein phosphorylation-%%-GO:2000310-&&-regulation of NMDA receptor activity-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1G:9606:DAPK1 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa05200-&&-Pathways in cancer-%%-hsa05219-&&-Bladder cancerDAPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAPK1DAPK1 FALSE DAPK1
taxon:9606 177495 1902 thyroid hormone responsivegene biological_process-&-1&-GO:0046890-&&-regulation of lipid biosynthetic process-%%-GO:0010866-&&-regulation of triglyceride biosynthetic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0006853-&&-carnitine shuttle-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activity-%%-GO:0042802-&&-identical protein bindingG:9606:THRSP THRSP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THRSPTHRSP FALSE THRSP
taxon:9606 177492 1902 TIA1 cytotoxic granule associated RNA binding proteingene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:1903608-&&-protein localization to cytoplasmic stress granule-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0048024-&&-regulation of mRNA splicing, via spliceosome-%%-GO:1904037-&&-positive regulation of epithelial cell apoptotic process-%%-GO:0042036-&&-negative regulation of cytokine biosynthetic process-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0097165-&&-nuclear stress granule-%%-GO:0010494-&&-cytoplasmic stress granule|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008143-&&-poly(A) binding-%%-GO:0017091-&&-AU-rich element binding-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide bindingG:9606:TIA1 TIA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIA1TIA1 FALSE TIA1
taxon:9606 177496 1902 thyroid hormone receptor betagene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0060509-&&-Type I pneumocyte differentiation-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0008016-&&-regulation of heart contraction-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0008050-&&-female courtship behavior-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0007621-&&-negative regulation of female receptivity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016604-&&-nuclear body-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0031490-&&-chromatin DNA binding-%%-GO:0004887-&&-thyroid hormone rG:9606:THRB KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04080-&&-Neuroactive ligand-receptor interactionTHRB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THRBTHRB FALSE THRB
taxon:9606 181592 1902 dystroglycan 1gene biological_process-&-1&-GO:0007016-&&-cytoskeletal anchoring at plasma membrane-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0022011-&&-myelination in peripheral nervous system-%%-GO:0031103-&&-axon regeneration-%%-GO:0043403-&&-skeletal muscle tissue regeneration-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:0006493-&&-protein O-linked glycosylation-%%-GO:0060441-&&-epithelial tube branching involved in lung morphogenesis-%%-GO:0051898-&&-negative regulation of protein kinase B signaling-%%-GO:0019048-&&-modulation by virus of host morphology or physiology-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0021682-&&-nerve maturation-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0034453-&&-microtubule anchoring-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0071711-&&-basement membrane organization-%%-GO:0016476-&&-regulation of embryonic cell shape-%%-GO:0043434-&&-responsG:9606:DAG1 KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05416-&&-Viral myocarditis-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)DAG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAG1DAG1 FALSE DAG1
taxon:9606 173401 1902 SAM pointed domain containing ETS transcription factorgene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010454-&&-negative regulation of cell fate commitment-%%-GO:0030154-&&-cell differentiation-%%-GO:0060576-&&-intestinal epithelial cell development-%%-GO:0060480-&&-lung goblet cell differentiation-%%-GO:0007275-&&-multicellular organism development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0010455-&&-positive regulation of cell fate commitment|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:SPDEF SPDEF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPDEFSPDEF FALSE SPDEF
taxon:9606 177497 1902 thyroid hormone receptor, alphagene biological_process-&-1&-GO:0009409-&&-response to cold-%%-GO:0017055-&&-negative regulation of RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007611-&&-learning or memory-%%-GO:0008016-&&-regulation of heart contraction-%%-GO:0008050-&&-female courtship behavior-%%-GO:0010831-&&-positive regulation of myotube differentiation-%%-GO:0050994-&&-regulation of lipid catabolic process-%%-GO:2000143-&&-negative regulation of DNA-templated transcription, initiation-%%-GO:0030878-&&-thyroid gland development-%%-GO:0001503-&&-ossification-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0033032-&&-regulation of myeloid cell apoptotG:9606:THRA KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04080-&&-Neuroactive ligand-receptor interactionTHRA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THRATHRA FALSE THRA
taxon:9606 169311 1902 E1A binding protein p400gene biological_process-&-1&-GO:0043968-&&-histone H2A acetylation-%%-GO:0043967-&&-histone H4 acetylation|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0000812-&&-Swr1 complex-%%-GO:0035267-&&-NuA4 histone acetyltransferase complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004386-&&-helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:1990405-&&-protein antigen binding-%%-GO:0005515-&&-protein bindingG:9606:EP400 EP400 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EP400EP400 FALSE EP400
taxon:9606 181596 1902 DAB2, clathrin adaptor proteingene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0061024-&&-membrane organization-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0015031-&&-protein transport-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:2000096-&&-positive regulation of Wnt signaling pathway, planar cell polarity pathway-%%-GO:2000370-&&-positive regulation of clathrin-dependent endocytosis-%%-GO:0060391-&&-positive regulation of SMAD protein import into nucleus-%%-GO:0060766-&&-negative regulation of androgen receptor signaling pathway-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0008283-&&-cell proliferation-%%-GO:0035026-&&-leading edge cell differentiation-%%-GO:0010718-&&-positive regulation of epithelial to mesenchymal transition-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0010862-&&-positive regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0032091-&&-neG:9606:DAB2 KEGG-&-1&-hsa04144-&&-EndocytosisDAB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAB2DAB2 FALSE DAB2
taxon:9606 177506 1902 secreted protein acidic and cysteine richgene biological_process-&-1&-GO:0034097-&&-response to cytokine-%%-GO:0007507-&&-heart development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0048839-&&-inner ear development-%%-GO:0060348-&&-bone development-%%-GO:0007165-&&-signal transduction-%%-GO:0001937-&&-negative regulation of endothelial cell proliferation-%%-GO:0010288-&&-response to lead ion-%%-GO:0051592-&&-response to calcium ion-%%-GO:0001503-&&-ossification-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0043473-&&-pigmentation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0045471-&&-response to ethanol-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0009629-&&-response to gravity-%%-GO:0030324-&&-lung development-%%-GO:0046686-&&-response to cadmium ion-%%-GO:0042060-&&-wound healing-%%-GO:0051591-&&-response to cAMP-%%-GO:0033591-&&-response to L-ascorbic acid-%%-GO:0022604-&&-regulation of cell morphogenesisG:9606:SPARC SPARC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPARCSPARC FALSE SPARC
taxon:9606 173411 1902 bromodomain containing 4gene biological_process-&-1&-GO:1901407-&&-regulation of phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0016032-&&-viral process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle|cellular_component-&-1&-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000993-&&-RNA polymerase II core binding-%%-GO:0002039-&&-p53 binding-%%-GG:9606:BRD4 BRD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRD4BRD4 FALSE BRD4
taxon:9606 173415 1902 translocation associated membrane protein 1gene biological_process-&-1&-GO:0006613-&&-cotranslational protein targeting to membrane-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activityG:9606:TRAM1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumTRAM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRAM1TRAM1 FALSE TRAM1
taxon:9606 173413 1902 ETHE1, persulfide dioxygenasegene biological_process-&-1&-GO:0070813-&&-hydrogen sulfide metabolic process-%%-GO:0006749-&&-glutathione metabolic process-%%-GO:0070221-&&-sulfide oxidation, using sulfide:quinone oxidoreductase|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0050313-&&-sulfur dioxygenase activity-%%-GO:0005506-&&-iron ion bindingG:9606:ETHE1 KEGG-&-1&-hsa00920-&&-Sulfur metabolismETHE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ETHE1ETHE1 FALSE ETHE1
taxon:9606 177515 1902 Sp1 transcription factorgene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043923-&&-positive regulation by host of viral transcription-%%-GO:0100057-&&-regulation of phenotypic switching by transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0048511-&&-rhythmic process-%%-GO:0016032-&&-viral process-%%-GO:1904828-&&-positive regulation of hydrogen sulfide biosynthetic process-%%-GO:0032869-&&-cellular response to insulin stimulus|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0032993-&&-protein-DNA complex|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0044212-&&-transcription rG:9606:SP1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa01522-&&-Endocrine resistance-%%-hsa05224-&&-Breast cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04137-&&-Mitophagy - animal-%%-hsa05231-&&-Choline metabolism in cancerSP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SP1SP1 FALSE SP1
taxon:9606 169320 1902 zinc finger and BTB domain containing 2gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZBTB2 ZBTB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB2ZBTB2 FALSE ZBTB2
taxon:9606 173416 1902 PHD finger protein 3gene biological_process-&-1&-GO:0007275-&&-multicellular organism development-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003674-&&-molecular_functionG:9606:PHF3 PHF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHF3PHF3 FALSE PHF3
taxon:9606 177513 1902 Sp3 transcription factorgene biological_process-&-1&-GO:0048706-&&-embryonic skeletal system development-%%-GO:0030851-&&-granulocyte differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030219-&&-megakaryocyte differentiation-%%-GO:0001503-&&-ossification-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030217-&&-T cell differentiation-%%-GO:0001829-&&-trophectodermal cell differentiation-%%-GO:0030183-&&-B cell differentiation-%%-GO:0048596-&&-embryonic camera-type eye morphogenesis-%%-GO:0060136-&&-embryonic process involved in female pregnancy-%%-GO:0060216-&&-definitive hemopoiesis-%%-GO:0043353-&&-enucleate erythrocyte differentiation-%%-GO:0001889-&&-liver development-%%-GO:0016925-&&-protein sumoylation-%%-GO:0030324-&&-lung development-G:9606:SP3 SP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SP3SP3 FALSE SP3
taxon:9606 177523 1902 SRY-box 4 gene biological_process-&-1&-GO:0060412-&&-ventricular septum morphogenesis-%%-GO:0003215-&&-cardiac right ventricle morphogenesis-%%-GO:0046826-&&-negative regulation of protein export from nucleus-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0003183-&&-mitral valve morphogenesis-%%-GO:0048485-&&-sympathetic nervous system development-%%-GO:0002328-&&-pro-B cell differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0060563-&&-neuroepithelial cell differentiation-%%-GO:0060993-&&-kidney morphogenesis-%%-GO:0001501-&&-skeletal system development-%%-GO:0060174-&&-limb bud formation-%%-GO:2000761-&&-positive regulation of N-terminal peptidyl-lysine acetylation-%%-GO:0003211-&&-cardiac ventricle formation-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030217-&&-T cell differentiation-%%-GO:0006977G:9606:SOX4 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerSOX4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SOX4SOX4 FALSE SOX4
taxon:9606 169338 1902 WD repeat domain 48gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0048872-&&-homeostasis of number of cells-%%-GO:0050679-&&-positive regulation of epithelial cell proliferation-%%-GO:1902525-&&-regulation of protein monoubiquitination-%%-GO:0043588-&&-skin development-%%-GO:0072520-&&-seminiferous tubule development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0007338-&&-single fertilization-%%-GO:0048705-&&-skeletal system morphogenesis-%%-GO:0048568-&&-embryonic organ development-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0016032-&&-viral process-%%-GO:0035264-&&-multicellular organism growth|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005764-&&-lysosome-%%-GO:0005770-&&-late endosome-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activityG:9606:WDR48 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathwayWDR48 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR48WDR48 FALSE WDR48
taxon:9606 169336 1902 ubiquitin specific peptidase 36gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0016579-&&-protein deubiquitination-%%-GO:1903146-&&-regulation of mitophagy|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activityG:9606:USP36 USP36 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP36USP36 FALSE USP36
taxon:9606 177529 1902 sortilin related receptor 1gene biological_process-&-1&-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:1902960-&&-negative regulation of aspartic-type endopeptidase activity involved in amyloid precursor protein catabolic process-%%-GO:1902955-&&-positive regulation of early endosome to recycling endosome transport-%%-GO:0000042-&&-protein targeting to Golgi-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:0007165-&&-signal transduction-%%-GO:0051604-&&-protein maturation-%%-GO:1902953-&&-positive regulation of ER to Golgi vesicle-mediated transport-%%-GO:0006869-&&-lipid transport-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006605-&&-protein targeting-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:1902948-&&-negative regulation of tau-protein kinase activity-%%-GO:1902966-&&-positive regulation of protein localization to early endosome-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0008203-&&-cholesterol metabolic procG:9606:SORL1 SORL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SORL1SORL1 FALSE SORL1
taxon:9606 173441 1902 TAR DNA binding proteingene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0030264-&&-nuclear fragmentation involved in apoptotic nuclear change-%%-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0006397-&&-mRNA processing-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0043922-&&-negative regulation by host of viral transcription-%%-GO:0070935-&&-3'-UTR-mediated mRNA stabilization-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008380-&&-RNA splicing-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0071765-&&-nuclear inner membrane organization|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005726-&&-perichromatin fibrils-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0035061-&&-interchromatin granule|molecular_function-&-1&-GO:0003690-&&-double-strandeG:9606:TARDBP TARDBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TARDBPTARDBP FALSE TARDBP
taxon:9606 177543 1902 small nuclear ribonucleoprotein polypeptide Ngene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0009725-&&-response to hormone|cellular_component-&-1&-GO:0005686-&&-U2 snRNP-%%-GO:0071004-&&-U2-type prespliceosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0030532-&&-small nuclear ribonucleoprotein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005687-&&-U4 snRNP-%%-GO:0005682-&&-U5 snRNP-%%-GO:0005685-&&-U1 snRNP|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:SNRPN SNRPN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRPNSNRPN FALSE SNRPN
taxon:9606 173447 1902 RING1 and YY1 binding proteingene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007275-&&-multicellular organism development-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0031519-&&-PcG protein complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003714-&&-transcription corepressor activityG:9606:RYBP RYBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RYBPRYBP FALSE RYBP
taxon:9606 177547 1902 small nuclear ribonucleoprotein D3 polypeptidegene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0051170-&&-nuclear import-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0008380-&&-RNA splicing-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008334-&&-histone mRNA metabolic process|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0034715-&&-pICln-Sm protein complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071010-&&-prespliceosome-%%-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0005685-&&-U1 snRNP-%%-GO:0000243-&&-commitment complex-%%-GO:0005686-&&-U2 snRNP-%%-GO:0097526-&&-spliceosomal tri-snRNP complex-%%-GO:0005829-&&-cytosol-%%-GO:0005687-&&-U4 snRNP-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0034709-&&-methylosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005682-&&-U5 snRNP-%%-GO:0005683-&&-U7 snRNP-%G:9606:SNRPD3 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa03040-&&-SpliceosomeSNRPD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRPD3SNRPD3 FALSE SNRPD3
taxon:9606 173449 1902 glutamate receptor interacting protein 1gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0016358-&&-dendrite development-%%-GO:0008104-&&-protein localization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0035556-&&-intracellular signal transduction|cellular_component-&-1&-GO:0045121-&&-membrane raft-%%-GO:0005886-&&-plasma membrane-%%-GO:0030054-&&-cell junction-%%-GO:0030425-&&-dendrite-%%-GO:0043005-&&-neuron projection-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0055037-&&-recycling endosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0030159-&&-receptor signaling complex scaffold activity-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0008013-&&-beta-catenin binding-%%-GO:0035259-&&-glucocorticoid receptor bindingG:9606:GRIP1 GRIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRIP1GRIP1 FALSE GRIP1
taxon:9606 181644 1902 CD44 molecule (Indian blood group)gene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0044344-&&-cellular response to fibroblast growth factor stimulus-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0034116-&&-positive regulation of heterotypic cell-cell adhesion-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0051216-&&-cartilage development-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0030214-&&-hyaluronan catabolic process-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0043518-&G:9606:CD44 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04640-&&-Hematopoietic cell lineage-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05169-&&-Epstein-Barr virus infectionCD44 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD44CD44 FALSE CD44
taxon:9606 177548 1902 small nuclear ribonucleoprotein D2 polypeptidegene biological_process-&-1&-GO:0051170-&&-nuclear import-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0034715-&&-pICln-Sm protein complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0034719-&&-SMN-Sm protein complex-%%-GO:0030532-&&-small nuclear ribonucleoprotein complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005682-&&-U5 snRNP-%%-GO:0005685-&&-U1 snRNP-%%-GO:0005686-&&-U2 snRNP-%%-GO:0005829-&&-cytosol-%%-GO:0005687-&&-U4 snRNP-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0034709-&&-methylosome|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:1990446-&&-U1 snRNP binding-%%-GO:0003723-&&-RNA bindingG:9606:SNRPD2 KEGG-&-1&-hsa03040-&&-SpliceosomeSNRPD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRPD2SNRPD2 FALSE SNRPD2
taxon:9606 181645 1902 CD40 ligand gene biological_process-&-1&-GO:0030168-&&-platelet activation-%%-GO:0042100-&&-B cell proliferation-%%-GO:0031295-&&-T cell costimulation-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0032733-&&-positive regulation of interleukin-10 production-%%-GO:0045190-&&-isotype switching-%%-GO:2000353-&&-positive regulation of endothelial cell apoptotic process-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0006954-&&-inflammatory response-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0048305-&&-immunoglobulin secretion-%%-GO:0032735-&&-positive regulation of interleukin-12 production-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0030183-&&-B cell differentiation-%%-GO:0050776-&&-regulation of immune response-%%-GO:0032753-&&-positive regulation of interleukin-4 production-%%-GO:0051023-&&-regulation of immunoglobulin secretion-%%-GO:0007257-&&-activation of JUN kinase activiG:9606:CD40LG KEGG-&-1&-hsa05416-&&-Viral myocarditis-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa05330-&&-Allograft rejection-%%-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05144-&&-Malaria-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa05320-&&-Autoimmune thyroid disease-%%-hsa05310-&&-Asthma-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04064-&&-NF-kappa B signaling pathwayCD40LG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD40LGCD40LG FALSE CD40LG
taxon:9606 177549 1902 small nuclear ribonucleoprotein D1 polypeptidegene biological_process-&-1&-GO:0051170-&&-nuclear import-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0034715-&&-pICln-Sm protein complex-%%-GO:0034719-&&-SMN-Sm protein complex-%%-GO:0030532-&&-small nuclear ribonucleoprotein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071010-&&-prespliceosome-%%-GO:0005634-&&-nucleus-%%-GO:0005685-&&-U1 snRNP-%%-GO:0000243-&&-commitment complex-%%-GO:0005686-&&-U2 snRNP-%%-GO:0097526-&&-spliceosomal tri-snRNP complex-%%-GO:0005829-&&-cytosol-%%-GO:0005687-&&-U4 snRNP-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0034709-&&-methylosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005682-&&-U5 snRNP|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:1990446-&&-U1 snRNP binding-%%-GO:0003723-&&-RNA bindingG:9606:SNRPD1 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa03040-&&-SpliceosomeSNRPD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRPD1SNRPD1 FALSE SNRPD1
taxon:9606 177555 1902 small nuclear ribonucleoprotein U1 subunit 70gene biological_process-&-1&-GO:0043462-&&-regulation of ATPase activity-%%-GO:0061084-&&-negative regulation of protein refolding-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0043484-&&-regulation of RNA splicing-%%-GO:0008380-&&-RNA splicing-%%-GO:0048026-&&-positive regulation of mRNA splicing, via spliceosome-%%-GO:0006397-&&-mRNA processing-%%-GO:1904715-&&-negative regulation of chaperone-mediated autophagy|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0071004-&&-U2-type prespliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005685-&&-U1 snRNP-%%-GO:0000243-&&-commitment complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:1990446G:9606:SNRNP70 KEGG-&-1&-hsa03040-&&-SpliceosomeSNRNP70 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRNP70SNRNP70 FALSE SNRNP70
taxon:9606 177553 1902 small nuclear ribonucleoprotein polypeptide A'gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0030532-&&-small nuclear ribonucleoprotein complex-%%-GO:0005686-&&-U2 snRNP-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0030620-&&-U2 snRNA binding-%%-GO:0005515-&&-protein bindingG:9606:SNRPA1 KEGG-&-1&-hsa03040-&&-SpliceosomeSNRPA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRPA1SNRPA1 FALSE SNRPA1
taxon:9606 177556 1902 fascin actin-bundling protein 1gene biological_process-&-1&-GO:0030035-&&-microspike assembly-%%-GO:0090091-&&-positive regulation of extracellular matrix disassembly-%%-GO:0007043-&&-cell-cell junction assembly-%%-GO:0016477-&&-cell migration-%%-GO:0048870-&&-cell motility-%%-GO:0051491-&&-positive regulation of filopodium assembly-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0051017-&&-actin filament bundle assembly-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0008283-&&-cell proliferation-%%-GO:0071803-&&-positive regulation of podosome assembly-%%-GO:0032534-&&-regulation of microvillus assembly-%%-GO:0032956-&&-regulation of actin cytoskeleton organization-%%-GO:0010592-&&-positive regulation of lamellipodium assembly-%%-GO:0035089-&&-establishment of apical/basal cell polarity|cellular_component-&-1&-GO:0005902-&&-microvillus-%%-GO:0070062-&&-extracellular exosome-%%-GO:0071437-&&-invadopodium-%%-GO:0031253-&&-cell projection membrane-%%-GO:0001725-&&-stress fiber-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005829-&&-cytosG:9606:FSCN1 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerFSCN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FSCN1FSCN1 FALSE FSCN1
taxon:9606 173461 1902 sirtuin 1 gene biological_process-&-1&-GO:0031937-&&-positive regulation of chromatin silencing-%%-GO:0002821-&&-positive regulation of adaptive immune response-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0031648-&&-protein destabilization-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0071441-&&-negative regulation of histone H3-K14 acetylation-%%-GO:0031393-&&-negative regulation of prostaglandin biosynthetic process-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0010875-&&-positive regulation of cholesterol efflux-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0016575-&&-histone deacetylation-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0007283-&&-spermatogenesis-%%-GO:0000012-&&-single strand break repair-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0051152-&&-positiveG:9606:SIRT1 SIRT1 TRUE KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05031-&&-Amphetamine addiction-%%-hsa04068-&&-FoxO signaling pathwaySIRT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIRT1SIRT1 FALSE SIRT1
taxon:9606 181662 1902 CD86 moleculegene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0034138-&&-toll-like receptor 3 signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0002309-&&-T cell proliferation involved in immune response-%%-GO:0002250-&&-adaptive immune response-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0034341-&&-response to interferon-gamma-%%-GO:0045086-&&-positive regulation of interleukin-2 biosynthetic process-%%-GO:0007568-&&-aging-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0042110-&&-T cell activation-%%-GO:0042113-&&-B cell activation-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0043011-&&-myeloid dendritic cell differentiation-%%-GO:0045630-&&-positive regulation of T-helper 2 cell differentiation-%%-GO:0001878-&&-response to yeast-%%-GO:0045893-&&-positive rG:9606:CD86 KEGG-&-1&-hsa04940-&&-Type I diabetes mellitus-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa05416-&&-Viral myocarditis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05320-&&-Autoimmune thyroid disease-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa05330-&&-Allograft rejectionCD86 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD86CD86 FALSE CD86
taxon:9606 177567 1902 small ubiquitin-like modifier 2gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016925-&&-protein sumoylation-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016605-&&-PML body-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0031386-&&-protein tag-%%-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein binding-%%-GO:0019789-&&-SUMO transferase activityG:9606:SUMO2 KEGG-&-1&-hsa03013-&&-RNA transport-%%-hsa05418-&&-Fluid shear stress and atherosclerosisSUMO2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUMO2SUMO2 FALSE SUMO2
taxon:9606 177565 1902 snail family transcriptional repressor 1gene biological_process-&-1&-GO:0016477-&&-cell migration-%%-GO:0003198-&&-epithelial to mesenchymal transition involved in endocardial cushion formation-%%-GO:2000810-&&-regulation of bicellular tight junction assembly-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0060972-&&-left/right pattern formation-%%-GO:0001707-&&-mesoderm formation-%%-GO:0031069-&&-hair follicle morphogenesis-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0060536-&&-cartilage morphogenesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0060806-&&-negative regulation of cell differentiation involved in embryonic placenta development-%%-GO:0010718-&&-positive regulation of epithelial to mesenchymal transition-%%-GO:0010957-&&-negative regulation of vitamin D biosynthetic process-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:1902230-&&-negatG:9606:SNAI1 KEGG-&-1&-hsa04520-&&-Adherens junctionSNAI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNAI1SNAI1 FALSE SNAI1
taxon:9606 177574 1902 survival of motor neuron 1, telomericgene biological_process-&-1&-GO:0006353-&&-DNA-templated transcription, termination-%%-GO:0007399-&&-nervous system development-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0051170-&&-nuclear import-%%-GO:0000387-&&-spliceosomal snRNP assembly|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0043005-&&-neuron projection-%%-GO:0034719-&&-SMN-Sm protein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0032797-&&-SMN complex-%%-GO:0097504-&&-Gemini of coiled bodies-%%-GO:0005634-&&-nucleus-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0043204-&&-perikaryon|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0003723-&&-RNA bindingG:9606:SMN1 KEGG-&-1&-hsa03013-&&-RNA transportSMN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMN1SMN1 FALSE SMN1
taxon:9606 177575 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily e, member 1gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0022008-&&-neurogenesis-%%-GO:0016569-&&-covalent chromatin modification|cellular_component-&-1&-GO:0000228-&&-nuclear chromosome-%%-GO:0071565-&&-nBAF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071564-&&-npBAF complex-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0017053-&&-transcriptional repressor complex-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0031492-&&-nucleosomal DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0000978-&&-G:9606:SMARCE1 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCE1SMARCE1 FALSE SMARCE1
taxon:9606 177573 1902 survival of motor neuron 2, centromericgene biological_process-&-1&-GO:0006353-&&-DNA-templated transcription, termination-%%-GO:0007399-&&-nervous system development-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0051170-&&-nuclear import-%%-GO:0000387-&&-spliceosomal snRNP assembly|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0043005-&&-neuron projection-%%-GO:0034719-&&-SMN-Sm protein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0032797-&&-SMN complex-%%-GO:0097504-&&-Gemini of coiled bodies-%%-GO:0005634-&&-nucleus-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0043204-&&-perikaryon|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0003723-&&-RNA bindingG:9606:SMN2 KEGG-&-1&-hsa03013-&&-RNA transportSMN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMN2SMN2 FALSE SMN2
taxon:9606 177578 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 1gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0048096-&&-chromatin-mediated maintenance of transcription-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0007399-&&-nervous system development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0006337-&&-nucleosome disassembly|cellular_component-&-1&-GO:0071565-&&-nBAF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071564-&&-npBAF complex-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0032947-&&-protein complex scaffold-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:SMARCD1 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCD1SMARCD1 FALSE SMARCD1
taxon:9606 177577 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 2gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0043234-&&-protein complex-%%-GO:0000790-&&-nuclear chromatin|molecular_function-&-1&-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0031492-&&-nucleosomal DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA bindingG:9606:SMARCD2 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCD2SMARCD2 FALSE SMARCD2
taxon:9606 173486 1902 SMG5, nonsense mediated mRNA decay factorgene biological_process-&-1&-GO:0043487-&&-regulation of RNA stability-%%-GO:0090501-&&-RNA phosphodiester bond hydrolysis-%%-GO:0032210-&&-regulation of telomere maintenance via telomerase-%%-GO:0035303-&&-regulation of dephosphorylation-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0032204-&&-regulation of telomere maintenance-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0000932-&&-P-body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0042826-&&-histone deacetylase binding-%%-GO:0043021-&&-ribonucleoprotein complex binding-%%-GO:0004540-&&-ribonuclease activity-%%-GO:0005515-&&-protein binding-%%-GO:0042162-&&-telomeric DNA binding-%%-GO:0070034-&&-telomerase RNA binding-%%-GO:0070182-&&-DNA polymerase binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0051721-&&-protein phosphatase 2A bindingG:9606:SMG5 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwaySMG5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMG5SMG5 FALSE SMG5
taxon:9606 177582 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4gene biological_process-&-1&-GO:0043923-&&-positive regulation by host of viral transcription-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0003407-&&-neural retina development-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:1901838-&&-positive regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter-%%-GO:0030177-&&-positive regulation of Wnt signaling pathway-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0006325-&&-chromatin organization-%%-GO:1902661-&&-positive regulation of glucose mediated signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:1902895-&&-positive regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007399-&&-nervous system development-%%-GO:0000122-&&-negatiG:9606:SMARCA4 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCA4SMARCA4 FALSE SMARCA4
taxon:9606 181679 1902 eukaryotic translation elongation factor 2gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:1990416-&&-cellular response to brain-derived neurotrophic factor stimulus-%%-GO:0003009-&&-skeletal muscle contraction-%%-GO:0051593-&&-response to folic acid-%%-GO:0017183-&&-peptidyl-diphthamide biosynthetic process from peptidyl-histidine-%%-GO:0045727-&&-positive regulation of translation-%%-GO:2000767-&&-positive regulation of cytoplasmic translation-%%-GO:0007568-&&-aging-%%-GO:0032355-&&-response to estradiol-%%-GO:0045471-&&-response to ethanol-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0014009-&&-glial cell proliferation-%%-GO:0042493-&&-response to drug-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:0002931-&&-response to ischemia-%%-GO:0006414-&&-translational elongation-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0034976-&&-response to endoplasmic reticulum stress|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0034774-&&-secretory gG:9606:EEF2 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathwayEEF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEF2EEF2 FALSE EEF2
taxon:9606 169391 1902 sortilin related VPS10 domain containing receptor 2gene biological_process-&-1&-GO:0007218-&&-neuropeptide signaling pathway|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0008188-&&-neuropeptide receptor activityG:9606:SORCS2 SORCS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SORCS2SORCS2 FALSE SORCS2
taxon:9606 177580 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin subfamily c member 1gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0030850-&&-prostate gland development-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007399-&&-nervous system development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0071565-&&-nBAF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071564-&&-npBAF complex-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0001741-&&-XY body-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:G:9606:SMARCC1 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCC1SMARCC1 FALSE SMARCC1
taxon:9606 177581 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily b, member 1gene biological_process-&-1&-GO:0043923-&&-positive regulation by host of viral transcription-%%-GO:0090240-&&-positive regulation of histone H4 acetylation-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:1900113-&&-negative regulation of histone H3-K9 trimethylation-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:1901838-&&-positive regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter-%%-GO:0030154-&&-cell differentiation-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:1902661-&&-positive regulation of glucose mediated signaling pathway-%%-GO:2000617-&&-positive regulation of histone H3-K9 acetylation-%%-GO:0006281-&&-DNA repair-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0039692-&&-single stranded viral RNA replication via double stranded DNA intermediate-%%-GO:0007049-G:9606:SMARCB1 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCB1SMARCB1 FALSE SMARCB1
taxon:9606 177586 1902 snail family transcriptional repressor 2gene biological_process-&-1&-GO:0043473-&&-pigmentation-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0045667-&&-regulation of osteoblast differentiation-%%-GO:2000810-&&-regulation of bicellular tight junction assembly-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0035921-&&-desmosome disassembly-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0060536-&&-cartilage morphogenesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0060429-&&-epithelium development-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0006933-&&-negative regulation of cell adhesion involved in substrate-bound cell migration-%%-GO:0010957-&&-negative regulation of vitamin D biosynthetic process-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:1902230-&&-negative regulationG:9606:SNAI2 KEGG-&-1&-hsa04520-&&-Adherens junction-%%-hsa04390-&&-Hippo signaling pathwaySNAI2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNAI2SNAI2 FALSE SNAI2
taxon:9606 173490 1902 UFM1 specific ligase 1gene biological_process-&-1&-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:1990592-&&-protein K69-linked ufmylation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0060252-&&-positive regulation of glial cell proliferation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:1902065-&&-response to L-glutamate-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0071569-&&-protein ufmylation-%%-GO:0032434-&&-regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0033146-&&-regulation of intracellular estrogen receptor signaling pathway-%%-GO:0032880-&&-regulation of protein localization|cellular_component-&-1&-GO:0043005-&&-neuron projection-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043234-&&-protein complex-%%-GO:0016020-&&-membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005829-&&-cytosol-%%-G:9606:UFL1 UFL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UFL1UFL1 FALSE UFL1
taxon:9606 181683 1902 eukaryotic translation elongation factor 1 beta 2gene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0045471-&&-response to ethanol|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005853-&&-eukaryotic translation elongation factor 1 complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0003746-&&-translation elongation factor activity-%%-GO:0005515-&&-protein bindingG:9606:EEF1B2 EEF1B2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEF1B2EEF1B2 FALSE EEF1B2
taxon:9606 181680 1902 eukaryotic translation elongation factor 1 gammagene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0009615-&&-response to virus|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003746-&&-translation elongation factor activity-%%-GO:0045296-&&-cadherin bindingG:9606:EEF1G KEGG-&-1&-hsa05134-&&-LegionellosisEEF1G Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEF1GEEF1G FALSE EEF1G
taxon:9606 177584 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2gene biological_process-&-1&-GO:0030308-&&-negative regulation of cell growth-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007399-&&-nervous system development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007286-&&-spermatid development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0071565-&&-nBAF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071564-&&-npBAF complex-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intraG:9606:SMARCA2 KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaSMARCA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCA2SMARCA2 FALSE SMARCA2
taxon:9606 173489 1902 ribosomal RNA processing 8, methyltransferase, homolog (yeast)gene biological_process-&-1&-GO:0071158-&&-positive regulation of cell cycle arrest-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0046015-&&-regulation of transcription by glucose-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0006364-&&-rRNA processing-%%-GO:0042149-&&-cellular response to glucose starvation-%%-GO:0032259-&&-methylation-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005677-&&-chromatin silencing complex-%%-GO:0033553-&&-rDNA heterochromatin|molecular_function-&-1&-GO:0008757-&&-S-adenosylmethionine-dependent methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0003723-&&-RNA bindingG:9606:RRP8 RRP8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RRP8RRP8 FALSE RRP8
taxon:9606 177585 1902 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1gene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0030182-&&-neuron differentiation-%%-GO:0007420-&&-brain development-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0000733-&&-DNA strand renaturation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0090537-&&-CERF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0016589-&&-NURF complex|molecular_function-&-1&-GO:0036310-&&-annealing helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0070615-&&-nucleosome-dependent ATPase activity-%%-GO:0008094-&&-DNA-dependent ATPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0004386-&&-helicase activity-%%-GO:0031491-&&-nucleosome bindingG:9606:SMARCA1 SMARCA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMARCA1SMARCA1 FALSE SMARCA1
taxon:9606 181681 1902 eukaryotic translation elongation factor 1 deltagene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0007165-&&-signal transduction-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0001650-&&-fibrillar center-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005853-&&-eukaryotic translation elongation factor 1 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0004871-&&-signal transducer activity-%%-GO:0008135-&&-translation factor activity, RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003746-&&-translation elongation factor activity-%%-GO:0045296-&&-cadherin bindingG:9606:EEF1D KEGG-&-1&-hsa05168-&&-Herpes simplex infectionEEF1D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEF1DEEF1D FALSE EEF1D
taxon:9606 173495 1902 protein phosphatase 1 regulatory subunit 13Bgene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor bindingG:9606:PPP1R13B PPP1R13B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP1R13BPPP1R13B FALSE PPP1R13B
taxon:9606 181687 1902 eukaryotic translation elongation factor 1 alpha 1gene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0006479-&&-protein methylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:1904714-&&-regulation of chaperone-mediated autophagy-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0030864-&&-cortical actin cytoskeleton-%%-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0098574-&&-cytoplasmic side of lysosomal membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0032587-&&-ruffle membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0005853-&&-eukaryotic translation elongation factor 1 complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003924-&&-GTPase activity-%%-GO:G:9606:EEF1A1 KEGG-&-1&-hsa05134-&&-Legionellosis-%%-hsa03013-&&-RNA transportEEF1A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEF1A1EEF1A1 FALSE EEF1A1
taxon:9606 173499 1902 obscurin like 1gene biological_process-&-1&-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0071688-&&-striated muscle myosin thick filament assembly-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0034067-&&-protein localization to Golgi apparatus-%%-GO:0007030-&&-Golgi organization-%%-GO:0045214-&&-sarcomere organization-%%-GO:0006941-&&-striated muscle contraction-%%-GO:0050775-&&-positive regulation of dendrite morphogenesis-%%-GO:0007015-&&-actin filament organization-%%-GO:0055003-&&-cardiac myofibril assembly|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0031430-&&-M band-%%-GO:1990393-&&-3M complex-%%-GO:0014704-&&-intercalated disc-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0030018-&&-Z disc-%%-GO:0005737-&&-cytoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0005859-&&-muscle myosin complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0051015-&&-actin filament binding-%%-GO:0097493-&&-structural molecule activity conferrG:9606:OBSL1 OBSL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OBSL1OBSL1 FALSE OBSL1
taxon:9606 169406 1902 HECT, C2 and WW domain containing E3 ubiquitin protein ligase 2gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0030071-&&-regulation of mitotic metaphase/anaphase transition|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0072686-&&-mitotic spindle|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:HECW2 HECW2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HECW2HECW2 FALSE HECW2
taxon:9606 181692 1902 endothelin receptor type Bgene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0048484-&&-enteric nervous system development-%%-GO:0086100-&&-endothelin receptor signaling pathway-%%-GO:0030318-&&-melanocyte differentiation-%%-GO:0007194-&&-negative regulation of adenylate cyclase activity-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0060406-&&-positive regulation of penile erection-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0007399-&&-nervous system development-%%-GO:0001755-&&-neural crest cell migration-%%-GO:0042311-&&-vasodilation-%%-GO:0050678-&&-regulation of epithelial cell proliferation-%%-GO:0048265-&&-response to pain-%%-GO:0007568-&&-aging-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042310-&&-vasoconstriction-%%-GO:0014826-&&-vein smooth muscle contraction-%%-GO:0035810-&&-positive reguG:9606:EDNRB KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04080-&&-Neuroactive ligand-receptor interactionEDNRB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EDNRBEDNRB FALSE EDNRB
taxon:9606 169405 1902 regulatory associated protein of MTOR complex 1gene biological_process-&-1&-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0010800-&&-positive regulation of peptidyl-threonine phosphorylation-%%-GO:0016236-&&-macroautophagy-%%-GO:1900087-&&-positive regulation of G1/S transition of mitotic cell cycle-%%-GO:0045945-&&-positive regulation of transcription from RNA polymerase III promoter-%%-GO:0008361-&&-regulation of cell size-%%-GO:0031669-&&-cellular response to nutrient levels-%%-GO:0071901-&&-negative regulation of protein serine/threonine kinase activity-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0016049-&&-cell growth-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0038202-&&-TORC1 signaling-%%-GO:0031929-&&-TOR signaling-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0030307-&&-positive regulation of cell growth-%%-GG:9606:RPTOR KEGG-&-1&-hsa04136-&&-Autophagy - other-%%-hsa04140-&&-Autophagy - animal-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04714-&&-Thermogenesis-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04910-&&-Insulin signaling pathwayRPTOR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPTORRPTOR FALSE RPTOR
taxon:9606 165314 1902 histone cluster 4 H4gene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST4H4 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST4H4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST4H4HIST4H4 FALSE HIST4H4
taxon:9606 173504 1902 ubiquitin specific peptidase 24gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activityG:9606:USP24 USP24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP24USP24 FALSE USP24
taxon:9606 181701 1902 epithelial cell transforming 2gene biological_process-&-1&-GO:0042307-&&-positive regulation of protein import into nucleus-%%-GO:0015031-&&-protein transport-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0032147-&&-activation of protein kinase activity-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0032467-&&-positive regulation of cytokinesis-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0051988-&&-regulation of attachment of spindle microtubules to kinetochore-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0000910-&&-cytokinesis-%%-GO:0051056-&&-reguG:9606:ECT2 ECT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ECT2ECT2 FALSE ECT2
taxon:9606 173509 1902 ubiquitin protein ligase E3 component n-recognin 4gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0070821-&&-tertiary granule membrane-%%-GO:0101003-&&-ficolin-1-rich granule membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:UBR4 KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesisUBR4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBR4UBR4 FALSE UBR4
taxon:9606 169413 1902 exportin 5 gene biological_process-&-1&-GO:0035281-&&-pre-miRNA export from nucleus-%%-GO:1900370-&&-positive regulation of RNA interference-%%-GO:0006611-&&-protein export from nucleus-%%-GO:0031047-&&-gene silencing by RNA|cellular_component-&-1&-GO:0042565-&&-RNA nuclear export complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0090631-&&-pre-miRNA transporter activity-%%-GO:0003729-&&-mRNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0070883-&&-pre-miRNA binding-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0000049-&&-tRNA bindingG:9606:XPO5 KEGG-&-1&-hsa03013-&&-RNA transportXPO5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XPO5XPO5 FALSE XPO5
taxon:9606 169419 1902 metastasis associated 1 family member 3gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0016575-&&-histone deacetylation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0016581-&&-NuRD complex-%%-GO:0008278-&&-cohesin complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0004407-&&-histone deacetylase activity-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:MTA3 MTA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTA3MTA3 FALSE MTA3
taxon:9606 173516 1902 extended synaptotagmin 1gene biological_process-&-1&-GO:0006687-&&-glycosphingolipid metabolic process-%%-GO:0006869-&&-lipid transport|cellular_component-&-1&-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0044232-&&-organelle membrane contact site|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0008289-&&-lipid bindingG:9606:ESYT1 ESYT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ESYT1ESYT1 FALSE ESYT1
taxon:9606 181714 1902 E4F transcription factor 1gene biological_process-&-1&-GO:0009794-&&-regulation of mitotic cell cycle, embryonic-%%-GO:0006260-&&-DNA replication-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0016032-&&-viral process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0040008-&&-regulation of growth-%%-GO:0010564-&&-regulation of cell cycle process-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005819-&&-spindle|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0016740-&&-transferase activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0035497-&&-cAMP response element binding-%%-GO:0005515-&&-protein binding-%%-GO:0001227-&&-transcriptional reG:9606:E4F1 E4F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-E4F1E4F1 FALSE E4F1
taxon:9606 181717 1902 E2F transcription factor 4gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0002064-&&-epithelial cell development-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0044458-&&-motile cilium assembly-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008015-&&-blood circulation-%%-GO:1903251-&&-multi-ciliated epithelial cell differentiation-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0006884-&&-cell volume homeostasis-%%-GO:0098534-&&-centriole assembly|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0001077-G:9606:E2F4 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa04218-&&-Cellular senescence-%%-hsa04350-&&-TGF-beta signaling pathwayE2F4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-E2F4E2F4 FALSE E2F4
taxon:9606 173528 1902 neural precursor cell expressed, developmentally down-regulated 4-like, E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0006883-&&-cellular sodium ion homeostasis-%%-GO:0007588-&&-excretion-%%-GO:0010038-&&-response to metal ion-%%-GO:2000009-&&-negative regulation of protein localization to cell surface-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0042391-&&-regulation of membrane potential-%%-GO:0060306-&&-regulation of membrane repolarization-%%-GO:0030104-&&-water homeostasis-%%-GO:0086005-&&-ventricular cardiac muscle cell action potential-%%-GO:0019058-&&-viral life cycle-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:0034765-&&-regulation of ion transmembrane transport-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:1901016-&&-regulation of potassium ion transmembrane transporter activity-%%-GO:1901380-&&-negative regulation of potassium ion transmembrane transport-%%-GO:0006814-&&-sodium ion transport-%%-GO:2001288-&&-positive regulation of caveolin-mediated endocytosis-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0042176-&&-regulation of proG:9606:NEDD4L KEGG-&-1&-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04530-&&-Tight junction-%%-hsa04144-&&-EndocytosisNEDD4L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEDD4LNEDD4L FALSE NEDD4L
taxon:9606 181721 1902 E2F transcription factor 1gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0071930-&&-negative regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0070345-&&-negative regulation of fat cell proliferation-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:1900740-&&-positive regulaG:9606:E2F1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa01522-&&-Endocrine resistance-%%-hsa04218-&&-Cellular senescence-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05214-&&-Glioma-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05218-&&-Melanoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04934-&&-Cushing syndrome-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa04137-&&-Mitophagy - animal-%%-hsa05226-&&-Gastric cancer-%%-hsa05215-&&-Prostate cancerE2F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-E2F1E2F1 FALSE E2F1
taxon:9606 173529 1902 ubiquitin specific peptidase 22gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0016578-&&-histone deubiquitination-%%-GO:0009790-&&-embryo development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016574-&&-histone ubiquitination-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0070461-&&-SAGA-type complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000124-&&-SAGA complex|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0010485-&&-H4 histone acetyltransferase activity-%%-GO:0008G:9606:USP22 USP22 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP22USP22 FALSE USP22
taxon:9606 181726 1902 dual specificity tyrosine phosphorylation regulated kinase 1Agene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0090312-&&-positive regulation of protein deacetylation-%%-GO:0007399-&&-nervous system development-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0007623-&&-circadian rhythm-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0043621-&&-protein self-association-%%-GO:0004713-&&-protein tyrosine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0004712-&&-protein serine/threonine/tyrosine kinase activity-%%-GOG:9606:DYRK1A DYRK1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DYRK1ADYRK1A FALSE DYRK1A
taxon:9606 173532 1902 RPGRIP1 like gene biological_process-&-1&-GO:0007163-&&-establishment or maintenance of cell polarity-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0021549-&&-cerebellum development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0043584-&&-nose development-%%-GO:0007368-&&-determination of left/right symmetry-%%-GO:0043010-&&-camera-type eye development-%%-GO:0060039-&&-pericardium development-%%-GO:0001822-&&-kidney development-%%-GO:0021670-&&-lateral ventricle development-%%-GO:0001889-&&-liver development-%%-GO:0021772-&&-olfactory bulb development-%%-GO:0001736-&&-establishment of planar polarity-%%-GO:0022038-&&-corpus callosum development-%%-GO:1905515-&&-non-motile cilium assembly-%%-GO:0045744-&&-negative regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0008589-&&-regulation of smoothened signaling pathway-%%-GO:0021532-&&-neural tube patterning-%%-GO:0090102-&&-cochlea development|celG:9606:RPGRIP1L RPGRIP1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPGRIP1LRPGRIP1L FALSE RPGRIP1L
taxon:9606 181730 1902 dishevelled segment polarity protein 1gene biological_process-&-1&-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:1903827-&&-regulation of cellular protein localization-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0021915-&&-neural tube development-%%-GO:0048675-&&-axon extension-%%-GO:0090103-&&-cochlea morphogenesis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0099054-&&-presynapse assembly-%%-GO:0007528-&&-neuromuscular junction development-%%-GO:0050821-&&-protein stabilization-%%-GO:2000463-&&-positive regulation of excitatory postsynaptic potential-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0007411-&&-axon guidance-%%-GO:0001505-&&-regulation of neurotransmittG:9606:DVL1 KEGG-&-1&-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04934-&&-Cushing syndrome-%%-hsa04330-&&-Notch signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinomaDVL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DVL1DVL1 FALSE DVL1
taxon:9606 177635 1902 solute carrier family 6 member 8gene biological_process-&-1&-GO:0006936-&&-muscle contraction-%%-GO:0006600-&&-creatine metabolic process-%%-GO:0015881-&&-creatine transport-%%-GO:0006836-&&-neurotransmitter transport-%%-GO:1902598-&&-creatine transmembrane transport-%%-GO:0006810-&&-transport-%%-GO:0006814-&&-sodium ion transport-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005575-&&-cellular_component-%%-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005328-&&-neurotransmitter:sodium symporter activity-%%-GO:0005308-&&-creatine transmembrane transporter activity-%%-GO:0005309-&&-creatine:sodium symporter activityG:9606:SLC6A8 SLC6A8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC6A8SLC6A8 FALSE SLC6A8
taxon:9606 181728 1902 dishevelled segment polarity protein 3gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0038031-&&-non-canonical Wnt signaling pathway via JNK cascade-%%-GO:1903827-&&-regulation of cellular protein localization-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0090103-&&-cochlea morphogenesis-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0090179-&&-planar cell polarity pathway involved in neural tube closure-%%-GO:0043507-&&-positive regulation of JUN kinase activity-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0003148-&&-outflow tract septum morphogenesis-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0050821-&&-protein stabilization-%%-GO:0042493-&&-response to drug-%%-GO:0035567-&&-non-canonical Wnt signaG:9606:DVL3 KEGG-&-1&-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04934-&&-Cushing syndrome-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04916-&&-Melanogenesis-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinomaDVL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DVL3DVL3 FALSE DVL3
taxon:9606 181729 1902 dishevelled segment polarity protein 2gene biological_process-&-1&-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0061024-&&-membrane organization-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0034613-&&-cellular protein localization-%%-GO:0090103-&&-cochlea morphogenesis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0051259-&&-protein oligomerization-%%-GO:0090179-&&-planar cell polarity pathway involved in neural tube closure-%%-GO:0043507-&&-positive regulation of JUN kinase activity-%%-GO:0001843-&&-neural tube closure-%%-GO:0003151-&&-outflow tract morphogenesis-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0022007-&&-convergent extension involved in neural plate elongatiG:9606:DVL2 KEGG-&-1&-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04934-&&-Cushing syndrome-%%-hsa04330-&&-Notch signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinomaDVL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DVL2DVL2 FALSE DVL2
taxon:9606 173542 1902 SIN3 transcription regulator family member Bgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0016575-&&-histone deacetylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0016580-&&-Sin3 complex-%%-GO:0030849-&&-autosome-%%-GO:0000806-&&-Y chromosome-%%-GO:0000805-&&-X chromosome-%%-GO:0001741-&&-XY body-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004407-&&-histone deacetylase activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0001106-&&-RNA polymerase II transcription corepressor activityG:9606:SIN3B SIN3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIN3BSIN3B FALSE SIN3B
taxon:9606 181751 1902 TSC22 domain family member 3gene biological_process-&-1&-GO:0070236-&&-negative regulation of activation-induced cell death of T cells-%%-GO:0006970-&&-response to osmotic stress-%%-GO:0048642-&&-negative regulation of skeletal muscle tissue development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0034220-&&-ion transmembrane transport|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043426-&&-MRF bindingG:9606:TSC22D3 TSC22D3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSC22D3TSC22D3 FALSE TSC22D3
taxon:9606 173556 1902 F-box and WD repeat domain containing 11gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0045862-&&-positive regulation of proteolysis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0042753-&&-positive regulation of circadian rhythm-%%-GO:0031648-&&-protein destabilization-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0042347-&&-negative regulation of NF-kappaB import into nucleus-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0048511-&&-rhythmic process-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:003G:9606:FBXW11 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04710-&&-Circadian rhythmFBXW11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXW11FBXW11 FALSE FBXW11
taxon:9606 177656 1902 solute carrier family 2 member 1gene biological_process-&-1&-GO:0006970-&&-response to osmotic stress-%%-GO:0042908-&&-xenobiotic transport-%%-GO:0005989-&&-lactose biosynthetic process-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0015758-&&-glucose transport-%%-GO:0019852-&&-L-ascorbic acid metabolic process-%%-GO:0042149-&&-cellular response to glucose starvation-%%-GO:1904659-&&-glucose transmembrane transport-%%-GO:0070837-&&-dehydroascorbic acid transport-%%-GO:0006461-&&-protein complex assembly|cellular_component-&-1&-GO:0030864-&&-cortical actin cytoskeleton-%%-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005911-&&-cell-cell junction-%%-GO:0072562-&&-blood microparticle-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0042470-&&-melanosome-%%-GO:0001939-&&-female pronucleus-%%-GO:0016020-&&-membrane-%%-GO:0005901-&&-caveola-%%-GO:0030496-&&-midbody-%%-GO:0016323-&&-basolateral plasma membraG:9606:SLC2A1 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04931-&&-Insulin resistance-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04976-&&-Bile secretion-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa04911-&&-Insulin secretionSLC2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC2A1SLC2A1 FALSE SLC2A1
taxon:9606 169465 1902 baculoviral IAP repeat containing 6gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0006915-&&-apoptotic process-%%-GO:0051301-&&-cell division-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0060712-&&-spongiotrophoblast layer development-%%-GO:0006468-&&-protein phosphorylation-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0032465-&&-regulation of cytokinesis-%%-GO:0060711-&&-labyrinthine layer development|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0016020-&&-membrane-%%-GO:0005768-&&-endosome-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0000922-&&-spindle pole-%%-GO:0005815-&&-microtubule organizing center|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein trG:9606:BIRC6 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04215-&&-Apoptosis - multiple speciesBIRC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BIRC6BIRC6 FALSE BIRC6
taxon:9606 177667 1902 S-phase kinase associated protein 2gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:1902916-&&-positive regulation of protein polyubiquitination-%%-GO:0071460-&&-cellular response to cell-matrix adhesion-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0019005-&&-SCF ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bG:9606:SKP2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infectionSKP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SKP2SKP2 FALSE SKP2
taxon:9606 177671 1902 SKI proto-oncogenegene biological_process-&-1&-GO:0032926-&&-negative regulation of activin receptor signaling pathway-%%-GO:0030326-&&-embryonic limb morphogenesis-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0060325-&&-face morphogenesis-%%-GO:0030514-&&-negative regulation of BMP signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0031064-&&-negative regulation of histone deacetylation-%%-GO:0010626-&&-negative regulation of Schwann cell proliferation-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0043585-&&-nose morphogenesis-%%-GO:0014902-&&-myotube differentiation-%%-GO:0048870-&&-cell motility-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0060021-&&-palate development-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0001843-&&-neural tube closure-%%-GO:0048741-&&-skeletal muscle fiber development-%%-GO:0048147-&&-negative regulation of fibroblast proG:9606:SKI SKI Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SKISKI FALSE SKI
taxon:9606 177668 1902 S-phase kinase associated protein 1gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0051457-&&-maintenance of protein location in nucleus-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0010265-&&-SCF complex assembly-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0031467-G:9606:SKP1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04710-&&-Circadian rhythmSKP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SKP1SKP1 FALSE SKP1
taxon:9606 181770 1902 CD4 moleculegene biological_process-&-1&-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0061024-&&-membrane organization-%%-GO:0001816-&&-cytokine production-%%-GO:0006955-&&-immune response-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0010524-&&-positive regulation of calcium ion transport into cytosol-%%-GO:0030260-&&-entry into host cell-%%-GO:0045086-&&-positive regulation of interleukin-2 biosynthetic process-%%-GO:0032507-&&-maintenance of protein location in cell-%%-GO:0030217-&&-T cell differentiation-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0007167-&&-enzyme linked receptor protein signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:0035397-&&-helper T cell enhancement of adaptive immune response-%%-GO:0045058-&&-T cell selection-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0031295-&&-T cell costimulationG:9606:CD4 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04640-&&-Hematopoietic cell lineageCD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD4CD4 FALSE CD4
taxon:9606 144907 1902 RBM14-RBM4 readthroughgene G:9606:RBM14-RBM4 RBM14-RBM4Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM14-RBM4RBM14-RBM4 FALSE RBM14-RBM4
taxon:9606 181774 1902 CD3d moleculegene biological_process-&-1&-GO:0031295-&&-T cell costimulation-%%-GO:0061024-&&-membrane organization-%%-GO:0030217-&&-T cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0050776-&&-regulation of immune response-%%-GO:0045059-&&-positive thymic T cell selection|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0030665-&&-clathrin-coated vesicle membrane-%%-GO:0042105-&&-alpha-beta T cell receptor complex-%%-GO:0042101-&&-T cell receptor complex|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0004888-&&-transmembrane signaling receptor activity-%%-GO:0003713-&&-transcription coactivator activityG:9606:CD3D KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04640-&&-Hematopoietic cell lineageCD3D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD3DCD3D FALSE CD3D
taxon:9606 181772 1902 CD3g moleculegene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0006461-&&-protein complex assembly-%%-GO:0031295-&&-T cell costimulation-%%-GO:0015031-&&-protein transport-%%-GO:0061024-&&-membrane organization-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0070228-&&-regulation of lymphocyte apoptotic process-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0050776-&&-regulation of immune response-%%-GO:0007163-&&-establishment or maintenance of cell polarity-%%-GO:0042110-&&-T cell activation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030665-&&-clathrin-coated vesicle membrane-%%-GO:0042105-&&-alpha-beta T cell receptor complex-%%-GO:0042101-&&-T cell receptor complex-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0030159-&&-receptor signaling complex scaffold activity-%%-GO:0004888-&&-transmembrane signaling receptor activity-%%-GO:00426G:9606:CD3G KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04640-&&-Hematopoietic cell lineageCD3G Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD3GCD3G FALSE CD3G
taxon:9606 173581 1902 DENN domain containing 5Agene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0050982-&&-detection of mechanical stimulus-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0030904-&&-retromer complex-%%-GO:0005802-&&-trans-Golgi network|molecular_function-&-1&-GO:0017112-&&-Rab guanyl-nucleotide exchange factor activity-%%-GO:0017137-&&-Rab GTPase binding-%%-GO:0005262-&&-calcium channel activityG:9606:DENND5A DENND5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DENND5ADENND5A FALSE DENND5A
taxon:9606 169491 1902 zinc finger CCCH-type containing, antiviral 1gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0061014-&&-positive regulation of mRNA catabolic process-%%-GO:0009615-&&-response to virus-%%-GO:0051607-&&-defense response to virus-%%-GO:0039507-&&-suppression by virus of host molecular function-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0071360-&&-cellular response to exogenous dsRNA|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005764-&&-lysosome-%%-GO:0005770-&&-late endosome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003950-&&-NAD+ ADP-ribosyltransferase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:ZC3HAV1 ZC3HAV1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZC3HAV1ZC3HAV1 FALSE ZC3HAV1
taxon:9606 177687 1902 serine and arginine rich splicing factor 6gene biological_process-&-1&-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0060501-&&-positive regulation of epithelial cell proliferation involved in lung morphogenesis-%%-GO:0061041-&&-regulation of wound healing-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:2000675-&&-negative regulation of type B pancreatic cell apoptotic process-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0010837-&&-regulation of keratinocyte proliferation-%%-GO:0045617-&&-negative regulation of keratinocyte differentiation-%%-GO:0006376-&&-mRNA splice site selection-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0032868-&&-response to insulin-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplG:9606:SRSF6 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03040-&&-SpliceosomeSRSF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRSF6SRSF6 FALSE SRSF6
taxon:9606 181781 1902 chaperonin containing TCP1 subunit 6Agene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005832-&&-chaperonin-containing T-complex-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005874-&&-microtubule-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0044183-&&-protein binding involved in protein folding-%%-GO:0005515-&&-protein binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0071987-&&-WD40-repeat domain bindingG:9606:CCT6A CCT6A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT6ACCT6A FALSE CCT6A
taxon:9606 181787 1902 cyclin G1 gene biological_process-&-1&-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CCNG1 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathwayCCNG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNG1CCNG1 FALSE CCNG1
taxon:9606 177688 1902 serine and arginine rich splicing factor 5gene biological_process-&-1&-GO:0006376-&&-mRNA splice site selection-%%-GO:0033120-&&-positive regulation of RNA splicing-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0009611-&&-response to wounding-%%-GO:0097421-&&-liver regeneration-%%-GO:0006397-&&-mRNA processing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0050733-&&-RS domain binding-%%-GO:0043422-&&-protein kinase B binding-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:SRSF5 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03040-&&-SpliceosomeSRSF5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRSF5SRSF5 FALSE SRSF5
taxon:9606 181785 1902 cyclin H gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045737-&&-positive regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:1901409-&&-positive regulation of phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006363-&&-termination of RNA polymerase I transcription-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0045944-&&-positive regulation of transcriptiG:9606:CCNH KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsCCNH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNHCCNH FALSE CCNH
taxon:9606 173598 1902 family with sequence similarity 175 member Bgene biological_process-&-1&-GO:0008608-&&-attachment of spindle microtubules to kinetochore-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0051301-&&-cell division-%%-GO:0000278-&&-mitotic cell cycle-%%-GO:0007059-&&-chromosome segregation-%%-GO:0070536-&&-protein K63-linked deubiquitination-%%-GO:0002931-&&-response to ischemia|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0031616-&&-spindle pole centrosome-%%-GO:0036449-&&-microtubule minus-end-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0070552-&&-BRISC complex|molecular_function-&-1&-GO:0031593-&&-polyubiquitin binding-%%-GO:0008017-&&-microtubule bindingG:9606:FAM175B FAM175B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAM175BFAM175B FALSE FAM175B
taxon:9606 177694 1902 secreted frizzled related protein 4gene biological_process-&-1&-GO:0060349-&&-bone morphogenesis-%%-GO:2000119-&&-negative regulation of sodium-dependent phosphate transport-%%-GO:0009725-&&-response to hormone-%%-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0030510-&&-regulation of BMP signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0045606-&&-positive regulation of epidermal cell differentiation-%%-GO:0055062-&&-phosphate ion homeostasis-%%-GO:0030154-&&-cell differentiation-%%-GO:2000051-&&-negative regulation of non-canonical Wnt signaling pathway-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:1902174-&&-positive regulation of keratinocyte apoptotiG:9606:SFRP4 KEGG-&-1&-hsa04310-&&-Wnt signaling pathwaySFRP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SFRP4SFRP4 FALSE SFRP4
taxon:9606 177692 1902 serine and arginine rich splicing factor 1gene biological_process-&-1&-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0006376-&&-mRNA splice site selection-%%-GO:0033120-&&-positive regulation of RNA splicing-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0097421-&&-liver regeneration-%%-GO:0000395-&&-mRNA 5'-splice site recognition-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0048709-&&-oligodendrocyte differentiation-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0035145-&&-exon-exon junction complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0043G:9606:SRSF1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa03040-&&-SpliceosomeSRSF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRSF1SRSF1 FALSE SRSF1
taxon:9606 181789 1902 cyclin E1 gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:1903827-&&-regulation of cellular protein localization-%%-GO:0000723-&&-telomere maintenance-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051301-&&-cell division-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007129-&&-synapsis-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006270-&&-DNA replication initiation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0051726-&&-regulation of cell cycle|cellular_component-&-1&-GO:0097134-&&-cyclin E1-CDK2 complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0016538-&&-cyclin-dependent protein serine/threonG:9606:CCNE1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05162-&&-Measles-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04114-&&-Oocyte meiosis-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04934-&&-Cushing syndrome-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05200-&&-Pathways in cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05215-&&-Prostate cancerCCNE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNE1CCNE1 FALSE CCNE1
taxon:9606 181794 1902 cyclin C gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045737-&&-positive regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:1901409-&&-positive regulation of phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016592-&&-mediator complex-%%-GO:0000307-&&-cyclin-dependent protein kinase holoenzyme complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0016538-&&-cyclin-dependent protein serine/threonine kinase regulator activity-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005515-&&-protein bindingG:9606:CCNC CCNC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNCCCNC FALSE CCNC
taxon:9606 181795 1902 cyclin B1 gene biological_process-&-1&-GO:0042246-&&-tissue regeneration-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0090266-&&-regulation of mitotic cell cycle spindle assembly checkpoint-%%-GO:0033129-&&-positive regulation of histone phosphorylation-%%-GO:0001556-&&-oocyte maturation-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0071283-&&-cellular response to iron(III) ion-%%-GO:0051439-&&-regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0060045-&&-positive regulation of cardiac muscle cell proliferation-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0007283-&&-spermatogenesis-%%-GO:0071456-&&-cellulaG:9606:CCNB1 KEGG-&-1&-hsa04218-&&-Cellular senescence-%%-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04068-&&-FoxO signaling pathwayCCNB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNB1CCNB1 FALSE CCNB1
taxon:9606 169507 1902 A-kinase interacting protein 1gene biological_process-&-1&-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:1901222-&&-regulation of NIK/NF-kappaB signaling|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:AKIP1 AKIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKIP1AKIP1 FALSE AKIP1
taxon:9606 169504 1902 nuclear receptor interacting protein 3gene biological_process-&-1&-GO:0006508-&&-proteolysis|molecular_function-&-1&-GO:0004190-&&-aspartic-type endopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:NRIP3 NRIP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRIP3NRIP3 FALSE NRIP3
taxon:9606 177697 1902 splicing factor proline and glutamine richgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1902177-&&-positive regulation of oxidative stress-induced intrinsic apoptotic signaling pathway-%%-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0042754-&&-negative regulation of circadian rhythm-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045876-&&-positive regulation of sister chromatid cohesion-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0048511-&&-rhythmic process-%%-GO:0008380-&&-RNA splicing-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0006397-&&-mRNA processing-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0090575-&&-RNA polymerase II transcription factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016607-&&-nG:9606:SFPQ SFPQ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SFPQSFPQ FALSE SFPQ
taxon:9606 173606 1902 myosin phosphatase Rho interacting proteingene cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:MPRIP MPRIP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MPRIPMPRIP FALSE MPRIP
taxon:9606 181796 1902 cyclin A2 gene biological_process-&-1&-GO:0071373-&&-cellular response to luteinizing hormone stimulus-%%-GO:0044843-&&-cell cycle G1/S phase transition-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0036120-&&-cellular response to platelet-derived growth factor stimulus-%%-GO:0051301-&&-cell division-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0033762-&&-response to glucagon-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0010389-&&-regulation of G2/M transition of mitotic cell cycle-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:1990314-&&-cellular response to insulin-like growth factor stimulus-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0044320-&&-cellular response to leptin stimulus-%%-GO:0016032-&&-viral process-%%-GO:0071314-&&-cellular response to cocaine-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0071732-&&-ceG:9606:CCNA2 KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04218-&&-Cellular senescence-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05169-&&-Epstein-Barr virus infectionCCNA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCNA2CCNA2 FALSE CCNA2
taxon:9606 177700 1902 SET nuclear proto-oncogenegene biological_process-&-1&-GO:0006913-&&-nucleocytoplasmic transport-%%-GO:0006260-&&-DNA replication-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:0035067-&&-negative regulation of histone acetylation-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0016032-&&-viral process-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0043488-&&-regulation of mRNA stability|cellular_component-&-1&-GO:0005811-&&-lipid particle-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone binding-%%-GO:0004864-&&-protein phosphatase inhibitor activity-%%-GO:0019888-&&-protein phosphatase regulator activityG:9606:SET SET Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SETSET FALSE SET
taxon:9606 169509 1902 mucin 13, cell surface associatedgene biological_process-&-1&-GO:0016266-&&-O-glycan processing-%%-GO:0030277-&&-maintenance of gastrointestinal epithelium-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005796-&&-Golgi lumen|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activityG:9606:MUC13 MUC13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MUC13MUC13 FALSE MUC13
taxon:9606 173605 1902 nucleoporin 205gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0051292-&&-nuclear pore complex assembly-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0006913-&&-nucleocytoplasmic transport-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006409-&&-tRNA export from nucleus-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0010827-&&-regulation of glucose transport-%%-GO:0019083-&&-viral transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016020-&&-membrane-%%-GO:0005635-&&-nuclear envelope-%%-GO:0034399-&&-nuclear periphery-%%-GO:0044611-&&-nuclear pore inner ring|molecular_function-&-1&-GO:0017056-&&-structural constituent of nuclear pore-%%-GO:0005515-&&-protein bindingG:9606:NUP205 KEGG-&-1&-hsa03013-&&-RNA transportNUP205 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUP205NUP205 FALSE NUP205
taxon:9606 177711 1902 semaphorin 3Fgene biological_process-&-1&-GO:0021612-&&-facial nerve structural organization-%%-GO:0021675-&&-nerve development-%%-GO:1902285-&&-semaphorin-plexin signaling pathway involved in neuron projection guidance-%%-GO:0007411-&&-axon guidance-%%-GO:0048846-&&-axon extension involved in axon guidance-%%-GO:0097491-&&-sympathetic neuron projection guidance-%%-GO:1902287-&&-semaphorin-plexin signaling pathway involved in axon guidance-%%-GO:0021785-&&-branchiomotor neuron axon guidance-%%-GO:0021637-&&-trigeminal nerve structural organization-%%-GO:0048843-&&-negative regulation of axon extension involved in axon guidance-%%-GO:0050919-&&-negative chemotaxis-%%-GO:0061549-&&-sympathetic ganglion development-%%-GO:1901166-&&-neural crest cell migration involved in autonomic nervous system development-%%-GO:0036486-&&-ventral trunk neural crest cell migration-%%-GO:0097490-&&-sympathetic neuron projection extension|cellular_component-&-1&-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0045499-&&-chemorepellentG:9606:SEMA3F KEGG-&-1&-hsa04360-&&-Axon guidanceSEMA3F Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEMA3FSEMA3F FALSE SEMA3F
taxon:9606 169516 1902 tripartite motif containing 39gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:2001235-&&-positive regulation of apoptotic signaling pathway-%%-GO:0016567-&&-protein ubiquitination-%%-GO:2000059-&&-negative regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0016740-&&-transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TRIM39 TRIM39 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM39TRIM39 FALSE TRIM39
taxon:9606 173612 1902 septin 6 gene biological_process-&-1&-GO:0000910-&&-cytokinesis-%%-GO:0007283-&&-spermatogenesis-%%-GO:0016032-&&-viral process-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0031105-&&-septin complex-%%-GO:0005819-&&-spindle-%%-GO:0032154-&&-cleavage furrow-%%-GO:0005940-&&-septin ring-%%-GO:0032173-&&-septin collar-%%-GO:0030496-&&-midbody-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0043679-&&-axon terminus-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0097227-&&-sperm annulus|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein bindingG:9606:SEPT6 KEGG-&-1&-hsa05100-&&-Bacterial invasion of epithelial cellsSep-06 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEPT6Sep-06 FALSE Sep-06
taxon:9606 173613 1902 chloride channel CLIC like 1gene biological_process-&-1&-GO:1902476-&&-chloride transmembrane transport|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0034707-&&-chloride channel complex-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0005254-&&-chloride channel activityG:9606:CLCC1 CLCC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLCC1CLCC1 FALSE CLCC1
taxon:9606 181811 1902 Cbl proto-oncogenegene biological_process-&-1&-GO:0014823-&&-response to activity-%%-GO:0043303-&&-mast cell degranulation-%%-GO:0061024-&&-membrane organization-%%-GO:0036120-&&-cellular response to platelet-derived growth factor stimulus-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0070997-&&-neuron death-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0045742-&&-positive regulation of epidermal growth factor receptor signaling pathway-%%-GO:0045471-&&-response to ethanol-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0042594-&&-response to starvation-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0090650-&&-cellular response to oxygen-glucose deprivation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0016567-&&-protein ubiquitination-%%-GO:G:9606:CBL KEGG-&-1&-hsa04012-&&-ErbB signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04144-&&-Endocytosis-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05220-&&-Chronic myeloid leukemiaCBL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CBLCBL FALSE CBL
taxon:9606 181808 1902 serpin family H member 1gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0003433-&&-chondrocyte development involved in endochondral bone morphogenesis-%%-GO:0051604-&&-protein maturation-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0030199-&&-collagen fibril organization-%%-GO:0032964-&&-collagen biosynthetic process|cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0005615-&&-extracellular space-%%-GO:0005793-&&-endoplasmic reticulum-Golgi intermediate compartment|molecular_function-&-1&-GO:0005518-&&-collagen binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0003723-&&-RNA bindingG:9606:SERPINH1 SERPINH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SERPINH1SERPINH1 FALSE SERPINH1
taxon:9606 169525 1902 BRCA2 and CDKN1A interacting proteingene biological_process-&-1&-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0061101-&&-neuroendocrine cell differentiation-%%-GO:0007049-&&-cell cycle-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0019908-&&-nuclear cyclin-dependent protein kinase holoenzyme complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0019207-&&-kinase regulator activityG:9606:BCCIP BCCIP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCCIPBCCIP FALSE BCCIP
taxon:9606 181818 1902 runt related transcription factor 2gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0030182-&&-neuron differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0002063-&&-chondrocyte development-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0001503-&&-ossification-%%-GO:0002076-&&-osteoblast development-%%-GO:0030217-&&-T cell differentiation-%%-GO:0040036-&&-regulation of fibroblast growth factor receptor signaling pathway-%%-GO:0042487-&&-regulation of odontogenesis of dentin-containing tooth-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0002062-&&-chondrocyte differentiation-%%-GO:0045879-&&-negative regulation of smoothened signaling pathway-%%-GO:0001958-&&-endochondral ossification-%%-GO:0030097-&&-hemopoiesis-%%-GO:0045595G:9606:RUNX2 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionRUNX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RUNX2RUNX2 FALSE RUNX2
taxon:9606 181817 1902 runt related transcription factor 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0001503-&&-ossification-%%-GO:0071425-&&-hematopoietic stem cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030097-&&-hemopoiesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0048935-&&-peripheral nervous system neuron development-%%-GO:0030854-&&-positive regulation of granulocyte differentiation-%%-GO:0032743-&&-positive regulation of interleukin-2 production-%%-GO:0002062-&&-chondrocyte differentiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription reG:9606:RUNX1 KEGG-&-1&-hsa04530-&&-Tight junction-%%-hsa05200-&&-Pathways in cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemiaRUNX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RUNX1RUNX1 FALSE RUNX1
taxon:9606 165433 1902 ring finger protein 166gene biological_process-&-1&-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0000209-&&-protein polyubiquitination|cellular_component-&-1&-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0031624-&&-ubiquitin conjugating enzyme bindingG:9606:RNF166 RNF166 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF166RNF166 FALSE RNF166
taxon:9606 169534 1902 matrix metallopeptidase 26gene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0030574-&&-collagen catabolic process|cellular_component-&-1&-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004222-&&-metalloendopeptidase activityG:9606:MMP26 MMP26 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP26MMP26 FALSE MMP26
taxon:9606 177727 1902 syntaxin 1A gene biological_process-&-1&-GO:0014047-&&-glutamate secretion-%%-GO:0048278-&&-vesicle docking-%%-GO:0072657-&&-protein localization to membrane-%%-GO:2000463-&&-positive regulation of excitatory postsynaptic potential-%%-GO:0031629-&&-synaptic vesicle fusion to presynaptic active zone membrane-%%-GO:0009629-&&-response to gravity-%%-GO:0033605-&&-positive regulation of catecholamine secretion-%%-GO:0016081-&&-synaptic vesicle docking-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0001956-&&-positive regulation of neurotransmitter secretion-%%-GO:0032940-&&-secretion by cell-%%-GO:0007269-&&-neurotransmitter secretion-%%-GO:0010807-&&-regulation of synaptic vesicle priming-%%-GO:0045956-&&-positive regulation of calcium ion-dependent exocytosis-%%-GO:0010701-&&-positive regulation of norepinephrine secretion-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0065009-&&-regulation of molecular function|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0008076G:9606:STX1A KEGG-&-1&-hsa04130-&&-SNARE interactions in vesicular transport-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa05031-&&-Amphetamine addiction-%%-hsa04911-&&-Insulin secretionSTX1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STX1ASTX1A FALSE STX1A
taxon:9606 177724 1902 syntaxin 5 gene biological_process-&-1&-GO:0048278-&&-vesicle docking-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0006906-&&-vesicle fusion-%%-GO:0090166-&&-Golgi disassembly-%%-GO:1903358-&&-regulation of Golgi organization-%%-GO:0034498-&&-early endosome to Golgi transport-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0048280-&&-vesicle fusion with Golgi apparatus-%%-GO:0042147-&&-retrograde transport, endosome to Golgi|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0012507-&&-ER to Golgi transport vesicle membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0031982-&&-vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0033116-&&-endoplasmic reticulum-Golgi intermediate compartment membrane-%%-GO:0031201-&&-SNARE complex-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindG:9606:STX5 KEGG-&-1&-hsa04130-&&-SNARE interactions in vesicular transportSTX5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STX5STX5 FALSE STX5
taxon:9606 181821 1902 caveolin 1 gene biological_process-&-1&-GO:0030857-&&-negative regulation of epithelial cell differentiation-%%-GO:0007595-&&-lactation-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0070836-&&-caveola assembly-%%-GO:0098909-&&-regulation of cardiac muscle cell action potential involved in regulation of contraction-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0008104-&&-protein localization-%%-GO:0086098-&&-angiotensin-activated signaling pathway involved in heart process-%%-GO:0044860-&&-protein localization to plasma membrane raft-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:2000535-&&-regulation of entry of bacterium into host cell-%%-GO:0032507-&&-maintenance of protein location in cell-%%-GO:1900085-&&-negative regulation of peptidyl-tyrosine autophosphorylation-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0060056-&&-mammary gland involution-%%-GO:000G:9606:CAV1 KEGG-&-1&-hsa05416-&&-Viral myocarditis-%%-hsa04510-&&-Focal adhesion-%%-hsa04144-&&-Endocytosis-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05205-&&-Proteoglycans in cancerCAV1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAV1CAV1 FALSE CAV1
taxon:9606 173635 1902 erythrocyte membrane protein band 4.1 like 3gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0002175-&&-protein localization to paranode region of axon-%%-GO:0030865-&&-cortical cytoskeleton organization-%%-GO:0031032-&&-actomyosin structure organization-%%-GO:0030913-&&-paranodal junction assembly-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0071205-&&-protein localization to juxtaparanode region of axon-%%-GO:0007016-&&-cytoskeletal anchoring at plasma membrane-%%-GO:0008150-&&-biological_process-%%-GO:0072659-&&-protein localization to plasma membrane-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0043217-&&-myelin maintenance-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0030866-&&-cortical actin cytoskeleton organization|cellular_component-&-1&-GO:0005911-&&-cell-cell junction-%%-GO:0005886-&&-plasma membrane-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0014069-&&-postsynaptic density-%%-GO:0005856-&&-cytoskeleton-%%-GO:0030673-&&-axolemma-%%-GO:0033270-&&-paranode region of axon-%%-GO:0005829-&&-cytosol-%%-GO:G:9606:EPB41L3 EPB41L3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPB41L3EPB41L3 FALSE EPB41L3
taxon:9606 173638 1902 RAD54-like 2 (S. cerevisiae)gene cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004386-&&-helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:RAD54L2 RAD54L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAD54L2RAD54L2 FALSE RAD54L2
taxon:9606 181830 1902 caspase 7 gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0006508-&&-proteolysis-%%-GO:0008635-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process by cytochrome c|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004197-&&-cysteine-type endopeptidase activity-%%-GO:0008233-&&-peptidase activity-%%-GO:0097200-&&-cysteine-type endopeptidase activity involved in execution phase of apoptosis-%%-GO:0005515-&&-protein binding-%%-GO:0008234-&&-cysteine-type peptidase activityG:9606:CASP7 KEGG-&-1&-hsa05133-&&-Pertussis-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05134-&&-Legionellosis-%%-hsa05010-&&-Alzheimer disease-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04215-&&-Apoptosis - multiple speciesCASP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASP7CASP7 FALSE CASP7
taxon:9606 173639 1902 G-patch domain containing 8gene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:GPATCH8 GPATCH8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPATCH8GPATCH8 FALSE GPATCH8
taxon:9606 177732 1902 serine/threonine kinase 11gene biological_process-&-1&-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0001944-&&-vasculature development-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0030010-&&-establishment of cell polarity-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0048814-&&-regulation of dendrite morphogenesis-%%-GO:0051896-&&-regulation of protein kinase B signaling-%%-GO:0030154-&&-cell differentiation-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0051055-&&-negative regulation of lipid biosynthetic process-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006468-&&-protein phosphoG:9606:STK11 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04530-&&-Tight junction-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa04068-&&-FoxO signaling pathwaySTK11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STK11STK11 FALSE STK11
taxon:9606 161348 1902 histone cluster 2 H3 family member agene biological_process-&-1&-GO:0006325-&&-chromatin organization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone bindingG:9606:HIST2H3A KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST2H3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H3AHIST2H3A FALSE HIST2H3A
taxon:9606 181829 1902 caspase 8 gene biological_process-&-1&-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0097202-&&-activation of cysteine-type endopeptidase activity-%%-GO:0071550-&&-death-inducing signaling complex assembly-%%-GO:0036462-&&-TRAIL-activated apoptotic signaling pathway-%%-GO:0030225-&&-macrophage differentiation-%%-GO:0060715-&&-syncytiotrophoblast cell differentiation involved in labyrinthine layer development-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0006915-&&-apoptotic process-%%-GO:0039650-&&-suppression by virus of host cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0045471-&&-response to ethanol-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:004G:9606:CASP8 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05010-&&-Alzheimer disease-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa05016-&&-Huntington disease-%%-hsa04217-&&-Necroptosis-%%-hsa05134-&&-Legionellosis-%%-hsa05416-&&-Viral myocarditis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-HeCASP8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASP8CASP8 FALSE CASP8
taxon:9606 181834 1902 caspase 3 gene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0030182-&&-neuron differentiation-%%-GO:0007507-&&-heart development-%%-GO:0007611-&&-learning or memory-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0048011-&&-neurotrophin TRK receptor signaling pathway-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0030220-&&-platelet formation-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0032025-&&-response to cobalt ion-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0009749-&&-response to glucose-%%-GO:0042060-&&-wound healing-%%-GO:0043200-&&-response to amino acid-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0046677-&&-response to antibiotic-%%-GO:0008635-&&-activation of cysteine-type endopepG:9606:CASP3 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05012-&&-Parkinson disease-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa05133-&&-Pertussis-%%-hsa05016-&&-Huntington disease-%%-hsa05416-&&-Viral myocarditis-%%-hsa05134-&&-Legionellosis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05120-&&-Epithelial cell signaling iCASP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASP3CASP3 FALSE CASP3
taxon:9606 177736 1902 aurora kinase Agene biological_process-&-1&-GO:0009611-&&-response to wounding-%%-GO:1900195-&&-positive regulation of oocyte maturation-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0035404-&&-histone-serine phosphorylation-%%-GO:0051301-&&-cell division-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0007100-&&-mitotic centrosome separation-%%-GO:0032465-&&-regulation of cytokinesis-%%-GO:0045840-&&-positive regulation of mitotic nuclear division-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0009948-&&-anterior/posterior axis specification-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0007051-&&-spindle organization-%%-GO:0007052-&&-mitotic spindle organization-%%-GO:0097421-&&-liG:9606:AURKA KEGG-&-1&-hsa04114-&&-Oocyte meiosis-%%-hsa04914-&&-Progesterone-mediated oocyte maturationAURKA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AURKAAURKA FALSE AURKA
taxon:9606 177737 1902 serine/threonine kinase 4gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0001569-&&-branching involved in blood vessel morphogenesis-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0023014-&&-signal transduction by protein phosphorylation-%%-GO:0050821-&&-protein stabilization-%%-GO:0046621-&&-negative regulation of organ growth-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0060215-&&-primitive hemopoiesis-%%-GO:0001841-&&-neural tube formation-%%-GO:0003157-&&-endocardium development-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0060800-&&-regulation of cell differentiation involved in embryonic placenta development-%%-GO:0006468-&&-protein phosphorylation-%%-GO:1902043-&&-positive G:9606:STK4 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04068-&&-FoxO signaling pathwaySTK4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STK4STK4 FALSE STK4
taxon:9606 181838 1902 capping actin protein of muscle Z-line beta subunitgene biological_process-&-1&-GO:0007010-&&-cytoskeleton organization-%%-GO:0051016-&&-barbed-end actin filament capping-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0051490-&&-negative regulation of filopodium assembly-%%-GO:0022604-&&-regulation of cell morphogenesis-%%-GO:0010591-&&-regulation of lamellipodium assembly-%%-GO:0007596-&&-blood coagulation-%%-GO:0030036-&&-actin cytoskeleton organization|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0008290-&&-F-actin capping protein complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005884-&&-actin filament-%%-GO:0071203-&&-WASH complex-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0030017-&&-sarcomere|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0051015-&&-actin filament bindingG:9606:CAPZB KEGG-&-1&-hsa04144-&&-EndocytosisCAPZB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPZBCAPZB FALSE CAPZB
taxon:9606 177742 1902 sulfotransferase family 1E member 1gene biological_process-&-1&-GO:0050427-&&-3'-phosphoadenosine 5'-phosphosulfate metabolic process-%%-GO:0008210-&&-estrogen metabolic process-%%-GO:0008202-&&-steroid metabolic process-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0051923-&&-sulfation|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0050294-&&-steroid sulfotransferase activity-%%-GO:0005496-&&-steroid binding-%%-GO:0047894-&&-flavonol 3-sulfotransferase activity-%%-GO:0004062-&&-aryl sulfotransferase activity-%%-GO:0004304-&&-estrone sulfotransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008146-&&-sulfotransferase activityG:9606:SULT1E1 KEGG-&-1&-hsa00140-&&-Steroid hormone biosynthesisSULT1E1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SULT1E1SULT1E1 FALSE SULT1E1
taxon:9606 169551 1902 par-3 family cell polarity regulatorgene biological_process-&-1&-GO:0010801-&&-negative regulation of peptidyl-threonine phosphorylation-%%-GO:0070830-&&-bicellular tight junction assembly-%%-GO:0060341-&&-regulation of cellular localization-%%-GO:0022011-&&-myelination in peripheral nervous system-%%-GO:0090162-&&-establishment of epithelial cell polarity-%%-GO:0007205-&&-protein kinase C-activating G-protein coupled receptor signaling pathway-%%-GO:0008356-&&-asymmetric cell division-%%-GO:0006461-&&-protein complex assembly-%%-GO:0006612-&&-protein targeting to membrane-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0007049-&&-cell cycle-%%-GO:0007409-&&-axonogenesis-%%-GO:0031643-&&-positive regulation of myelination-%%-GO:0007163-&&-establishment or maintenance of cell polarity|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0033269-&&-internode region of axon-%%-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005911-&&-cell-cell junction-%%-GO:0005923-&&-bicellular tight junction-%G:9606:PARD3 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04520-&&-Adherens junction-%%-hsa04530-&&-Tight junction-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04144-&&-Endocytosis-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04360-&&-Axon guidancePARD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARD3PARD3 FALSE PARD3
taxon:9606 177743 1902 heat shock protein family A (Hsp70) member 13gene cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:HSPA13 HSPA13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA13HSPA13 FALSE HSPA13
taxon:9606 181836 1902 caspase 1 gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0071310-&&-cellular response to organic substance-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0050717-&&-positive regulation of interleukin-1 alpha secretion-%%-GO:0033198-&&-response to ATP-%%-GO:0007165-&&-signal transduction-%%-GO:0006508-&&-proteolysis-%%-GO:1901998-&&-toxin transport-%%-GO:0001666-&&-response to hypoxia-%%-GO:0032611-&&-interleukin-1 beta production-%%-GO:0070269-&&-pyroptosis-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0051882-&&-mitochondrial depolarization-%%-GO:0050718-&&-positive regulation of interleukin-1 beta secretion-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0016485-&&-protein processing-%%-GO:0060081G:9606:CASP1 KEGG-&-1&-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05134-&&-Legionellosis-%%-hsa05164-&&-Influenza A-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa05132-&&-Salmonella infectionCASP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASP1CASP1 FALSE CASP1
taxon:9606 181837 1902 cysteinyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006423-&&-cysteinyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activity-%%-GO:0000049-&&-tRNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0004817-&&-cysteine-tRNA ligase activity-%%-GO:0005515-&&-protein bindingG:9606:CARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisCARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CARSCARS FALSE CARS
taxon:9606 177747 1902 signal transducer and activator of transcription 6gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0002829-&&-negative regulation of type 2 immune response-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0035771-&&-interleukin-4-mediated signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007165-&&-signal transduction-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0048295-&&-positive regulation of isotype switching to IgE isotypes-%%-GO:0033598-&&-mammary gland epithelial cell proliferation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0002296-&&-T-helper 1 cell lineage commitment-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1902170-&&-cellular response to reactive nitrogen species-%%-GO:0060443-&&-mammary gland morphogenesis|cellular_component-&-1&-GO:0045121-&&-membrane raft-%%-GO:0031G:9606:STAT6 KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04217-&&-Necroptosis-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa05200-&&-Pathways in cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04630-&&-JAK-STAT signaling pathwaySTAT6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAT6STAT6 FALSE STAT6
taxon:9606 173648 1902 TGF-beta activated kinase 1/MAP3K7 binding protein 2gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0070423-&&-nucleotide-binding oligomerization domain containing signaling pathway-%%-GO:0007507-&&-heart development-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0007254-&&-JNK cascade-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0070530-&&-K63-linked polyubiquitin binding-%%-GO:0005515-&&-protein binding-%%-GO:0008270-&&-ziG:9606:TAB2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05140-&&-Leishmaniasis-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayTAB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAB2TAB2 FALSE TAB2
taxon:9606 177745 1902 staufen double-stranded RNA binding protein 1gene biological_process-&-1&-GO:0046726-&&-positive regulation by virus of viral protein levels in host cell-%%-GO:1900273-&&-positive regulation of long-term synaptic potentiation-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0045070-&&-positive regulation of viral genome replication|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005791-&&-rough endoplasmic reticulum-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0044297-&&-cell body-%%-GO:0016020-&&-membrane-%%-GO:0005875-&&-microtubule associated complex-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0043025-&&-neuronal cell body-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008157-&&-protein phosphatase 1 bindingG:9606:STAU1 STAU1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAU1STAU1 FALSE STAU1
taxon:9606 181841 1902 capping actin protein of muscle Z-line alpha subunit 1gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0006461-&&-protein complex assembly-%%-GO:0051016-&&-barbed-end actin filament capping-%%-GO:0007596-&&-blood coagulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005856-&&-cytoskeleton-%%-GO:0071203-&&-WASH complex-%%-GO:0008290-&&-F-actin capping protein complex-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:CAPZA1 KEGG-&-1&-hsa04144-&&-EndocytosisCAPZA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPZA1CAPZA1 FALSE CAPZA1
taxon:9606 165462 1902 musashi RNA binding protein 2gene biological_process-&-1&-GO:0048864-&&-stem cell development|cellular_component-&-1&-GO:0005844-&&-polysome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008266-&&-poly(U) RNA binding-%%-GO:0005515-&&-protein bindingG:9606:MSI2 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayMSI2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSI2MSI2 FALSE MSI2
taxon:9606 181847 1902 calpain 1 gene biological_process-&-1&-GO:0097264-&&-self proteolysis-%%-GO:0006508-&&-proteolysis-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0032801-&&-receptor catabolic process-%%-GO:0060056-&&-mammary gland involution-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:0070268-&&-cornification|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005764-&&-lysosome-%%-GO:0005576-&&-extracellular region-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0004175-&&-endopeptidase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0004198-&&-calcium-dependent cysteine-type endopeptidase activityG:9606:CAPN1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05010-&&-Alzheimer disease-%%-hsa04218-&&-Cellular senescence-%%-hsa04210-&&-ApoptosisCAPN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPN1CAPN1 FALSE CAPN1
taxon:9606 177751 1902 signal transducer and activator of transcription 3gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:1902728-&&-positive regulation of growth factor dependent skeletal muscle satellite cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0070102-&&-interleukin-6-mediated signaling pathway-%%-GO:0072540-&&-T-helper 17 cell lineage commitment-%%-GO:0007399-&&-nervous system development-%%-GO:0010730-&&-negative regulation of hydrogen peroxide biosynthetic process-%%-GO:0032355-&&-response to estradiol-%%-GO:0045820-&&-negative regulation of glycolytic process-%%-GO:0060397-&&-JAK-STAT cascade involved in growth hormone signaling pathway-%%-GO:0016032-&&-viral process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0046902-&&-regulation of mitochondrial membrane permeability-%%-GO:0042593-&&-glucose homeostasis-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:2001171-&&-positive regulation of ATP biosynthetic process-%%-GO:0019221-&&G:9606:STAT3 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05162-&&-Measles-%%-hsa04931-&&-Insulin resistance-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05163-&&STAT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAT3STAT3 FALSE STAT3
taxon:9606 173652 1902 cullin 9 gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0031461-&&-cullin-RING ubiquitin ligase complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:CUL9 CUL9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CUL9CUL9 FALSE CUL9
taxon:9606 181844 1902 calpain small subunit 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0006508-&&-proteolysis-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:0070268-&&-cornification|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0004175-&&-endopeptidase activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004198-&&-calcium-dependent cysteine-type endopeptidase activityG:9606:CAPNS1 CAPNS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPNS1CAPNS1 FALSE CAPNS1
taxon:9606 177748 1902 signal transducer and activator of transcription 5Bgene biological_process-&-1&-GO:0006573-&&-valine metabolic process-%%-GO:0048541-&&-Peyer's patch development-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0006105-&&-succinate metabolic process-%%-GO:0006107-&&-oxaloacetate metabolic process-%%-GO:0007595-&&-lactation-%%-GO:0046449-&&-creatinine metabolic process-%%-GO:0045647-&&-negative regulation of erythrocyte differentiation-%%-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0070672-&&-response to interleukin-15-%%-GO:0040014-&&-regulation of multicellular organism growth-%%-GO:0060397-&&-JAK-STAT cascade involved in growth hormone signaling pathway-%%-GO:0032355-&&-response to estradiol-%%-GO:0007565-&&-female pregnancy-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0007259-&&-JAK-STAT cascade-%%-GO:0038161-&&-prolactin signaling pathway-%%-GO:0070670-&&-response to interleukin-4-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0042448-&&-progesterone metabolic process-%%-GO:00061G:9606:STAT5B KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04217-&&-Necroptosis-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05221-&&-Acute myeloid leukemiaSTAT5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAT5BSTAT5B FALSE STAT5B
taxon:9606 177749 1902 signal transducer and activator of transcription 5Agene biological_process-&-1&-GO:0006573-&&-valine metabolic process-%%-GO:0019530-&&-taurine metabolic process-%%-GO:0006105-&&-succinate metabolic process-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0006107-&&-oxaloacetate metabolic process-%%-GO:0007595-&&-lactation-%%-GO:0046449-&&-creatinine metabolic process-%%-GO:0006101-&&-citrate metabolic process-%%-GO:0006549-&&-isoleucine metabolic process-%%-GO:0006103-&&-2-oxoglutarate metabolic process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006631-&&-fatty acid metabolic process-%%-GO:0040014-&&-regulation of multicellular organism growth-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0060397-&&-JAK-STAT cascade involved in growth hormone signaling pathway-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0000255-&&-allantoin metabolic process-%%-GO:0006600-&&-creatine metabolic process-%%-GO:0007259-&&-JAK-STAT cascade-%%-GO:0038161-&&-prolactin signaling pathway-%%-GOG:9606:STAT5A KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04217-&&-Necroptosis-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeloid leukemiaSTAT5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STAT5ASTAT5A FALSE STAT5A
taxon:9606 181845 1902 calpain 3 gene biological_process-&-1&-GO:0051592-&&-response to calcium ion-%%-GO:0014718-&&-positive regulation of satellite cell activation involved in skeletal muscle regeneration-%%-GO:0007165-&&-signal transduction-%%-GO:0043122-&&-regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0030239-&&-myofibril assembly-%%-GO:0006461-&&-protein complex assembly-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045214-&&-sarcomere organization-%%-GO:0071472-&&-cellular response to salt stress-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0070315-&&-G1 to G0 transition involved in cell differentiation-%%-GO:2001015-&&-negative regulation of skeletal muscle cell differentiation-%%-GO:0006915-&&-apoptotic process-%%-GO:0097264-&&-self proteolysis-%%-GO:0045862-&&-positive regulation of proteolysiG:9606:CAPN3 CAPN3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPN3CAPN3 FALSE CAPN3
taxon:9606 169563 1902 methylphosphate capping enzymegene biological_process-&-1&-GO:0016073-&&-snRNA metabolic process-%%-GO:0040031-&&-snRNA modification-%%-GO:1900087-&&-positive regulation of G1/S transition of mitotic cell cycle-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001510-&&-RNA methylation-%%-GO:0035562-&&-negative regulation of chromatin binding|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008173-&&-RNA methyltransferase activity-%%-GO:0008757-&&-S-adenosylmethionine-dependent methyltransferase activityG:9606:MEPCE MEPCE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEPCEMEPCE FALSE MEPCE
taxon:9606 181848 1902 capping actin protein, gelsolin likegene biological_process-&-1&-GO:0006461-&&-protein complex assembly-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0051016-&&-barbed-end actin filament capping-%%-GO:0071803-&&-positive regulation of podosome assembly|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0072686-&&-mitotic spindle-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0090543-&&-Flemming body-%%-GO:0008290-&&-F-actin capping protein complex-%%-GO:0005634-&&-nucleus-%%-GO:0042470-&&-melanosome-%%-GO:0005814-&&-centriole|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0032403-&&-protein complex binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:CAPG CAPG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAPGCAPG FALSE CAPG
taxon:9606 173657 1902 mitochondrial ribosomal protein S27gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MRPS27 MRPS27 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS27MRPS27 FALSE MRPS27
taxon:9606 181849 1902 calnexin gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0009306-&&-protein secretion-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0002474-&&-antigen processing and presentation of peptide antigen via MHC class I-%%-GO:0034975-&&-protein folding in endoplasmic reticulum-%%-GO:0007568-&&-aging-%%-GO:0048488-&&-synaptic vesicle endocytosis-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0072583-&&-clathrin-dependent endocytosis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0043197-&&-dendritic spine-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031012-&&-extracellular matrix-%%-GO:0030424-&&-axon-%%-GO:0005840-&&-ribosome-%%-GO:0032839-&&-dendrite cytoplasm-%%-GO:0042470-&&-melanosome-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005790-&&-smooth endoplasmic reticulum-%%-GO:0044233-&&-ER-mitochondrion membrane contact site-%%-GO:0005791-&&-rough endoplasmic reticulum-%%-GO:0071556-&&G:9606:CANX KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa04145-&&-PhagosomeCANX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CANXCANX FALSE CANX
taxon:9606 169566 1902 ring finger protein 20gene biological_process-&-1&-GO:0033523-&&-histone H2B ubiquitination-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1900364-&&-negative regulation of mRNA polyadenylation-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0010390-&&-histone monoubiquitination-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:2001168-&&-positive regulation of histone H2B ubiquitination-%%-GO:0031062-&&-positive regulation of histone methylation-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0033503-&&-HULC complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0002039-&&-p53 binding-%%-GO:0042393-&&-histone binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0004842-&&-ubiquitin-protein transferase activitG:9606:RNF20 RNF20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF20RNF20 FALSE RNF20
taxon:9606 177758 1902 suppression of tumorigenicity 13 (colon carcinoma) (Hsp70 interacting protein)gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0061084-&&-negative regulation of protein refolding-%%-GO:0070389-&&-chaperone cofactor-dependent protein refolding|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0032403-&&-protein complex binding-%%-GO:0051087-&&-chaperone binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0030674-&&-protein binding, bridging-%%-GO:0030544-&&-Hsp70 protein binding-%%-GO:0032564-&&-dATP binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:ST13 ST13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ST13ST13 FALSE ST13
taxon:9606 181855 1902 calcium/calmodulin dependent protein kinase II alphagene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0002931-&&-response to ischemia-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0048813-&&-dendrite morphogenesis-%%-GO:0046928-&&-regulation of neurotransmitter secretion-%%-GO:0030154-&&-cell differentiation-%%-GO:0010666-&&-positive regulation of cardiac muscle cell apoptotic process-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:1902108-&&-regulation of mitochondrial membrane permeability involved in apoptotic process-%%-GO:0051928-&&-positive regulation of calcium ion transport-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0048168-&&-regulation of neuronal synaptic plasticity-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0007399-&&-nervous system development-%%-GO:0006816-&&-calcium G:9606:CAMK2A KEGG-&-1&-hsa04725-&&-Cholinergic synapse-%%-hsa04114-&&-Oocyte meiosis-%%-hsa05214-&&-Glioma-%%-hsa04911-&&-Insulin secretion-%%-hsa04360-&&-Axon guidance-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa05200-&&-Pathways in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04740-&&-Olfactory transduction-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04713-&&-Circadian entrainment-%%-hsa04971-&&-Gastric acid secretion-%%-hsa04217-&&-Necroptosis-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04934-&&-Cushing syndrome-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa05031-&&-Amphetamine addiction-%%-hsa04720-&&-Long-term potentiation-%%CAMK2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAMK2ACAMK2A FALSE CAMK2A
taxon:9606 173660 1902 MCF.2 cell line derived transforming sequence-like 2gene biological_process-&-1&-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043547-&&-positive regulation of GTPase activity|molecular_function-&-1&-GO:0005089-&&-Rho guanyl-nucleotide exchange factor activityG:9606:MCF2L2 MCF2L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCF2L2MCF2L2 FALSE MCF2L2
taxon:9606 181858 1902 calreticulin gene biological_process-&-1&-GO:0022417-&&-protein maturation by protein folding-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0040020-&&-regulation of meiotic nuclear division-%%-GO:0002502-&&-peptide antigen assembly with MHC class I protein complex-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0002479-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent-%%-GO:0042493-&&-response to drug-%%-GO:0050766-&&-positive regulation of phagocytosis-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0033574-&&-response to testosterG:9606:CALR KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04145-&&-Phagosome-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05169-&&-Epstein-Barr virus infectionCALR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CALRCALR FALSE CALR
taxon:9606 173667 1902 tubulin tyrosine ligase like 5gene biological_process-&-1&-GO:0009566-&&-fertilization-%%-GO:0018095-&&-protein polyglutamylation-%%-GO:0007288-&&-sperm axoneme assembly-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060041-&&-retina development in camera-type eye|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005813-&&-centrosome-%%-GO:0005929-&&-cilium-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0016874-&&-ligase activityG:9606:TTLL5 TTLL5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TTLL5TTLL5 FALSE TTLL5
taxon:9606 181857 1902 calumenin gene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0042470-&&-melanosome-%%-GO:0005576-&&-extracellular region-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0016020-&&-membrane-%%-GO:0033018-&&-sarcoplasmic reticulum lumen|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion bindingG:9606:CALU CALU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CALUCALU FALSE CALU
taxon:9606 173670 1902 zinc finger protein 423gene biological_process-&-1&-GO:0030513-&&-positive regulation of BMP signaling pathway-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007399-&&-nervous system development-%%-GO:0030154-&&-cell differentiation-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZNF423 ZNF423 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF423ZNF423 FALSE ZNF423
taxon:9606 165477 1902 nitric oxide synthase traffickinggene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006897-&&-endocytosis-%%-GO:0050999-&&-regulation of nitric-oxide synthase activity-%%-GO:0007165-&&-signal transduction|cellular_component-&-1&-GO:0005856-&&-cytoskeleton-%%-GO:0005886-&&-plasma membrane-%%-GO:0005634-&&-nucleus-%%-GO:0030666-&&-endocytic vesicle membrane|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:NOSTRIN NOSTRIN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOSTRINNOSTRIN FALSE NOSTRIN
taxon:9606 177770 1902 somatostatin receptor 3gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0008628-&&-hormone-mediated apoptotic signaling pathway-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0021549-&&-cerebellum development-%%-GO:0007218-&&-neuropeptide signaling pathway-%%-GO:0007283-&&-spermatogenesis-%%-GO:0007268-&&-chemical synaptic transmission-%%-GO:0038170-&&-somatostatin signaling pathway-%%-GO:0007187-&&-G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger-%%-GO:0071385-&&-cellular response to glucocorticoid stimulus-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0042594-&&-response to starvation-%%-GO:0030900-&&-forebrain development|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0097730-&&-non-motile cilium-%%-GO:0043005-&&-neuron projection-%%-GO:0005737-&&-cytoplasm-%%-GO:0060170-&&-ciliary membrane|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0042923-&&-neuropeptG:9606:SSTR3 KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interactionSSTR3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SSTR3SSTR3 FALSE SSTR3
taxon:9606 181867 1902 caldesmon 1 gene biological_process-&-1&-GO:0006936-&&-muscle contraction-%%-GO:0006928-&&-movement of cell or subcellular component|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton-%%-GO:0030478-&&-actin cap-%%-GO:0030016-&&-myofibril-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0017022-&&-myosin binding-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0005523-&&-tropomyosin bindingG:9606:CALD1 KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contractionCALD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CALD1CALD1 FALSE CALD1
taxon:9606 165486 1902 ubiquitin like with PHD and ring finger domains 2gene biological_process-&-1&-GO:0030154-&&-cell differentiation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0090308-&&-regulation of methylation-dependent chromatin silencing-%%-GO:0010216-&&-maintenance of DNA methylation-%%-GO:0008283-&&-cell proliferation-%%-GO:0007049-&&-cell cycle-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0071158-&&-positive regulation of cell cycle arrest-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005720-&&-nuclear heterochromatin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042393-&&-histone binding-%%-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:UHRF2 UHRF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UHRF2UHRF2 FALSE UHRF2
taxon:9606 177774 1902 structure specific recognition protein 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006260-&&-DNA replication-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:SSRP1 SSRP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SSRP1SSRP1 FALSE SSRP1
taxon:9606 181875 1902 carbamoyl-phosphate synthetase 2, aspartate transcarbamylase, and dihydroorotasegene biological_process-&-1&-GO:0006228-&&-UTP biosynthetic process-%%-GO:0044205-&&-'de novo' UMP biosynthetic process-%%-GO:0007507-&&-heart development-%%-GO:0014075-&&-response to amine-%%-GO:0031000-&&-response to caffeine-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0007595-&&-lactation-%%-GO:0032868-&&-response to insulin-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0046134-&&-pyrimidine nucleoside biosynthetic process-%%-GO:0017144-&&-drug metabolic process-%%-GO:0006207-&&-'de novo' pyrimidine nucleobase biosynthetic process-%%-GO:0001889-&&-liver development-%%-GO:0007565-&&-female pregnancy-%%-GO:0019240-&&-citrulline biosynthetic process-%%-GO:0042594-&&-response to starvation-%%-GO:0051414-&&-response to cortisol-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0006541-&&-glutamine metabolic process-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0035690-&&-cellular response to drug-%%-GO:0033574-&&-response to testosterone|cellular_component-&-1&-GO:004G:9606:CAD KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00250-&&-Alanine, aspartate and glutamate metabolism-%%-hsa00240-&&-Pyrimidine metabolismCAD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CADCAD FALSE CAD
taxon:9606 173683 1902 HECT, C2 and WW domain containing E3 ubiquitin protein ligase 1gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0061630-&&-ubiquitin protein ligase activityG:9606:HECW1 HECW1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HECW1HECW1 FALSE HECW1
taxon:9606 173680 1902 ribosomal RNA processing 1Bgene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0010923-&&-negative regulation of phosphatase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030687-&&-preribosome, large subunit precursor-%%-GO:0005829-&&-cytosol-%%-GO:0000792-&&-heterochromatin-%%-GO:0005730-&&-nucleolus-%%-GO:0030688-&&-preribosome, small subunit precursor-%%-GO:0000791-&&-euchromatin|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:RRP1B RRP1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RRP1BRRP1B FALSE RRP1B
taxon:9606 173681 1902 SWAP switching B-cell complex subunit 70gene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0045190-&&-isotype switching-%%-GO:1902309-&&-negative regulation of peptidyl-serine dephosphorylation-%%-GO:0030835-&&-negative regulation of actin filament depolymerization-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0033633-&&-negative regulation of cell-cell adhesion mediated by integrin-%%-GO:0032233-&&-positive regulation of actin filament bundle assembly-%%-GO:0060754-&&-positive regulation of mast cell chemotaxis-%%-GO:0051017-&&-actin filament bundle assembly|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030027-&&-lamellipodium-%%-GO:0005737-&&-cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:SWAP70 SWAP70 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SWAP70SWAP70 FALSE SWAP70
taxon:9606 177781 1902 Sjogren syndrome antigen Bgene biological_process-&-1&-GO:0006400-&&-tRNA modification-%%-GO:1903608-&&-protein localization to cytoplasmic stress granule-%%-GO:0008334-&&-histone mRNA metabolic process-%%-GO:0075522-&&-IRES-dependent viral translational initiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0000049-&&-tRNA binding-%%-GO:0005515-&&-protein bindingG:9606:SSB KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosusSSB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SSBSSB FALSE SSB
taxon:9606 177785 1902 sex determining region Ygene biological_process-&-1&-GO:2000020-&&-positive regulation of male gonad development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007548-&&-sex differentiation-%%-GO:0030238-&&-male sex determination-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003705-&&-transcription factor activity, RNA polymerase II distal enhancer sequence-specific binding-%%-GO:0005516-&&-calmodulin binding-%%-GO:0008134-&&-transcription factor bindingG:9606:SRY SRY Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRYSRY FALSE SRY
taxon:9606 169598 1902 protocadherin alpha 4gene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0007399-&&-nervous system development-%%-GO:0007156-&&-homophilic cell adhesion via plasma membrane adhesion molecules|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0042802-&&-identical protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:PCDHA4 PCDHA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCDHA4PCDHA4 FALSE PCDHA4
taxon:9606 177788 1902 SRSF protein kinase 1gene biological_process-&-1&-GO:0035092-&&-sperm chromatin condensation-%%-GO:0045087-&&-innate immune response-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0016032-&&-viral process-%%-GO:0050684-&&-regulation of mRNA processing-%%-GO:0048024-&&-regulation of mRNA splicing, via spliceosome-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0007059-&&-chromosome segregation-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004672-&&-protein kinase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0004674-&&-protein serine/threonine kiG:9606:SRPK1 KEGG-&-1&-hsa05168-&&-Herpes simplex infectionSRPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRPK1SRPK1 FALSE SRPK1
taxon:9606 173696 1902 nuclear receptor coactivator 6gene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006281-&&-DNA repair-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0007420-&&-brain development-%%-GO:0042921-&&-glucocorticoid receptor signaling pathway-%%-GO:0007507-&&-heart development-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0006310-&&-DNA recombination-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006260-&&-DNA replication-%%-GO:0009725-&&-response to hormone|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005667-&&-transcription factor complex-%%-GO:0043231-&&-intracellular membraG:9606:NCOA6 NCOA6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA6NCOA6 FALSE NCOA6
taxon:9606 181889 1902 calcium voltage-gated channel subunit alpha1 Cgene biological_process-&-1&-GO:0002520-&&-immune system development-%%-GO:0043010-&&-camera-type eye development-%%-GO:0086012-&&-membrane depolarization during cardiac muscle cell action potential-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0007507-&&-heart development-%%-GO:0035585-&&-calcium-mediated signaling using extracellular calcium source-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0061577-&&-calcium ion transmembrane transport via high voltage-gated calcium channel-%%-GO:0060402-&&-calcium ion transport into cytosol-%%-GO:0086002-&&-cardiac muscle cell action potential involved in contraction-%%-GO:0098911-&&-regulation of ventricular cardiac muscle cell action potential-%%-GO:0086091-&&-regulation of heart rate by cardiac conduction-%%-GO:0061337-&&-cardiac conduction-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0086045-&&-membrane depolarization during AV node cell action potential-%%-GO:0098912-&&-membrane depolarization during atrial cardiac muscle cell action poG:9606:CACNA1C KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04727-&&-GABAergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04742-&&-Taste transduction-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04934-&&-Cushing syndrome-%%-hsa04726-&&-Serotonergic synapse-%%-hsa04930-&&-Type II diabetes mCACNA1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CACNA1CCACNA1C FALSE CACNA1C
taxon:9606 169614 1902 protocadherin beta 8gene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0007416-&&-synapse assembly-%%-GO:0007268-&&-chemical synaptic transmission-%%-GO:0007156-&&-homophilic cell adhesion via plasma membrane adhesion molecules|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0032391-&&-photoreceptor connecting cilium-%%-GO:0097381-&&-photoreceptor disc membrane|molecular_function-&-1&-GO:0042802-&&-identical protein binding-%%-GO:0005509-&&-calcium ion bindingG:9606:PCDHB8 PCDHB8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCDHB8PCDHB8 FALSE PCDHB8
taxon:9606 177808 1902 C-X-C motif chemokine ligand 12gene biological_process-&-1&-GO:0060326-&&-cell chemotaxis-%%-GO:0001764-&&-neuron migration-%%-GO:1903237-&&-negative regulation of leukocyte tethering or rolling-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0033603-&&-positive regulation of dopamine secretion-%%-GO:0009314-&&-response to radiation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0008344-&&-adult locomotory behavior-%%-GO:2000107-&&-negative regulation of leukocyte apoptotic process-%%-GO:0006952-&&-defense response-%%-GO:0006935-&&-chemotaxis-%%-GO:0090280-&&-positive regulation of calcium ion import-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0048842-&&-positive regulation of axon extension involved in axon guidance-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:0050918-&&-positive chemotaxis-%%-GO:1902230-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0045785-&&-positive rG:9606:CXCL12 KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa04360-&&-Axon guidanceCXCL12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXCL12CXCL12 FALSE CXCL12
taxon:9606 177809 1902 syndecan binding proteingene biological_process-&-1&-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0006612-&&-protein targeting to membrane-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0010862-&&-positive regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0010718-&&-positive regulation of epithelial to mesenchymal transition-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0007268-&&-chemical synaptic transmission-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:1903553-&&-positive regulation of extracellular exosome assembly-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0002091-&&-negative regulation of receptor internalization-%%-GO:0030307-&&-positive regulation of cell growth-G:9606:SDCBP SDCBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SDCBPSDCBP FALSE SDCBP
taxon:9606 181910 1902 formin like 1 gene biological_process-&-1&-GO:0051014-&&-actin filament severing-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0030866-&&-cortical actin cytoskeleton organization-%%-GO:0006929-&&-substrate-dependent cell migration|cellular_component-&-1&-GO:0005938-&&-cell cortex-%%-GO:0005829-&&-cytosol-%%-GO:0045335-&&-phagocytic vesicle-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0032059-&&-bleb-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005522-&&-profilin binding-%%-GO:0003674-&&-molecular_function-%%-GO:0051015-&&-actin filament binding-%%-GO:0005515-&&-protein binding-%%-GO:0048365-&&-Rac GTPase binding-%%-GO:0032794-&&-GTPase activating protein bindingG:9606:FMNL1 FMNL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FMNL1FMNL1 FALSE FMNL1
taxon:9606 173719 1902 lysine demethylase 1Agene biological_process-&-1&-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0033169-&&-histone H3-K9 demethylation-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0055001-&&-muscle cell development-%%-GO:2000179-&&-positive regulation of neural precursor cell proliferation-%%-GO:0035563-&&-positive regulation of chromatin binding-%%-GO:0060992-&&-response to fungicide-%%-GO:0051573-&&-negative regulation of histone H3-K9 methylation-%%-GO:0051572-&&-negative regulation of histone H3-K4 methylation-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0046886-&&-positive regulation of hormone biosynthetic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation-%%-GO:0010569-&&-regulation of double-strand G:9606:KDM1A KEGG-&-1&-hsa04714-&&-ThermogenesisKDM1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM1AKDM1A FALSE KDM1A
taxon:9606 181908 1902 pituitary tumor-transforming 1 interacting proteingene biological_process-&-1&-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:1902254-&&-negative regulation of intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:1903364-&&-positive regulation of cellular protein catabolic process-%%-GO:0006606-&&-protein import into nucleus|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0002039-&&-p53 binding-%%-GO:0005515-&&-protein bindingG:9606:PTTG1IP PTTG1IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTTG1IPPTTG1IP FALSE PTTG1IP
taxon:9606 173716 1902 microtubule associated serine/threonine kinase 3gene biological_process-&-1&-GO:0007010-&&-cytoskeleton organization-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0018105-&&-peptidyl-serine phosphorylation|cellular_component-&-1&-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0000287-&&-magnesium ion bindingG:9606:MAST3 MAST3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAST3MAST3 FALSE MAST3
taxon:9606 177819 1902 C-X-C motif chemokine ligand 6gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0006935-&&-chemotaxis-%%-GO:0002446-&&-neutrophil mediated immunity-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0090023-&&-positive regulation of neutrophil chemotaxis-%%-GO:0006955-&&-immune response-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0006954-&&-inflammatory response-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0042742-&&-defense response to bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008009-&&-chemokine activity-%%-GO:0008201-&&-heparin binding-%%-GO:0045236-&&-CXCR chemokine receptor bindingG:9606:CXCL6 KEGG-&-1&-hsa05133-&&-Pertussis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathwayCXCL6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXCL6CXCL6 FALSE CXCL6
taxon:9606 177817 1902 C-X-C motif chemokine ligand 5gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006954-&&-inflammatory response-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0006935-&&-chemotaxis-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0002446-&&-neutrophil mediated immunity-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0090023-&&-positive regulation of neutrophil chemotaxis-%%-GO:0006955-&&-immune response-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0008009-&&-chemokine activity-%%-GO:0045236-&&-CXCR chemokine receptor bindingG:9606:CXCL5 KEGG-&-1&-hsa05133-&&-Pertussis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04668-&&-TNF signaling pathwayCXCL5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXCL5CXCL5 FALSE CXCL5
taxon:9606 177823 1902 C-C motif chemokine ligand 22gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0009615-&&-response to virus-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0006955-&&-immune response-%%-GO:0048247-&&-lymphocyte chemotaxis-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:0006935-&&-chemotaxis|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008009-&&-chemokine activity-%%-GO:0048020-&&-CCR chemokine receptor bindingG:9606:CCL22 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathwayCCL22 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL22CCL22 FALSE CCL22
taxon:9606 165533 1902 oxysterol binding protein like 10gene biological_process-&-1&-GO:0015914-&&-phospholipid transport-%%-GO:0036150-&&-phosphatidylserine acyl-chain remodeling|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0015485-&&-cholesterol binding-%%-GO:0005548-&&-phospholipid transporter activity-%%-GO:0001786-&&-phosphatidylserine bindingG:9606:OSBPL10 OSBPL10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OSBPL10OSBPL10 FALSE OSBPL10
taxon:9606 173725 1902 small nuclear ribonucleoprotein U5 subunit 200gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0000354-&&-cis assembly of pre-catalytic spliceosome-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005682-&&-U5 snRNP-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0008026-&&-ATP-dependent helicase activity-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0042802-&&-identical protein bindingG:9606:SNRNP200 KEGG-&-1&-hsa03040-&&-SpliceosomeSNRNP200 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNRNP200SNRNP200 FALSE SNRNP200
taxon:9606 173730 1902 F-box protein 21gene biological_process-&-1&-GO:0000209-&&-protein polyubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:FBXO21 FBXO21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXO21FBXO21 FALSE FBXO21
taxon:9606 173728 1902 exosome component 7gene biological_process-&-1&-GO:0043488-&&-regulation of mRNA stability-%%-GO:0006401-&&-RNA catabolic process-%%-GO:0043928-&&-exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay-%%-GO:0090503-&&-RNA phosphodiester bond hydrolysis, exonucleolytic-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0000178-&&-exosome (RNase complex)-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0004532-&&-exoribonuclease activity-%%-GO:0000175-&&-3'-5'-exoribonuclease activity-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:EXOSC7 KEGG-&-1&-hsa03018-&&-RNA degradationEXOSC7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EXOSC7EXOSC7 FALSE EXOSC7
taxon:9606 177828 1902 C-C motif chemokine ligand 18gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0007154-&&-cell communication-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0009607-&&-response to biotic stimulus-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0006955-&&-immune response-%%-GO:0048247-&&-lymphocyte chemotaxis-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:0006935-&&-chemotaxis-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway|cellular_component-&-1&-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0008009-&&-chemokine activity-%%-GO:0005515-&&-protein binding-%%-GO:0048020-&&-CCR chemokine receptor bindingG:9606:CCL18 KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interactionCCL18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL18CCL18 FALSE CCL18
taxon:9606 177829 1902 C-C motif chemokine ligand 17gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0045662-&&-negative regulation of myoblast differentiation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0007275-&&-multicellular organism development-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0048247-&&-lymphocyte chemotaxis-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:0006935-&&-chemotaxis|cellular_component-&-1&-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0008009-&&-chemokine activity-%%-GO:0031729-&&-CCR4 chemokine receptor binding-%%-GO:0048020-&&-CCR chemokine receptor bindingG:9606:CCL17 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04657-&&-IL-17 signaling pathwayCCL17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL17CCL17 FALSE CCL17
taxon:9606 177835 1902 C-C motif chemokine ligand 8gene biological_process-&-1&-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0009615-&&-response to virus-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0006816-&&-calcium ion transport-%%-GO:0007165-&&-signal transduction-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006887-&&-exocytosis-%%-GO:0048247-&&-lymphocyte chemotaxis-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:0006935-&&-chemotaxis-%%-GO:1901741-&&-positive regulation of myoblast fusion-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0045663-&&-positive regulation of myoblast differentiation-%%-GO:0002548-&&-monocyte chemotaxis|cellular_component-&-1&-GO:00056G:9606:CCL8 KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interactionCCL8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL8CCL8 FALSE CCL8
taxon:9606 177833 1902 C-C motif chemokine ligand 13gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0070098-&&-chemokine-mediated signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0048247-&&-lymphocyte chemotaxis-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:0006935-&&-chemotaxis-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0048245-&&-eosinophil chemotaxis|cellular_component-&-1&-GO:0005623-&&-cell-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0005102-&&-receptor bindingG:9606:CCL13 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayCCL13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL13CCL13 FALSE CCL13
taxon:9606 173743 1902 centrosomal protein 152gene biological_process-&-1&-GO:0051298-&&-centrosome duplication-%%-GO:0098535-&&-de novo centriole assembly involved in multi-ciliated epithelial cell differentiation-%%-GO:0007099-&&-centriole replication-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0005829-&&-cytosol-%%-GO:0098536-&&-deuterosome-%%-GO:0000242-&&-pericentriolar material-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein bindingG:9606:CEP152 CEP152 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP152CEP152 FALSE CEP152
taxon:9606 177836 1902 C-C motif chemokine ligand 7gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0007165-&&-signal transduction-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006954-&&-inflammatory response-%%-GO:2000503-&&-positive regulation of natural killer cell chemotaxis-%%-GO:0006935-&&-chemotaxis-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0048245-&&-eosinophil chemotaxis-%%-GO:0070098-&&-chemokine-mediated signaling pathway|cellular_component-&-1&-GO:0005623-&&-cell-%%-GO:0005615-&&-extracellular space|molecG:9606:CCL7 KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04657-&&-IL-17 signaling pathwayCCL7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL7CCL7 FALSE CCL7
taxon:9606 177841 1902 C-C motif chemokine ligand 2gene biological_process-&-1&-GO:2000502-&&-negative regulation of natural killer cell chemotaxis-%%-GO:0043615-&&-astrocyte cell migration-%%-GO:0000165-&&-MAPK cascade-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:1905237-&&-response to cyclosporin A-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0071318-&&-cellular response to ATP-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0031663-&&-lipopolysaccharide-mediated signaling pathway-%%-GO:0071354-&&-cellular response to interleukin-6-%%-GO:0043491-&&-protein kinase B signaling-%%-GO:0043200-&&-response to amino acid-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0046677-&&-G:9606:CCL2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05164-&&-Influenza A-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05144-&&-Malaria-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04668-&&-TNF signaling pathwayCCL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCL2CCL2 FALSE CCL2
taxon:9606 181946 1902 BCL2, apoptosis regulatorgene biological_process-&-1&-GO:0030318-&&-melanocyte differentiation-%%-GO:0033033-&&-negative regulation of myeloid cell apoptotic process-%%-GO:0048753-&&-pigment granule organization-%%-GO:0071310-&&-cellular response to organic substance-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0043496-&&-regulation of protein homodimerization activity-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0042493-&&-response to drug-%%-GO:0014911-&&-positive regulation of smooth muscle cell migration-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0009636-&&-response to toxic substance-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0051607-&&-defense response to virus-%%-GO:0010523-&&-negative regulation of calcium ion transport into cG:9606:BCL2 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa01522-&&-Endocrine resistance-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05169-&&-EpsteBCL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCL2BCL2 FALSE BCL2
taxon:9606 181947 1902 cyclin D1 gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0051412-&&-response to corticosterone-%%-GO:0097421-&&-liver regeneration-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0051301-&&-cell division-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0007595-&&-lactation-%%-GO:0043627-&&-response to estrogen-%%-GO:0045737-&&-positive regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0010243-&&-response to organonitrogen compound-%%-GO:0045471-&&-response to ethanol-%%-GO:0045787-&&-positive regulation of cell cycle-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0033601-&&-positive regulation of mammary gland epithelial cell proliferation-%%-GO:0070141-&&-response to UV-A-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0010165-&&-response to X-ray-%%-GO:00G:9606:CCND1 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa01522-&&-Endocrine resistance-%%-hsa04218-&&-Cellular senescence-%%-hsa05162-&&-Measles-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05416-&&-Viral myocarditis-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05218-&&-Melanoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsaCCND1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCND1CCND1 FALSE CCND1
taxon:9606 173755 1902 ninein like gene biological_process-&-1&-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0045171-&&-intercellular bridge-%%-GO:0005829-&&-cytosol-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:NINL NINL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NINLNINL FALSE NINL
taxon:9606 181944 1902 BCL2 like 1 gene biological_process-&-1&-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0071312-&&-cellular response to alkaloid-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0007281-&&-germ cell development-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:0008283-&&-cell proliferation-%%-GO:0040007-&&-growth-%%-GO:0007283-&&-spermatogenesis-%%-GO:1902230-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0046902-&&-regulation of mitochondrial membrane permeability-%%-GO:0070584-&&-mitochondrion morphogenesis-%%-GO:0009566-&&-fertilization-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0000910-&&-cytokinesis-%%-GO:0001541-&&-ovariaG:9606:BCL2L1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04140-&&-Autophagy - animal-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04137-&&-Mitophagy - animal-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa05220-&&-Chronic myeloid leukemiaBCL2L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCL2L1BCL2L1 FALSE BCL2L1
taxon:9606 173753 1902 microtubule associated serine/threonine kinase 1gene biological_process-&-1&-GO:0007010-&&-cytoskeleton organization-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0018105-&&-peptidyl-serine phosphorylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0005622-&&-intracellular-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0000287-&&-magnesium ion binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005524-&&-ATP bindingG:9606:MAST1 MAST1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAST1MAST1 FALSE MAST1
taxon:9606 169663 1902 BAI1 associated protein 2 like 1gene biological_process-&-1&-GO:0009617-&&-response to bacterium-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0007009-&&-plasma membrane organization-%%-GO:0051764-&&-actin crosslink formation-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0051017-&&-actin filament bundle assembly-%%-GO:0046626-&&-regulation of insulin receptor signaling pathway-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0098609-&&-cell-cell adhesion|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0070064-&&-proline-rich region binding-%%-GO:0098641-&&-cadherin binding involved in cell-cell adhesion-%%-GO:0005515-&&-protein bindingG:9606:BAIAP2L1 BAIAP2L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAIAP2L1BAIAP2L1 FALSE BAIAP2L1
taxon:9606 173760 1902 PAX interacting protein 1gene biological_process-&-1&-GO:0001570-&&-vasculogenesis-%%-GO:1902749-&&-regulation of cell cycle G2/M phase transition-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0048304-&&-positive regulation of isotype switching to IgG isotypes-%%-GO:0060261-&&-positive regulation of transcription initiation from RNA polymerase II promoter-%%-GO:0000416-&&-positive regulation of histone H3-K36 methylation-%%-GO:2001022-&&-positive regulation of response to DNA damage stimulus-%%-GO:0006310-&&-DNA recombination-%%-GO:0060717-&&-chorion development-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0051571-&&-positive regulation of histone H3-K4 methylation-%%-GO:0060612-&&-adipose tissue development-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0045830-&&-positive regulation of isotype switching-%%-GO:0035066-&&-positive regulation of histonG:9606:PAXIP1 PAXIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAXIP1PAXIP1 FALSE PAXIP1
taxon:9606 173767 1902 tripartite motif containing 32gene biological_process-&-1&-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0050769-&&-positive regulation of neurogenesis-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0046716-&&-muscle cell cellular homeostasis-%%-GO:2000147-&&-positive regulation of cell motility-%%-GO:0061564-&&-axon development-%%-GO:1902187-&&-negative regulation of viral release from host cell-%%-GO:1903886-&&-positive regulation of chemokine (C-C motif) ligand 20 production-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:1902230-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0032897-&&-negative regulation of viral transcription-%%-GO:0009411-&&-response to UV-%%-GO:004G:9606:TRIM32 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisTRIM32 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM32TRIM32 FALSE TRIM32
taxon:9606 181959 1902 BCL2 antagonist/killer 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0010046-&&-response to mycotoxin-%%-GO:1900103-&&-positive regulation of endoplasmic reticulum unfolded protein response-%%-GO:0010225-&&-response to UV-C-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:0097202-&&-activation of cysteine-type endopeptidase activity-%%-GO:0009620-&&-response to fungus-%%-GO:0035108-&&-limb morphogenesis-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0001783-&&-B cell apoptotic process-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0010524-&&-positive regulation of calcium ion transport into cytosol-%%-GO:0043496-&&-regulation of protein homodimerization activity-%%-GO:0060068-&&-vagina development-%%-GO:0010248-&&-establishment or maintenance of transmembrane electrochemical gradient-%%-GO:0045471-&&-response to ethanol-%%-GO:0008283-&&-cell proliferation-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0070242-&&-thG:9606:BAK1 KEGG-&-1&-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05214-&&-Glioma-%%-hsa05216-&&-Thyroid cancer-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05218-&&-Melanoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05210-&&-Colorectal cancer-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa05213-&&-Endometrial cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05217BAK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAK1BAK1 FALSE BAK1
taxon:9606 161479 1902 histone cluster 2 H2A family member bgene biological_process-&-1&-GO:0006342-&&-chromatin silencing-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST2H2AB KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismHIST2H2AB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H2ABHIST2H2AB FALSE HIST2H2AB
taxon:9606 181956 1902 BCL2 associated X, apoptosis regulatorgene biological_process-&-1&-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:1900103-&&-positive regulation of endoplasmic reticulum unfolded protein response-%%-GO:0045136-&&-development of secondary sexual characteristics-%%-GO:0043497-&&-regulation of protein heterodimerization activity-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0043653-&&-mitochondrial fragmentation involved in apoptotic process-%%-GO:0043496-&&-regulation of protein homodimerization activity-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0060068-&&-vagina development-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0032976-&&-release of matrix enzymes from mitochondria-%%-GO:0034644-&&-cellular response to UV-%%-GO:0070242-&&-thymocyte apoptotic process-%%-GO:0009636-&&-response to toxic substance-%%-GO:0090200-&&-positive regulation of release of cytochrome c from mitochondria-%%-GO:0035234-&&-ectopic germ cell programmed cell death-%%-GO:0016032-&&-viral process-%%-GO:000154G:9606:BAX KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa01522-&&-Endocrine resistance-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa05214-&&-Glioma-%%-hsa05216-&&-Thyroid cancer-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05016-&&-Huntington disease-%%-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05020-&&-Prion diseasBAX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAXBAX FALSE BAX
taxon:9606 181957 1902 BRCA1 associated RING domain 1gene biological_process-&-1&-GO:0001894-&&-tissue homeostasis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0006260-&&-DNA replication-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0000729-&&-DNA double-strand break processing-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0046826-&&-negative regulation of protein export from nucleus-%%-GO:0085020-&&-protein K6-linked ubiquitination-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0000732-&&-strand displacement-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0042325-&&-regulation of phosphorylation-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0031441-&&-negative regulation of mRNA 3'-end processing|cellular_component-&-1&-GO:0031436-&&-BRCA1-BARD1 complex-%G:9606:BARD1 KEGG-&-1&-hsa03440-&&-Homologous recombinationBARD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BARD1BARD1 FALSE BARD1
taxon:9606 169669 1902 PDZ binding kinasegene biological_process-&-1&-GO:0007067-&&-mitotic nuclear division-%%-GO:0034644-&&-cellular response to UV-%%-GO:0032873-&&-negative regulation of stress-activated MAPK cascade-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0050728-&&-negative regulation of inflammatory response|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:PBK PBK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PBKPBK FALSE PBK
taxon:9606 177867 1902 serpin family B member 4gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0030162-&&-regulation of proteolysis-%%-GO:0010466-&&-negative regulation of peptidase activity-%%-GO:0042270-&&-protection from natural killer cell mediated cytotoxicity|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005622-&&-intracellular-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0002020-&&-protease binding-%%-GO:0019899-&&-enzyme bindingG:9606:SERPINB4 KEGG-&-1&-hsa05146-&&-AmoebiasisSERPINB4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SERPINB4SERPINB4 FALSE SERPINB4
taxon:9606 169672 1902 histone deacetylase 8gene biological_process-&-1&-GO:0071922-&&-regulation of cohesin loading-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0032204-&&-regulation of telomere maintenance-%%-GO:0006333-&&-chromatin assembly or disassembly-%%-GO:0006325-&&-chromatin organization-%%-GO:0070932-&&-histone H3 deacetylation|cellular_component-&-1&-GO:0000228-&&-nuclear chromosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000118-&&-histone deacetylase complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0030544-&&-Hsp70 protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0004407-&&-histone deacetylase activity-%%-GO:0008134-&&-transcription factor binding-%%-GO:0032041-&&-NAD-dependent histone deacetylase activitG:9606:HDAC8 KEGG-&-1&-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHDAC8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC8HDAC8 FALSE HDAC8
taxon:9606 181966 1902 BTB domain and CNC homolog 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000117-&&-regulation of transcription involved in G2/M transition of mitotic cell cycle-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006302-&&-double-strand break repair-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006310-&&-DNA recombination-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0031463-&&-Cul3-RING ubiquitin ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0001206-&&-transcriptional repressor activity, RNA polymerase II distal enhancer sequence-specG:9606:BACH1 BACH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BACH1BACH1 FALSE BACH1
taxon:9606 173772 1902 chaperonin containing TCP1 subunit 5gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere-%%-GO:1901998-&&-toxin transport-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0009615-&&-response to virus-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005874-&&-microtubule-%%-GO:0005832-&&-chaperonin-containing T-complex-%%-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005813-&&-centrosome-%%-GO:0044297-&&-cell body|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-pG:9606:CCT5 CCT5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT5CCT5 FALSE CCT5
taxon:9606 181964 1902 BCL2 associated athanogene 1gene biological_process-&-1&-GO:0050790-&&-regulation of catalytic activity-%%-GO:0006915-&&-apoptotic process-%%-GO:0070389-&&-chaperone cofactor-dependent protein refolding-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0000774-&&-adenyl-nucleotide exchange factor activity-%%-GO:0051087-&&-chaperone binding-%%-GO:0005057-&&-signal transducer activity, downstream of receptor-%%-GO:0005515-&&-protein bindingG:9606:BAG1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumBAG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAG1BAG1 FALSE BAG1
taxon:9606 173778 1902 SNW domain containing 1gene biological_process-&-1&-GO:0043923-&&-positive regulation by host of viral transcription-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0050769-&&-positive regulation of neurogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0070564-&&-positive regulation of vitamin D receptor signaling pathway-%%-GO:0051571-&&-positive regulation of histone H3-K4 methylation-%%-GO:0000350-&&-generation of catalytic spliceosome for second transesterification step-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0048384-&&-retinoic acid receptor signaling pathway-%%-GO:0048385-&&-regulation of retinoic acid receptor signaling pathway-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0048G:9606:SNW1 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa03040-&&-Spliceosome-%%-hsa05169-&&-Epstein-Barr virus infectionSNW1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNW1SNW1 FALSE SNW1
taxon:9606 161489 1902 dehydrogenase/reductase 4 like 2gene biological_process-&-1&-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0016491-&&-oxidoreductase activityG:9606:DHRS4L2 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00830-&&-Retinol metabolismDHRS4L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHRS4L2DHRS4L2 FALSE DHRS4L2
taxon:9606 177878 1902 spermidine/spermine N1-acetyltransferase 1gene biological_process-&-1&-GO:0032918-&&-spermidine acetylation-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0001525-&&-angiogenesis-%%-GO:0006596-&&-polyamine biosynthetic process-%%-GO:0046208-&&-spermine catabolic process-%%-GO:0009447-&&-putrescine catabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0004145-&&-diamine N-acetyltransferase activity-%%-GO:0019809-&&-spermidine binding-%%-GO:0005515-&&-protein bindingG:9606:SAT1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00330-&&-Arginine and proline metabolism-%%-hsa04216-&&-FerroptosisSAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SAT1SAT1 FALSE SAT1
taxon:9606 173782 1902 sirtuin 2 gene biological_process-&-1&-GO:0010801-&&-negative regulation of peptidyl-threonine phosphorylation-%%-GO:0007096-&&-regulation of exit from mitosis-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006476-&&-protein deacetylation-%%-GO:0051301-&&-cell division-%%-GO:0071872-&&-cellular response to epinephrine stimulus-%%-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:1900226-&&-negative regulation of NLRP3 inflammasome complex assembly-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0070446-&&-negative regulation of oligodendrocyte progenitor proliferation-%%-GO:0043491-&&-protein kinase B signaling-%%-GO:1900425-&&-negative regulation of defense response to bacterium-%%-GO:0006914-&&-autophagy-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0016458-&&-gene silencing-%%-GO:0031641-&&-regulation G:9606:SIRT2 SIRT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIRT2SIRT2 FALSE SIRT2
taxon:9606 177877 1902 SATB homeobox 1gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043367-&&-CD4-positive, alpha-beta T cell differentiation-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0008544-&&-epidermis development-%%-GO:0043374-&&-CD8-positive, alpha-beta T cell differentiation-%%-GO:0060004-&&-reflex-%%-GO:0016032-&&-viral process-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0050798-&&-activated T cell proliferation-%%-GO:0016571-&&-histone methylation-%%-GO:0006325-&&-chromatin organization|cellular_component-&-1&-GO:0005720-&&-nuclear heterochromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0016605-&&-PML body-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003690-&&-double-stranded DNA binding-%%-GO:0001227-&&-transcriptional repressor activity, RNA polymerase II transcription G:9606:SATB1 SATB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SATB1SATB1 FALSE SATB1
taxon:9606 173784 1902 RAB18, member RAS oncogene familygene biological_process-&-1&-GO:0071786-&&-endoplasmic reticulum tubular network organization-%%-GO:0061024-&&-membrane organization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007420-&&-brain development-%%-GO:0015031-&&-protein transport-%%-GO:0034389-&&-lipid particle organization-%%-GO:1902593-&&-single-organism nuclear import-%%-GO:0001654-&&-eye development-%%-GO:0007264-&&-small GTPase mediated signal transduction|cellular_component-&-1&-GO:0030667-&&-secretory granule membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0071782-&&-endoplasmic reticulum tubular network-%%-GO:0005886-&&-plasma membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005622-&&-intracellular-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0019003-&&-GDP bindingG:9606:RAB18 RAB18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAB18RAB18 FALSE RAB18
taxon:9606 181977 1902 CYLD lysine 63 deubiquitinasegene biological_process-&-1&-GO:1903829-&&-positive regulation of cellular protein localization-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:1901026-&&-ripoptosome assembly involved in necroptotic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0043369-&&-CD4-positive or CD8-positive, alpha-beta T cell lineage commitment-%%-GO:0070507-&&-regulation of microtubule cytoskeleton organization-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:1902017-&&-regulation of cilium assembly-%%-GO:2001242-&&-regulation of intrinsic apoptotic signaling pathway-%%-GO:0043393-&&-regulation of protein binding-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007049-&&-cell cycle-%%-GO:0070266-&&-necroptotic process-%%-GO:0045582-&&-positive regulation of T cell differentiation-%%-GO:0071108-&&-protein K48-linkedG:9606:CYLD KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04380-&&-Osteoclast differentiationCYLD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CYLDCYLD FALSE CYLD
taxon:9606 177887 1902 scaffold attachment factor Bgene biological_process-&-1&-GO:0050684-&&-regulation of mRNA processing-%%-GO:0006325-&&-chromatin organization-%%-GO:0040007-&&-growth-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0042445-&&-hormone metabolic process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003690-&&-double-stranded DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0001047-&&-core promoter binding-%%-GO:0000166-&&-nucleotide bindingG:9606:SAFB SAFB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SAFBSAFB FALSE SAFB
taxon:9606 173788 1902 hyaluronan binding protein 4gene biological_process-&-1&-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0030017-&&-sarcomere-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:HABP4 HABP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HABP4HABP4 FALSE HABP4
taxon:9606 173794 1902 microtubule associated protein RP/EB family member 1gene biological_process-&-1&-GO:0030335-&&-positive regulation of cell migration-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0031115-&&-negative regulation of microtubule polymerization-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:1904527-&&-negative regulation of microtubule binding-%%-GO:0035372-&&-protein localization to microtubule-%%-GO:0008283-&&-cell proliferation-%%-GO:1903033-&&-positive regulation of microtubule plus-end binding|cellular_component-&-1&-GO:0031253-&&-cell projection membrane-%%-GO:0005874-&&-microtubule-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0030981-&&-cortical microtubule cytoskeleton-%%-GO:0005829-&&-cytosol-%%-GO:0035371-&&-microtubule plus-end-%%-GO:0005819-&&-spindle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0051010-&&-microtubulG:9606:MAPRE1 MAPRE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPRE1MAPRE1 FALSE MAPRE1
taxon:9606 173793 1902 kinesin associated protein 3gene biological_process-&-1&-GO:0035735-&&-intraciliary transport involved in cilium assembly-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0046587-&&-positive regulation of calcium-dependent cell-cell adhesion-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0007017-&&-microtubule-based process-%%-GO:0007165-&&-signal transduction-%%-GO:0072383-&&-plus-end-directed vesicle transport along microtubule-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006461-&&-protein complex assembly|cellular_component-&-1&-GO:0005930-&&-axoneme-%%-GO:1990075-&&-periciliary membrane compartment-%%-GO:0016939-&&-kinesin II complex-%%-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0036064-&&-ciliary basal body-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005929-&&-cilium-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0015630-&&-micrG:9606:KIFAP3 KIFAP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIFAP3KIFAP3 FALSE KIFAP3
taxon:9606 177895 1902 S100 calcium binding protein Bgene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0007611-&&-learning or memory-%%-GO:0048708-&&-astrocyte differentiation-%%-GO:0060291-&&-long-term synaptic potentiation-%%-GO:0048168-&&-regulation of neuronal synaptic plasticity-%%-GO:0007417-&&-central nervous system development-%%-GO:0007613-&&-memory-%%-GO:0008283-&&-cell proliferation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0007409-&&-axonogenesis-%%-GO:0051597-&&-response to methylmercury-%%-GO:2001015-&&-negative regulation of skeletal muscle cell differentiation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045087-&&-innate immune response|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cG:9606:S100B S100B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100BS100B FALSE S100B
taxon:9606 169701 1902 ubiquitin specific peptidase 29gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activityG:9606:USP29 USP29 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP29USP29 FALSE USP29
taxon:9606 161512 1902 glutamate rich 2gene molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:ERICH2 ERICH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERICH2ERICH2 FALSE ERICH2
taxon:9606 169704 1902 prostate transmembrane protein, androgen induced 1gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0060394-&&-negative regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0010991-&&-negative regulation of SMAD protein complex assembly|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0050699-&&-WW domain binding-%%-GO:0070412-&&-R-SMAD bindingG:9606:PMEPA1 PMEPA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PMEPA1PMEPA1 FALSE PMEPA1
taxon:9606 173800 1902 RALY heterogeneous nuclear ribonucleoproteingene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1903506-&&-regulation of nucleic acid-templated transcription-%%-GO:2000188-&&-regulation of cholesterol homeostasis-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0071013-&&-catalytic step 2 spliceosome|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003712-&&-transcription cofactor activityG:9606:RALY RALY Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RALYRALY FALSE RALY
taxon:9606 177902 1902 S100 calcium binding protein A7gene biological_process-&-1&-GO:0010820-&&-positive regulation of T cell chemotaxis-%%-GO:0071624-&&-positive regulation of granulocyte chemotaxis-%%-GO:0090026-&&-positive regulation of monocyte chemotaxis-%%-GO:0008544-&&-epidermis development-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0051238-&&-sequestering of metal ion-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0001525-&&-angiogenesis-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0045087-&&-innate immune response|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005925-&&-focal adhesion-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0035578-&&-azurophil granule lumen|molecular_function-&-1&G:9606:S100A7 KEGG-&-1&-hsa04657-&&-IL-17 signaling pathwayS100A7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A7S100A7 FALSE S100A7
taxon:9606 177903 1902 S100 calcium binding protein A6gene biological_process-&-1&-GO:0007409-&&-axonogenesis-%%-GO:0007165-&&-signal transduction-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0034220-&&-ion transmembrane transport|cellular_component-&-1&-GO:0005635-&&-nuclear envelope-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0001726-&&-ruffle-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0015075-&&-ion transmembrane transporter activity-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005523-&&-tropomyosin binding-%%-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0048306-&&-calcium-dependent protein binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0044548-&&-S100 protein bindingG:9606:S100A6 S100A6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A6S100A6 FALSE S100A6
taxon:9606 177900 1902 S100 calcium binding protein A9gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0045087-&&-innate immune response-%%-GO:0006915-&&-apoptotic process-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0032119-&&-sequestering of zinc ion-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0050832-&&-defense response to fungus-%%-GO:0002793-&&-positive regulation of peptide secretion-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0002523-&&-leukocyte migration involved in inflammatory response-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0006914-&&-autophagy-%%-GO:0006954-&&-inflammatory response-%%-GO:0070488-&&-neutrophil aggregation-%%-GO:0051493-&&-regulation of cytoskeleton organization-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:2001244-&&-positiveG:9606:S100A9 KEGG-&-1&-hsa04657-&&-IL-17 signaling pathwayS100A9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A9S100A9 FALSE S100A9
taxon:9606 177901 1902 S100 calcium binding protein A8gene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0045087-&&-innate immune response-%%-GO:0006915-&&-apoptotic process-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0018119-&&-peptidyl-cysteine S-nitrosylation-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0032119-&&-sequestering of zinc ion-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0050832-&&-defense response to fungus-%%-GO:0032602-&&-chemokine production-%%-GO:0002544-&&-chronic inflammatory response-%%-GO:0010043-&&-response to zinc ion-%%-GO:0002793-&&-positive regulation of peptide secretion-%%-GO:0014002-&&-astrocyte development-%%-GO:0002526-&&-acute inflammatory response-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0045471-&&-response to ethanol-%%-GO:0002523-&&-leukocyte migration involved in inflammatory response-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0006914-&&-autophagy-%%-G:9606:S100A8 KEGG-&-1&-hsa04657-&&-IL-17 signaling pathwayS100A8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A8S100A8 FALSE S100A8
taxon:9606 169714 1902 p21 (RAC1) activated kinase 6gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0023014-&&-signal transduction by protein phosphorylation-%%-GO:0000278-&&-mitotic cell cycle|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030054-&&-cell junction-%%-GO:0001650-&&-fibrillar center-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004702-&&-signal transducer, downstream of receptor, with serine/threonine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:PAK6 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04360-&&-Axon guidancePAK6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAK6PAK6 FALSE PAK6
taxon:9606 182002 1902 cathepsin G gene biological_process-&-1&-GO:0050778-&&-positive regulation of immune response-%%-GO:0002003-&&-angiotensin maturation-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0050832-&&-defense response to fungus-%%-GO:0006508-&&-proteolysis-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0044130-&&-negative regulation of growth of symbiont in host-%%-GO:0016485-&&-protein processing-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0070946-&&-neutrophil mediated killing of gram-positive bacterium-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006955-&&-immune response|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0010494-&&-cytoplasmic streG:9606:CTSG KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04142-&&-Lysosome-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04614-&&-Renin-angiotensin systemCTSG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTSGCTSG FALSE CTSG
taxon:9606 177907 1902 S100 calcium binding protein A2gene biological_process-&-1&-GO:0043542-&&-endothelial cell migration|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0046914-&&-transition metal ion binding-%%-GO:0042802-&&-identical protein bindingG:9606:S100A2 S100A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A2S100A2 FALSE S100A2
taxon:9606 169712 1902 nicalin gene biological_process-&-1&-GO:0009966-&&-regulation of signal transduction-%%-GO:0043254-&&-regulation of protein complex assembly-%%-GO:0031648-&&-protein destabilization|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0016020-&&-membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:NCLN NCLN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCLNNCLN FALSE NCLN
taxon:9606 177905 1902 S100 calcium binding protein A4gene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0001837-&&-epithelial to mesenchymal transition|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0003723-&&-RNA binding-%%-GO:0048306-&&-calcium-dependent protein binding-%%-GO:0050786-&&-RAGE receptor binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0046914-&&-transition metal ion binding-%%-GO:0042802-&&-identical protein bindingG:9606:S100A4 S100A4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A4S100A4 FALSE S100A4
taxon:9606 177908 1902 sortilin 1 gene biological_process-&-1&-GO:0032868-&&-response to insulin-%%-GO:0016050-&&-vesicle organization-%%-GO:0007218-&&-neuropeptide signaling pathway-%%-GO:0001503-&&-ossification-%%-GO:0006897-&&-endocytosis-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0046323-&&-glucose import-%%-GO:0048227-&&-plasma membrane to endosome transport-%%-GO:0051005-&&-negative regulation of lipoprotein lipase activity-%%-GO:0008333-&&-endosome to lysosome transport-%%-GO:0014902-&&-myotube differentiation-%%-GO:0006895-&&-Golgi to endosome transport-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0007275-&&-multicellular organism development-%%-GO:0048011-&&-neurotrophin TRK receptor signaling pathway-%%-GO:0038180-&&-nerve growth factor signaling pathway-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:1904037-&&-positive regulation of epithelial cell apoptotic process-%%-GO:0032509-&&-endosome transporG:9606:SORT1 KEGG-&-1&-hsa04979-&&-Cholesterol metabolism-%%-hsa04142-&&-Lysosome-%%-hsa04722-&&-Neurotrophin signaling pathwaySORT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SORT1SORT1 FALSE SORT1
taxon:9606 177909 1902 S100 calcium binding protein A1gene biological_process-&-1&-GO:0002224-&&-toll-like receptor signaling pathway-%%-GO:1901387-&&-positive regulation of voltage-gated calcium channel activity-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0021762-&&-substantia nigra development-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0008016-&&-regulation of heart contraction|cellular_component-&-1&-GO:0031430-&&-M band-%%-GO:0016529-&&-sarcoplasmic reticulum-%%-GO:0043234-&&-protein complex-%%-GO:0043005-&&-neuron projection-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0030018-&&-Z disc|molecular_function-&-1&-GO:0048306-&&-calcium-dependent protein binding-%%-GO:0051117-&&-ATPase binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0044548-&&-S100 protein bindingG:9606:S100A1 S100A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-S100A1S100A1 FALSE S100A1
taxon:9606 182005 1902 cathepsin B gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0097067-&&-cellular response to thyroid hormone stimulus-%%-GO:0002224-&&-toll-like receptor signaling pathway-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0006508-&&-proteolysis-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0046697-&&-decidualization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051603-&&-proteolysis involved in cellular protein catabolic process|cellular_component-&-1&-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005622-&&-intracellular-%%-GO:0005576-&&-extracellular region-%%-GO:0042470-&&-melanosome-%%-GO:0036021-&&-endolysosome lumen-%%-GO:0005615-&&-extracellular space-%%-GO:0005730-&&-nucleolus-%%-GO:0005764-&&-lysosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molG:9606:CTSB KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa04140-&&-Autophagy - animal-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04142-&&-Lysosome-%%-hsa04210-&&-Apoptosis-%%-hsa04924-&&-Renin secretionCTSB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTSBCTSB FALSE CTSB
taxon:9606 177914 1902 ryanodine receptor 2gene biological_process-&-1&-GO:0051284-&&-positive regulation of sequestering of calcium ion-%%-GO:0071872-&&-cellular response to epinephrine stimulus-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0014808-&&-release of sequestered calcium ion into cytosol by sarcoplasmic reticulum-%%-GO:0098910-&&-regulation of atrial cardiac muscle cell action potential-%%-GO:0098911-&&-regulation of ventricular cardiac muscle cell action potential-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0071313-&&-cellular response to caffeine-%%-GO:0086029-&&-Purkinje myocyte to ventricular cardiac muscle cell signaling-%%-GO:0005513-&&-detection of calcium ion-%%-GO:0051775-&&-response to redox state-%%-GO:0003300-&&-cardiac muscle hypertrophy-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0072599-&&-establishment of protein localization to endoplasmic reticulum-%%-GO:0003143-&&-embryonic heart tube morphogenesis-%%-GO:0001666-&&-response to hypoxia-%%-GO:0086064-&&-cell communication by electrical coupling involvG:9606:RYR2 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04972-&&-Pancreatic secretion-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04713-&&-Circadian entrainment-%%-hsa04911-&&-Insulin secretionRYR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RYR2RYR2 FALSE RYR2
taxon:9606 182011 1902 catenin beta 1gene biological_process-&-1&-GO:0090279-&&-regulation of calcium ion import-%%-GO:1904793-&&-regulation of euchromatin binding-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0060916-&&-mesenchymal cell proliferation involved in lung development-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:2000144-&&-positive regulation of DNA-templated transcription, initiation-%%-GO:0003266-&&-regulation of secondary heart field cardioblast proliferation-%%-GO:0061550-&&-cranial ganglion development-%%-GO:1904948-&&-midbrain dopaminergic neuron differentiation-%%-GO:0035315-&&-hair cell differentiation-%%-GO:0060066-&&-oviduct development-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0061549-&&-sympathetic ganglion development-%%-GO:0001708-&&-cell fate specification-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060769-&&-positive regulation of epithelial cell proliferatiG:9606:CTNNB1 KEGG-&-1&-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04916-&&-Melanogenesis-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04520-&&-Adherens junction-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05210-&&-Colorectal cancer-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05213-&&-Endometrial cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05205-&&-PCTNNB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTNNB1CTNNB1 FALSE CTNNB1
taxon:9606 169720 1902 cullin associated and neddylation dissociated 1gene biological_process-&-1&-GO:0045899-&&-positive regulation of RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0010265-&&-SCF complex assembly-%%-GO:0030154-&&-cell differentiation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031461-&&-cullin-RING ubiquitin ligase complex-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0017025-&&-TBP-class protein bindingG:9606:CAND1 CAND1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAND1CAND1 FALSE CAND1
taxon:9606 177913 1902 ryanodine receptor 3gene biological_process-&-1&-GO:0051209-&&-release of sequestered calcium ion into cytosol-%%-GO:0071286-&&-cellular response to magnesium ion-%%-GO:0006816-&&-calcium ion transport-%%-GO:0071318-&&-cellular response to ATP-%%-GO:0051481-&&-negative regulation of cytosolic calcium ion concentration-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:1903779-&&-regulation of cardiac conduction-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0071313-&&-cellular response to caffeine-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0070588-&&-calcium ion transmembrane transport|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0033017-&&-sarcoplasmic reticulum membrane-%%-GO:0016529-&&-sarcoplasmic reticulum-%%-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0015278-&&-calcium-release channel activity-%%-GO:0005219-&&-ryanodine-sensitive calcium-release channel activity-%%-GO:0005516-&&-calmG:9606:RYR3 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04713-&&-Circadian entrainment-%%-hsa04970-&&-Salivary secretionRYR3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RYR3RYR3 FALSE RYR3
taxon:9606 173817 1902 ataxin 2 like gene biological_process-&-1&-GO:0034063-&&-stress granule assembly-%%-GO:0010603-&&-regulation of cytoplasmic mRNA processing body assembly|cellular_component-&-1&-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0005829-&&-cytosol-%%-GO:0016607-&&-nuclear speck-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:ATXN2L ATXN2L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATXN2LATXN2L FALSE ATXN2L
taxon:9606 165631 1902 target of EGR1, member 1 (nuclear)gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0090503-&&-RNA phosphodiester bond hydrolysis, exonucleolytic|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005730-&&-nucleolus-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0000175-&&-3'-5'-exoribonuclease activity-%%-GO:0003676-&&-nucleic acid binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004535-&&-poly(A)-specific ribonuclease activityG:9606:TOE1 TOE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOE1TOE1 FALSE TOE1
taxon:9606 177919 1902 retinoid X receptor betagene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0048384-&&-retinoic acid receptor signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043401-&&-steroid hormone mediated signaling pathway|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0003707-&&-steroid hormone receptor activity-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004879-&&-RNA polymerase II transcription factor activity, ligand-activated sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0004886-&&-9-cis retinoic acid receptor activityG:9606:RXRB KEGG-&-1&-hsa05216-&&-Thyroid cancer-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa03320-&&-PPAR signaling pathwayRXRB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RXRBRXRB FALSE RXRB
taxon:9606 173820 1902 DEAD-box helicase 19Bgene biological_process-&-1&-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005643-&&-nuclear pore-%%-GO:0070062-&&-extracellular exosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0004386-&&-helicase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:DDX19B DDX19B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX19BDDX19B FALSE DDX19B
taxon:9606 169724 1902 DDB1 and CUL4 associated factor 6gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0080008-&&-Cul4-RING E3 ubiquitin ligase complex|molecular_function-&-1&-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activityG:9606:DCAF6 DCAF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCAF6DCAF6 FALSE DCAF6
taxon:9606 177917 1902 receptor-like tyrosine kinasegene biological_process-&-1&-GO:0036518-&&-chemorepulsion of dopaminergic neuron axon-%%-GO:0007165-&&-signal transduction-%%-GO:0007416-&&-synapse assembly-%%-GO:0031175-&&-neuron projection development-%%-GO:0007409-&&-axonogenesis-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:1904953-&&-Wnt signaling pathway involved in midbrain dopaminergic neuron differentiation-%%-GO:0022008-&&-neurogenesis-%%-GO:0022038-&&-corpus callosum development-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0071679-&&-commissural neuron axon guidance-%%-GO:1904948-&&-midbrain dopaminergic neuron differentiation-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007411-&&-axon guidance-%%-GO:0030182-&&-neuron differentiation-%%-GO:0033278-&&-cell proliferation in midbrain-%%-GO:1904938-&&-planar cell polarity pathway involved in axon guidance-%%-GO:0035567-&&-non-canonical Wnt signaling pathway|cellular_component-&-1&-GO:0005886-G:9606:RYK KEGG-&-1&-hsa04310-&&-Wnt signaling pathway-%%-hsa04360-&&-Axon guidanceRYK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RYKRYK FALSE RYK
taxon:9606 169730 1902 lysine demethylase 3Agene biological_process-&-1&-GO:0046293-&&-formaldehyde biosynthetic process-%%-GO:0033169-&&-histone H3-K9 demethylation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0036123-&&-histone H3-K9 dimethylation-%%-GO:2000036-&&-regulation of stem cell population maintenance-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051573-&&-negative regulation of histone H3-K9 methylation-%%-GO:2000736-&&-regulation of stem cell differentiation-%%-GO:0007290-&&-spermatid nucleus elongation-%%-GO:0009755-&&-hormone-mediated signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0000785-&&-chromatin-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005506-&&-iron ioG:9606:KDM3A KEGG-&-1&-hsa04714-&&-ThermogenesisKDM3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM3AKDM3A FALSE KDM3A
taxon:9606 182018 1902 connective tissue growth factorgene biological_process-&-1&-GO:0060548-&&-negative regulation of cell death-%%-GO:0070542-&&-response to fatty acid-%%-GO:0009611-&&-response to wounding-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0072593-&&-reactive oxygen species metabolic process-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0050867-&&-positive regulation of cell activation-%%-GO:0060401-&&-cytosolic calcium ion transport-%%-GO:0030324-&&-lung development-%%-GO:0009749-&&-response to glucose-%%-GO:0035988-&&-chondrocyte proliferation-%%-GO:0043200-&&-response to amino acid-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0030154-&&-cell differentiation-%%-GO:0051385-&&-response to mineralocorticoid-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0001894-&&-tissue homeostasis-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0008G:9606:CTGF KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04390-&&-Hippo signaling pathwayCTGF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTGFCTGF FALSE CTGF
taxon:9606 177920 1902 retinoid X receptor alphagene biological_process-&-1&-GO:0060528-&&-secretory columnal luminar epithelial cell differentiation involved in prostate glandular acinus development-%%-GO:0060687-&&-regulation of branching involved in prostate gland morphogenesis-%%-GO:0035357-&&-peroxisome proliferator activated receptor signaling pathway-%%-GO:0060038-&&-cardiac muscle cell proliferation-%%-GO:0043010-&&-camera-type eye development-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0055010-&&-ventricular cardiac muscle tissue morphogenesis-%%-GO:0006766-&&-vitamin metabolic process-%%-GO:0019048-&&-modulation by virus of host morphology or physiology-%%-GO:1901522-&&-positive regulation of transcription from RNA polymerase II promoter involved in cellular response to chemical stimulus-%%-GO:0001893-&&-maternal placenta development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007566-&&-embryo implantation-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0008203-&&-cholesterol meG:9606:RXRA KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa03320-&&-PPAR signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa05160-&&-Hepatitis C-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04976-&&-Bile secretion-%%-hsa05226-&&-Gastric cancerRXRA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RXRARXRA FALSE RXRA
taxon:9606 177924 1902 CAP-Gly domain containing linker protein 1gene biological_process-&-1&-GO:0001578-&&-microtubule bundle formation-%%-GO:0044861-&&-protein transport into plasma membrane raft-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0031116-&&-positive regulation of microtubule polymerization-%%-GO:0007067-&&-mitotic nuclear division|cellular_component-&-1&-GO:0005874-&&-microtubule-%%-GO:0000776-&&-kinetochore-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0044354-&&-macropinosome-%%-GO:0005768-&&-endosome-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0005882-&&-intermediate filament-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005829-&&-cytosol-%%-GO:0035371-&&-microtubule plus-end-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0001726-&&-ruffle-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0015631-&&-tubulin binding-%%-GO:0005515-&&-protein binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0051010-&&-microtubule plus-end binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0008270-&&-zinc ion bindingG:9606:CLIP1 KEGG-&-1&-hsa04150-&&-mTOR signaling pathwayCLIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLIP1CLIP1 FALSE CLIP1
taxon:9606 182021 1902 C-terminal binding protein 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0090241-&&-negative regulation of histone H4 acetylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006468-&&-protein phosphorylation-%%-GO:1903758-&&-negative regulation of transcription from RNA polymerase II promoter by histone modification-%%-GO:0035067-&&-negative regulation of histone acetylation-%%-GO:0019079-&&-viral genome replication-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0031065-&&-positive regulation of histone deacetylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0017053-&&-transcriptional repressor complex-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0070G:9606:CTBP1 KEGG-&-1&-hsa04310-&&-Wnt signaling pathway-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemiaCTBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTBP1CTBP1 FALSE CTBP1
taxon:9606 177930 1902 ribonucleotide reductase regulatory subunit M2gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0009263-&&-deoxyribonucleotide biosynthetic process-%%-GO:0015949-&&-nucleobase-containing small molecule interconversion-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0051290-&&-protein heterotetramerization|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0004748-&&-ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor-%%-GO:0005515-&&-protein bindingG:9606:RRM2 KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00480-&&-Glutathione metabolism-%%-hsa04115-&&-p53 signaling pathway-%%-hsa00240-&&-Pyrimidine metabolismRRM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RRM2RRM2 FALSE RRM2
taxon:9606 169737 1902 forkhead box J2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0001650-&&-fibrillar center|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:FOXJ2 FOXJ2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXJ2FOXJ2 FALSE FOXJ2
taxon:9606 177932 1902 ras responsive element binding protein 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1903691-&&-positive regulation of wound healing, spreading of epidermal cells-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading-%%-GO:2000394-&&-positive regulation of lamellipodium morphogenesis-%%-GO:0033601-&&-positive regulation of mammary gland epithelial cell proliferation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0016607-&&-nuclear speck-%%-GO:0016604-&&-nuclear boG:9606:RREB1 RREB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RREB1RREB1 FALSE RREB1
taxon:9606 177938 1902 ribosomal protein S27agene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0019058-&&-viral life cycle-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:003051G:9606:RPS27A KEGG-&-1&-hsa03010-&&-RibosomeRPS27A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS27ARPS27A FALSE RPS27A
taxon:9606 177939 1902 ribosomal protein S27gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0008283-&&-cell proliferation-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS27 KEGG-&-1&-hsa03010-&&-RibosomeRPS27 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS27RPS27 FALSE RPS27
taxon:9606 173840 1902 zinc fingers and homeoboxes 1gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0005515-&&-protein bindingG:9606:ZHX1 ZHX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZHX1ZHX1 FALSE ZHX1
taxon:9606 182032 1902 cystatin B gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0010466-&&-negative regulation of peptidase activity-%%-GO:0045861-&&-negative regulation of proteolysis-%%-GO:0008344-&&-adult locomotory behavior|cellular_component-&-1&-GO:1904724-&&-tertiary granule lumen-%%-GO:0005615-&&-extracellular space-%%-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0004869-&&-cysteine-type endopeptidase inhibitor activity-%%-GO:0002020-&&-protease binding-%%-GO:0004866-&&-endopeptidase inhibitor activityG:9606:CSTB CSTB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSTBCSTB FALSE CSTB
taxon:9606 177937 1902 ribosomal protein S28gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0042254-&&-ribosome biogenesis-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS28 KEGG-&-1&-hsa03010-&&-RibosomeRPS28 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS28RPS28 FALSE RPS28
taxon:9606 177942 1902 ribosomal protein S24gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0034101-&&-erythrocyte homeostasis-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0015935-&&-small ribosomal subunit-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0031369-&&-translation initiation factor binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS24 KEGG-&-1&-hsa03010-&&-RibosomeRPS24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS24RPS24 FALSE RPS24
taxon:9606 173846 1902 programmed cell death 10gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0050821-&&-protein stabilization-%%-GO:0044319-&&-wound healing, spreading of cells-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0001525-&&-angiogenesis-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0032874-&&-positive regulation of stress-activated MAPK cascade-%%-GO:0036481-&&-intrinsic apoptotic signaling pathway in response to hydrogen peroxide-%%-GO:0051683-&&-establishment of Golgi localization-%%-GO:1903588-&&-negative regulation of blood vessel endothelial cell proliferation involved in sprouting angiogenesis-%%-GO:0090168-&&-Golgi reassembly-%%-GO:0090051-&&-negative regulation of cell migration involved in sprouting angiogenesis-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0043149-&&-stress fiber assembly-%%-GO:0035023-&&-regG:9606:PDCD10 PDCD10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDCD10PDCD10 FALSE PDCD10
taxon:9606 177940 1902 ribosomal protein S26gene biological_process-&-1&-GO:0033119-&&-negative regulation of RNA splicing-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0022627-&&-cytosolic small ribosomal subunit|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:RPS26 KEGG-&-1&-hsa03010-&&-RibosomeRPS26 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS26RPS26 FALSE RPS26
taxon:9606 177941 1902 ribosomal protein S25gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005840-&&-ribosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS25 KEGG-&-1&-hsa03010-&&-RibosomeRPS25 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS25RPS25 FALSE RPS25
taxon:9606 177947 1902 ribosomal protein S20gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPS20 KEGG-&-1&-hsa03010-&&-RibosomeRPS20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS20RPS20 FALSE RPS20
taxon:9606 169752 1902 ligand dependent nuclear receptor interacting factor 1gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0016363-&&-nuclear matrix|molecular_function-&-1&-GO:0042974-&&-retinoic acid receptor binding-%%-GO:0005515-&&-protein bindingG:9606:LRIF1 LRIF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LRIF1LRIF1 FALSE LRIF1
taxon:9606 177944 1902 ribosomal protein S21gene biological_process-&-1&-GO:0000461-&&-endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0000447-&&-endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015935-&&-small ribosomal subunit|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0047485-&&-protein N-terminus bindingG:9606:RPS21 KEGG-&-1&-hsa03010-&&-RibosomeRPS21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS21RPS21 FALSE RPS21
taxon:9606 182046 1902 versican gene biological_process-&-1&-GO:0030207-&&-chondroitin sulfate catabolic process-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0007417-&&-central nervous system development-%%-GO:0030208-&&-dermatan sulfate biosynthetic process-%%-GO:0008037-&&-cell recognition-%%-GO:0007155-&&-cell adhesion-%%-GO:0007275-&&-multicellular organism development-%%-GO:0001501-&&-skeletal system development-%%-GO:0030203-&&-glycosaminoglycan metabolic process-%%-GO:0030206-&&-chondroitin sulfate biosynthetic process|cellular_component-&-1&-GO:0031012-&&-extracellular matrix-%%-GO:0043202-&&-lysosomal lumen-%%-GO:0016020-&&-membrane-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005796-&&-Golgi lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0030246-&&-carbohydrate binding-%%-GO:0005539-&&-glycosaminoglycan binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005201-&&-extracelluG:9606:VCAN KEGG-&-1&-hsa04514-&&-Cell adhesion molecules (CAMs)VCAN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VCANVCAN FALSE VCAN
taxon:9606 182047 1902 casein kinase 2 betagene biological_process-&-1&-GO:0043537-&&-negative regulation of blood vessel endothelial cell migration-%%-GO:0006457-&&-protein folding-%%-GO:0097421-&&-liver regeneration-%%-GO:0007165-&&-signal transduction-%%-GO:0033574-&&-response to testosterone-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0043623-&&-cellular protein complex assembly-%%-GO:0033211-&&-adiponectin-activated signaling pathway-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0061154-&&-endothelial tube morphogenesis-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0010862-&&-positive regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0032927-&&-positive regulation of activin receptor signaling pathway-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006656-&&-phosphatidylcholine biosynthetic process-%%-GO:0051101-&&-regulation of DNA binding|cellular_component-&-1&-GO:0005886-&&-plasma mG:9606:CSNK2B KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04064-&&-NF-kappa B signaling pathwayCSNK2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK2BCSNK2B FALSE CSNK2B
taxon:9606 177951 1902 ribosomal protein S17gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0034101-&&-erythrocyte homeostasis-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA bindingG:9606:RPS17 KEGG-&-1&-hsa03010-&&-RibosomeRPS17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS17RPS17 FALSE RPS17
taxon:9606 177948 1902 ribosomal protein S19gene biological_process-&-1&-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0006413-&&-translational initiation-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0007000-&&-nucleolus organization-%%-GO:0051272-&&-positive regulation of cellular component movement-%%-GO:0060265-&&-positive regulation of respiratory burst involved in inflammatory response-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0060266-&&-negative regulation of respiratory burst involved in inflammatory response-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006412-&&-translation-%%-GO:0009991-&&-response to extracellular stimulus-%%-GO:0019083-&&-viral transcription-%%-GO:0051262-&&-protein tG:9606:RPS19 KEGG-&-1&-hsa03010-&&-RibosomeRPS19 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS19RPS19 FALSE RPS19
taxon:9606 177949 1902 ribosomal protein S18gene biological_process-&-1&-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0042254-&&-ribosome biogenesis-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019901-&&-protein kinase binding-%%-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA bindingG:9606:RPS18 KEGG-&-1&-hsa03010-&&-RibosomeRPS18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS18RPS18 FALSE RPS18
taxon:9606 177954 1902 ribosomal protein S15gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0000056-&&-ribosomal small subunit export from nucleus-%%-GO:0019083-&&-viral transcription-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPS15 KEGG-&-1&-hsa03010-&&-RibosomeRPS15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS15RPS15 FALSE RPS15
taxon:9606 177955 1902 ribosomal protein S14gene biological_process-&-1&-GO:0006417-&&-regulation of translation-%%-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0006412-&&-translation-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0019083-&&-viral transcription|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane|molecular_fG:9606:RPS14 KEGG-&-1&-hsa03010-&&-RibosomeRPS14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS14RPS14 FALSE RPS14
taxon:9606 177952 1902 ribosomal protein S16gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0042274-&&-ribosomal small subunit biogenesis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPS16 KEGG-&-1&-hsa03010-&&-RibosomeRPS16 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS16RPS16 FALSE RPS16
taxon:9606 182048 1902 casein kinase 2 alpha 2gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0006915-&&-apoptotic process-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0006656-&&-phosphatidylcholine biosynthetic process-%%-GO:0097421-&&-liver regeneration-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0021987-&&-cerebral cortex development-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071174-&&-mitotic spindle checkpoint-%%-GO:0007283-&&-spermatogenesis|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0005886-&&-plasma membrane-%%-GO:0001669-&&-acrosomal vesicle-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000785-&&-chromatin|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-teG:9606:CSNK2A2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04064-&&-NF-kappa B signaling pathwayCSNK2A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK2A2CSNK2A2 FALSE CSNK2A2
taxon:9606 182049 1902 casein kinase 2 alpha 1gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0006915-&&-apoptotic process-%%-GO:0006656-&&-phosphatidylcholine biosynthetic process-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0071174-&&-mitotic spindle checkpoint-%%-GO:0048511-&&-rhythmic process-%%-GO:0030177-&&-positive regulation of Wnt signaling pathway-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-G:9606:CSNK2A1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04064-&&-NF-kappa B signaling pathwayCSNK2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK2A1CSNK2A1 FALSE CSNK2A1
taxon:9606 169761 1902 RIO kinase 2 gene biological_process-&-1&-GO:2000234-&&-positive regulation of rRNA processing-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:2000208-&&-positive regulation of ribosomal small subunit export from nucleus-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0030688-&&-preribosome, small subunit precursor-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion bindingG:9606:RIOK2 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesRIOK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RIOK2RIOK2 FALSE RIOK2
taxon:9606 177953 1902 ribosomal protein S15agene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0009615-&&-response to virus-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0045787-&&-positive regulation of cell cycle-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005739-&&-mitochondrion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS15A KEGG-&-1&-hsa03010-&&-RibosomeRPS15A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS15ARPS15A FALSE RPS15A
taxon:9606 182054 1902 casein kinase 1 alpha 1gene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0051301-&&-cell division-%%-GO:0007030-&&-Golgi organization-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0006909-&&-phagocytosis-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0045104-&&-intermediate filament cytoskeleton organization-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:1904424-&&-regulation of GTP binding-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:1904885-&&-beta-catenin destruction complex assembly-%%-GO:0008360-&&-regulation of cell shape|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0030877-&&-beta-catenin destruction complex-%%-GO:0005929-&G:9606:CSNK1A1 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05226-&&-Gastric cancer-%%-hsa05224-&&-Breast cancerCSNK1A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK1A1CSNK1A1 FALSE CSNK1A1
taxon:9606 177958 1902 ribosomal protein S11gene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005730-&&-nucleolus-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPS11 KEGG-&-1&-hsa03010-&&-RibosomeRPS11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS11RPS11 FALSE RPS11
taxon:9606 177959 1902 ribosomal protein S10gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000028-&&-ribosomal small subunit assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005730-&&-nucleolus-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS10 KEGG-&-1&-hsa03010-&&-RibosomeRPS10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS10RPS10 FALSE RPS10



taxon:9606 177956 1902 ribosomal protein S13gene biological_process-&-1&-GO:0033119-&&-negative regulation of RNA splicing-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005730-&&-nucleolus-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0070181-&&-small ribosomal subunit rRNA binding-%%-GO:1990932-&&-5.8S rRNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPS13 KEGG-&-1&-hsa03010-&&-RibosomeRPS13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS13RPS13 FALSE RPS13
taxon:9606 182052 1902 casein kinase 1 epsilongene biological_process-&-1&-GO:1902004-&&-positive regulation of beta-amyloid formation-%%-GO:1903827-&&-regulation of cellular protein localization-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:2000052-&&-positive regulation of non-canonical Wnt signaling pathway-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0034613-&&-cellular protein localization-%%-GO:0007165-&&-signal transduction-%%-GO:0006364-&&-rRNA processing-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:1905426-&&-positive regulation of Wnt-mediated midbrain dopaminergic neuron differentiation-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0006281-&&-DNA repair-%%-GO:0000086-&&-G2/M traG:9606:CSNK1E KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04392-&&-Hippo signaling pathway - multiple species-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04710-&&-Circadian rhythm-%%-hsa04068-&&-FoxO signaling pathwayCSNK1E Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK1ECSNK1E FALSE CSNK1E
taxon:9606 182053 1902 casein kinase 1 deltagene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:1905426-&&-positive regulation of Wnt-mediated midbrain dopaminergic neuron differentiation-%%-GO:2000052-&&-positive regulation of non-canonical Wnt signaling pathway-%%-GO:0007030-&&-Golgi organization-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0006364-&&-rRNA processing-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:1905515-&&-non-motile cilium assembly-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0006897-&&-endocytosis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0051225-&&-spindle assembly-%%G:9606:CSNK1D KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04710-&&-Circadian rhythmCSNK1D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK1DCSNK1D FALSE CSNK1D
taxon:9606 177957 1902 ribosomal protein S12gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPS12 KEGG-&-1&-hsa03010-&&-RibosomeRPS12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS12RPS12 FALSE RPS12
taxon:9606 177962 1902 ribosomal protein S7gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0030154-&&-cell differentiation-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0001843-&&-neural tube closure-%%-GO:0042274-&&-ribosomal small subunit biogenesis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005840-&&-ribosome-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008266-&&-poly(U) RNA binding-%%-GO:0003G:9606:RPS7 KEGG-&-1&-hsa03010-&&-RibosomeRPS7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS7RPS7 FALSE RPS7
taxon:9606 177960 1902 ribosomal protein S9gene biological_process-&-1&-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0045903-&&-positive regulation of translational fidelity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0005840-&&-ribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045182-&&-translation regulator activity-%%-GO:0003723-&&-RNA binding-%%-GO:0019843-&&-rRNA binding-%%-GO:0003735-&&-structural consG:9606:RPS9 KEGG-&-1&-hsa03010-&&-RibosomeRPS9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS9RPS9 FALSE RPS9
taxon:9606 177961 1902 ribosomal protein S8gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA bindingG:9606:RPS8 KEGG-&-1&-hsa03010-&&-RibosomeRPS8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS8RPS8 FALSE RPS8
taxon:9606 165677 1902 TP53 regulating kinasegene biological_process-&-1&-GO:0070525-&&-tRNA threonylcarbamoyladenosine metabolic process-%%-GO:0008033-&&-tRNA processing-%%-GO:0006468-&&-protein phosphorylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0000408-&&-EKC/KEOPS complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0002039-&&-p53 binding-%%-GO:0016787-&&-hydrolase activity-%%-GO:0005515-&&-protein bindingG:9606:TP53RK TP53RK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP53RKTP53RK FALSE TP53RK
taxon:9606 177970 1902 ribosomal protein S5gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0006450-&&-regulation of translational fidelity-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS5 KEGG-&-1&-hsa03010-&&-RibosomeRPS5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS5RPS5 FALSE RPS5
taxon:9606 173873 1902 proline rich coiled-coil 2Cgene biological_process-&-1&-GO:0002244-&&-hematopoietic progenitor cell differentiation|cellular_component-&-1&-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008022-&&-protein C-terminus bindingG:9606:PRRC2C PRRC2C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRRC2CPRRC2C FALSE PRRC2C
taxon:9606 177969 1902 ribosomal protein S6gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0048821-&&-erythrocyte development-%%-GO:0002309-&&-T cell proliferation involved in immune response-%%-GO:0006413-&&-translational initiation-%%-GO:0033077-&&-T cell differentiation in thymus-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0022605-&&-oogenesis stage-%%-GO:0006924-&&-activation-induced cell death of T cells-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0001890-&&-placenta development-%%-GO:0007369-&&-gastrulation-%%-GO:0042274-&&-ribosomal small subunit biogenesis-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006412-&&-translation-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0019083-&&-viral transcription-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0031929-&&-TOR signaling|cellG:9606:RPS6 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa03010-&&-Ribosome-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04714-&&-Thermogenesis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerRPS6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS6RPS6 FALSE RPS6
taxon:9606 177974 1902 ribosomal protein S3gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0006412-&&-translation-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0051301-&&-cell division-%%-GO:0051225-&&-spindle assembly-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0061481-&&-response to TNF agonist-%%-GO:0043507-&&-positive regulation of JUN kinase activity-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0045738-&&-negative regulation of DNA repair-%%-GO:0007059-&&-chromosome segregation-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:1902546-&&-positive regulation of DNA N-glycosylase activity-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1905053-&&-positive regulation of base-excision repair-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006355-&&-regulation of transcriptiG:9606:RPS3 KEGG-&-1&-hsa03010-&&-RibosomeRPS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS3RPS3 FALSE RPS3
taxon:9606 173878 1902 arginine demethylase and lysine hydroxylasegene biological_process-&-1&-GO:0048024-&&-regulation of mRNA splicing, via spliceosome-%%-GO:0048821-&&-erythrocyte development-%%-GO:0007507-&&-heart development-%%-GO:0070079-&&-histone H4-R3 demethylation-%%-GO:0002040-&&-sprouting angiogenesis-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0033077-&&-T cell differentiation in thymus-%%-GO:0070078-&&-histone H3-R2 demethylation-%%-GO:0001822-&&-kidney development-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0008380-&&-RNA splicing-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0030324-&&-lung development-%%-GO:0006397-&&-mRNA processing-%%-GO:0043654-&&-recognition of apoptotic cell-%%-GO:0042116-&&-macrophage activation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0018395-&&-peptidyl-lysine hydroxylation to 5-hydroxy-L-lysine|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribG:9606:JMJD6 JMJD6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JMJD6JMJD6 FALSE JMJD6
taxon:9606 182071 1902 mitogen-activated protein kinase 14gene biological_process-&-1&-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0006915-&&-apoptotic process-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0098586-&&-cellular response to virus-%%-GO:0019395-&&-fatty acid oxidation-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0007519-&&-skeletal muscle tissue development-%%-GO:0001890-&&-placenta development-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0030278-&&-regulation of ossification-%%-GO:0045663-&&-positive regulation of myoblast differentiation-%%-GO:1900015-&&-regulation of cytokine production involved in inflammatory response-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0007166-&&-cell surface receptor G:9606:MAPK14 KEGG-&-1&-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05132-&&-Salmonella infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa01522-&&-Endocrine resistance-%%-hsa04218-&&-Cellular senescence-%%-hsa0471MAPK14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK14MAPK14 FALSE MAPK14
taxon:9606 177975 1902 ribosomal protein S2gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0051347-&&-positive regulation of transferase activity-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0017134-&&-fibroblast growth factor binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bindingG:9606:RPS2 KEGG-&-1&-hsa03010-&&-RibosomeRPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS2RPS2 FALSE RPS2
taxon:9606 177972 1902 ribosomal protein S4, X-linkedgene biological_process-&-1&-GO:0006413-&&-translational initiation-%%-GO:0006412-&&-translation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0007275-&&-multicellular organism development-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0015935-&&-small ribosomal subunit-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005840-&&-ribosome-%%-GO:0005844-&&-polysome|molecular_function-&-1&-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-proG:9606:RPS4X KEGG-&-1&-hsa03010-&&-RibosomeRPS4X Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS4XRPS4X FALSE RPS4X
taxon:9606 182068 1902 colony stimulating factor 1gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:1904141-&&-positive regulation of microglial cell migration-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0010744-&&-positive regulation of macrophage derived foam cell differentiation-%%-GO:0032270-&&-positive regulation of cellular protein metabolic process-%%-GO:0030097-&&-hemopoiesis-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:0038145-&&-macrophage colony-stimulating factor signaling pathway-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0010743-&&-regulation of macrophage derived foam cell differentiation-%%-GO:0030225-&&-macrophage differentiation-%%-GO:0010759-&&-positive regulation of macrophage chemotaxis-%%-GO:0045672-&&-positive regulation of osteoclast differentiation-%%-GO:0030278-&&-regulation of ossification-%%-GO:0032946-&&-positive regulation of mononuclear cell proliferation-%%-GO:0006954-&&-inflammatory response-%%-GO:0046579-&&-positive regulation of Ras protein signal transduG:9606:CSF1 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04640-&&-Hematopoietic cell lineageCSF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSF1CSF1 FALSE CSF1
taxon:9606 177973 1902 ribosomal protein S3Agene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0030154-&&-cell differentiation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA bindingG:9606:RPS3A KEGG-&-1&-hsa03010-&&-RibosomeRPS3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS3ARPS3A FALSE RPS3A
taxon:9606 182069 1902 chromosome segregation 1 likegene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0006611-&&-protein export from nucleus|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005049-&&-nuclear export signal receptor activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005515-&&-protein bindingG:9606:CSE1L CSE1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSE1LCSE1L FALSE CSE1L
taxon:9606 169787 1902 septin 11 gene biological_process-&-1&-GO:0051291-&&-protein heterooligomerization-%%-GO:0051301-&&-cell division-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0001725-&&-stress fiber-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030054-&&-cell junction-%%-GO:0043197-&&-dendritic spine-%%-GO:0030424-&&-axon|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein bindingG:9606:SEPT11 KEGG-&-1&-hsa05100-&&-Bacterial invasion of epithelial cellsSep-11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEPT11Sep-11 FALSE Sep-11
taxon:9606 177977 1902 ribophorin I gene biological_process-&-1&-GO:0006464-&&-cellular protein modification process-%%-GO:0018279-&&-protein N-linked glycosylation via asparagine|cellular_component-&-1&-GO:0042470-&&-melanosome-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005791-&&-rough endoplasmic reticulum-%%-GO:0008250-&&-oligosaccharyltransferase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0004579-&&-dolichyl-diphosphooligosaccharide-protein glycotransferase activity-%%-GO:0005515-&&-protein bindingG:9606:RPN1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa01100-&&-Metabolic pathways-%%-hsa00510-&&-N-Glycan biosynthesisRPN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPN1RPN1 FALSE RPN1
taxon:9606 169790 1902 cell division cycle and apoptosis regulator 1gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0007049-&&-cell cycle-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0003723-&&-RNA binding-%%-GO:0001047-&&-core promoter binding-%%-GO:0005515-&&-protein bindingG:9606:CCAR1 CCAR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCAR1CCAR1 FALSE CCAR1
taxon:9606 169791 1902 CNDP dipeptidase 2 (metallopeptidase M20 family)gene biological_process-&-1&-GO:0006750-&&-glutathione biosynthetic process-%%-GO:0000096-&&-sulfur amino acid metabolic process-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0102008-&&-cytosolic dipeptidase activity-%%-GO:0103046-&&-alanylglutamate dipeptidase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0008237-&&-metallopeptidase activity-%%-GO:0004180-&&-carboxypeptidase activityG:9606:CNDP2 KEGG-&-1&-hsa00410-&&-beta-Alanine metabolism-%%-hsa00340-&&-Histidine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00330-&&-Arginine and proline metabolismCNDP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CNDP2CNDP2 FALSE CNDP2
taxon:9606 165698 1902 chromosome 10 open reading frame 90gene cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0051393-&&-alpha-actinin binding-%%-GO:0042826-&&-histone deacetylase bindingG:9606:C10orf90 C10orf90 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-C10orf90C10orf90 FALSE C10orf90
taxon:9606 173890 1902 family with sequence similarity 120Agene cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:FAM120A FAM120A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAM120AFAM120A FALSE FAM120A
taxon:9606 173891 1902 midasin AAA ATPase 1gene biological_process-&-1&-GO:0006461-&&-protein complex assembly-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030687-&&-preribosome, large subunit precursor-%%-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0051082-&&-unfolded protein binding-%%-GO:0005524-&&-ATP binding-%%-GO:0016887-&&-ATPase activity-%%-GO:0005515-&&-protein bindingG:9606:MDN1 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesMDN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDN1MDN1 FALSE MDN1
taxon:9606 169795 1902 checkpoint with forkhead and ring finger domainsgene biological_process-&-1&-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0019941-&&-modification-dependent protein catabolic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0031648-&&-protein destabilization-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0000209-&&-protein polyubiquitination|cellular_component-&-1&-GO:0016605-&&-PML body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:CHFR CHFR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHFRCHFR FALSE CHFR
taxon:9606 177984 1902 ring finger protein 1gene biological_process-&-1&-GO:0050790-&&-regulation of catalytic activity-%%-GO:0048593-&&-camera-type eye morphogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0035102-&&-PRC1 complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0001739-&&-sex chromatin-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0097027-&&-ubiquitin-protein transferase activator activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0016740-&&-transferase activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:RING1 RING1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RING1RING1 FALSE RING1
taxon:9606 169798 1902 enabled homolog (Drosophila)gene biological_process-&-1&-GO:0007411-&&-axon guidance|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0045202-&&-synapse-%%-GO:0005856-&&-cytoskeleton-%%-GO:0030175-&&-filopodium|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0050699-&&-WW domain binding-%%-GO:0017124-&&-SH3 domain bindingG:9606:ENAH KEGG-&-1&-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04360-&&-Axon guidanceENAH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ENAHENAH FALSE ENAH
taxon:9606 177990 1902 Ras homolog enriched in braingene biological_process-&-1&-GO:0032008-&&-positive regulation of TOR signaling-%%-GO:0016236-&&-macroautophagy-%%-GO:0007165-&&-signal transduction-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0048714-&&-positive regulation of oligodendrocyte differentiation-%%-GO:2000074-&&-regulation of type B pancreatic cell development|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005525-&&-GTP bindingG:9606:RHEB KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04714-&&-Thermogenesis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05231-&&-Choline metabolism in cancerRHEB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RHEBRHEB FALSE RHEB
taxon:9606 182090 1902 crystallin alpha Bgene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:1905907-&&-negative regulation of amyloid fibril formation-%%-GO:0010941-&&-regulation of cell death-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0006936-&&-muscle contraction-%%-GO:0007568-&&-aging-%%-GO:0032355-&&-response to estradiol-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0032387-&&-negative regulation of intracellular transport-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0031109-&&-microtubule polymerization or depolymerization-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0006457-&&-protein folding-%%-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:0032463-&&-negative regulation of protein homooligomerization-%%-GO:0071480-&&-cellular response to gamma radiation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043197-&&-dendritic spine-%%-GO:0014069-&&-postsynaptic densG:9606:CRYAB KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04213-&&-Longevity regulating pathway - multiple speciesCRYAB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CRYABCRYAB FALSE CRYAB
taxon:9606 169801 1902 VPS35, retromer complex componentgene biological_process-&-1&-GO:0007040-&&-lysosome organization-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:2000331-&&-regulation of terminal button organization-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:1905166-&&-negative regulation of lysosomal protein catabolic process-%%-GO:0032463-&&-negative regulation of protein homooligomerization-%%-GO:1903828-&&-negative regulation of cellular protein localization-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0090141-&&-positive regulation of mitochondrial fission-%%-GO:1903364-&&-positive regulation of cellular protein catabolic process-%%-GO:0061357-&&-positive regulation of Wnt protein secretion-%%-GO:0099639-&&-neurotransmitter receptor transport, endosome to plasma membrane-%%-GO:1902823-&&-negative regulation of late endosome to lysosome transport-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0033365-&&-protein localization to organelle-%%-GO:001082G:9606:VPS35 KEGG-&-1&-hsa04144-&&-EndocytosisVPS35 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VPS35VPS35 FALSE VPS35
taxon:9606 182095 1902 hyaluronan and proteoglycan link protein 1gene biological_process-&-1&-GO:0030198-&&-extracellular matrix organization-%%-GO:0007417-&&-central nervous system development-%%-GO:0007155-&&-cell adhesion-%%-GO:0001501-&&-skeletal system development|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0005540-&&-hyaluronic acid binding-%%-GO:0005201-&&-extracellular matrix structural constituentG:9606:HAPLN1 HAPLN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HAPLN1HAPLN1 FALSE HAPLN1
taxon:9606 169805 1902 chromosome 1 open reading frame 112gene G:9606:C1orf112 C1orf112 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-C1orf112C1orf112 FALSE C1orf112
taxon:9606 173906 1902 DNA polymerase gamma 2, accessory subunitgene biological_process-&-1&-GO:0006426-&&-glycyl-tRNA aminoacylation-%%-GO:0006261-&&-DNA-dependent DNA replication-%%-GO:0006281-&&-DNA repair-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0022904-&&-respiratory electron transport chain-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0070584-&&-mitochondrion morphogenesis-%%-GO:0006260-&&-DNA replication-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0032042-&&-mitochondrial DNA metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0000262-&&-mitochondrial chromosome|molecular_function-&-1&-GO:0004820-&&-glycine-tRNA ligase activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003887-&&-DNA-directed DNA polymerase activity-%%-GO:0042802-&&-identical protein bindingG:9606:POLG2 POLG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLG2POLG2 FALSE POLG2
taxon:9606 182099 1902 CRK proto-oncogene, adaptor proteingene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0035020-&&-regulation of Rac protein signal transduction-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:1990859-&&-cellular response to endothelin-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0014911-&&-positive regulation of smooth muscle cell migration-%%-GO:0035728-&&-response to hepatocyte growth factor-%%-GO:1990314-&&-cellular response to insulin-like growth factor stimulus-%%-GO:0001878-&&-response to yeast-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GG:9606:CRK KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05220-&&-Chronic myeloid leukemiaCRK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CRKCRK FALSE CRK
taxon:9606 165719 1902 ring finger and FYVE like domain containing E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0010762-&&-regulation of fibroblast migration-%%-GO:1901797-&&-negative regulation of signal transduction by p53 class mediator-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0032006-&&-regulation of TOR signaling-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:2001271-&&-negative regulation of cysteine-type endopeptidase activity involved in execution phase of apoptosis-%%-GO:0010804-&&-negative regulation of tumor necrosis factor-mediated signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0002947-&&-tumor necrosis factor receptor superfamily complex-%%-GO:0055038-&&-recycling eG:9606:RFFL RFFL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFFLRFFL FALSE RFFL
taxon:9606 145236 1902 COMMD3-BMI1 readthroughgene G:9606:COMMD3-BMI1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05206-&&-MicroRNAs in cancerCOMMD3-BMI1Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COMMD3-BMI1COMMD3-BMI1 FALSE COMMD3-BMI1
taxon:9606 173912 1902 ribosomal protein L35gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000463-&&-maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL35 KEGG-&-1&-hsa03010-&&-RibosomeRPL35 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL35RPL35 FALSE RPL35
taxon:9606 165721 1902 twist family bHLH transcription factor 2gene biological_process-&-1&-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046983-&&-protein dimerization activity-%%-GO:0005515-&&-protein bindingG:9606:TWIST2 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancerTWIST2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TWIST2TWIST2 FALSE TWIST2
taxon:9606 182110 1902 activating transcription factor 2gene biological_process-&-1&-GO:0050680-&&-negative regulation of epithelial cell proliferation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0060612-&&-adipose tissue development-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0016573-&&-histone acetylation-%%-GO:1902110-&&-positive regulation of mitochondrial membrane permeability involved in apoptotic process-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0003151-&&-outflow tract morphogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0031573-&&-intra-S DNA damage checkpoint-%%-GO:0032915-&&-positive regulation of transforming growth factor beta2 production-%%-GO:0051090-&&-regulation of sequence-specific DNA binG:9606:ATF2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04714-&&-Thermogenesis-%%-hsa05030-&&-Cocaine addiction-%%-hsa04911-&&-Insulin secretion-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa05164-&&-Influenza A-%%-hsa05034-&&-Alcoholism-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04934-&&-Cushing syndrome-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa05031-&&-Amphetamine addictionATF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATF2ATF2 FALSE ATF2
taxon:9606 182111 1902 cAMP responsive element binding protein 1gene biological_process-&-1&-GO:0033762-&&-response to glucagon-%%-GO:0050821-&&-protein stabilization-%%-GO:0036120-&&-cellular response to platelet-derived growth factor stimulus-%%-GO:0007595-&&-lactation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0071398-&&-cellular response to fatty acid-%%-GO:0032916-&&-positive regulation of transforming growth factor beta3 production-%%-GO:0010033-&&-response to organic substance-%%-GO:0035729-&&-cellular response to hepatocyte growth factor stimulus-%%-GO:0045672-&&-positive regulation of osteoclast differentiation-%%-GO:0071294-&&-cellular response to zinc ion-%%-GO:1900273-&&-positive regulation of long-term synaptic potentiation-%%-GO:1990314-&&-cellular response to insulin-like growth factor stimulus-%%-GO:0007623-&&-circadian rhythm-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0016032-&&-viral process-%%-GO:0033363-&&-secretory granule organization-%%-GO:1902065-&&-response to L-glutamate-%%-GO:1990090-&&-cellular response to nerve gG:9606:CREB1 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04931-&&-Insulin resistance-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04714-&&-Thermogenesis-%%-hsa05030-&&-Cocaine addiction-%%-hsa04911-&&-Insulin secretion-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04713-&&-Circadian entrainment-%%-hsa04924-&&-Renin secretion-%%-hsa05016-&&-Huntington disease-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa05034-&&-Alcoholism-%%-hsa04962-&CREB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CREB1CREB1 FALSE CREB1
taxon:9606 178015 1902 siah E3 ubiquitin protein ligase 2gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0006915-&&-apoptotic process-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0007049-&&-cell cycle-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007411-&&-axon guidance-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0031396-&&-regulation of protein ubiquitination-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription|cellular_component-&-1&-GO:0043005-&&-neuron projection-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:00G:9606:SIAH2 SIAH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIAH2SIAH2 FALSE SIAH2
taxon:9606 182109 1902 CREB binding proteingene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006473-&&-protein acetylation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0016573-&&-histone acetylation-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0018076-&&-N-terminal peptidyl-lysine acetylation-%%-GO:0006461-&&-protein complex assembly-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0016032-&&-viral process-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0008589-&&-regulation of smoothened signaling pathway-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042592-&&-homeostatic process-%%-GO:0044255-&&-cellular G:9606:CREBBP KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04916-&&-Melanogenesis-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa05164-&&-Influenza A-%%-hsa04520-&&-Adherens junction-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04330-&&-Notch signaling pathway-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04110-&&-Cell cycle-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04720-&&-Long-term potentiation-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa05215-&&-Prostate cancerCREBBP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CREBBPCREBBP FALSE CREBBP
taxon:9606 169826 1902 importin 9 gene biological_process-&-1&-GO:0006606-&&-protein import into nucleus|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0042393-&&-histone binding-%%-GO:0008565-&&-protein transporter activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005515-&&-protein bindingG:9606:IPO9 IPO9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IPO9IPO9 FALSE IPO9
taxon:9606 182115 1902 complement C3d receptor 2gene biological_process-&-1&-GO:0042100-&&-B cell proliferation-%%-GO:0045087-&&-innate immune response-%%-GO:0030183-&&-B cell differentiation-%%-GO:0006955-&&-immune response-%%-GO:0002430-&&-complement receptor mediated signaling pathway-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0006958-&&-complement activation, classical pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016021-&&-integral component of membrane-%%-GO:0043235-&&-receptor complex-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0001618-&&-virus receptor activity-%%-GO:0003677-&&-DNA binding-%%-GO:0001848-&&-complement binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0004875-&&-complement receptor activity-%%-GO:0004888-&&-transmembrane signaling receptor activityG:9606:CR2 KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04610-&&-Complement and coagulation cascades-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04640-&&-Hematopoietic cell lineageCR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CR2CR2 FALSE CR2
taxon:9606 173921 1902 A-kinase anchoring protein 13gene biological_process-&-1&-GO:0086023-&&-adrenergic receptor signaling pathway involved in heart process-%%-GO:0007507-&&-heart development-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0010611-&&-regulation of cardiac muscle hypertrophy-%%-GO:0035025-&&-positive regulation of Rho protein signal transduction-%%-GO:0071875-&&-adrenergic receptor signaling pathway-%%-GO:0071883-&&-activation of MAPK activity by adrenergic receptor signaling pathway-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0060297-&&-regulation of sarcomere organization-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0051168-&&-nuclear export-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0060348-&&-bone development-%%-GO:1900169-&&-regulatioG:9606:AKAP13 KEGG-&-1&-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionAKAP13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKAP13AKAP13 FALSE AKAP13
taxon:9606 173930 1902 SPT16 homolog, facilitates chromatin remodeling subunitgene biological_process-&-1&-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0032968-&&-positive regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0006260-&&-DNA replication-%%-GO:0034724-&&-DNA replication-independent nucleosome organization-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0035101-&&-FACT complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0042393-&&-histone binding-%%-GO:0031491-&&-nucleosome binding-%%-GO:0005515-&&-protein bindingG:9606:SUPT16H SUPT16H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUPT16HSUPT16H FALSE SUPT16H
taxon:9606 178027 1902 SHC adaptor protein 1gene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0007507-&&-heart development-%%-GO:0071363-&&-cellular response to growth factor stimulus-%%-GO:0000165-&&-MAPK cascade-%%-GO:0001525-&&-angiogenesis-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0007176-&&-regulation of epidermal growth factor-activated receptor activity-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007411-&&-axon guidance-%%-GO:0040008-&&-regulation of growth-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0016032-&&-viral process-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0045740-&&-positive regulation of G:9606:SHC1 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa01522-&&-Endocrine resistance-%%-hsa05034-&&-Alcoholism-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04510-&&-Focal adhesion-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05220-&&-Chronic myeloid leukemiaSHC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHC1SHC1 FALSE SHC1
taxon:9606 173928 1902 checkpoint kinase 2gene biological_process-&-1&-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0071157-&&-negative regulation of cell cycle arrest-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0051301-&&-cell division-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0050821-&&-protein stabilization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0042770-&&-signal transduction in response to DNA damage-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:1903926-&&-cellular response to bisphenol A-%%-GO:0001302-&&-replicative cell aging-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0008630-&&-intrinsic apoptotic signalinG:9606:CHEK2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycle-%%-hsa04218-&&-Cellular senescence-%%-hsa04115-&&-p53 signaling pathwayCHEK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHEK2CHEK2 FALSE CHEK2
taxon:9606 178030 1902 SH2 domain containing adaptor protein Bgene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0007165-&&-signal transduction-%%-GO:0001525-&&-angiogenesis-%%-GO:0030154-&&-cell differentiation-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0000932-&&-P-body-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005515-&&-protein bindingG:9606:SHB SHB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHBSHB FALSE SHB
taxon:9606 169837 1902 lysine demethylase 4Dgene biological_process-&-1&-GO:0033169-&&-histone H3-K9 demethylation-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0035563-&&-positive regulation of chromatin binding-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:2001034-&&-positive regulation of double-strand break repair via nonhomologous end joining-%%-GO:1900113-&&-negative regulation of histone H3-K9 trimethylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071479-&&-cellular response to ionizing radiation|cellular_component-&-1&-GO:0072562-&&-blood microparticle-%%-GO:0005721-&&-pericentric heterochromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035861-&&-site of double-strand break|molecular_function-&-1&-GO:0003684-&&-damaged DNA binding-%%-GO:0031490-&&-chromatin DNA binding-%%-GO:0032454-&&-histone demethylase activity (H3-K9 specific)-%%-GO:0046872-&&-metal ion binding-%%-GO:0051213-&&-dioxygenaG:9606:KDM4D KDM4D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM4DKDM4D FALSE KDM4D
taxon:9606 182130 1902 carboxypeptidase Dgene biological_process-&-1&-GO:0016485-&&-protein processing-%%-GO:0006518-&&-peptide metabolic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004181-&&-metallocarboxypeptidase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004185-&&-serine-type carboxypeptidase activityG:9606:CPD CPD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CPDCPD FALSE CPD
taxon:9606 173939 1902 nischarin gene biological_process-&-1&-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0006915-&&-apoptotic process-%%-GO:0016601-&&-Rac protein signal transduction-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0048243-&&-norepinephrine secretion-%%-GO:0032228-&&-regulation of synaptic transmission, GABAergic|cellular_component-&-1&-GO:0005769-&&-early endosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0055037-&&-recycling endosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0035091-&&-phosphatidylinositol binding-%%-GO:0005178-&&-integrin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:NISCH NISCH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NISCHNISCH FALSE NISCH
taxon:9606 165744 1902 SSX family member 2 interacting proteingene biological_process-&-1&-GO:0060271-&&-cilium assembly-%%-GO:0035020-&&-regulation of Rac protein signal transduction-%%-GO:0051297-&&-centrosome organization-%%-GO:0007155-&&-cell adhesion-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0035735-&&-intraciliary transport involved in cilium assembly|cellular_component-&-1&-GO:0034451-&&-centriolar satellite-%%-GO:0036064-&&-ciliary basal body-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0031252-&&-cell leading edge|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0005515-&&-protein bindingG:9606:SSX2IP KEGG-&-1&-hsa04520-&&-Adherens junctionSSX2IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SSX2IPSSX2IP FALSE SSX2IP
taxon:9606 161648 1902 kallikrein related peptidase 9gene biological_process-&-1&-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activityG:9606:KLK9 KLK9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLK9KLK9 FALSE KLK9
taxon:9606 182129 1902 carboxypeptidase Egene biological_process-&-1&-GO:0030070-&&-insulin processing-%%-GO:0072657-&&-protein localization to membrane-%%-GO:0008152-&&-metabolic process-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0003214-&&-cardiac left ventricle morphogenesis-%%-GO:0007218-&&-neuropeptide signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005634-&&-nucleus-%%-GO:0030658-&&-transport vesicle membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0030141-&&-secretory granule-%%-GO:0030667-&&-secretory granule membrane-%%-GO:0097060-&&-synaptic membrane-%%-GO:0043025-&&-neuronal cell body|molecular_function-&-1&-GO:0004181-&&-metallocarboxypeptidase activity-%%-GO:0042043-&&-neurexin family protein binding-%%-GO:0004180-&&-carboxypeptidase activity-%%-GO:0050839-&&-cell adhesion molecule binding-%%-GO:0008270-&&-zinc ion bindingG:9606:CPE KEGG-&-1&-hsa04940-&&-Type I diabetes mellitusCPE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CPECPE FALSE CPE
taxon:9606 169844 1902 RAB, member RAS oncogene family-like 6gene biological_process-&-1&-GO:0007264-&&-small GTPase mediated signal transduction|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein bindingG:9606:RABL6 RABL6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RABL6RABL6 FALSE RABL6
taxon:9606 165748 1902 SH2 domain containing 1Bgene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0002366-&&-leukocyte activation involved in immune response-%%-GO:0050776-&&-regulation of immune response-%%-GO:0002250-&&-adaptive immune response-%%-GO:0002717-&&-positive regulation of natural killer cell mediated immunity-%%-GO:0045089-&&-positive regulation of innate immune response|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0030674-&&-protein binding, bridging-%%-GO:0005515-&&-protein bindingG:9606:SH2D1B KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicitySH2D1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SH2D1BSH2D1B FALSE SH2D1B
taxon:9606 165755 1902 transcriptional adaptor 1gene biological_process-&-1&-GO:0043966-&&-histone H3 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0030914-&&-STAGA complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000124-&&-SAGA complex|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activityG:9606:TADA1 TADA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TADA1TADA1 FALSE TADA1
taxon:9606 178040 1902 small glutamine rich tetratricopeptide repeat containing alphagene biological_process-&-1&-GO:1903071-&&-positive regulation of ER-associated ubiquitin-dependent protein catabolic process-%%-GO:1903070-&&-negative regulation of ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0016032-&&-viral process-%%-GO:2000059-&&-negative regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0008150-&&-biological_process-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:1904288-&&-BAT3 complex binding-%%-GO:0043621-&&-protein self-association-%%-GO:0005515-&&-protein bindingG:9606:SGTA SGTA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SGTASGTA FALSE SGTA
taxon:9606 169852 1902 protein phosphatase 4 regulatory subunit 3Agene cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005815-&&-microtubule organizing centerG:9606:PPP4R3A KEGG-&-1&-hsa04922-&&-Glucagon signaling pathwayPPP4R3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP4R3APPP4R3A FALSE PPP4R3A
taxon:9606 173955 1902 serine/threonine kinase receptor associated proteingene biological_process-&-1&-GO:0030277-&&-maintenance of gastrointestinal epithelium-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0010719-&&-negative regulation of epithelial to mesenchymal transition-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0060394-&&-negative regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0010633-&&-negative regulation of epithelial cell migration-%%-GO:0050680-&&-negative regulation of epithelial cell proliferation-%%-GO:0000387-&&-spliceosomal snRNP assembly|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0034719-&&-SMN-Sm protein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0032797-&&-SMN complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005102-&&-receptor binding-%%-GO:0005515-&&-protein bindingG:9606:STRAP KEGG-&-1&-hsa03013-&&-RNA transportSTRAP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STRAPSTRAP FALSE STRAP
taxon:9606 165760 1902 ArfGAP with RhoGAP domain, ankyrin repeat and PH domain 1gene biological_process-&-1&-GO:0008360-&&-regulation of cell shape-%%-GO:0030037-&&-actin filament reorganization involved in cell cycle-%%-GO:0001921-&&-positive regulation of receptor recycling-%%-GO:0007165-&&-signal transduction-%%-GO:0051270-&&-regulation of cellular component movement-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0051491-&&-positive regulation of filopodium assembly-%%-GO:0045742-&&-positive regulation of epidermal growth factor receptor signaling pathway-%%-GO:0051497-&&-negative regulation of stress fiber assembly-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0032580-&&-Golgi cisterna membrane|molecular_function-&-1&-GO:0005096-&&-GTPase activator activity-%%-GO:0005515-&&G:9606:ARAP1 KEGG-&-1&-hsa04144-&&-EndocytosisARAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARAP1ARAP1 FALSE ARAP1
taxon:9606 178049 1902 tripartite motif containing 27gene biological_process-&-1&-GO:0070206-&&-protein trimerization-%%-GO:0002820-&&-negative regulation of adaptive immune response-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:1902187-&&-negative regulation of viral release from host cell-%%-GO:0090281-&&-negative regulation of calcium ion import-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1900041-&&-negative regulation of interleukin-2 secretion-%%-GO:0032720-&&-negative regulation of tumor necrosis factor production-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0072643-&&-interferon-gamma secretion-%%-GO:0008283-&&-cell proliferation-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0034314-&&-Arp2/3 complex-mediated actin nucleation-%%-GO:0032897-&&-negative regulation of viral transcription-%%-GO:0007283-&&-spermaG:9606:TRIM27 TRIM27 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM27TRIM27 FALSE TRIM27
taxon:9606 178055 1902 replication factor C subunit 1gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0007004-&&-telomere maintenance via telomerase-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0006261-&&-DNA-dependent DNA replication-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair|cellular_component-&-1&-GO:0005663-&&-DNA replication factor C complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nG:9606:RFC1 KEGG-&-1&-hsa03430-&&-Mismatch repair-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03030-&&-DNA replicationRFC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFC1RFC1 FALSE RFC1
taxon:9606 182151 1902 chloride voltage-gated channel 3gene biological_process-&-1&-GO:0006885-&&-regulation of pH-%%-GO:1903959-&&-regulation of anion transmembrane transport-%%-GO:0048388-&&-endosomal lumen acidification-%%-GO:0045794-&&-negative regulation of cell volume-%%-GO:0006810-&&-transport-%%-GO:1902476-&&-chloride transmembrane transport|cellular_component-&-1&-GO:0009897-&&-external side of plasma membrane-%%-GO:0031901-&&-early endosome membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0031902-&&-late endosome membrane-%%-GO:0009986-&&-cell surface-%%-GO:0030658-&&-transport vesicle membrane-%%-GO:0005770-&&-late endosome-%%-GO:0042581-&&-specific granule-%%-GO:0016021-&&-integral component of membrane-%%-GO:0012506-&&-vesicle membrane-%%-GO:0005769-&&-early endosome-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0030141-&&-secretory granule-%%-GO:0016020-&&-membrane-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0045335-&&-phagocytic vesicle-%%-GO:0000139-&&-Golgi membrane|molecuG:9606:CLCN3 CLCN3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLCN3CLCN3 FALSE CLCN3
taxon:9606 178052 1902 replication factor C subunit 4gene biological_process-&-1&-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006260-&&-DNA replication-%%-GO:0006271-&&-DNA strand elongation involved in DNA replication-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:1900264-&&-positive regulation of DNA-directed DNA polymerase activity-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis|cellular_component-&-1&-GO:0005663-&&-DNA replication factor C complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031390-&&-Ctf18 RFC-like complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0043142-&&-single-stranded DNA-dependent AG:9606:RFC4 KEGG-&-1&-hsa03430-&&-Mismatch repair-%%-hsa03030-&&-DNA replication-%%-hsa03420-&&-Nucleotide excision repairRFC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFC4RFC4 FALSE RFC4
taxon:9606 178053 1902 replication factor C subunit 3gene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0046683-&&-response to organophosphorus-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006271-&&-DNA strand elongation involved in DNA replication-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:1900264-&&-positive regulation of DNA-directed DNA polymerase activity-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage|cellular_component-&-1&-GO:0005663-&&-DNA replication factor C complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031390-&&-Ctf18 RFC-like compleG:9606:RFC3 KEGG-&-1&-hsa03430-&&-Mismatch repair-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03030-&&-DNA replicationRFC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFC3RFC3 FALSE RFC3
taxon:9606 165770 1902 mediator complex subunit 12 likegene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0016592-&&-mediator complex|molecular_function-&-1&-GO:0001105-&&-RNA polymerase II transcription coactivator activity-%%-GO:0008013-&&-beta-catenin bindingG:9606:MED12L KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED12L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED12LMED12L FALSE MED12L
taxon:9606 182154 1902 chloride channel accessory 1gene biological_process-&-1&-GO:0071456-&&-cellular response to hypoxia-%%-GO:1902476-&&-chloride transmembrane transport-%%-GO:0006508-&&-proteolysis-%%-GO:0006810-&&-transport-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:0006816-&&-calcium ion transport|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005902-&&-microvillus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0042589-&&-zymogen granule membrane|molecular_function-&-1&-GO:0005254-&&-chloride channel activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005229-&&-intracellular calcium activated chloride channel activityG:9606:CLCA1 KEGG-&-1&-hsa04972-&&-Pancreatic secretion-%%-hsa04924-&&-Renin secretionCLCA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLCA1CLCA1 FALSE CLCA1
taxon:9606 173966 1902 ER lipid raft associated 2gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0045541-&&-negative regulation of cholesterol biosynthetic process-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0045717-&&-negative regulation of fatty acid biosynthetic process-%%-GO:0032933-&&-SREBP signaling pathway-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043234-&&-protein complex-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0004713-&&-protein tyrosine kinase activity-%%-GO:0015485-&&-cholesterol binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:ERLIN2 ERLIN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERLIN2ERLIN2 FALSE ERLIN2
taxon:9606 182159 1902 adaptor related protein complex 2 mu 1 subunitgene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:1903077-&&-negative regulation of protein localization to plasma membrane-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030666-&&-endocytic vesicle membrane-%%-GO:0030669-&&-clathrin-coated endocytic vesicle membrane-%%-GO:0036020-&&-endolysosome membrane-%%-GO:0005829-&&-cytosol-%%-GO:0030122-&&-AP-2 adaptor complex|molecular_function-&-1&-GO:0005048-&&-signal sequence binding-%%-GO:0005215-G:9606:AP2M1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04144-&&-Endocytosis-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycleAP2M1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AP2M1AP2M1 FALSE AP2M1
taxon:9606 178060 1902 UPF1, RNA helicase and ATPasegene biological_process-&-1&-GO:0006449-&&-regulation of translational termination-%%-GO:0032201-&&-telomere maintenance via semi-conservative replication-%%-GO:0006260-&&-DNA replication-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0009048-&&-dosage compensation by inactivation of X chromosome-%%-GO:0061158-&&-3'-UTR-mediated mRNA destabilization-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0006281-&&-DNA repair-%%-GO:0000294-&&-nuclear-transcribed mRNA catabolic process, endonucleolytic cleavage-dependent decay-%%-GO:0061014-&&-positive regulation of mRNA catabolic process-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0071044-&&-histone mRNA catabolic process-%%-GO:0000723-&&-telomere maintenance|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035145-&&-exon-exon junction complex-%%-GO:0005634-&&-nucleG:9606:UPF1 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathway-%%-hsa03013-&&-RNA transportUPF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UPF1UPF1 FALSE UPF1
taxon:9606 182157 1902 adaptor related protein complex 2 sigma 1 subunitgene biological_process-&-1&-GO:0048268-&&-clathrin coat assembly-%%-GO:0061024-&&-membrane organization-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030122-&&-AP-2 adaptor complex-%%-GO:0030666-&&-endocytic vesicle membrane-%%-GO:0030669-&&-clathrin-coated endocytic vesicle membrane-%%-GO:0036020-&&-endolysosome membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0035615-&&-clathrin adaptor activity-%%-GOG:9606:AP2S1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04144-&&-EndocytosisAP2S1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AP2S1AP2S1 FALSE AP2S1
taxon:9606 178065 1902 RELA proto-oncogene, NF-kB subunitgene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0006117-&&-acetaldehyde metabolic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032868-&&-response to insulin-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0001889-&&-liver development-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0043200-&&-response to amino acid-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000630-&&-positive regulation of miRNA metabolic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0033590-&&-response to cobalamin-%%-GO:1902895-&&-positive regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0009887-&&-animal organ morphG:9606:RELA KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05133-&&-Pertussis-%%-hsa01523-&&-Antifolate resistance-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05132-&RELA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RELARELA FALSE RELA
taxon:9606 178070 1902 RecQ like helicasegene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0000733-&&-DNA strand renaturation-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005694-&&-chromosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0036310-&&-annealing helicase activity-%%-GO:0043140-&&-ATP-dependent 3'-5' DNA helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003678-&&-DNA helicase activity-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0009378-&&-four-way junction helicase activityG:9606:RECQL RECQL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RECQLRECQL FALSE RECQL
taxon:9606 182164 1902 ERCC excision repair 8, CSA ubiquitin ligase complex subunitgene biological_process-&-1&-GO:0006979-&&-response to oxidative stress-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0010165-&&-response to X-ray-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0009411-&&-response to UV-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0031464-&&-Cul4A-RING E3 ubiquitin ligase complex-%%-GO:0000109-&&-nucleotide-excision repair complex-%%-GO:0043234-&&-protein complex-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003678-&&-DNA helicase activity-%%-GO:0008094-&&-DNA-dependent ATPase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0032403-&&-protein complex bindingG:9606:ERCC8 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa03420-&&-Nucleotide excision repairERCC8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERCC8ERCC8 FALSE ERCC8
taxon:9606 169876 1902 O-sialoglycoprotein endopeptidasegene biological_process-&-1&-GO:0002949-&&-tRNA threonylcarbamoyladenosine modification|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0000408-&&-EKC/KEOPS complex|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0061711-&&-N(6)-L-threonylcarbamoyladenine synthaseG:9606:OSGEP OSGEP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OSGEPOSGEP FALSE OSGEP
taxon:9606 169877 1902 BTB domain containing 2gene biological_process-&-1&-GO:0030162-&&-regulation of proteolysis-%%-GO:0022008-&&-neurogenesis-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0019005-&&-SCF ubiquitin ligase complex-%%-GO:0000932-&&-P-body-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:BTBD2 BTBD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BTBD2BTBD2 FALSE BTBD2
taxon:9606 178069 1902 REL proto-oncogene, NF-kB subunitgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0045087-&&-innate immune response-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0034097-&&-response to cytokine-%%-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0032688-&&-negative regulation of interferon-beta production-%%-GO:0006954-&&-inflammatory response-%%-GO:0010629-&&-negative regulation of gene expression|cellular_component-&-1&-GO:0005667-&&-transcription factor complex-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0033256-&&-I-kappaB/NF-kappaB complex|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0000980-&&-RNA polymerase II distal enhancer sequenceG:9606:REL KEGG-&-1&-hsa04014-&&-Ras signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05202-&&-Transcriptional misregulation in cancerREL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RELREL FALSE REL
taxon:9606 169880 1902 chromodomain helicase DNA binding protein 7gene biological_process-&-1&-GO:0007512-&&-adult heart development-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0050767-&&-regulation of neurogenesis-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0007628-&&-adult walking behavior-%%-GO:0003222-&&-ventricular trabecula myocardium morphogenesis-%%-GO:0043584-&&-nose development-%%-GO:0021553-&&-olfactory nerve development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0003007-&&-heart morphogenesis-%%-GO:0060324-&&-face development-%%-GO:0035909-&&-aorta morphogenesis-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0060021-&&-palate development-%%-GO:0003226-&&-right ventricular compact myocardium morphogenesis-%%-GO:0021772-&&-olfactory bulb development-%%-GO:0060173-&&-limb development-%%-GO:0010880-&&-regulation of release of sequestered calcium ion into cytosG:9606:CHD7 CHD7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD7CHD7 FALSE CHD7
taxon:9606 173982 1902 lysine acetyltransferase 7gene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0043983-&&-histone H4-K12 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043984-&&-histone H4-K16 acetylation|cellular_component-&-1&-GO:0000123-&&-histone acetyltransferase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0004402-&&-histone acetyltransferase activityG:9606:KAT7 KAT7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT7KAT7 FALSE KAT7
taxon:9606 178078 1902 reticulocalbin 1gene biological_process-&-1&-GO:0001701-&&-in utero embryonic development-%%-GO:0043010-&&-camera-type eye development|cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:RCN1 RCN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RCN1RCN1 FALSE RCN1
taxon:9606 182175 1902 conserved helix-loop-helix ubiquitous kinasegene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0051146-&&-striated muscle cell differentiation-%%-GO:0003009-&&-skeletal muscle contraction-%%-GO:0007266-&&-Rho protein signal transduction-%%-GO:0009636-&&-response to toxic substance-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0033194-&&-response to hydroperoxide-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0010034-&&-response to acetate-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0006954-&&-inflammatory response-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0006955-&&-immune response-%%-GO:0043200-&&-response to amino acid-%%-GO:0002223-&&-stimuG:9606:CHUK KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeCHUK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHUKCHUK FALSE CHUK
taxon:9606 169887 1902 proline rich nuclear receptor coactivator 2gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0031087-&&-deadenylation-independent decapping of nuclear-transcribed mRNA-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000932-&&-P-body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:PNRC2 PNRC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PNRC2PNRC2 FALSE PNRC2
taxon:9606 178077 1902 reticulocalbin 2gene cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:RCN2 RCN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RCN2RCN2 FALSE RCN2
taxon:9606 182173 1902 creatine kinase Bgene biological_process-&-1&-GO:0021549-&&-cerebellum development-%%-GO:0006600-&&-creatine metabolic process-%%-GO:0021762-&&-substantia nigra development-%%-GO:0016310-&&-phosphorylation-%%-GO:0030644-&&-cellular chloride ion homeostasis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005634-&&-nucleus-%%-GO:0030425-&&-dendrite-%%-GO:0005615-&&-extracellular space-%%-GO:0005739-&&-mitochondrion-%%-GO:0043025-&&-neuronal cell body|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004111-&&-creatine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:CKB KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00330-&&-Arginine and proline metabolismCKB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CKBCKB FALSE CKB
taxon:9606 178083 1902 retinol binding protein 1gene biological_process-&-1&-GO:0001523-&&-retinoid metabolic process-%%-GO:0006810-&&-transport-%%-GO:0002138-&&-retinoic acid biosynthetic process-%%-GO:0006776-&&-vitamin A metabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0016918-&&-retinal binding-%%-GO:0019841-&&-retinol binding-%%-GO:0005215-&&-transporter activity-%%-GO:0005501-&&-retinoid bindingG:9606:RBP1 RBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBP1RBP1 FALSE RBP1
taxon:9606 178080 1902 retinol binding protein 4gene biological_process-&-1&-GO:0060059-&&-embryonic retina morphogenesis in camera-type eye-%%-GO:0034633-&&-retinol transport-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0048706-&&-embryonic skeletal system development-%%-GO:0007507-&&-heart development-%%-GO:0030277-&&-maintenance of gastrointestinal epithelium-%%-GO:0048562-&&-embryonic organ morphogenesis-%%-GO:0060157-&&-urinary bladder development-%%-GO:0032526-&&-response to retinoic acid-%%-GO:0042572-&&-retinol metabolic process-%%-GO:0007601-&&-visual perception-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0048738-&&-cardiac muscle tissue development-%%-GO:0045471-&&-response to ethanol-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0030324-&&-lung development-%%-GO:0001523-&&-retinoid metabolic process-%%-GO:0060065-&&-uterus development-%%-GO:0060347-&&-heart trabecula formation-%%-GO:0051024-&&-positive regulation of immunoglobulin secretion-%%-GO:0060068-&&-vagina development-%%-GO:0001654-&&-eye development-%%-GO:0060044-&&-negative regulG:9606:RBP4 RBP4 TRUE RBP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBP4RBP4 FALSE RBP4
taxon:9606 173984 1902 interleukin 1 receptor accessory protein like 1gene biological_process-&-1&-GO:0007157-&&-heterophilic cell-cell adhesion via plasma membrane cell adhesion molecules-%%-GO:0030182-&&-neuron differentiation-%%-GO:0010975-&&-regulation of neuron projection development-%%-GO:0045920-&&-negative regulation of exocytosis-%%-GO:0007165-&&-signal transduction-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0097105-&&-presynaptic membrane assembly-%%-GO:0050775-&&-positive regulation of dendrite morphogenesis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0030424-&&-axon-%%-GO:0030425-&&-dendrite-%%-GO:0009986-&&-cell surface-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005245-&&-voltage-gated calcium channel activity-%%-GO:0005515-&&-protein binding-%%-GO:0005102-&&-receptor binding-%%-GO:0019966-&&-interleukin-1 bindingG:9606:IL1RAPL1 IL1RAPL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL1RAPL1IL1RAPL1 FALSE IL1RAPL1
taxon:9606 173985 1902 cell division cycle 37gene biological_process-&-1&-GO:0060338-&&-regulation of type I interferon-mediated signaling pathway-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0010608-&&-posttranscriptional regulation of gene expression-%%-GO:0050821-&&-protein stabilization-%%-GO:0098779-&&-positive regulation of macromitophagy in response to mitochondrial depolarization-%%-GO:0006457-&&-protein folding-%%-GO:0006605-&&-protein targeting-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:1990565-&&-HSP90-CDC37 chaperone complex|molecular_function-&-1&-GO:0019900-&&-kinase binding-%%-GO:0051879-&&-Hsp90 protein binding-%%-GO:0004713-&&-protein tyrosine kinase activity-%%-GO:0019887-&&-protein kinase regulator activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:G:9606:CDC37 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathwayCDC37 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC37CDC37 FALSE CDC37
taxon:9606 165796 1902 topoisomerase (DNA) I, mitochondrialgene biological_process-&-1&-GO:0006265-&&-DNA topological change-%%-GO:0007059-&&-chromosome segregation-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006260-&&-DNA replication|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0031298-&&-replication fork protection complex-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003917-&&-DNA topoisomerase type I activity-%%-GO:0003677-&&-DNA bindingG:9606:TOP1MT TOP1MT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOP1MTTOP1MT FALSE TOP1MT
taxon:9606 178091 1902 RNA binding motif protein 4gene biological_process-&-1&-GO:0097167-&&-circadian regulation of translation-%%-GO:0006396-&&-RNA processing-%%-GO:0032055-&&-negative regulation of translation in response to stress-%%-GO:0035278-&&-miRNA mediated inhibition of translation-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0046685-&&-response to arsenic-containing substance-%%-GO:0051149-&&-positive regulation of muscle cell differentiation-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0002190-&&-cap-independent translational initiation-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0008380-&&-RNA splicing-%%-GO:0046822-&&-regulation of nucleocytoplasmic transport-%%-GO:0002192-&&-IRES-dependent translational initiation-%%-GO:0006397-&&-mRNA processing-%%-GO:0030154-&&-cell differentiation-%%-GO:0045947-&&-negative regulation of translational initiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-G:9606:RBM4 RBM4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM4RBM4 FALSE RBM4
taxon:9606 173993 1902 ZW10 interacting kinetochore proteingene biological_process-&-1&-GO:0051649-&&-establishment of localization in cell-%%-GO:0051301-&&-cell division-%%-GO:0000070-&&-mitotic sister chromatid segregation-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0007062-&&-sister chromatid cohesion|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0000776-&&-kinetochore-%%-GO:0030425-&&-dendrite-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0000777-&&-condensed chromosome kinetochore|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-terminus bindingG:9606:ZWINT ZWINT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZWINTZWINT FALSE ZWINT
taxon:9606 178094 1902 RB transcriptional corepressor like 1gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043550-&&-regulation of lipid kinase activity-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0016032-&&-viral process-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:1990841-&&-promoter-specific chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor bindingG:9606:RBL1 KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa04218-&&-Cellular senescence-%%-hsa04350-&&-TGF-beta signaling pathwayRBL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBL1RBL1 FALSE RBL1
taxon:9606 178092 1902 RNA binding motif (RNP1, RRM) protein 3gene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0006417-&&-regulation of translation-%%-GO:0045727-&&-positive regulation of translation|cellular_component-&-1&-GO:0015934-&&-large ribosomal subunit-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus-%%-GO:0030425-&&-dendrite-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:RBM3 RBM3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM3RBM3 FALSE RBM3
taxon:9606 173996 1902 kinesin family member 3Agene biological_process-&-1&-GO:0035735-&&-intraciliary transport involved in cilium assembly-%%-GO:0022008-&&-neurogenesis-%%-GO:0034454-&&-microtubule anchoring at centrosome-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0010457-&&-centriole-centriole cohesion-%%-GO:0072383-&&-plus-end-directed vesicle transport along microtubule-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0060271-&&-cilium assembly-%%-GO:0006996-&&-organelle organization-%%-GO:0007018-&&-microtubule-based movement|cellular_component-&-1&-GO:0005929-&&-cilium-%%-GO:0016939-&&-kinesin II complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005876-&&-spindle microtubule-%%-GO:0005814-&&-centriole-%%-GO:0005829-&&-cytosol-%%-GO:0097542-&&-ciliary tip-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0005515-&&-protein binding-%%-GO:0008574-&&-ATP-deG:9606:KIF3A KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathwayKIF3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIF3AKIF3A FALSE KIF3A
taxon:9606 165805 1902 solute carrier family 26 member 8gene biological_process-&-1&-GO:0015701-&&-bicarbonate transport-%%-GO:0048240-&&-sperm capacitation-%%-GO:1902358-&&-sulfate transmembrane transport-%%-GO:0006821-&&-chloride transport-%%-GO:0006820-&&-anion transport-%%-GO:0019532-&&-oxalate transport-%%-GO:1902476-&&-chloride transmembrane transport-%%-GO:0008272-&&-sulfate transport-%%-GO:0051453-&&-regulation of intracellular pH-%%-GO:0042391-&&-regulation of membrane potential-%%-GO:0051321-&&-meiotic cell cycle-%%-GO:0007275-&&-multicellular organism development-%%-GO:0030317-&&-flagellated sperm motility|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0015106-&&-bicarbonate transmembrane transporter activity-%%-GO:0019531-&&-oxalate transmembrane transporter activity-%%-GO:0008271-&&-secondary active sulfate transmembrane transporter activity-%%-GO:0015116-&&-sulfate transmembrane transporter activity-%%-GO:0015301-&&-anion:anion antiporter activity-%%-GO:0005515-&&-proG:9606:SLC26A8 SLC26A8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC26A8SLC26A8 FALSE SLC26A8
taxon:9606 178098 1902 RB binding protein 5, histone lysine methyltransferase complex subunitgene biological_process-&-1&-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043627-&&-response to estrogen-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0048188-&&-Set1C/COMPASS complex-%%-GO:0005730-&&-nucleolus-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071339-&&-MLL1 complex-%%-GO:0044666-&&-MLL3/4 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone bindingG:9606:RBBP5 KEGG-&-1&-hsa04934-&&-Cushing syndromeRBBP5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBBP5RBBP5 FALSE RBBP5
taxon:9606 178099 1902 RB binding protein 4, chromatin remodeling factorgene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0016575-&&-histone deacetylation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0031497-&&-chromatin assembly-%%-GO:0060416-&&-response to growth hormone-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0008285-&&-negative regulation of cell proliferation|cellular_component-&-1&-GO:0016581-&&-NuRD complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0016580-&&-Sin3 complex-%%-GO:0016589-&&-NURF complex-%%G:9606:RBBP4 KEGG-&-1&-hsa04218-&&-Cellular senescenceRBBP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBBP4RBBP4 FALSE RBBP4
taxon:9606 178096 1902 RB binding protein 7, chromatin remodeling factorgene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0008283-&&-cell proliferation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0007275-&&-multicellular organism development-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0048545-&&-response to steroid hormone-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0070370-&&-cellular heat acclimation-%%-GO:0016575-&&-histone deacetylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035098-&&-ESC/E(Z) complex-%%-GO:0016581-&&-NuRD complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0004407-&&-histone deacetylase activityG:9606:RBBP7 RBBP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBBP7RBBP7 FALSE RBBP7
taxon:9606 178097 1902 RB binding protein 6, ubiquitin ligasegene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0048568-&&-embryonic organ development-%%-GO:0006397-&&-mRNA processing-%%-GO:0035264-&&-multicellular organism growth-%%-GO:0061053-&&-somite development-%%-GO:0006974-&&-cellular response to DNA damage stimulus|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005730-&&-nucleolus-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0008270-&&-zinc ion bindingG:9606:RBBP6 RBBP6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBBP6RBBP6 FALSE RBBP6
taxon:9606 178102 1902 RB transcriptional corepressor 1gene biological_process-&-1&-GO:0071459-&&-protein localization to chromosome, centromeric region-%%-GO:0045842-&&-positive regulation of mitotic metaphase/anaphase transition-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0042551-&&-neuron maturation-%%-GO:0051301-&&-cell division-%%-GO:0051146-&&-striated muscle cell differentiation-%%-GO:0071930-&&-negative regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0034088-&&-maintenance of mitotic sister chromatid cohesion-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045445-&&-myoblast differentiation-%%-GO:0016032-&&-viral process-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006351-&&-transcG:9606:RB1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa01522-&&-Endocrine resistance-%%-hsa05218-&&-Melanoma-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05224-&&-Breast cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05214-&&-Glioma-%%-hsa05161-&&-Hepatitis B-%%-hsa04934-&&-Cushing syndrome-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05160-&&-Hepatitis C-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05215-&&-Prostate cancer-%%-hsa05220-&&-Chronic myeloid leukemiaRB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RB1RB1 FALSE RB1
taxon:9606 178100 1902 lysine demethylase 5Agene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007283-&&-spermatogenesis-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:1901726-&&-negative regulation of histone deacetylase activity-%%-GO:0008584-&&-male gonad development-%%-GO:0034720-&&-histone H3-K4 demethylation|cellular_component-&-1&-GO:0019907-&&-cyclin-dependent protein kinase activating kinase holoenzyme complex-%%-GO:0032993-&&-protein-DNA complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031490-&&-chromatin DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0016706-&&-oxidoreductase activity, acting on paired donors, with incorporation or reduction of moG:9606:KDM5A KDM5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM5AKDM5A FALSE KDM5A
taxon:9606 174005 1902 FGFR1 oncogene partnergene biological_process-&-1&-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0061099-&&-negative regulation of protein tyrosine kinase activity-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0034453-&&-microtubule anchoring|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0030292-&&-protein tyrosine kinase inhibitor activity-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004713-&&-protein tyrosine kinase activityG:9606:FGFR1OP FGFR1OP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FGFR1OPFGFR1OP FALSE FGFR1OP
taxon:9606 178106 1902 RAS p21 protein activator 1gene biological_process-&-1&-GO:0007162-&&-negative regulation of cell adhesion-%%-GO:0030833-&&-regulation of actin filament polymerization-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0000165-&&-MAPK cascade-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0001570-&&-vasculogenesis-%%-GO:0051252-&&-regulation of RNA metabolic process-%%-GO:0009790-&&-embryo development-%%-GO:0007165-&&-signal transduction-%%-GO:0001953-&&-negative regulation of cell-matrix adhesion-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0046580-&&-negative regulation of Ras protein signal transduction-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0048514-&&-blood vessel morphogenesis-%%-GO:0035556-&&-intracellular signal transduction|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0031235-&&-intrinsic component of the cytoplasmic side of the plasma membrane-%%-GO:0001726-&&-ruffle|molecular_function-&-1&-GO:0051020-&&-GTG:9606:RASA1 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04360-&&-Axon guidanceRASA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RASA1RASA1 FALSE RASA1
taxon:9606 178104 1902 Ras protein specific guanine nucleotide releasing factor 1gene biological_process-&-1&-GO:0046579-&&-positive regulation of Ras protein signal transduction-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:2000310-&&-regulation of NMDA receptor activity-%%-GO:0007165-&&-signal transduction-%%-GO:0048167-&&-regulation of synaptic plasticity-%%-GO:0000165-&&-MAPK cascade-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0046578-&&-regulation of Ras protein signal transduction-%%-GO:0035020-&&-regulation of Rac protein signal transduction-%%-GO:0007616-&&-long-term memory-%%-GO:0048168-&&-regulation of neuronal synaptic plasticity-%%-GO:0031175-&&-neuron projection development-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030426-&&-growth cone-%%-GO:0005829-&&-cytosol-%%-GO:0043005-&&-neuron projection|molecular_function-&-1&-GO:0035254-&&-glutamate receptor binding-%%-GO:0005085-&&-guanylG:9606:RASGRF1 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesionRASGRF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RASGRF1RASGRF1 FALSE RASGRF1
taxon:9606 169913 1902 sphingomyelin phosphodiesterase 3gene biological_process-&-1&-GO:0006685-&&-sphingomyelin catabolic process-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0006687-&&-glycosphingolipid metabolic process-%%-GO:2000304-&&-positive regulation of ceramide biosynthetic process-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:0007049-&&-cell cycle-%%-GO:0030072-&&-peptide hormone secretion|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0000137-&&-Golgi cis cisterna-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0004767-&&-sphingomyelin phosphodiesterase activity-%%-GO:0046872-&&-metal ion bindingG:9606:SMPD3 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00600-&&-Sphingolipid metabolismSMPD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMPD3SMPD3 FALSE SMPD3
taxon:9606 165822 1902 retinol dehydrogenase 13gene biological_process-&-1&-GO:0042462-&&-eye photoreceptor cell development-%%-GO:0009644-&&-response to high light intensity-%%-GO:0042572-&&-retinol metabolic process-%%-GO:0010842-&&-retina layer formation-%%-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0052650-&&-NADP-retinol dehydrogenase activityG:9606:RDH13 RDH13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RDH13RDH13 FALSE RDH13
taxon:9606 178110 1902 arginyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006420-&&-arginyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005737-&&-cytoplasm-%%-GO:0017101-&&-aminoacyl-tRNA synthetase multienzyme complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004814-&&-arginine-tRNA ligase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0034618-&&-arginine binding-%%-GO:0000049-&&-tRNA bindingG:9606:RARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisRARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RARSRARS FALSE RARS
taxon:9606 174015 1902 heterogeneous nuclear ribonucleoprotein U like 1gene biological_process-&-1&-GO:0009615-&&-response to virus-%%-GO:0006396-&&-RNA processing-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:HNRNPUL1 KEGG-&-1&-hsa05164-&&-Influenza AHNRNPUL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPUL1HNRNPUL1 FALSE HNRNPUL1
taxon:9606 182210 1902 chromodomain helicase DNA binding protein 4gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0051225-&&-spindle assembly-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0072553-&&-terminal button organization-%%-GO:0016575-&&-histone deacetylation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0032993-&&-protein-DNA complex-%%-GO:0005813-&&-centrosome-%%-GO:0043234-&&-protein complex-%%-GO:0016020-&&-membrane-%%-GO:0016581-&&-NuRD complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0001103-&&-RNA polymerase II repressing transcription factor binding-%%-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specifiG:9606:CHD4 KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesisCHD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD4CHD4 FALSE CHD4
taxon:9606 182211 1902 chromodomain helicase DNA binding protein 3gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0051297-&&-centrosome organization-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007051-&&-spindle organization-%%-GO:0016575-&&-histone deacetylation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006333-&&-chromatin assembly or disassembly|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0005813-&&-centrosome-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0016581-&&-NuRD complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004386-&&-helicase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004407-&&-histone deacetylase activity-%%-GO:0003723-&&-RNA bindiG:9606:CHD3 CHD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD3CHD3 FALSE CHD3
taxon:9606 174019 1902 ADAM metallopeptidase with thrombospondin type 1 motif 5gene biological_process-&-1&-GO:0042742-&&-defense response to bacterium-%%-GO:0036066-&&-protein O-linked fucosylation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0006508-&&-proteolysis-%%-GO:0044691-&&-tooth eruption|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005178-&&-integrin binding-%%-GO:0050840-&&-extracellular matrix binding-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0008237-&&-metallopeptidase activity-%%-GO:0008201-&&-heparin binding-%%-GO:0005515-&&-protein bindingG:9606:ADAMTS5 ADAMTS5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAMTS5ADAMTS5 FALSE ADAMTS5
taxon:9606 178115 1902 RAP2B, member of RAS oncogene familygene biological_process-&-1&-GO:0030168-&&-platelet activation-%%-GO:0070527-&&-platelet aggregation-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:0030033-&&-microvillus assembly-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0007165-&&-signal transduction-%%-GO:0031954-&&-positive regulation of protein autophosphorylation-%%-GO:0032486-&&-Rap protein signal transduction-%%-GO:0061097-&&-regulation of protein tyrosine kinase activity-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0044291-&&-cell-cell contact zone-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0055038-&&-recycling endosome membrane-%%-GO:0070821-&&-tertiary granule membrane-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0045121-&&-membrane raft-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005525-&&-GTP binding-%%-GO:0019003-&&-GDP binding-%%-GO:001G:9606:RAP2B RAP2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAP2BRAP2B FALSE RAP2B
taxon:9606 182208 1902 checkpoint kinase 1gene biological_process-&-1&-GO:0048096-&&-chromatin-mediated maintenance of transcription-%%-GO:0006260-&&-DNA replication-%%-GO:0035407-&&-histone H3-T11 phosphorylation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0010767-&&-regulation of transcription from RNA polymerase II promoter in response to UV-induced DNA damage-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:2000615-&&-regulation of histone H3-K9 acetylation-%%-GO:0006281-&&-DNA repair-%%-GO:0010569-&&-regulation of double-strand break repair via homologous recombination-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0045839-&&-negative regulation of mitotic nuclear division-%%-GO:0006975-&&-DNA damage induced protein phosphorylation-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0046602-&&-regulation of mitotic centrosome separation-%%-GO:000704G:9606:CHEK1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04218-&&-Cellular senescence-%%-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04115-&&-p53 signaling pathwayCHEK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHEK1CHEK1 FALSE CHEK1
taxon:9606 178113 1902 retinoic acid receptor alphagene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0048167-&&-regulation of synaptic plasticity-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001889-&&-liver development-%%-GO:0007565-&&-female pregnancy-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0007283-&&-spermatogenesis-%%-GO:0032720-&&-negative regulation of tumor necrosis factor production-%%-GO:0045947-&&-negative regulation of translational initiation-%%-GO:0060173-&&-limb development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0003417-&&-growth plate cartilage development-%%-GO:0031076-&&-embryonic camera-type eye development-%%-GO:0051099-&&-positive regulation of binding-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0032526-&&-responG:9606:RARA KEGG-&-1&-hsa05200-&&-Pathways in cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05221-&&-Acute myeloid leukemiaRARA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RARARARA FALSE RARA
taxon:9606 182214 1902 regulator of chromosome condensation 1gene biological_process-&-1&-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0051301-&&-cell division-%%-GO:0007059-&&-chromosome segregation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0051225-&&-spindle assembly-%%-GO:0016032-&&-viral process-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007052-&&-mitotic spindle organization|cellular_component-&-1&-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031492-&&-nucleosomal DNA binding-%%-GO:0042393-&&-histone binding-%%-GO:0005087-&&-Ran guanyl-nucleotide exchange factor activity-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:RCC1 RCC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RCC1RCC1 FALSE RCC1
taxon:9606 178119 1902 RAP1B, member of RAS oncogene familygene biological_process-&-1&-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:2000301-&&-negative regulation of synaptic vesicle exocytosis-%%-GO:0030033-&&-microvillus assembly-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:0032486-&&-Rap protein signal transduction-%%-GO:2000114-&&-regulation of establishment of cell polarity-%%-GO:0061028-&&-establishment of endothelial barrier-%%-GO:1901888-&&-regulation of cell junction assembly-%%-GO:0008283-&&-cell proliferation-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0005911-&&-cell-cell junction-%%-GO:0005811-&&-lipid particle-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0005622-&&-intracellular-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005525-&&-GTP binding-%%-GO:0019003-&&-GDP binding-%%-GO:0032403-&&-protein complexG:9606:RAP1B KEGG-&-1&-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04611-&&-Platelet activation-%%-hsa04720-&&-Long-term potentiation-%%-hsa04024-&&-cAMP signaling pathwayRAP1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAP1BRAP1B FALSE RAP1B
taxon:9606 178123 1902 RAN binding protein 2gene biological_process-&-1&-GO:0046604-&&-positive regulation of mitotic centrosome separation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0010827-&&-regulation of glucose transport-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016925-&&-protein sumoylation-%%-GO:0007051-&&-spindle organization-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0019083-&&-viral transcription-%%-GO:0051642-&&-centrosome localization-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0006457-&&-protein folding-%%-GO:0075733-&&-intracellular transport of virus-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0006409-&&-tRNA export from nucleus|cellular_compG:9606:RANBP2 KEGG-&-1&-hsa03013-&&-RNA transportRANBP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RANBP2RANBP2 FALSE RANBP2
taxon:9606 174024 1902 WD repeat domain 5gene biological_process-&-1&-GO:0035948-&&-positive regulation of gluconeogenesis by positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0031175-&&-neuron projection development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043984-&&-histone H4-K16 acetylation-%%-GO:0001501-&&-skeletal system development-%%-GO:0060271-&&-cilium assembly-%%-GO:0051568-&&-histone H3-K4 methylation|cellular_component-&-1&-GO:0000123-&&-histone acetyltransferase complex-%%-GO:0005671-&&-Ada2/Gcn5/Ada3 transcription activator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0036064-&&-ciliary basal body-%%-GO:0071339-&&-MLL1 complex-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0044666-&&-MLL3/4 complex-%%-GO:0005634-&&-nucleus-%%-GO:0048188-&&-Set1C/COMPASS complex|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0018024-&&-histonG:9606:WDR5 KEGG-&-1&-hsa04934-&&-Cushing syndromeWDR5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR5WDR5 FALSE WDR5
taxon:9606 178121 1902 RAP1A, member of RAS oncogene familygene biological_process-&-1&-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:0030033-&&-microvillus assembly-%%-GO:0097421-&&-liver regeneration-%%-GO:0032486-&&-Rap protein signal transduction-%%-GO:0015031-&&-protein transport-%%-GO:0038180-&&-nerve growth factor signaling pathway-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:1905451-&&-positive regulation of Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:1901888-&&-regulation of cell junction assembly-%%-GO:0097327-&&-response to antineoplastic agent-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:2001214-&&-positive regulation of vasculogenesis-%%-GO:0061028-&&-establishment of endothelial barrier-%%-GO:0046326-&&-positive regulation of glucose import-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:0035690-&&-cellular resG:9606:RAP1A KEGG-&-1&-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04611-&&-Platelet activation-%%-hsa04720-&&-Long-term potentiation-%%-hsa04024-&&-cAMP signaling pathwayRAP1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAP1ARAP1A FALSE RAP1A
taxon:9606 178124 1902 RAN binding protein 1gene biological_process-&-1&-GO:0006606-&&-protein import into nucleus-%%-GO:0046604-&&-positive regulation of mitotic centrosome separation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007165-&&-signal transduction-%%-GO:0007051-&&-spindle organization-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome-%%-GO:0005635-&&-nuclear envelope|molecular_function-&-1&-GO:0005092-&&-GDP-dissociation inhibitor activity-%%-GO:0005096-&&-GTPase activator activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:RANBP1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05203-&&-Viral carcinogenesisRANBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RANBP1RANBP1 FALSE RANBP1
taxon:9606 178125 1902 RAN, member RAS oncogene familygene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0034629-&&-cellular protein complex localization-%%-GO:0021766-&&-hippocampus development-%%-GO:0006259-&&-DNA metabolic process-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0071389-&&-cellular response to mineralocorticoid stimulus-%%-GO:0051301-&&-cell division-%%-GO:0006606-&&-protein import into nucleus-%%-GO:0007052-&&-mitotic spindle organization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016032-&&-viral process-%%-GO:0071806-&&-protein transmembrane transport-%%-GO:0075733-&&-intracellular transport of virus-%%-GO:0035281-&&-pre-miRNA export from nucleus-%%-GO:0006409-&&-tRNA export from nucleus-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0000055-&&-ribosomal large subunit export from nucleus-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000056-&&-ribosomal small subunit export from nucleus-%%-GO:1902570-&&-protein localization to nucleolus-%%-GO:000G:9606:RAN KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa03013-&&-RNA transportRAN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RANRAN FALSE RAN
taxon:9606 178131 1902 Raf-1 proto-oncogene, serine/threonine kinasegene biological_process-&-1&-GO:0000186-&&-activation of MAPKK activity-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0007507-&&-heart development-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0030878-&&-thyroid gland development-%%-GO:0031333-&&-negative regulation of protein complex assembly-%%-GO:0035773-&&-insulin secretion involved in cellular response to glucose stimulus-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0060324-&&-face development-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0030154-&&-cell differentiation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0035994-&&-response to muscle stretch-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006915-&&-apoG:9606:RAF1 KEGG-&-1&-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04916-&&-Melanogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa05218-&&-Melanoma-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04720-&&-Long-term potentiation-%%-hsa04270-&&-VasculaRAF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAF1RAF1 FALSE RAF1
taxon:9606 178139 1902 RAD23 homolog A, nucleotide excision repair proteingene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0032434-&&-regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0000502-&&-proteasome complex|molecular_function-&-1&-GO:0003684-&&-damaged DNA binding-%%-GO:1990381-&&-ubiquitin-specific protease binding-%%-GO:0031593-&&-polyubiquitin binding-%%-GO:0005515-&&-protein binding-%%-GO:0003697-&&-single-stranded DNA bindingG:9606:RAD23A KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa03420-&&-Nucleotide excision repairRAD23A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAD23ARAD23A FALSE RAD23A
taxon:9606 178137 1902 RAD51 recombinasegene biological_process-&-1&-GO:0000730-&&-DNA recombinase assembly-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0031297-&&-replication fork processing-%%-GO:0070192-&&-chromosome organization involved in meiotic cell cycle-%%-GO:0007131-&&-reciprocal meiotic recombination-%%-GO:0072757-&&-cellular response to camptothecin-%%-GO:0010833-&&-telomere maintenance via telomere lengthening-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0072711-&&-cellular response to hydroxyurea-%%-GO:0000732-&&-strand displacement-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0006268-&&-DNA unwinding involved in DNA replication-%%-GO:1904631-&&-response to glucoside-%%-GO:0042493-&&-response to drug-%%-GO:0007126-&&-meiotic nuclear division-%%-GO:0051260-&&-protein homooligomerization-%%-GO:1990426-&&-mitotic recombination-dependent replication fork processing-%%-GO:0001932-&&-regulation of protein phosphorylation-%G:9606:RAD51 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03440-&&-Homologous recombination-%%-hsa05200-&&-Pathways in cancer-%%-hsa05212-&&-Pancreatic cancerRAD51 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAD51RAD51 FALSE RAD51
taxon:9606 178142 1902 RAD9 checkpoint clamp component Agene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0000076-&&-DNA replication checkpoint-%%-GO:0006281-&&-DNA repair-%%-GO:1902231-&&-positive regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0031573-&&-intra-S DNA damage checkpoint-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0000077-&&-DNA damage checkpoint|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0030896-&&-checkpoint clamp complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008408-&&-3'-5' exonuclease activity-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0008853-&&-exodeoxyribonuclease III activity-%%-GO:0017124-&&-SH3 domain bindingG:9606:RAD9A KEGG-&-1&-hsa04218-&&-Cellular senescenceRAD9A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAD9ARAD9A FALSE RAD9A
taxon:9606 178143 1902 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3)gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0021894-&&-cerebral cortex GABAergic interneuron development-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0014041-&&-regulation of neuron maturation-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0031175-&&-neuron projection development-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0051932-&&-synaptic transmission, GABAergic-%%-GO:0030031-&&-cell projection assembly-%%-GO:0033630-&&-positive regulation of cell adhesion mediated by integrin-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:1900026-&&-positive regulation of substrate adhesion-dependent cell spreading|cellular_component-&-1&-GO:0043005-&&-neuron projection-%%-GO:0071944-&&-cell periphery-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0012505-&&-endomembG:9606:RAC3 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05416-&&-Viral myocarditis-%%-hsa04520-&&-Adherens junction-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05231-&&-Choline metabolism in cancer-%%-hsa04024-&&-cAMP signaling pathwayRAC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAC3RAC3 FALSE RAC3
taxon:9606 182236 1902 cystic fibrosis transmembrane conductance regulatorgene biological_process-&-1&-GO:0007585-&&-respiratory gaseous exchange-%%-GO:0061024-&&-membrane organization-%%-GO:1902161-&&-positive regulation of cyclic nucleotide-gated ion channel activity-%%-GO:0006904-&&-vesicle docking involved in exocytosis-%%-GO:0051454-&&-intracellular pH elevation-%%-GO:1902476-&&-chloride transmembrane transport-%%-GO:0045921-&&-positive regulation of exocytosis-%%-GO:0006810-&&-transport-%%-GO:0099133-&&-ATP hydrolysis coupled anion transmembrane transport-%%-GO:0006695-&&-cholesterol biosynthetic process-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0015701-&&-bicarbonate transport-%%-GO:0055085-&&-transmembrane transport-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0030301-&&-cholesterol transport-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:0048240-&&-sperm capacitation-%%-GO:0060081-&&-membrane hyperpolarization-%%-GO:1902943-&&-positive regulation of voltage-gated chloride channel activity|cellular_compG:9606:CFTR CFTR TRUE KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04530-&&-Tight junction-%%-hsa02010-&&-ABC transporters-%%-hsa04976-&&-Bile secretion-%%-hsa05110-&&-Vibrio cholerae infection-%%-hsa04024-&&-cAMP signaling pathwayCFTR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CFTRCFTR FALSE CFTR
taxon:9606 165858 1902 tumor protein p53 inducible nuclear protein 1gene biological_process-&-1&-GO:0000045-&&-autophagosome assembly-%%-GO:0010508-&&-positive regulation of autophagy-%%-GO:0006915-&&-apoptotic process-%%-GO:0009408-&&-response to heat-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0048102-&&-autophagic cell death-%%-GO:0071447-&&-cellular response to hydroperoxide-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0072703-&&-cellular response to methyl methanesulfonate-%%-GO:0071361-&&-cellular response to ethanol-%%-GO:1904761-&&-negative regulation of myofibroblast differentiation-%%-GO:2001235-&&-positive regulation of apoptotic signaling pathway-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0034644-&&-cellular response G:9606:TP53INP1 TP53INP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP53INP1TP53INP1 FALSE TP53INP1
taxon:9606 174050 1902 WW domain containing E3 ubiquitin protein ligase 1gene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007417-&&-central nervous system development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0034220-&&-ion transmembrane transport|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:WWP1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04144-&&-EndocytosisWWP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WWP1WWP1 FALSE WWP1
taxon:9606 178146 1902 RAB5C, member RAS oncogene familygene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0015031-&&-protein transport-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0048227-&&-plasma membrane to endosome transport|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0005811-&&-lipid particle-%%-GO:0031901-&&-early endosome membrane-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005769-&&-early endosome-%%-GO:0030139-&&-endocytic vesicle-%%-GO:0042470-&&-melanosome|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0019003-&&-GDP bindingG:9606:RAB5C KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05152-&&-Tuberculosis-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04962-&&-Vasopressin-regulated water reabsorption-%%-hsa04145-&&-Phagosome-%%-hsa04144-&&-EndocytosisRAB5C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAB5CRAB5C FALSE RAB5C
taxon:9606 182243 1902 centrin 2 gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0051301-&&-cell division-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0007099-&&-centriole replication-%%-GO:0032465-&&-regulation of cytokinesis-%%-GO:0007283-&&-spermatogenesis|cellular_component-&-1&-GO:0005813-&&-centrosome-%%-GO:0036064-&&-ciliary basal body-%%-GO:0005622-&&-intracellular-%%-GO:0032391-&&-photoreceptor connecting cilium-%%-GO:0071942-&&-XPC complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005814-&&-centriole-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0008017-&&-microtubule binding-%%-GO:0005515-&&-protein binding-%%-GO:0032795-&&-heterotrimeric G-proteiG:9606:CETN2 KEGG-&-1&-hsa03420-&&-Nucleotide excision repairCETN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CETN2CETN2 FALSE CETN2
taxon:9606 182240 1902 cofilin 1 gene biological_process-&-1&-GO:0010592-&&-positive regulation of lamellipodium assembly-%%-GO:0014823-&&-response to activity-%%-GO:0007162-&&-negative regulation of cell adhesion-%%-GO:0021766-&&-hippocampus development-%%-GO:0010593-&&-negative regulation of lamellipodium assembly-%%-GO:0061001-&&-regulation of dendritic spine morphogenesis-%%-GO:0022604-&&-regulation of cell morphogenesis-%%-GO:0044794-&&-positive regulation by host of viral process-%%-GO:0045792-&&-negative regulation of cell size-%%-GO:0097107-&&-postsynaptic density assembly-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0045862-&&-positive regulation of proteolysis-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:2000784-&&-positive regulation of establishment of cell polarity regulating cell shape-%%-GO:0031915-&&-positive regulation of synaptic plasticity-%%-GO:0032232-&&-negative regulation of actin filament bundle assembly-%%-GO:0007010-&&-cytoskeleton orgG:9606:CFL1 KEGG-&-1&-hsa05133-&&-Pertussis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04360-&&-Axon guidanceCFL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CFL1CFL1 FALSE CFL1
taxon:9606 169952 1902 erbb2 interacting proteingene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0045104-&&-intermediate filament cytoskeleton organization-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0071638-&&-negative regulation of monocyte chemotactic protein-1 production-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0070433-&&-negative regulation of nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0007049-&&-cell cycle-%%-GO:0007165-&&-signal transduction-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0045175-&&-basal protein localization-%%-GO:0032495-&&-response to muramyl dipeptide-%%-GO:0006605-&&-protein targeting-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0045197-&&-establishment or maintenance of epithelial cell apical/basal polarity-%%-GO:0016049-&&-cell growth|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-G:9606:ERBIN KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathwayERBIN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERBINERBIN FALSE ERBIN
taxon:9606 178144 1902 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2)gene biological_process-&-1&-GO:0090023-&&-positive regulation of neutrophil chemotaxis-%%-GO:0045453-&&-bone resorption-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0030168-&&-platelet activation-%%-GO:0060263-&&-regulation of respiratory burst-%%-GO:0007165-&&-signal transduction-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0043304-&&-regulation of mast cell degranulation-%%-GO:0010592-&&-positive regulation of lamellipodium assembly-%%-GO:0006935-&&-chemotaxis-%%-GO:0007015-&&-actin filament organization-%%-GO:1902622-&&-regulation of neutrophil migration-%%-GO:0030031-&&-cell projection assembly-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0042129-&&-regulation of T cell proliferation-%%-GO:0060753-&&-regulation of mast cell chemotaxis-%%-GO:0071593-&&-lymphocyte aggregation-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0010810-&&-regulation of cell-substrate adhesion-%%-GO:0051056-&&-regulation of small GTPase mediatG:9606:RAC2 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05416-&&-Viral myocarditis-%%-hsa04520-&&-Adherens junction-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05231-&&-Choline metabolism in cancer-%%-hsa04024-&RAC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAC2RAC2 FALSE RAC2
taxon:9606 178145 1902 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1)gene biological_process-&-1&-GO:0009611-&&-response to wounding-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0090103-&&-cochlea morphogenesis-%%-GO:0035025-&&-positive regulation of Rho protein signal transduction-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0051668-&&-localization within membrane-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0048870-&&-cell motility-%%-GO:0010592-&&-positive regulation of lamellipodium assembly-%%-GO:0031529-&&-ruffle organization-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0072659-&&-protein localization to plasma membrane-%%-GO:0007411-&&-axon guidance-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0051496-&&-positive regulation of stress fiber aG:9606:RAC1 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04145-&&-Phagosome-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa05131-&&-Shigellosis-%%-hsa05416-&&-Viral myocarditis-%%-hsa0452RAC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAC1RAC1 FALSE RAC1
taxon:9606 169959 1902 lysine methyltransferase 2Egene biological_process-&-1&-GO:0002446-&&-neutrophil mediated immunity-%%-GO:0006306-&&-DNA methylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0030218-&&-erythrocyte differentiation-%%-GO:0042119-&&-neutrophil activation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0034968-&&-histone lysine methylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:KMT2E KEGG-&-1&-hsa00310-&&-Lysine degradationKMT2E Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KMT2EKMT2E FALSE KMT2E
taxon:9606 165863 1902 forkhead box Q1gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0031069-&&-hair follicle morphogenesis-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:FOXQ1 FOXQ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXQ1FOXQ1 FALSE FOXQ1
taxon:9606 182244 1902 centrin 1 gene biological_process-&-1&-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0034605-&&-cellular response to heat|cellular_component-&-1&-GO:0005813-&&-centrosome-%%-GO:0005814-&&-centriole-%%-GO:0000922-&&-spindle pole-%%-GO:0032391-&&-photoreceptor connecting cilium|molecular_function-&-1&-GO:0031683-&&-G-protein beta/gamma-subunit complex binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0032795-&&-heterotrimeric G-protein bindingG:9606:CETN1 CETN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CETN1CETN1 FALSE CETN1
taxon:9606 169962 1902 zinc finger protein 302gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:ZNF302 ZNF302 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF302ZNF302 FALSE ZNF302
taxon:9606 182250 1902 centromere protein Bgene cellular_component-&-1&-GO:0000780-&&-condensed nuclear chromosome, centromeric region-%%-GO:0005694-&&-chromosome-%%-GO:0016604-&&-nuclear body-%%-GO:0031618-&&-nuclear pericentric heterochromatin-%%-GO:0000775-&&-chromosome, centromeric region|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0003696-&&-satellite DNA binding-%%-GO:0019237-&&-centromeric DNA binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:CENPB CENPB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CENPBCENPB FALSE CENPB
taxon:9606 182251 1902 centromere protein Agene biological_process-&-1&-GO:0000132-&&-establishment of mitotic spindle orientation-%%-GO:0071459-&&-protein localization to chromosome, centromeric region-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0016032-&&-viral process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0051382-&&-kinetochore assembly|cellular_component-&-1&-GO:0000778-&&-condensed nuclear chromosome kinetochore-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0000780-&&-condensed nuclear chromosome, centromeric region-%%-GO:0000939-&&-condensed chromosome inner kinetochore-%%-GO:0031618-&&-nuclear pericentric heterochromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000775-&&-chromosome, centromeric region-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:CENPA CENPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CENPACENPA FALSE CENPA
taxon:9606 174056 1902 nudix hydrolase 21gene biological_process-&-1&-GO:0006378-&&-mRNA polyadenylation-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006397-&&-mRNA processing-%%-GO:0051262-&&-protein tetramerization-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0031124-&&-mRNA 3'-end processing|cellular_component-&-1&-GO:0005849-&&-mRNA cleavage factor complex-%%-GO:0016604-&&-nuclear body-%%-GO:0005813-&&-centrosome-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0042382-&&-paraspeckles-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0016787-&&-hydrolase activity-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0042802-&&-identical protein binding-%%-GO:0017091-&&-AU-rich element binding-%%-GO:0003723-&&-RNA bindingG:9606:NUDT21 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayNUDT21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUDT21NUDT21 FALSE NUDT21
taxon:9606 178156 1902 RAB5A, member RAS oncogene familygene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0045022-&&-early endosome to late endosome transport-%%-GO:2000300-&&-regulation of synaptic vesicle exocytosis-%%-GO:0051489-&&-regulation of filopodium assembly-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0015031-&&-protein transport-%%-GO:0036465-&&-synaptic vesicle recycling-%%-GO:2000785-&&-regulation of autophagosome assembly-%%-GO:0007596-&&-blood coagulation-%%-GO:0039694-&&-viral RNA genome replication-%%-GO:0006897-&&-endocytosis-%%-GO:0045921-&&-positive regulation of exocytosis-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0006909-&&-phagocytosis-%%-GO:0051036-&&-regulation of endosome size-%%-GO:2000286-&&-receptor internalization involved in canonical Wnt signaling pathway-%%-GO:0007264-&&-small GTPase mediated signal transduction|cellular_component-&-1&-GO:0043679-&&-axon terminus-%%-GO:0030670-&&-phagocytic vesicle membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030424-&&-axon-%%-GO:0043195-&&-termG:9606:RAB5A KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05152-&&-Tuberculosis-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04145-&&-Phagosome-%%-hsa04962-&&-Vasopressin-regulated water reabsorption-%%-hsa04144-&&-Endocytosis-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)RAB5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAB5ARAB5A FALSE RAB5A
taxon:9606 178157 1902 RAB4A, member RAS oncogene familygene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0015031-&&-protein transport-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0032482-&&-Rab protein signal transduction-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0019882-&&-antigen processing and presentation|cellular_component-&-1&-GO:0005768-&&-endosome-%%-GO:0031901-&&-early endosome membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0032593-&&-insulin-responsive compartment-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031982-&&-vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0098837-&&-postsynaptic recycling endosome-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0051117-&&-ATPase binding-%%-GO:0035255-&&-ionotropic glutamate receptor binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-proteG:9606:RAB4A KEGG-&-1&-hsa04144-&&-EndocytosisRAB4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAB4ARAB4A FALSE RAB4A
taxon:9606 182258 1902 CCAAT/enhancer binding protein betagene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0042130-&&-negative regulation of T cell proliferation-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0060850-&&-regulation of transcription involved in cell fate commitment-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0030182-&&-neuron differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0072574-&&-hepatocyte proliferation-%%-GO:0060644-&&-mammary gland epithelial cell differentiation-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0006954-&&-inflammatory response-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0006955-&&-immune response-%%-GO:0001892-&&-embryonic placenta development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templatedG:9606:CEBPB KEGG-&-1&-hsa05152-&&-Tuberculosis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04668-&&-TNF signaling pathwayCEBPB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEBPBCEBPB FALSE CEBPB
taxon:9606 174066 1902 glucuronidase beta pseudogenegene G:9606:SMA4 SMA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMA4SMA4 FALSE SMA4
taxon:9606 182259 1902 CCAAT/enhancer binding protein alphagene biological_process-&-1&-GO:0000050-&&-urea cycle-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0048839-&&-inner ear development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0050872-&&-white fat cell differentiation-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0055088-&&-lipid homeostasis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0071285-&&-cellular response to lithium ion-%%-GO:0001889-&&-liver development-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0006091-&&-generationG:9606:CEBPA KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05221-&&-Acute myeloid leukemiaCEBPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEBPACEBPA FALSE CEBPA
taxon:9606 178166 1902 PZP, alpha-2-macroglobulin likegene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0007565-&&-female pregnancy|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0004866-&&-endopeptidase inhibitor activityG:9606:PZP PZP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PZPPZP FALSE PZP
taxon:9606 178174 1902 paxillin gene biological_process-&-1&-GO:0007155-&&-cell adhesion-%%-GO:0007172-&&-signal complex assembly-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0007165-&&-signal transduction-%%-GO:0034614-&&-cellular response to reactive oxygen species-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0006936-&&-muscle contraction-%%-GO:0060396-&&-growth hormone receptor signaling pathway|cellular_component-&-1&-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005875-&&-microtubule associated complex-%%-GO:0001725-&&-stress fiber-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0017166-&&-vinculin binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0008013-&&-beta-catenin binding-%%-GO:00082G:9606:PXN KEGG-&-1&-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cellsPXN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PXNPXN FALSE PXN
taxon:9606 182275 1902 cyclin dependent kinase inhibitor 2Agene biological_process-&-1&-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0001953-&&-negative regulation of cell-matrix adhesion-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0042326-&&-negative regulation of phosphorylation-%%-GO:2000774-&&-positive regulation of cellular senescence-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0035986-&&-senescence-associated heterochromatin focus assembly-%%-GO:0090399-&&-replicative senescence-%%-GO:0034393-&&-positive regulation of smooth muscle cell apoptotic process-%%-GO:2000111-&&-positive regulation of macrophage apoptotic process-%%-GO:0090398-&&-cellular senescence|cellular_component-&-1&-GO:0035985-&G:9606:CDKN2A KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa01522-&&-Endocrine resistance-%%-hsa05218-&&-Melanoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04934-&&-Cushing syndrome-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05220-&&-Chronic myeloid leukemiaCDKN2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDKN2ACDKN2A FALSE CDKN2A
taxon:9606 182273 1902 cyclin dependent kinase inhibitor 2Cgene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0048709-&&-oligodendrocyte differentiation-%%-GO:0042326-&&-negative regulation of phosphorylation-%%-GO:0007050-&&-cell cycle arrest|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004861-&&-cyclin-dependent protein serine/threonine kinase inhibitor activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein bindingG:9606:CDKN2C KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycle-%%-hsa01522-&&-Endocrine resistance-%%-hsa05202-&&-Transcriptional misregulation in cancerCDKN2C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDKN2CCDKN2C FALSE CDKN2C
taxon:9606 169985 1902 minichromosome maintenance 10 replication initiation factorgene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0008283-&&-cell proliferation-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0031298-&&-replication fork protection complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA binding-%%-GO:0003688-&&-DNA replication origin binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:MCM10 MCM10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM10MCM10 FALSE MCM10
taxon:9606 182278 1902 cyclin dependent kinase inhibitor 1Agene biological_process-&-1&-GO:0051412-&&-response to corticosterone-%%-GO:0043068-&&-positive regulation of programmed cell death-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0046685-&&-response to arsenic-containing substance-%%-GO:0050821-&&-protein stabilization-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0034605-&&-cellular response to heat-%%-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0090400-&&-stress-induced premature senescence-%%-GO:0010243-&&-response to organonitrogen compound-%%-GO:0055093-&&-response to hyperoxia-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0071493-&&-cellular response to UV-B-%%-GO:0048146-&&-positive regulation of fibroblast proliferaG:9606:CDKN1A KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa01522-&&-Endocrine resistance-%%-hsa04218-&&-Cellular senescence-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05218-&&-Melanoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05212-&&-Pancreatic cCDKN1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDKN1ACDKN1A FALSE CDKN1A
taxon:9606 182279 1902 cyclin dependent kinase 9gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0033129-&&-positive regulation of histone phosphorylation-%%-GO:0031297-&&-replication fork processing-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0050434-&&-positive regulation of viral transcription-%%-GO:2001168-&&-positive regulation of histone H2B ubiquitination-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0031056-&&-regulation of histone modification-%%-GO:0051147-&&-regulation of muscle cell differentiation-%%-GO:0070816-&&-phosphorylation of RNA polymerase II C-terminal domain-%%-GO:0008283-&&-cell proliferation-%%-GO:0006282-&&-regulation of DNA repair-%%-GO:0010613-&&-positive regulation of cardiac muscle hypertrophy-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006281-&&-DNA repair-%%-GO:1903839-&&-positive reG:9606:CDK9 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerCDK9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK9CDK9 FALSE CDK9
taxon:9606 165892 1902 sideroflexin 5gene biological_process-&-1&-GO:0015746-&&-citrate transport-%%-GO:0055072-&&-iron ion homeostasis-%%-GO:0034220-&&-ion transmembrane transport|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0015137-&&-citrate transmembrane transporter activityG:9606:SFXN5 SFXN5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SFXN5SFXN5 FALSE SFXN5
taxon:9606 182282 1902 cyclin dependent kinase 7gene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0051301-&&-cell division-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0006363-&&-termination of RNA polymerase I transcription-%%-GO:0006283-&&-transcripG:9606:CDK7 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsCDK7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK7CDK7 FALSE CDK7
taxon:9606 182283 1902 cyclin dependent kinase 6gene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0042063-&&-gliogenesis-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0045638-&&-negative regulation of myeloid cell differentiation-%%-GO:0051301-&&-cell division-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0050680-&&-negative regulation of epithelial cell proliferation-%%-GO:1904628-&&-cellular response to phorbol 13-acetate 12-myristate-%%-GO:0001954-&&-positive regulation of cell-matrix adhesion-%%-GO:0010468-&&-regulation of gene expression-%%-GO:2000145-&&-regulation of cell motility-%%-GO:2000773-&&-negative regulation of cellular senescence-%%-GO:0003323-&&-type B pancreatic cell development-%%-GO:0009615-&&-response to virus-%%-GO:0021542-&&-dentate gyrus development-%%-GO:0021670-&&-lateral ventricle development-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0010389-&&-regulation of G2/M transition of miG:9606:CDK6 KEGG-&-1&-hsa04218-&&-Cellular senescence-%%-hsa05162-&&-Measles-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05218-&&-Melanoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05214-&&-Glioma-%%-hsa04934-&&-Cushing syndrome-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemiaCDK6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK6CDK6 FALSE CDK6
taxon:9606 182280 1902 cyclin dependent kinase 8gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007346-&&-regulation of mitotic cell cycle|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0043234-&&-protein complex-%%-GO:0016592-&&-mediator complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0008353-&&-RNA polymerase II carboxy-terminal domain kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004693-&&-cyclin-dependent protein serine/threonine kinase activity-%%-GO:0004672-&&-protein kinase activityG:9606:CDK8 CDK8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK8CDK8 FALSE CDK8
taxon:9606 174088 1902 RuvB like AAA ATPase 2gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0006457-&&-protein folding-%%-GO:0071733-&&-transcriptional activation by promoter-enhancer looping-%%-GO:0071899-&&-negative regulation of estrogen receptor binding-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006310-&&-DNA recombination-%%-GO:0040008-&&-regulation of growth-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0034644-&&-cellular response to UV-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071169-&&-establishment of protein localization to chromatin-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0043968-&&-histone H2A acetylation-%%-GO:0043967-&&-histone H4 acetylation|cellular_component-&-1&-GO:0097255-&&-R2TP complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000812-&&-Swr1 complex-%%-GO:0030529G:9606:RUVBL2 RUVBL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RUVBL2RUVBL2 FALSE RUVBL2
taxon:9606 169998 1902 phosphatidylinositol 4-kinase type 2 alphagene biological_process-&-1&-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0007030-&&-Golgi organization-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0007032-&&-endosome organization|cellular_component-&-1&-GO:0005768-&&-endosome-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0005886-&&-plasma membrane-%%-GO:0045121-&&-membrane raft-%%-GO:0030054-&&-cell junction-%%-GO:0044231-&&-host cell presynaptic membrane-%%-GO:0043005-&&-neuron projection-%%-GO:0031224-&&-intrinsic component of membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0031083-&&-BLOC-1 complex-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005739-&&-mitochondrion-%%-GO:0042734-&&-presynaptic membrane-%%-GO:0030425-&&-dendrite-%%-GO:0016020-&&-membrane-%%-GO:0035838-&&-growing cell tip|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004430-&&-1-phosphatidylinositol 4-kinase activity-%%-GO:0005515-&&-proG:9606:PI4K2A KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04070-&&-Phosphatidylinositol signaling systemPI4K2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PI4K2API4K2A FALSE PI4K2A
taxon:9606 182287 1902 cyclin dependent kinase 2gene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006260-&&-DNA replication-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051301-&&-cell division-%%-GO:0032298-&&-positive regulation of DNA-dependent DNA replication initiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0016572-&&-histone phosphorylation-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0051298-&&-centrosome duplication-%%-GO:0010389-&&-regulation of G2/M transition of mitotic cell cycle-%%-GO:0071732-&&-cellular response to nitric oxide-%%-GO:0006281-&&-DNA repair-%%-GO:0007099-&&-centriole replication-%%-GO:0010033-&&-response to organic substance-%%-GO:0045893-&&-positive reG:9606:CDK2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05162-&&-Measles-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04934-&&-Cushing syndrome-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05200-&&-Pathways in cancer-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05226-&&-Gastric cancer-%%-hsa05215-&&-Prostate cancerCDK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK2CDK2 FALSE CDK2
taxon:9606 182284 1902 cyclin dependent kinase 5gene biological_process-&-1&-GO:0016079-&&-synaptic vesicle exocytosis-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0051301-&&-cell division-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0048709-&&-oligodendrocyte differentiation-%%-GO:0048488-&&-synaptic vesicle endocytosis-%%-GO:0022038-&&-corpus callosum development-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0071156-&&-regulation of cell cycle arrest-%%-GO:0045956-&&-positive regulation of calcium ion-dependent exocytosis-%%-GO:0030182-&&-neuron differentiation-%%-GO:0030517-&&-negative regulation of axon extension-%%-GO:0001764-&&-neuron migration-%%-GO:0061001-&&-regulation of dendritic spine morphogenesis-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0043113-&&-receptor clustering-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0031914-&&-negative regulation of synaptic plasticity-%%-GG:9606:CDK5 KEGG-&-1&-hsa05010-&&-Alzheimer disease-%%-hsa05030-&&-Cocaine addiction-%%-hsa04360-&&-Axon guidanceCDK5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK5CDK5 FALSE CDK5
taxon:9606 174092 1902 protein phosphatase 1 regulatory subunit 13 likegene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0009791-&&-post-embryonic development-%%-GO:0003215-&&-cardiac right ventricle morphogenesis-%%-GO:0042633-&&-hair cycle-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0035264-&&-multicellular organism growth-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0003229-&&-ventricular cardiac muscle tissue development-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0031076-&&-embryonic camera-type eye development-%%-GO:0048871-&&-multicellular organismal homeostasis|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0045171-&&-intercellular bridge-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003714-&&-transcription corepressor activity-%%-G:9606:PPP1R13L PPP1R13L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP1R13LPPP1R13L FALSE PPP1R13L
taxon:9606 174093 1902 Snf2 related CREBBP activator proteingene biological_process-&-1&-GO:0016573-&&-histone acetylation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0016032-&&-viral process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0043234-&&-protein complex-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0004386-&&-helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activityG:9606:SRCAP SRCAP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRCAPSRCAP FALSE SRCAP
taxon:9606 178192 1902 protein tyrosine phosphatase, receptor type Z1gene biological_process-&-1&-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0007417-&&-central nervous system development-%%-GO:0048709-&&-oligodendrocyte differentiation-%%-GO:0070445-&&-regulation of oligodendrocyte progenitor proliferation-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0007611-&&-learning or memory-%%-GO:0007409-&&-axonogenesis|cellular_component-&-1&-GO:0031226-&&-intrinsic component of plasma membrane-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0072534-&&-perineuronal net-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0004725-&&-protein tyrosine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005001-&&-transmembrane receptor protein tyrosine phosphatase activityG:9606:PTPRZ1 KEGG-&-1&-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infectionPTPRZ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTPRZ1PTPRZ1 FALSE PTPRZ1
taxon:9606 178193 1902 protein tyrosine phosphatase, receptor type Sgene biological_process-&-1&-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0034164-&&-negative regulation of toll-like receptor 9 signaling pathway-%%-GO:0048671-&&-negative regulation of collateral sprouting-%%-GO:0021766-&&-hippocampus development-%%-GO:0048681-&&-negative regulation of axon regeneration-%%-GO:0021549-&&-cerebellum development-%%-GO:0032688-&&-negative regulation of interferon-beta production-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0021510-&&-spinal cord development-%%-GO:0061000-&&-negative regulation of dendritic spine development-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0030517-&&-negative regulation of axon extension-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0032687-&&-negative regulation of interferon-alpha production-%%-GO:0022038-&&-corpus callosum development-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-exG:9606:PTPRS PTPRS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTPRSPTPRS FALSE PTPRS
taxon:9606 178196 1902 protein tyrosine phosphatase, receptor type N2gene biological_process-&-1&-GO:0035773-&&-insulin secretion involved in cellular response to glucose stimulus-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0007269-&&-neurotransmitter secretion|cellular_component-&-1&-GO:0030672-&&-synaptic vesicle membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0030054-&&-cell junction-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0043235-&&-receptor complex-%%-GO:0030667-&&-secretory granule membrane-%%-GO:0101003-&&-ficolin-1-rich granule membrane-%%-GO:0043195-&&-terminal bouton-%%-GO:0005788-&&-endoplasmic reticulum lumen|molecular_function-&-1&-GO:0005001-&&-transmembrane receptor protein tyrosine phosphatase activityG:9606:PTPRN2 KEGG-&-1&-hsa04940-&&-Type I diabetes mellitusPTPRN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTPRN2PTPRN2 FALSE PTPRN2
taxon:9606 182306 1902 cell division cycle 42gene biological_process-&-1&-GO:0036336-&&-dendritic cell migration-%%-GO:0034613-&&-cellular protein localization-%%-GO:0031424-&&-keratinization-%%-GO:0060047-&&-heart contraction-%%-GO:0031069-&&-hair follicle morphogenesis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0030225-&&-macrophage differentiation-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0060501-&&-positive regulation of epithelial cell proliferation involved in lung morphogenesis-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0007097-&&-nuclear migration-%%-GO:0007163-&&-establishment or maintenance of cell polarity-%%-GO:0031295-&&-T cell costimulation-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0002040-&&-sprouting angiogenesis-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0090316G:9606:CDC42 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05131-&&-Shigellosis-%%-hsa04520-&&-Adherens junction-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsCDC42 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC42CDC42 FALSE CDC42
taxon:9606 170017 1902 WD repeat domain 33gene biological_process-&-1&-GO:0007283-&&-spermatogenesis-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006379-&&-mRNA cleavage-%%-GO:0006301-&&-postreplication repair-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005581-&&-collagen trimer-%%-GO:0005847-&&-mRNA cleavage and polyadenylation specificity factor complex-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:WDR33 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayWDR33 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR33WDR33 FALSE WDR33
taxon:9606 182305 1902 cadherin 1 gene biological_process-&-1&-GO:0030198-&&-extracellular matrix organization-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0021983-&&-pituitary gland development-%%-GO:0009636-&&-response to toxic substance-%%-GO:0071681-&&-cellular response to indole-3-methanol-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0034332-&&-adherens junction organization-%%-GO:0072659-&&-protein localization to plasma membrane-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0031175-&&-neuron projection development-%%-GO:0071285-&&-cellular response to lithium ion-%%-GO:0042493-&&-response to drug-%%-GO:0035635-&&-entry of bacterium into host cell-%%-GO:0007156-&&-homophilic cell adhesion via plasma membrane adhesion molecules-%%-GO:0042993-&&-positive regulation of transcription factor import into nucleus-%%-GO:0007416-&&-synapse assembly-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:0022408-&&-negative regulation of cell-cell adhesion|cellular_componenG:9606:CDH1 KEGG-&-1&-hsa04520-&&-Adherens junction-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05218-&&-Melanoma-%%-hsa05219-&&-Bladder cancer-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05213-&&-Endometrial cancer-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa05226-&&-Gastric cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cellsCDH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDH1CDH1 FALSE CDH1
taxon:9606 182310 1902 cell division cycle 25Bgene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0000278-&&-mitotic cell cycle-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0032467-&&-positive regulation of cytokinesis-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0001556-&&-oocyte maturation-%%-GO:0007144-&&-female meiosis I|cellular_component-&-1&-GO:0000922-&&-spindle pole-%%-GO:0005813-&&-centrosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004725-&&-protein tyrosine phosphatase activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004721-&&-phosphoprotein phosphatase activityG:9606:CDC25B KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04110-&&-Cell cycle-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04914-&&-Progesterone-mediated oocyte maturationCDC25B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC25BCDC25B FALSE CDC25B
taxon:9606 182311 1902 cell division cycle 25Agene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0008283-&&-cell proliferation-%%-GO:0009314-&&-response to radiation-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0034644-&&-cellular response to UV|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0051087-&&-chaperone binding-%%-GO:0004725-&&-protein tyrosine phosphatase activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004721-&&-phosphoprotein phosphatase activityG:9606:CDC25A KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa04218-&&-Cellular senescence-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04914-&&-Progesterone-mediated oocyte maturationCDC25A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC25ACDC25A FALSE CDC25A
taxon:9606 182309 1902 cell division cycle 25Cgene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0007283-&&-spermatogenesis-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0016032-&&-viral process-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0050699-&&-WW domain binding-%%-GO:0004721-&&-phosphoprotein phosphatase activity-%%-GO:0004725-&&-protein tyroG:9606:CDC25C KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04914-&&-Progesterone-mediated oocyte maturationCDC25C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC25CCDC25C FALSE CDC25C
taxon:9606 178213 1902 protein tyrosine phosphatase, non-receptor type 11gene biological_process-&-1&-GO:0060020-&&-Bergmann glial cell differentiation-%%-GO:0035265-&&-organ growth-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0048839-&&-inner ear development-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0060338-&&-regulation of type I interferon-mediated signaling pathway-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0048609-&&-multicellular organismal reproductive process-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0021697-&&-cerebellar cortex formation-%%-GO:0046676-&&-negative regulation of insulin secretion-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0046825-&&-regulation of protein export from nucleus-%%-GO:0033628-&&-regulation of cell adhesion mediated by integrin-%%-GO:0043254-&&-regulation of protein complex assembly-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:0031295-&&-T cell costimulation-%%-GO:0060325-&&-face morphogenesiG:9606:PTPN11 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04931-&&-Insulin resistance-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04360-&&-Axon guidance-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa05211-&&-Renal cell carcinoma-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathwayPTPN11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTPN11PTPN11 FALSE PTPN11
taxon:9606 182315 1902 cell division cycle 5 likegene biological_process-&-1&-GO:1904568-&&-cellular response to wortmannin-%%-GO:0044344-&&-cellular response to fibroblast growth factor stimulus-%%-GO:0071352-&&-cellular response to interleukin-2-%%-GO:1990646-&&-cellular response to prolactin-%%-GO:0030154-&&-cell differentiation-%%-GO:0000278-&&-mitotic cell cycle-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0072422-&&-signal transduction involved in DNA damage checkpoint|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005662-&&-DNA replication factor A complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane-%%-GO:0000974-&&-Prp19 complex|molecular_function-&-1&-GO:0000981-&G:9606:CDC5L KEGG-&-1&-hsa03040-&&-SpliceosomeCDC5L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC5LCDC5L FALSE CDC5L
taxon:9606 182318 1902 cyclin dependent kinase 1gene biological_process-&-1&-GO:0016477-&&-cell migration-%%-GO:0006915-&&-apoptotic process-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0014075-&&-response to amine-%%-GO:0051301-&&-cell division-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0008283-&&-cell proliferation-%%-GO:0034501-&&-protein localization to kinetochore-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0016572-&&-histone phosphorylation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0030261-&&-chromosome condensation-%%-GO:0043066-&&-negative regulation of apoptotic processG:9606:CDK1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04540-&&-Gap junction-%%-hsa04218-&&-Cellular senescence-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturationCDK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDK1CDK1 FALSE CDK1
taxon:9606 174126 1902 zinc finger and BTB domain containing 1gene biological_process-&-1&-GO:2000176-&&-positive regulation of pro-T cell differentiation-%%-GO:0045087-&&-innate immune response-%%-GO:0002711-&&-positive regulation of T cell mediated immunity-%%-GO:0034644-&&-cellular response to UV-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0033077-&&-T cell differentiation in thymus-%%-GO:0042789-&&-mRNA transcription from RNA polymerase II promoter-%%-GO:0048538-&&-thymus development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006281-&&-DNA repair-%%-GO:0045582-&&-positive regulation of T cell differentiation-%%-GO:0030183-&&-B cell differentiation-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0032825-&&-positive regulation of natural killer cell differentiation|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-G:9606:ZBTB1 ZBTB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB1ZBTB1 FALSE ZBTB1
taxon:9606 165932 1902 calcium dependent secretion activator 2gene biological_process-&-1&-GO:0016082-&&-synaptic vesicle priming-%%-GO:0045921-&&-positive regulation of exocytosis-%%-GO:0015031-&&-protein transport-%%-GO:1990504-&&-dense core granule exocytosis-%%-GO:0009267-&&-cellular response to starvation|cellular_component-&-1&-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0030054-&&-cell junction-%%-GO:0005654-&&-nucleoplasm-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0042734-&&-presynaptic membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008289-&&-lipid bindingG:9606:CADPS2 CADPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CADPS2CADPS2 FALSE CADPS2
taxon:9606 170029 1902 lin-7 homolog C, crumbs cell polarity complex componentgene biological_process-&-1&-GO:0015031-&&-protein transport-%%-GO:0006887-&&-exocytosis-%%-GO:0045199-&&-maintenance of epithelial cell apical/basal polarity-%%-GO:1903361-&&-protein localization to basolateral plasma membrane-%%-GO:0007269-&&-neurotransmitter secretion-%%-GO:0002011-&&-morphogenesis of an epithelial sheet|cellular_component-&-1&-GO:0005911-&&-cell-cell junction-%%-GO:0005886-&&-plasma membrane-%%-GO:0098793-&&-presynapse-%%-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0014069-&&-postsynaptic density-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0097025-&&-MPP7-DLG1-LIN7 complex-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0045202-&&-synapse-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0097016-&&-L27 domain binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0030165-&&-PDZ domain binding-%%-GO:0008092-&&-cytoskeletal protein bindingG:9606:LIN7C LIN7C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LIN7CLIN7C FALSE LIN7C
taxon:9606 178226 1902 parathymosingene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0002376-&&-immune system process|cellular_component-&-1&-GO:0005634-&&-nucleusG:9606:PTMS PTMS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTMSPTMS FALSE PTMS
taxon:9606 174129 1902 forkhead box J3gene biological_process-&-1&-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:FOXJ3 FOXJ3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXJ3FOXJ3 FALSE FOXJ3
taxon:9606 178231 1902 phosphorylase kinase catalytic subunit gamma 2gene biological_process-&-1&-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0005977-&&-glycogen metabolic process-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0045819-&&-positive regulation of glycogen catabolic process-%%-GO:0005978-&&-glycogen biosynthetic process-%%-GO:0005980-&&-glycogen catabolic process-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005829-&&-cytosol-%%-GO:0005964-&&-phosphorylase kinase complex|molecular_function-&-1&-GO:0050321-&&-tau-protein kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0004689-&&-phosphorylase kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin binding-%%-GO:0004674-&&-protein serine/threonine kinase activityG:9606:PHKG2 KEGG-&-1&-hsa04020-&&-Calcium signaling pathway-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04910-&&-Insulin signaling pathwayPHKG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHKG2PHKG2 FALSE PHKG2
taxon:9606 165943 1902 transcriptional adaptor 2Bgene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0016573-&&-histone acetylation-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0030914-&&-STAGA complex-%%-GO:0070461-&&-SAGA-type complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0003677-&&-DNA binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:TADA2B TADA2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TADA2BTADA2B FALSE TADA2B
taxon:9606 178235 1902 phosphorylase kinase regulatory subunit betagene biological_process-&-1&-GO:0005977-&&-glycogen metabolic process-%%-GO:0005980-&&-glycogen catabolic process-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005964-&&-phosphorylase kinase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0004689-&&-phosphorylase kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:PHKB KEGG-&-1&-hsa04020-&&-Calcium signaling pathway-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04910-&&-Insulin signaling pathwayPHKB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHKBPHKB FALSE PHKB
taxon:9606 178239 1902 PHD finger protein 1gene biological_process-&-1&-GO:0016569-&&-covalent chromatin modification-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0061087-&&-positive regulation of histone H3-K27 methylation-%%-GO:0061086-&&-negative regulation of histone H3-K27 methylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0035098-&&-ESC/E(Z) complex-%%-GO:0035861-&&-site of double-strand break-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone bindingG:9606:PHF1 PHF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHF1PHF1 FALSE PHF1
taxon:9606 174143 1902 SEC31 homolog A, COPII coat complex componentgene biological_process-&-1&-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0015031-&&-protein transport-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0051592-&&-response to calcium ion-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0002474-&&-antigen processing and presentation of peptide antigen via MHC class I|cellular_component-&-1&-GO:0012507-&&-ER to Golgi transport vesicle membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0030134-&&-ER to Golgi transport vesicle-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0030120-&&-vesicle coat-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0030127-&&-COPII vesicle coat-%%-GO:0070971-&&-endoplasmic reticulum exit site-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0048306-&&-calcium-dependent protein bindingG:9606:SEC31A KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumSEC31A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEC31ASEC31A FALSE SEC31A
taxon:9606 178236 1902 phosphorylase kinase regulatory subunit alpha 2gene biological_process-&-1&-GO:0006464-&&-cellular protein modification process-%%-GO:0005975-&&-carbohydrate metabolic process-%%-GO:0005980-&&-glycogen catabolic process-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0005964-&&-phosphorylase kinase complex|molecular_function-&-1&-GO:0004689-&&-phosphorylase kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:PHKA2 KEGG-&-1&-hsa04020-&&-Calcium signaling pathway-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04910-&&-Insulin signaling pathwayPHKA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHKA2PHKA2 FALSE PHKA2
taxon:9606 182333 1902 CD59 moleculegene biological_process-&-1&-GO:0001775-&&-cell activation-%%-GO:0001971-&&-negative regulation of activation of membrane attack complex-%%-GO:0007596-&&-blood coagulation-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0030449-&&-regulation of complement activation-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0048208-&&-COPII vesicle coating|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0012507-&&-ER to Golgi transport vesicle membrane-%%-GO:0035579-&&-specific granule membrane-%%-GO:0043218-&&-compact myelin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0031362-&&-anchored component of external side of plasma membrane-%%-GO:0031982-&&-vesicle-%%-GO:0042383-&&-sarcolemma-%%-GO:0033116-&&-endoplasmic reticulum-Golgi intermediate compartment membrane-%%-GO:0005925-&&-focal adhesionG:9606:CD59 KEGG-&-1&-hsa04610-&&-Complement and coagulation cascades-%%-hsa04640-&&-Hematopoietic cell lineageCD59 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CD59CD59 FALSE CD59
taxon:9606 174141 1902 pleckstrin homology domain containing A6gene G:9606:PLEKHA6 PLEKHA6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLEKHA6PLEKHA6 FALSE PLEKHA6
taxon:9606 182338 1902 kinesin family member 1Agene biological_process-&-1&-GO:0008089-&&-anterograde axonal transport|cellular_component-&-1&-GO:0005871-&&-kinesin complex-%%-GO:1904115-&&-axon cytoplasm-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0003777-&&-microtubule motor activity-%%-GO:0005524-&&-ATP binding-%%-GO:0016887-&&-ATPase activity-%%-GO:0003774-&&-motor activity-%%-GO:0008017-&&-microtubule bindingG:9606:KIF1A KIF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIF1AKIF1A FALSE KIF1A
taxon:9606 182339 1902 ATRX, chromatin remodelergene biological_process-&-1&-GO:0070192-&&-chromosome organization involved in meiotic cell cycle-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0031297-&&-replication fork processing-%%-GO:0010571-&&-positive regulation of nuclear cell cycle DNA replication-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006306-&&-DNA methylation-%%-GO:1901581-&&-negative regulation of telomeric RNA transcription from RNA pol II promoter-%%-GO:1904908-&&-negative regulation of maintenance of mitotic sister chromatid cohesion, telomeric-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0030900-&&-forebrain development-%%-GO:0072520-&&-seminiferous tubule development-%%-GO:0000212-&&-meiotic spindle organization-%%-GO:0007283-&&-spermatogenesis-%%-GO:1900112-&&-regulation of histone H3-K9 trimethylation-%%-GO:0060009-&&-Sertoli cell development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0035128-&&-post-embryonic forelimb morphogenesis-%%-GO:0072711-&&-cellular reG:9606:ATRX ATRX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATRXATRX FALSE ATRX
taxon:9606 178243 1902 prohibitin gene biological_process-&-1&-GO:0030308-&&-negative regulation of cell growth-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0045745-&&-positive regulation of G-protein coupled receptor protein signaling pathway-%%-GO:0010944-&&-negative regulation of transcription by competitive promoter binding-%%-GO:0016575-&&-histone deacetylation-%%-GO:0060766-&&-negative regulation of androgen receptor signaling pathway-%%-GO:0010942-&&-positive regulation of cell death-%%-GO:2000323-&&-negative regulation of glucocorticoid receptor signaling pathway-%%-GO:G:9606:PHB PHB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHBPHB FALSE PHB
taxon:9606 178246 1902 progesterone receptorgene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007165-&&-signal transduction-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0043401-&&-steroid hormone mediated signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005741-&&-mitochondrial outer membrane|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003707-&&-steroid hormone receptor activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005496-&&-steroid binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0051117-&&-ATPase bindingG:9606:PGR KEGG-&-1&-hsa04114-&&-Oocyte meiosis-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05224-&&-Breast cancerPGR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PGRPGR FALSE PGR
taxon:9606 182340 1902 ATR serine/threonine kinasegene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006260-&&-DNA replication-%%-GO:0043517-&&-positive regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0071480-&&-cellular response to gamma radiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0070198-&&-protein localization to chromosome, telomeric region-%%-GO:0090399-&&-replicative senescence-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:1904884-&&-positive regulation of telomerase catalytic core complex assembly-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0034644-&&-cellular response to UV-%%-GO:0008156-&&-negative regulation of DNA replication-%%-GO:0007275-&&-multicellular organism development-%%-GO:0006281-&&-DNA repair-%%-GO:0036297-&&-interstrand cross-link repair-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0007049-&&-cell cycle-%%-GO:0042493-&&-response toG:9606:ATR KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04110-&&-Cell cycle-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04115-&&-p53 signaling pathwayATR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATRATR FALSE ATR
taxon:9606 182346 1902 ATP synthase, H+ transporting, mitochondrial F1 complex, O subunitgene biological_process-&-1&-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport-%%-GO:0006754-&&-ATP biosynthetic process-%%-GO:0015992-&&-proton transport-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005753-&&-mitochondrial proton-transporting ATP synthase complex-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008144-&&-drug binding-%%-GO:0046933-&&-proton-transporting ATP synthase activity, rotational mechanism-%%-GO:0016887-&&-ATPase activity-%%-GO:0022857-&&-transmembrane transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0005215-&&-transporter activityG:9606:ATP5O KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseATP5O Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP5OATP5O FALSE ATP5O
taxon:9606 174155 1902 intestinal cell kinasegene biological_process-&-1&-GO:0035721-&&-intraciliary retrograde transport-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007165-&&-signal transduction-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0035720-&&-intraciliary anterograde transport-%%-GO:0007275-&&-multicellular organism development-%%-GO:0042073-&&-intraciliary transport-%%-GO:0060271-&&-cilium assembly|cellular_component-&-1&-GO:0005929-&&-cilium-%%-GO:0097542-&&-ciliary tip-%%-GO:0097546-&&-ciliary base-%%-GO:0036064-&&-ciliary basal body-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004674-&&-protein serine/threonine kinase activityG:9606:ICK ICK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ICKICK FALSE ICK
taxon:9606 178255 1902 placental growth factorgene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0001525-&&-angiogenesis-%%-GO:0002040-&&-sprouting angiogenesis-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0060688-&&-regulation of morphogenesis of a branching structure-%%-GO:0001658-&&-branching involved in ureteric bud morphogenesis-%%-GO:0007165-&&-signal transduction-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0030154-&&-cell differentiation-%%-GO:0050930-&&-induction of positive chemotaxis-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0042493-&&-response to drug-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0007565-&&-female pregnancy-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:0001666-&&-response to hypoxia-%%-GO:0060754-&&-positive regulation of mast cell chemotaxis|cellular_component-&-1&-GO:0005615-&&-extracellular spaG:9606:PGF KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancerPGF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PGFPGF FALSE PGF
taxon:9606 170060 1902 ras homolog family member T1gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0047497-&&-mitochondrion transport along microtubule-%%-GO:0019725-&&-cellular homeostasis-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0097345-&&-mitochondrial outer membrane permeabilization-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol-%%-GO:0031307-&&-integral component of mitochondrial outer membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0005741-&&-mitochondrial outer membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:RHOT1 KEGG-&-1&-hsa04137-&&-Mitophagy - animalRHOT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RHOT1RHOT1 FALSE RHOT1
taxon:9606 178263 1902 profilin 1 gene biological_process-&-1&-GO:1900029-&&-positive regulation of ruffle assembly-%%-GO:0032233-&&-positive regulation of actin filament bundle assembly-%%-GO:0030837-&&-negative regulation of actin filament polymerization-%%-GO:0051496-&&-positive regulation of stress fiber assembly-%%-GO:0050434-&&-positive regulation of viral transcription-%%-GO:0050821-&&-protein stabilization-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0051497-&&-negative regulation of stress fiber assembly-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0051054-&&-positive regulation of DNA metabolic process-%%-GO:0001843-&&-neural tube closure-%%-GO:0032232-&&-negative regulation of actin filament bundle assembly-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0071363-&&-G:9606:PFN1 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05132-&&-Salmonella infectionPFN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PFN1PFN1 FALSE PFN1
taxon:9606 182359 1902 ATP synthase, H+ transporting, mitochondrial Fo complex subunit Egene biological_process-&-1&-GO:0006754-&&-ATP biosynthetic process-%%-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport|cellular_component-&-1&-GO:0000276-&&-mitochondrial proton-transporting ATP synthase complex, coupling factor F(o)-%%-GO:0005753-&&-mitochondrial proton-transporting ATP synthase complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0016887-&&-ATPase activity-%%-GO:0015078-&&-hydrogen ion transmembrane transporter activity-%%-GO:0022857-&&-transmembrane transporter activityG:9606:ATP5I KEGG-&-1&-hsa00190-&&-Oxidative phosphorylation-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-ThermogenesisATP5I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP5IATP5I FALSE ATP5I
taxon:9606 178266 1902 ribosomal protein lateral stalk subunit P2gene biological_process-&-1&-GO:0006414-&&-translational elongation-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPLP2 KEGG-&-1&-hsa03010-&&-RibosomeRPLP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPLP2RPLP2 FALSE RPLP2
taxon:9606 170078 1902 paraspeckle component 1gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0048511-&&-rhythmic process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005634-&&-nucleus-%%-GO:0016607-&&-nuclear speck-%%-GO:0042382-&&-paraspeckles|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000976-&&-transcription regulatory region sequence-specific DNA binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0001047-&&-core promoter bindingG:9606:PSPC1 PSPC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSPC1PSPC1 FALSE PSPC1
taxon:9606 182367 1902 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1gene biological_process-&-1&-GO:0006754-&&-ATP biosynthetic process-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:0006119-&&-oxidative phosphorylation-%%-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000275-&&-mitochondrial proton-transporting ATP synthase complex, catalytic core F(1)-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0043209-&&-myelin sheath-%%-GO:0005753-&&-mitochondrial proton-transporting ATP synthase complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0016887-&&-ATPase activity-%%-GO:0046933-&&-proton-transporting ATP synthase activity, rotational mechanism-%%-GO:0022857-&&-transmembrane transporter activity-%%-GO:0003723-&&-RNA bindingG:9606:ATP5C1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseATP5C1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP5C1ATP5C1 FALSE ATP5C1
taxon:9606 178268 1902 ribosomal protein lateral stalk subunit P0gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0071353-&&-cellular response to interleukin-4-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0030425-&&-dendrite-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPLP0 KEGG-&-1&-hsa03010-&&-RibosomeRPLP0 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPLP0RPLP0 FALSE RPLP0
taxon:9606 178274 1902 ribosomal protein L38gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0001501-&&-skeletal system development-%%-GO:0006417-&&-regulation of translation-%%-GO:0048318-&&-axial mesoderm development-%%-GO:0034463-&&-90S preribosome assembly-%%-GO:0006413-&&-translational initiation-%%-GO:0001503-&&-ossification-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0042474-&&-middle ear morphogenesis-%%-GO:0007605-&&-sensory perception of sound|cellular_component-&-1&-GO:0033291-&&-eukaryotic 80S initiation complex-%%-GO:0005829-&&-cytosol-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL38 KEGG-&-1&-hsa03010-&&-RibosomeRPL38 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL38RPL38 FALSE RPL38
taxon:9606 178275 1902 ribosomal protein L37agene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:RPL37A KEGG-&-1&-hsa03010-&&-RibosomeRPL37A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL37ARPL37A FALSE RPL37A
taxon:9606 182369 1902 ATP synthase, H+ transporting, mitochondrial F1 complex, beta polypeptidegene biological_process-&-1&-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0006754-&&-ATP biosynthetic process-%%-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport-%%-GO:0051453-&&-regulation of intracellular pH-%%-GO:0006933-&&-negative regulation of cell adhesion involved in substrate-bound cell migration-%%-GO:0015992-&&-proton transport-%%-GO:0001525-&&-angiogenesis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0031966-&&-mitochondrial membrane-%%-GO:0005634-&&-nucleus-%%-GO:0009986-&&-cell surface-%%-GO:0005753-&&-mitochondrial proton-transporting ATP synthase complex-%%-GO:00057G:9606:ATP5B KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseATP5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP5BATP5B FALSE ATP5B
taxon:9606 182375 1902 ATPase plasma membrane Ca2+ transporting 4gene biological_process-&-1&-GO:0071872-&&-cellular response to epinephrine stimulus-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0021766-&&-hippocampus development-%%-GO:2000481-&&-positive regulation of cAMP-dependent protein kinase activity-%%-GO:0010751-&&-negative regulation of nitric oxide mediated signal transduction-%%-GO:1901660-&&-calcium ion export-%%-GO:0051001-&&-negative regulation of nitric-oxide synthase activity-%%-GO:1901205-&&-negative regulation of adrenergic receptor signaling pathway involved in heart process-%%-GO:0070885-&&-negative regulation of calcineurin-NFAT signaling cascade-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0051599-&&-response to hydrostatic pressure-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:1903243-&&-negative regulation of cardiac muscle hypertrophy in response to stress-%%-GO:0030317-&&-flagellated sperm motility-%%-GO:0098736-&&-negative regulation of tG:9606:ATP2B4 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04970-&&-Salivary secretionATP2B4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP2B4ATP2B4 FALSE ATP2B4
taxon:9606 182372 1902 ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1, cardiac musclegene biological_process-&-1&-GO:0001937-&&-negative regulation of endothelial cell proliferation-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:0006754-&&-ATP biosynthetic process-%%-GO:0009790-&&-embryo development-%%-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0031012-&&-extracellular matrix-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0045261-&&-proton-transporting ATP synthase complex, catalytic core F(1)-%%-GO:0016020-&&-membrane-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005753-&&-mitochondrial proton-transporting ATP synthase complex|molecular_function-&-1&-GO:0016887-&&-ATPase activity-%%-GO:0046933-&&-proton-transporting ATP synthase activity, rotational mechanism-%%-GO:0005515-&&-protein binding-%%-GO:0005524-&&G:9606:ATP5A1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseATP5A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP5A1ATP5A1 FALSE ATP5A1
taxon:9606 178277 1902 ribosomal protein L36a likegene biological_process-&-1&-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0022625-&&-cytosolic large ribosomal subunit|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL36AL KEGG-&-1&-hsa03010-&&-RibosomeRPL36AL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL36ALRPL36AL FALSE RPL36AL
taxon:9606 178282 1902 ribosomal protein L31gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL31 KEGG-&-1&-hsa03010-&&-RibosomeRPL31 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL31RPL31 FALSE RPL31
taxon:9606 182376 1902 ATPase plasma membrane Ca2+ transporting 3gene biological_process-&-1&-GO:0006810-&&-transport-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:1903779-&&-regulation of cardiac conduction|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:1903561-&&-extracellular vesicle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0030165-&&-PDZ domain binding-%%-GO:0005388-&&-calcium-transporting ATPase activity-%%-GO:0005516-&&-calmodulin bindingG:9606:ATP2B3 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04970-&&-Salivary secretionATP2B3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP2B3ATP2B3 FALSE ATP2B3
taxon:9606 178286 1902 ribosomal protein L30gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0097421-&&-liver regeneration-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:1904571-&&-positive regulation of selenocysteine incorporation-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0035368-&&-selenocysteine insertion sequence binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL30 KEGG-&-1&-hsa03010-&&-RibosomeRPL30 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL30RPL30 FALSE RPL30
taxon:9606 157806 1902 BH3-like motif containing, cell death inducergene biological_process-&-1&-GO:0006915-&&-apoptotic process|cellular_component-&-1&-GO:0005739-&&-mitochondrionG:9606:BLID BLID Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BLIDBLID FALSE BLID
taxon:9606 178287 1902 ribosomal protein L27gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL27 KEGG-&-1&-hsa03010-&&-RibosomeRPL27 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL27RPL27 FALSE RPL27
taxon:9606 178284 1902 ribosomal protein L28gene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0044297-&&-cell body-%%-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0030425-&&-dendrite-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL28 KEGG-&-1&-hsa03010-&&-RibosomeRPL28 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL28RPL28 FALSE RPL28
taxon:9606 182380 1902 ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 2gene biological_process-&-1&-GO:0045822-&&-negative regulation of heart contraction-%%-GO:0033292-&&-T-tubule organization-%%-GO:0006984-&&-ER-nucleus signaling pathway-%%-GO:0032470-&&-positive regulation of endoplasmic reticulum calcium ion concentration-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:1903515-&&-calcium ion transport from cytosol to endoplasmic reticulum-%%-GO:0010460-&&-positive regulation of heart rate-%%-GO:0002026-&&-regulation of the force of heart contraction-%%-GO:0006996-&&-organelle organization-%%-GO:0070296-&&-sarcoplasmic reticulum calcium ion transport-%%-GO:0007155-&&-cell adhesion-%%-GO:0014883-&&-transition between fast and slow fiber-%%-GO:0055119-&&-relaxation of cardiac muscle-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0098909-&&-regulation of cardiac muscle cell action potential involved in regulation of contraction-%%-GO:0014898-&&-cardiac muscle hypertrophy in response to stress-%%-GO:008G:9606:ATP2A2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04024-&&-cAMP signaling pathwayATP2A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP2A2ATP2A2 FALSE ATP2A2
taxon:9606 182381 1902 ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1gene biological_process-&-1&-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:0006816-&&-calcium ion transport-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:0032470-&&-positive regulation of endoplasmic reticulum calcium ion concentration-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:0031448-&&-positive regulation of fast-twitch skeletal muscle fiber contraction-%%-GO:1903779-&&-regulation of cardiac conduction-%%-GO:0051561-&&-positive regulation of mitochondrial calcium ion concentration-%%-GO:0051659-&&-maintenance of mitochondrion location-%%-GO:0032471-&&-negative regulation of endoplasmic reticulum calcium ion concentration-%%-GO:0070509-&&-calcium ion import-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0090076-&&-relaxation of skeletal muscle|cellular_component-&-1&-GO:0033017-&&-sarcoplasmic reticuluG:9606:ATP2A1 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04972-&&-Pancreatic secretionATP2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP2A1ATP2A1 FALSE ATP2A1
taxon:9606 178285 1902 ribosomal protein L27agene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL27A KEGG-&-1&-hsa03010-&&-RibosomeRPL27A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL27ARPL27A FALSE RPL27A
taxon:9606 182387 1902 ATPase Na+/K+ transporting subunit beta 1gene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0090662-&&-ATP hydrolysis coupled transmembrane transport-%%-GO:0050821-&&-protein stabilization-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0010882-&&-regulation of cardiac muscle contraction by calcium ion signaling-%%-GO:0055119-&&-relaxation of cardiac muscle-%%-GO:1903281-&&-positive regulation of calcium:sodium antiporter activity-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0010107-&&-potassium ion import-%%-GO:0086013-&&-membrane repolarization during cardiac muscle cell action potential-%%-GO:0007155-&&-cell adhesion-%%-GO:0006883-&&-cellular sodium ion homeostasis-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0030007-&&-cellular potassium ion homeostasis-%%-GO:0086009-&&-membrane repolarization-%%-GO:0086064-&&-cell communication by electrical coupling involved in cardiac conduction-%%-GO:1990573-&&-potassium ion import across plasma membrane-%%-GO:0036376-&G:9606:ATP1B1 KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04918-&&-Thyroid hormone synthesis-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa04978-&&-Mineral absorption-%%-hsa04911-&&-Insulin secretion-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04976-&&-Bile secretion-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04964-&&-Proximal tubule bicarbonate reclamation-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04970-&&-Salivary secretionATP1B1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP1B1ATP1B1 FALSE ATP1B1
taxon:9606 170096 1902 nei like DNA glycosylase 3gene biological_process-&-1&-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006284-&&-base-excision repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000405-&&-bubble DNA binding-%%-GO:0003684-&&-damaged DNA binding-%%-GO:0019104-&&-DNA N-glycosylase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003906-&&-DNA-(apurinic or apyrimidinic site) lyase activity-%%-GO:0003697-&&-single-stranded DNA binding-%%-GO:0003690-&&-double-stranded DNA bindingG:9606:NEIL3 KEGG-&-1&-hsa03410-&&-Base excision repairNEIL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEIL3NEIL3 FALSE NEIL3
taxon:9606 178288 1902 ribosomal protein L26gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL26 KEGG-&-1&-hsa03010-&&-RibosomeRPL26 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL26RPL26 FALSE RPL26
taxon:9606 178289 1902 ribosomal protein L24gene biological_process-&-1&-GO:0021554-&&-optic nerve development-%%-GO:0006412-&&-translation-%%-GO:1902626-&&-assembly of large subunit precursor of preribosome-%%-GO:0031290-&&-retinal ganglion cell axon guidance-%%-GO:0006413-&&-translational initiation-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0010458-&&-exit from mitosis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bG:9606:RPL24 KEGG-&-1&-hsa03010-&&-RibosomeRPL24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL24RPL24 FALSE RPL24
taxon:9606 178295 1902 ribosomal protein L21gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL21 KEGG-&-1&-hsa03010-&&-RibosomeRPL21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL21RPL21 FALSE RPL21
taxon:9606 178292 1902 ribosomal protein L23agene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0008283-&&-cell proliferation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0031932-&&-TORC2 complex|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL23A KEGG-&-1&-hsa03010-&&-RibosomeRPL23A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL23ARPL23A FALSE RPL23A
taxon:9606 182389 1902 ATPase H+/K+ transporting non-gastric alpha2 subunitgene biological_process-&-1&-GO:0055075-&&-potassium ion homeostasis-%%-GO:0010248-&&-establishment or maintenance of transmembrane electrochemical gradient-%%-GO:0006885-&&-regulation of pH-%%-GO:0099132-&&-ATP hydrolysis coupled cation transmembrane transport-%%-GO:1902600-&&-hydrogen ion transmembrane transport-%%-GO:0006814-&&-sodium ion transport-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:0006813-&&-potassium ion transport|cellular_component-&-1&-GO:0016323-&&-basolateral plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005889-&&-hydrogen:potassium-exchanging ATPase complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005391-&&-sodium:potassium-exchanging ATPase activity-%%-GO:0008900-&&-hydrogen:potassium-exchanging ATPase activityG:9606:ATP12A KEGG-&-1&-hsa00190-&&-Oxidative phosphorylationATP12A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATP12AATP12A FALSE ATP12A
taxon:9606 178293 1902 ribosomal protein L22gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0046632-&&-alpha-beta T cell differentiation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0008201-&&-heparin binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL22 KEGG-&-1&-hsa03010-&&-RibosomeRPL22 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL22RPL22 FALSE RPL22
taxon:9606 178298 1902 ribosomal protein L18gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL18 KEGG-&-1&-hsa03010-&&-RibosomeRPL18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL18RPL18 FALSE RPL18
taxon:9606 166011 1902 RAS like family 10 member Bgene biological_process-&-1&-GO:0090277-&&-positive regulation of peptide hormone secretion-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0003050-&&-regulation of systemic arterial blood pressure by atrial natriuretic peptide|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0005525-&&-GTP bindingG:9606:RASL10B RASL10B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RASL10BRASL10B FALSE RASL10B
taxon:9606 178299 1902 ribosomal protein L17gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL17 KEGG-&-1&-hsa03010-&&-RibosomeRPL17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL17RPL17 FALSE RPL17
taxon:9606 178296 1902 ribosomal protein L19gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0097421-&&-liver regeneration-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0016020-&&-membrane-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0070180-&&-large ribosomal subunit rRNA binding-%%-GO:1990932-&&-5.8S rRNA bindingG:9606:RPL19 KEGG-&-1&-hsa03010-&&-RibosomeRPL19 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL19RPL19 FALSE RPL19
taxon:9606 178297 1902 ribosomal protein L18agene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0097327-&&-response to antineoplastic agent-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL18A KEGG-&-1&-hsa03010-&&-RibosomeRPL18A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL18ARPL18A FALSE RPL18A
taxon:9606 178302 1902 ribosomal protein L12gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0019843-&&-rRNA bindingG:9606:RPL12 KEGG-&-1&-hsa03010-&&-RibosomeRPL12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL12RPL12 FALSE RPL12
taxon:9606 178303 1902 ribosomal protein L11gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0019083-&&-viral transcription-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006605-&&-protein targeting|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL11 KEGG-&-1&-hsa03010-&&-RibosomeRPL11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL11RPL11 FALSE RPL11
taxon:9606 166015 1902 ribosomal protein S19 binding protein 1gene cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:RPS19BP1 RPS19BP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS19BP1RPS19BP1 FALSE RPS19BP1
taxon:9606 182396 1902 ATM serine/threonine kinasegene biological_process-&-1&-GO:1904354-&&-negative regulation of telomere capping-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0007507-&&-heart development-%%-GO:0030889-&&-negative regulation of B cell proliferation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0033129-&&-positive regulation of histone phosphorylation-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0033151-&&-V(D)J recombination-%%-GO:0090399-&&-replicative senescence-%%-GO:0000732-&&-strand displacement-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0071500-&&-cellular response to nitrosative stress-%%-GO:1904884-&&-positive regulation of telomerase catalytic core complex assembly-%%-GO:0002331-&&-pre-B cell allelic exclusion-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006975-&&-DNA daG:9606:ATM KEGG-&-1&-hsa03440-&&-Homologous recombination-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04110-&&-Cell cycle-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04064-&&-NF-kappa B signaling pathwayATM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATMATM FALSE ATM
taxon:9606 178300 1902 ribosomal protein L15gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0045471-&&-response to ethanol-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031672-&&-A band-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005840-&&-ribosome-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL15 KEGG-&-1&-hsa03010-&&-RibosomeRPL15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL15RPL15 FALSE RPL15
taxon:9606 178301 1902 ribosomal protein L13gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0022626-&&-cytosolic ribosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL13 KEGG-&-1&-hsa03010-&&-RibosomeRPL13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL13RPL13 FALSE RPL13
taxon:9606 174205 1902 cancer susceptibility 3gene biological_process-&-1&-GO:0008298-&&-intracellular mRNA localization-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0006417-&&-regulation of translation-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0008150-&&-biological_process-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0035145-&&-exon-exon junction complex-%%-GO:0005829-&&-cytosol-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0042802-&&-identical protein binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:CASC3 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathway-%%-hsa03013-&&-RNA transportCASC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASC3CASC3 FALSE CASC3
taxon:9606 161922 1902 casein kinase 2 alpha 3gene G:9606:CSNK2A3 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa05162-&&-Measles-%%-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04064-&&-NF-kappa B signaling pathwayCSNK2A3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CSNK2A3CSNK2A3 FALSE CSNK2A3
taxon:9606 178306 1902 ribosomal protein L8gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:1990932-&&-5.8S rRNA bindingG:9606:RPL8 KEGG-&-1&-hsa03010-&&-RibosomeRPL8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL8RPL8 FALSE RPL8
taxon:9606 178307 1902 ribosomal protein L7agene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0000470-&&-maturation of LSU-rRNA-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0042788-&&-polysomal ribosome-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL7A KEGG-&-1&-hsa03010-&&-RibosomeRPL7A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL7ARPL7A FALSE RPL7A
taxon:9606 178304 1902 ribosomal protein L10gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:RPL10 KEGG-&-1&-hsa03010-&&-RibosomeRPL10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL10RPL10 FALSE RPL10
taxon:9606 170113 1902 N-acetyltransferase 10gene biological_process-&-1&-GO:0002101-&&-tRNA wobble cytosine modification-%%-GO:0051391-&&-tRNA acetylation-%%-GO:0000154-&&-rRNA modification-%%-GO:1904812-&&-rRNA acetylation involved in maturation of SSU-rRNA-%%-GO:0008150-&&-biological_process-%%-GO:0032211-&&-negative regulation of telomere maintenance via telomerase|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0005730-&&-nucleolus-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0030686-&&-90S preribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005697-&&-telomerase holoenzyme complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000049-&&-tRNA binding-%%-GO:1990883-&&-rRNA cytidine N-acetyltransferase activity-%%-GO:0008080-&&-N-acetyltransferase activity-%%-GO:0051392-&&-tRNA N-acetyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:NAT10 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesNAT10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NAT10NAT10 FALSE NAT10
taxon:9606 182401 1902 activating transcription factor 3gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0061394-&&-regulation of transcription from RNA polymerase II promoter in response to arsenic-containing substance-%%-GO:1990440-&&-positive regulation of transcription from RNA polymerase II promoter in response to endoplasmic reticulum stress-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:1903984-&&-positive regulation of TRAIL-activated apoptotic signaling pathway-%%-GO:0036499-&&-PERK-mediated unfolded protein response-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:1990622-&&-CHOP-ATF3 complex-%%-GO:0005634-&&-nucleuG:9606:ATF3 ATF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATF3ATF3 FALSE ATF3
taxon:9606 178305 1902 ribosomal protein L9gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005840-&&-ribosome|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0003723-&&-RNA binding-%%-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein bindingG:9606:RPL9 KEGG-&-1&-hsa03010-&&-RibosomeRPL9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL9RPL9 FALSE RPL9
taxon:9606 178311 1902 ribosomal protein L5gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008097-&&-5S rRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL5 KEGG-&-1&-hsa03010-&&-RibosomeRPL5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL5RPL5 FALSE RPL5
taxon:9606 178308 1902 ribosomal protein L7gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0042273-&&-ribosomal large subunit biogenesis-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000463-&&-maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005844-&&-polysome-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515G:9606:RPL7 KEGG-&-1&-hsa03010-&&-RibosomeRPL7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL7RPL7 FALSE RPL7
taxon:9606 174212 1902 exosome component 8gene biological_process-&-1&-GO:0043488-&&-regulation of mRNA stability-%%-GO:0043928-&&-exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay-%%-GO:0008150-&&-biological_process-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0000178-&&-exosome (RNase complex)-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0004532-&&-exoribonuclease activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0017091-&&-AU-rich element bindingG:9606:EXOSC8 KEGG-&-1&-hsa03018-&&-RNA degradationEXOSC8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EXOSC8EXOSC8 FALSE EXOSC8
taxon:9606 178309 1902 ribosomal protein L6gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0000027-&&-ribosomal large subunit assembly-%%-GO:0006412-&&-translation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0002181-&&-cytoplasmic translation-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL6 KEGG-&-1&-hsa03010-&&-RibosomeRPL6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL6RPL6 FALSE RPL6
taxon:9606 178314 1902 ribosomal protein L3gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0071353-&&-cellular response to interleukin-4|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0008097-&&-5S rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL3 KEGG-&-1&-hsa03010-&&-RibosomeRPL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL3RPL3 FALSE RPL3
taxon:9606 178315 1902 RPE65, retinoid isomerohydrolasegene biological_process-&-1&-GO:0042574-&&-retinal metabolic process-%%-GO:0042572-&&-retinol metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0071257-&&-cellular response to electrical stimulus-%%-GO:0006776-&&-vitamin A metabolic process-%%-GO:0007468-&&-regulation of rhodopsin gene expression-%%-GO:0007601-&&-visual perception-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0003407-&&-neural retina development-%%-GO:0007623-&&-circadian rhythm-%%-GO:0050908-&&-detection of light stimulus involved in visual perception-%%-GO:0060042-&&-retina morphogenesis in camera-type eye-%%-GO:0001895-&&-retina homeostasis-%%-GO:0001523-&&-retinoid metabolic process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031090-&&-organelle membrane-%%-GO:0044297-&&-cell body-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0001786-&&-phosphatidylserine binding-%%-GO:0031210-&&-phosphatidylcholine binding-%%-GO:1901612-&&-cardiolipin binding-%%-GO:0G:9606:RPE65 KEGG-&-1&-hsa00830-&&-Retinol metabolismRPE65 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPE65RPE65 FALSE RPE65
taxon:9606 178312 1902 ribosomal protein L4gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL4 KEGG-&-1&-hsa03010-&&-RibosomeRPL4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL4RPL4 FALSE RPL4
taxon:9606 178318 1902 replication protein A2gene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:0006284-&&-base-excision repair-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006298-&&-mismatch repair-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0010569-&&-regulation of double-strand break repair via homologous recombination-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0036297-&&-interstrand crossG:9606:RPA2 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03430-&&-Mismatch repair-%%-hsa03440-&&-Homologous recombination-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03030-&&-DNA replicationRPA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPA2RPA2 FALSE RPA2
taxon:9606 178319 1902 replication protein A1gene biological_process-&-1&-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0006260-&&-DNA replication-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006284-&&-base-excision repair-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0034502-&&-protein localization to chromosome-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006310-&&-DNA recombination-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0006298-&&-mismatch repair-%%-GO:0006281-&&-DNA repair-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0006261-&&-DNA-dependent DNA replication-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0006294-&&-nucleotide-excision repair,G:9606:RPA1 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03430-&&-Mismatch repair-%%-hsa03440-&&-Homologous recombination-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03030-&&-DNA replicationRPA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPA1RPA1 FALSE RPA1
taxon:9606 166028 1902 ring finger protein 185gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:1904380-&&-endoplasmic reticulum mannose trimming-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0071712-&&-ER-associated misfolded protein catabolic process-%%-GO:0036503-&&-ERAD pathway-%%-GO:0006914-&&-autophagy-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0044322-&&-endoplasmic reticulum quality control compartment-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0036513-&&-Derlin-1 retrotranslocation complex-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0044390-&&-ubiquitin-like protein conjugating enzyme binding-%%-GO:1904264-&&-ubiquitin protein ligase activity involved in ERAD pathway-%%-GO:0005515-&&-protein binding-%%-GO:0008270-&&-zinc ion bindingG:9606:RNF185 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumRNF185 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF185RNF185 FALSE RNF185
taxon:9606 178317 1902 replication protein A3gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006260-&&-DNA replication-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006284-&&-base-excision repair-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0006298-&&-mismatch repair-%%-GO:0019985-&&-translesion synthesis-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0070987-&&-error-free translesion synthesis-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0000724-&&-double-strand bG:9606:RPA3 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03430-&&-Mismatch repair-%%-hsa03440-&&-Homologous recombination-%%-hsa03030-&&-DNA replication-%%-hsa03420-&&-Nucleotide excision repairRPA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPA3RPA3 FALSE RPA3
taxon:9606 174221 1902 prohibitin 2 gene biological_process-&-1&-GO:1902808-&&-positive regulation of cell cycle G1/S phase transition-%%-GO:0060762-&&-regulation of branching involved in mammary gland duct morphogenesis-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0050821-&&-protein stabilization-%%-GO:0033600-&&-negative regulation of mammary gland epithelial cell proliferation-%%-GO:0060744-&&-mammary gland branching involved in thelarche-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0060749-&&-mammary gland alveolus development-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0031536-&&-positive regulation of exit from mitosis-%%-GO:003044G:9606:PHB2 PHB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHB2PHB2 FALSE PHB2
taxon:9606 182419 1902 asparagine synthetase (glutamine-hydrolyzing)gene biological_process-&-1&-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0009416-&&-response to light stimulus-%%-GO:0032354-&&-response to follicle-stimulating hormone-%%-GO:0070981-&&-L-asparagine biosynthetic process-%%-GO:0043200-&&-response to amino acid-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0006541-&&-glutamine metabolic process-%%-GO:0009636-&&-response to toxic substance-%%-GO:0006529-&&-asparagine biosynthetic process-%%-GO:0036499-&&-PERK-mediated unfolded protein response-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0008652-&&-cellular amino acid biosynthetic process-%%-GO:0001889-&&-liver development-%%-GO:0031427-&&-response to methotrexate-%%-GO:0042149-&&-cellular response to glucose starvation|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0004066-&&-asparagine synthase (glutamine-hydrolG:9606:ASNS KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00250-&&-Alanine, aspartate and glutamate metabolism-%%-hsa01230-&&-Biosynthesis of amino acidsASNS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ASNSASNS FALSE ASNS
taxon:9606 170128 1902 ATPase family, AAA domain containing 3Agene biological_process-&-1&-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0016049-&&-cell growth|cellular_component-&-1&-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0005524-&&-ATP bindingG:9606:ATAD3A ATAD3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATAD3AATAD3A FALSE ATAD3A
taxon:9606 174230 1902 ecdysoneless cell cycle regulatorgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:0008380-&&-RNA splicing-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000045-&&-regulation of G1/S transition of mitotic cell cycle-%%-GO:0006110-&&-regulation of glycolytic process-%%-GO:0006397-&&-mRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0097255-&&-R2TP complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0035035-&&-histone acetyltransferase binding-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activityG:9606:ECD ECD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ECDECD FALSE ECD
taxon:9606 174234 1902 Parkinsonism associated deglycasegene biological_process-&-1&-GO:0043523-&&-regulation of neuron apoptotic process-%%-GO:0006508-&&-proteolysis-%%-GO:0036531-&&-glutathione deglycation-%%-GO:2000157-&&-negative regulation of ubiquitin-specific protease activity-%%-GO:0050821-&&-protein stabilization-%%-GO:0036527-&&-peptidyl-arginine deglycation-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:1903428-&&-positive regulation of reactive oxygen species biosynthetic process-%%-GO:0006954-&&-inflammatory response-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0032148-&&-activation of protein kinase B activity-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0006914-&&-autophagy-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0060081-&&-membrane hyperpolarization-%%-GO:1903599-&&-positive reguG:9606:PARK7 KEGG-&-1&-hsa05012-&&-Parkinson diseasePARK7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARK7PARK7 FALSE PARK7
taxon:9606 170140 1902 regulation of nuclear pre-mRNA domain containing 1Agene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0070940-&&-dephosphorylation of RNA polymerase II C-terminal domain|cellular_component-&-1&-GO:0016591-&&-DNA-directed RNA polymerase II, holoenzyme-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:RPRD1A RPRD1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPRD1ARPRD1A FALSE RPRD1A
taxon:9606 174236 1902 lysophospholipase IIgene biological_process-&-1&-GO:0007411-&&-axon guidance-%%-GO:0006631-&&-fatty acid metabolic process-%%-GO:0002084-&&-protein depalmitoylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0008474-&&-palmitoyl-(protein) hydrolase activity-%%-GO:0052689-&&-carboxylic ester hydrolase activity-%%-GO:0045296-&&-cadherin bindingG:9606:LYPLA2 KEGG-&-1&-hsa00564-&&-Glycerophospholipid metabolismLYPLA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LYPLA2LYPLA2 FALSE LYPLA2
taxon:9606 174240 1902 polynucleotide kinase 3'-phosphatasegene biological_process-&-1&-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0098506-&&-polynucleotide 3' dephosphorylation-%%-GO:0006281-&&-DNA repair-%%-GO:0016311-&&-dephosphorylation-%%-GO:0098504-&&-DNA 3' dephosphorylation involved in DNA repair-%%-GO:0009314-&&-response to radiation-%%-GO:0006261-&&-DNA-dependent DNA replication-%%-GO:0046939-&&-nucleotide phosphorylation-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0000718-&&-nucleotide-excision repair, DNA damage removal-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003690-&&-double-stranded DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:00G:9606:PNKP PNKP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PNKPPNKP FALSE PNKP
taxon:9606 166055 1902 transmembrane protein 259gene biological_process-&-1&-GO:1901215-&&-negative regulation of neuron death-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:1904294-&&-positive regulation of ERAD pathway|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005789-&&-endoplasmic reticulum membraneG:9606:TMEM259 TMEM259 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMEM259TMEM259 FALSE TMEM259
taxon:9606 174245 1902 Kruppel like factor 8gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016235-&&-aggresome|molecular_function-&-1&-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA bindingG:9606:KLF8 KLF8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLF8KLF8 FALSE KLF8
taxon:9606 174251 1902 UTP14A small subunit processome componentgene biological_process-&-1&-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0032040-&&-small-subunit processome-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:UTP14A KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesUTP14A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UTP14AUTP14A FALSE UTP14A
taxon:9606 182446 1902 arrestin beta 1gene biological_process-&-1&-GO:0090240-&&-positive regulation of histone H4 acetylation-%%-GO:0006915-&&-apoptotic process-%%-GO:0015031-&&-protein transport-%%-GO:0007602-&&-phototransduction-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0032717-&&-negative regulation of interleukin-8 production-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0042699-&&-follicle-stimulating hormone signaling pathway-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0034393-&&-positive regulation of smooth muscle cell apoptotic process-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotiG:9606:ARRB1 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04740-&&-Olfactory transduction-%%-hsa04144-&&-Endocytosis-%%-hsa04926-&&-Relaxin signaling pathwayARRB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARRB1ARRB1 FALSE ARRB1
taxon:9606 174255 1902 heat shock protein family H (Hsp110) member 1gene biological_process-&-1&-GO:1903753-&&-negative regulation of p38MAPK cascade-%%-GO:1903748-&&-negative regulation of establishment of protein localization to mitochondrion-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:1903751-&&-negative regulation of intrinsic apoptotic signaling pathway in response to hydrogen peroxide-%%-GO:0006986-&&-response to unfolded protein-%%-GO:0045345-&&-positive regulation of MHC class I biosynthetic process-%%-GO:0061098-&&-positive regulation of protein tyrosine kinase activity-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051085-&&-chaperone mediated protein folding requiring cofactor-%%-GO:0051135-&&-positive regulation of NK T cell activation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0005576-&&-extracellular region-%%-GO:0071682-&&-endocytic vesicle lumen-%%-GO:0005829-&&-cytosol-%%-GOG:9606:HSPH1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumHSPH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPH1HSPH1 FALSE HSPH1
taxon:9606 182445 1902 arrestin beta 2gene biological_process-&-1&-GO:0002032-&&-desensitization of G-protein coupled receptor protein signaling pathway by arrestin-%%-GO:2000573-&&-positive regulation of DNA biosynthetic process-%%-GO:0015031-&&-protein transport-%%-GO:0007628-&&-adult walking behavior-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0002031-&&-G-protein coupled receptor internalization-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0034122-&&-negative regulation of toll-like receptor signaling pathway-%%-GO:0042699-&&-follicle-stimulating hormone signaling pathway-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GOG:9606:ARRB2 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04144-&&-Endocytosis-%%-hsa04740-&&-Olfactory transduction-%%-hsa04926-&&-Relaxin signaling pathwayARRB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARRB2ARRB2 FALSE ARRB2
taxon:9606 182450 1902 ADP ribosylation factor like GTPase 3gene biological_process-&-1&-GO:0042461-&&-photoreceptor cell development-%%-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0042073-&&-intraciliary transport-%%-GO:0000910-&&-cytokinesis-%%-GO:0001822-&&-kidney development-%%-GO:0007224-&&-smoothened signaling pathway-%%-GO:0060271-&&-cilium assembly|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0000139-&&-Golgi membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005813-&&-centrosome-%%-GO:0005929-&&-cilium-%%-GO:0032391-&&-photoreceptor connecting cilium-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005634-&&-nucleus-%%-GO:0005876-&&-spindle microtubule|molecular_function-&-1&-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0005525-&&-GTP binding-%%-GO:0019003-&&-GDP binding-%%-GO:0046872-&&-metal ion bindingG:9606:ARL3 ARL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARL3ARL3 FALSE ARL3
taxon:9606 182448 1902 aryl hydrocarbon receptor nuclear translocator likegene biological_process-&-1&-GO:0090403-&&-oxidative stress-induced premature senescence-%%-GO:2001016-&&-positive regulation of skeletal muscle cell differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0007283-&&-spermatogenesis-%%-GO:2000772-&&-regulation of cellular senescence-%%-GO:0042634-&&-regulation of hair cycle-%%-GO:0051775-&&-response to redox state-%%-GO:0007623-&&-circadian rhythm-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:2000323-&&-negative regulation of glucocorticoid receptor signaliG:9606:ARNTL KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04710-&&-Circadian rhythmARNTL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARNTLARNTL FALSE ARNTL
taxon:9606 174261 1902 septin 9 gene biological_process-&-1&-GO:1902857-&&-positive regulation of non-motile cilium assembly-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0051301-&&-cell division-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0097730-&&-non-motile cilium-%%-GO:0001725-&&-stress fiber-%%-GO:0005737-&&-cytoplasm-%%-GO:0031105-&&-septin complex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005930-&&-axoneme-%%-GO:0005874-&&-microtubule-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:SEPT9 KEGG-&-1&-hsa05100-&&-Bacterial invasion of epithelial cellsSep-09 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEPT9Sep-09 FALSE Sep-09
taxon:9606 178360 1902 ATP binding cassette subfamily E member 1gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0006413-&&-translational initiation-%%-GO:0060702-&&-negative regulation of endoribonuclease activity-%%-GO:0006415-&&-translational termination-%%-GO:0016032-&&-viral process-%%-GO:0000054-&&-ribosomal subunit export from nucleus|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005829-&&-cytosol-%%-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005506-&&-iron ion binding-%%-GO:0043024-&&-ribosomal small subunit binding-%%-GO:0060698-&&-endoribonuclease inhibitor activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0016887-&&-ATPase activityG:9606:ABCE1 ABCE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABCE1ABCE1 FALSE ABCE1
taxon:9606 178367 1902 ribonuclease/angiogenin inhibitor 1gene biological_process-&-1&-GO:0045765-&&-regulation of angiogenesis-%%-GO:0006402-&&-mRNA catabolic process-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0032311-&&-angiogenin-PRI complex|molecular_function-&-1&-GO:0008428-&&-ribonuclease inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:RNH1 RNH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNH1RNH1 FALSE RNH1
taxon:9606 178370 1902 ring finger protein 4gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0090169-&&-regulation of spindle assembly-%%-GO:0070979-&&-protein K11-linked ubiquitination-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0046685-&&-response to arsenic-containing substance-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0090234-&&-regulation of kinetochore assembly-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0085020-&&-protein K6-linked ubiquitination|cellular_component-&-1&-GO:0016605-&&-PML body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0003700-&&G:9606:RNF4 RNF4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF4RNF4 FALSE RNF4
taxon:9606 178371 1902 bromodomain containing 2gene biological_process-&-1&-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0070577-&&-lysine-acetylated histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:BRD2 BRD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRD2BRD2 FALSE BRD2
taxon:9606 178368 1902 ring finger protein 6gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0030517-&&-negative regulation of axon extension-%%-GO:0085020-&&-protein K6-linked ubiquitination-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0044314-&&-protein K27-linked ubiquitination|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0030424-&&-axon-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016605-&&-PML body-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0003677-&&-DNA binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0005515-&&-protein binding-%%-GO:00G:9606:RNF6 RNF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF6RNF6 FALSE RNF6
taxon:9606 178369 1902 ring finger protein 5gene biological_process-&-1&-GO:0010507-&&-negative regulation of autophagy-%%-GO:0055085-&&-transmembrane transport-%%-GO:1904380-&&-endoplasmic reticulum mannose trimming-%%-GO:0036503-&&-ERAD pathway-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0031648-&&-protein destabilization-%%-GO:2000785-&&-regulation of autophagosome assembly-%%-GO:0071712-&&-ER-associated misfolded protein catabolic process-%%-GO:0009617-&&-response to bacterium-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0044322-&&-endoplasmic reticulum quality control compartment-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031966-&&-mitochondrial membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0036513-&&-Derlin-1 retrotranslocation complex-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein tG:9606:RNF5 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumRNF5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF5RNF5 FALSE RNF5
taxon:9606 178375 1902 ribonuclease Lgene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0006468-&&-protein phosphorylation-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:0060337-&&-type I interferon signaling pathway-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0051607-&&-defense response to virus-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0006397-&&-mRNA processing-%%-GO:0006364-&&-rRNA processing-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0016363-&&-nuclear matrix-%%-GO:0005829-&&-cytosol-%%-GO:0005759-&&-mitochondrial matrix|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004521-&&-endoribonuclease activity-%%-GO:0019843-&&-rRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0004672-&&-protein kinase activity-%%-GO:0043021-&G:9606:RNASEL KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05164-&&-Influenza A-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis CRNASEL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNASELRNASEL FALSE RNASEL
taxon:9606 178372 1902 ring finger protein 2gene biological_process-&-1&-GO:0001702-&&-gastrulation with mouth forming second-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0036353-&&-histone H2A-K119 monoubiquitination-%%-GO:0007281-&&-germ cell development-%%-GO:0009948-&&-anterior/posterior axis specification-%%-GO:0035518-&&-histone H2A monoubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0000278-&&-mitotic cell cycle|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0035102-&&-PRC1 complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0001739-&&-sex chromatin-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0071339-&&-MLL1 complex-%%-GO:0000791-&&-euchromatin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0061630-&&-ubiquitin protein G:9606:RNF2 RNF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF2RNF2 FALSE RNF2
taxon:9606 182475 1902 ADP ribosylation factor 1gene biological_process-&-1&-GO:0070142-&&-synaptic vesicle budding-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:1902953-&&-positive regulation of ER to Golgi vesicle-mediated transport-%%-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:0050714-&&-positive regulation of protein secretion-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0015031-&&-protein transport-%%-GO:0060292-&&-long term synaptic depression-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0055108-&&-Golgi to transport vesicle transport-%%-GO:1903725-&&-regulation of phospholipid metabolic process-%%-GO:0034315-&&-regulation of Arp2/3 complex-mediated actin nucleation-%%-GO:0097061-&&-dendritic spine organization-%%-GO:0007015-&&-actin filament organization-%%-GO:1902307-&&-positive regulation of sodium ion transmembrane transport-%%-GO:0002090-&&-regulation of receptor internalization-%%-GO:0045956-&&-positive regulation of calcium ion-dependent exocytosis-%%-GO:0034379-&&-verG:9606:ARF1 KEGG-&-1&-hsa05134-&&-Legionellosis-%%-hsa04144-&&-Endocytosis-%%-hsa05110-&&-Vibrio cholerae infection-%%-hsa04072-&&-Phospholipase D signaling pathwayARF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARF1ARF1 FALSE ARF1
taxon:9606 174287 1902 zinc finger MYND-type containing 11gene biological_process-&-1&-GO:0008283-&&-cell proliferation-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0034243-&&-regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016032-&&-viral process-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0042393-&&-histone binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0003712-&&-transcription cofactor activity-%%-GO:0005515-&&-protein binding-%%-GO:0000977-&&-RNA polymerase II regulatory region sequence-sG:9606:ZMYND11 ZMYND11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZMYND11ZMYND11 FALSE ZMYND11
taxon:9606 170191 1902 OTU deubiquitinase, ubiquitin aldehyde binding 1gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:2000780-&&-negative regulation of double-strand break repair-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:1901315-&&-negative regulation of histone H2A K63-linked ubiquitination-%%-GO:0071108-&&-protein K48-linked deubiquitination-%%-GO:0002250-&&-adaptive immune response-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0019784-&&-NEDD8-specific protease activity-%%-GO:0005515-&&-protein binding-%%-GO:0043130-&&-ubiquitin bindingG:9606:OTUB1 OTUB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OTUB1OTUB1 FALSE OTUB1
taxon:9606 182476 1902 amphiregulingene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0060598-&&-dichotomous subdivision of terminal units involved in mammary gland duct morphogenesis-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0060744-&&-mammary gland branching involved in thelarche-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:0060749-&&-mammary gland alveolus development-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0032355-&&-response to estradiol-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0008283-&&-cell proliferation-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0014009-&&-glial cell proliferation-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:0051591-&&-response to cAMP-%%-GO:0060750-&&-eG:9606:AREG KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05210-&&-Colorectal cancer-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04390-&&-Hippo signaling pathwayAREG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AREGAREG FALSE AREG
taxon:9606 182481 1902 androgen receptorgene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007548-&&-sex differentiation-%%-GO:0048638-&&-regulation of developmental growth-%%-GO:0060599-&&-lateral sprouting involved in mammary gland duct morphogenesis-%%-GO:0007283-&&-spermatogenesis-%%-GO:0030850-&&-prostate gland development-%%-GO:0042327-&&-positive regulation of phosphorylation-%%-GO:0043568-&&-positive regulation of insulin-like growth factor receptor signaling pathway-%%-GO:0060748-&&-tertiary branching involved in mammary gland duct morphogenesis-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0060520-&&-activation of prostate induction by androgen receptor signaling pathway-%%-GO:0060571-&&-morphogenesis of an epithelial fold-G:9606:AR AR TRUE KEGG-&-1&-hsa05200-&&-Pathways in cancer-%%-hsa04114-&&-Oocyte meiosis-%%-hsa05215-&&-Prostate cancerAR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARAR FALSE AR
taxon:9606 174292 1902 lysine demethylase 5Bgene biological_process-&-1&-GO:0060444-&&-branching involved in mammary gland duct morphogenesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:2000864-&&-regulation of estradiol secretion-%%-GO:0044344-&&-cellular response to fibroblast growth factor stimulus-%%-GO:0007338-&&-single fertilization-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0034721-&&-histone H3-K4 demethylation, trimethyl-H3-K4-specific-%%-GO:0060992-&&-response to fungicide-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0048511-&&-rhythmic process-%%-GO:0034720-&&-histone H3-K4 demethylation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0009791-&&-post-embryonic development-%%-GO:0033601-&&-positive regulation of mammary gland epithelial cell proliferation-%%-GO:0061038-&&-uterus morphogenesis-%%-GO:0070306-&&-lens fiber cell differentiation-%%-GO:0060763-&&-mammary duct terminal end bud growth|cellular_component-G:9606:KDM5B KDM5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM5BKDM5B FALSE KDM5B
taxon:9606 170204 1902 OTU deubiquitinase 5gene biological_process-&-1&-GO:0070536-&&-protein K63-linked deubiquitination-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0071108-&&-protein K48-linked deubiquitination-%%-GO:0032496-&&-response to lipopolysaccharide|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0061578-&&-Lys63-specific deubiquitinase activity-%%-GO:1990380-&&-Lys48-specific deubiquitinase activity-%%-GO:0101005-&&-ubiquitinyl hydrolase activityG:9606:OTUD5 KEGG-&-1&-hsa04622-&&-RIG-I-like receptor signaling pathwayOTUD5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OTUD5OTUD5 FALSE OTUD5
taxon:9606 182492 1902 Fas cell surface death receptorgene biological_process-&-1&-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0006954-&&-inflammatory response-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0003014-&&-renal system process-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0045060-&&-negative thymic T cell selection-%%-GO:0097049-&&-motor neuron apoptotic process-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0006461-&&-protein complex assembly-%%-GO:0043066-&&-negative regulaG:9606:FAS KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa05330-&&-Allograft rejection-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05320-&&-Autoimmune thyroid disease-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04217-&&-Necroptosis-%%-hsa05164-&&-Influenza A-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04940-&&-Type I diabetes mellitus-%%-hsa05161-&&-Hepatitis B-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus FAS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FASFAS FALSE FAS
taxon:9606 170210 1902 ubiquitin conjugating enzyme E2 Q1gene biological_process-&-1&-GO:0061458-&&-reproductive system development-%%-GO:0070459-&&-prolactin secretion-%%-GO:0007617-&&-mating behavior-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0001967-&&-suckling behavior-%%-GO:0007566-&&-embryo implantation-%%-GO:0009566-&&-fertilization|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0030175-&&-filopodium|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0061631-&&-ubiquitin conjugating enzyme activityG:9606:UBE2Q1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBE2Q1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE2Q1UBE2Q1 FALSE UBE2Q1
taxon:9606 182497 1902 adenylate cyclase 8gene biological_process-&-1&-GO:0034199-&&-activation of protein kinase A activity-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007611-&&-learning or memory-%%-GO:0006171-&&-cAMP biosynthetic process-%%-GO:0071377-&&-cellular response to glucagon stimulus-%%-GO:0007165-&&-signal transduction-%%-GO:0007193-&&-adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway-%%-GO:0007616-&&-long-term memory-%%-GO:0006182-&&-cGMP biosynthetic process-%%-GO:0007189-&&-adenylate cyclase-activating G-protein coupled receptor signaling pathway-%%-GO:0007190-&&-activation of adenylate cyclase activity-%%-GO:0003091-&&-renal water homeostasis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0008074-&&-guanylate cyclase complex, soluble-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0004016-&&-adenylate cyclase activity-%%-GO:0004383-&&-guanylate cyclase activity-%%-GO:000829G:9606:ADCY8 KEGG-&-1&-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04913-&&-Ovarian steroidogenesis-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa01522-&&-Endocrine resistance-%%-hsa04714-&&-Thermogenesis-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04727-&&-GABAergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa05032-&&-Morphine addiction-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04976-&&-Bile secretion-%ADCY8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADCY8ADCY8 FALSE ADCY8
taxon:9606 162025 1902 MAGE family member A2Bgene biological_process-&-1&-GO:0090398-&&-cellular senescence-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:1901984-&&-negative regulation of protein acetylation-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0072331-&&-signal transduction by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0042826-&&-histone deacetylase binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0070491-&&-repressing transcription factor binding-%%-GO:0005515-&&-protein bindingG:9606:MAGEA2B MAGEA2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGEA2BMAGEA2B FALSE MAGEA2B
taxon:9606 182510 1902 adenosine deaminasegene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0060407-&&-negative regulation of penile erection-%%-GO:0048541-&&-Peyer's patch development-%%-GO:0006154-&&-adenosine catabolic process-%%-GO:0060169-&&-negative regulation of adenosine receptor signaling pathway-%%-GO:0045987-&&-positive regulation of smooth muscle contraction-%%-GO:0033632-&&-regulation of cell-cell adhesion mediated by integrin-%%-GO:0070244-&&-negative regulation of thymocyte apoptotic process-%%-GO:0006157-&&-deoxyadenosine catabolic process-%%-GO:0048286-&&-lung alveolus development-%%-GO:0001829-&&-trophectodermal cell differentiation-%%-GO:0009168-&&-purine ribonucleoside monophosphate biosynthetic process-%%-GO:0042110-&&-T cell activation-%%-GO:0002314-&&-germinal center B cell differentiation-%%-GO:0001890-&&-placenta development-%%-GO:0001666-&&-response to hypoxia-%%-GO:0001889-&&-liver development-%%-GO:0002636-&&-positive regulation of germinal center formation-%%-GO:0002686-&&-negative regulation of leG:9606:ADA KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa05340-&&-Primary immunodeficiencyADA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAADA FALSE ADA
taxon:9606 178415 1902 peptidase D gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0006508-&&-proteolysis-%%-GO:0006520-&&-cellular amino acid metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0030145-&&-manganese ion binding-%%-GO:0102009-&&-proline dipeptidase activity-%%-GO:0004177-&&-aminopeptidase activity-%%-GO:0004181-&&-metallocarboxypeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:PEPD PEPD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PEPDPEPD FALSE PEPD
taxon:9606 182508 1902 ADAM metallopeptidase domain 10gene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0010820-&&-positive regulation of T cell chemotaxis-%%-GO:0051089-&&-constitutive protein ectodomain proteolysis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0051088-&&-PMA-inducible membrane protein ectodomain proteolysis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0007162-&&-negative regulation of cell adhesion-%%-GO:0042117-&&-monocyte activation-%%-GO:0016485-&&-protein processing-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0007220-&&-Notch receptor processing-%%-GO:0034612-&&-response to tumor necrosis factor|cellulG:9606:ADAM10 KEGG-&-1&-hsa05010-&&-Alzheimer disease-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infectionADAM10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAM10ADAM10 FALSE ADAM10
taxon:9606 174321 1902 prostaglandin E synthase 3gene biological_process-&-1&-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0019371-&&-cyclooxygenase pathway-%%-GO:1905323-&&-telomerase holoenzyme complex assembly-%%-GO:0007004-&&-telomere maintenance via telomerase-%%-GO:0007165-&&-signal transduction-%%-GO:0000723-&&-telomere maintenance-%%-GO:0001516-&&-prostaglandin biosynthetic process-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0042327-&&-positive regulation of phosphorylation-%%-GO:0070389-&&-chaperone cofactor-dependent protein refolding|cellular_component-&-1&-GO:0000781-&&-chromosome, telomeric region-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003720-&&-telomerase activity-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0051879-&&-Hsp90 protein binding-%%-GO:0070182-&&-DNA polymerase binding-G:9606:PTGES3 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00590-&&-Arachidonic acid metabolismPTGES3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTGES3PTGES3 FALSE PTGES3
taxon:9606 178423 1902 PDZ domain containing 1gene biological_process-&-1&-GO:0044070-&&-regulation of anion transport-%%-GO:0090314-&&-positive regulation of protein targeting to membrane-%%-GO:0008283-&&-cell proliferation-%%-GO:0015879-&&-carnitine transport-%%-GO:0015893-&&-drug transport-%%-GO:0034767-&&-positive regulation of ion transmembrane transport-%%-GO:0006810-&&-transport|cellular_component-&-1&-GO:0031526-&&-brush border membrane-%%-GO:0045121-&&-membrane raft-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0031528-&&-microvillus membrane|molecular_function-&-1&-GO:0030165-&&-PDZ domain binding-%%-GO:0032403-&&-protein complex binding-%%-GO:0005124-&&-scavenger receptor binding-%%-GO:0005215-&&-transporter activity-%%-GO:0005515-&&-protein bindingG:9606:PDZK1 PDZK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDZK1PDZK1 FALSE PDZK1
taxon:9606 182522 1902 actin like 6A gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0043968-&&-histone H2A acetylation-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0007165-&&-signal transduction-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0003407-&&-neural retina development-%%-GO:0006310-&&-DNA recombination-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0021510-&&-spinal cord development-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0040008-&&-regulation of growth-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0071564-&&-npBAF complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016514-&&-SWI/SNF complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0035267-&&-NuA4 histone acetyltransferase complex-%%-GO:0005634-&&-nucleus-%%-GO:0031011-&&-Ino80 complex-%%-GO:0043234-&&-protein complex|moG:9606:ACTL6A KEGG-&-1&-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinomaACTL6A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTL6AACTL6A FALSE ACTL6A
taxon:9606 182520 1902 actinin alpha 2gene biological_process-&-1&-GO:0043268-&&-positive regulation of potassium ion transport-%%-GO:0055013-&&-cardiac muscle cell development-%%-GO:0030035-&&-microspike assembly-%%-GO:2000273-&&-positive regulation of receptor activity-%%-GO:0045214-&&-sarcomere organization-%%-GO:1903506-&&-regulation of nucleic acid-templated transcription-%%-GO:0007155-&&-cell adhesion-%%-GO:0043267-&&-negative regulation of potassium ion transport-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:2001137-&&-positive regulation of endocytic recycling-%%-GO:0051695-&&-actin filament uncapping-%%-GO:2000009-&&-negative regulation of protein localization to cell surface-%%-GO:2001259-&&-positive regulation of cation channel activity-%%-GO:0000165-&&-MAPK cascade-%%-GO:0086097-&&-phospholipase C-activating angiotensin-activated signaling pathway-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:00423G:9606:ACTN2 KEGG-&-1&-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)ACTN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTN2ACTN2 FALSE ACTN2
taxon:9606 170233 1902 BTG3 associated nuclear proteingene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0002039-&&-p53 binding-%%-GO:0005515-&&-protein bindingG:9606:BANP BANP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BANPBANP FALSE BANP
taxon:9606 174333 1902 ubiquitin specific peptidase 39gene biological_process-&-1&-GO:0000245-&&-spliceosomal complex assembly-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing-%%-GO:0051301-&&-cell division-%%-GO:0007049-&&-cell cycle-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0008270-&&-zinc ion bindingG:9606:USP39 KEGG-&-1&-hsa03040-&&-SpliceosomeUSP39 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP39USP39 FALSE USP39
taxon:9606 166141 1902 GADD45G interacting protein 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:1903862-&&-positive regulation of oxidative phosphorylation-%%-GO:0070126-&&-mitochondrial translational termination-%%-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005761-&&-mitochondrial ribosome-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005634-&&-nucleus-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:GADD45GIP1 GADD45GIP1Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GADD45GIP1GADD45GIP1 FALSE GADD45GIP1
taxon:9606 182525 1902 actinin alpha 4gene biological_process-&-1&-GO:0030050-&&-vesicle transport along actin filament-%%-GO:0015031-&&-protein transport-%%-GO:0035357-&&-peroxisome proliferator activated receptor signaling pathway-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0048384-&&-retinoic acid receptor signaling pathway-%%-GO:0051271-&&-negative regulation of cellular component movement-%%-GO:0048549-&&-positive regulation of pinocytosis-%%-GO:1903506-&&-regulation of nucleic acid-templated transcription-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0051272-&&-positive regulation of cellular component movement-%%-GO:0032417-&&-positive regulation of sodium:proton antiporter activity-%%-GO:1902396-&&-protein localization to bicellular tight junction-%%-GO:1901224-&&-positive regulation of NIK/NF-kappaB signaling-%%-GO:0070830-&&-bicellular tight junction assembly-%%-GO:0002576-&&-platelet degranulation-%%-GO:1900025-&&-negative regulation of substrate adhesion-dependent cell spreading-%%-GO:0001666-&&-response to hypoxiG:9606:ACTN4 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05146-&&-Amoebiasis-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04520-&&-Adherens junction-%%-hsa04510-&&-Focal adhesion-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeletonACTN4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTN4ACTN4 FALSE ACTN4
taxon:9606 174337 1902 chaperonin containing TCP1 subunit 8gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0050821-&&-protein stabilization-%%-GO:0046931-&&-pore complex assembly-%%-GO:1901998-&&-toxin transport-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0005929-&&-cilium-%%-GO:0005576-&&-extracellular region-%%-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005829-&&-cytosol-%%-GO:G:9606:CCT8 CCT8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT8CCT8 FALSE CCT8
taxon:9606 182542 1902 actin beta gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0001895-&&-retina homeostasis-%%-GO:0061024-&&-membrane organization-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0070527-&&-platelet aggregation-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0098974-&&-postsynaptic actin cytoskeleton organization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034329-&&-cell junction assembly-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0021762-&&-substantia nigra development-%%-GO:0048013-&&-ephrin receptor signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005856G:9606:ACTB KEGG-&-1&-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04714-&&-Thermogenesis-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04971-&&-Gastric acid secretion-%%-hsa05131-&&-Shigellosis-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05416-&&-Viral myocarditis-%%-hsa05164-&&-Influenza A-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04611-&&-Platelet activation-%%-hsa05110-&&-Vibrio cholerae infection-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05205-ACTB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTBACTB FALSE ACTB
taxon:9606 182543 1902 actin, alpha 2, smooth muscle, aortagene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0006936-&&-muscle contraction-%%-GO:0072144-&&-glomerular mesangial cell development-%%-GO:0009615-&&-response to virus-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0090131-&&-mesenchyme migration-%%-GO:0014829-&&-vascular smooth muscle contraction|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0044297-&&-cell body-%%-GO:0030027-&&-lamellipodium-%%-GO:0030485-&&-smooth muscle contractile fiber-%%-GO:0043234-&&-protein complex-%%-GO:0030175-&&-filopodium-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0019901-&&-protein kinase bindingG:9606:ACTA2 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04926-&&-Relaxin signaling pathwayACTA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTA2ACTA2 FALSE ACTA2
taxon:9606 182544 1902 actin, alpha 1, skeletal musclegene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0043503-&&-skeletal muscle fiber adaptation-%%-GO:0010226-&&-response to lithium ion-%%-GO:0090131-&&-mesenchyme migration-%%-GO:0009991-&&-response to extracellular stimulus-%%-GO:0030049-&&-muscle filament sliding-%%-GO:0006936-&&-muscle contraction-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0030240-&&-skeletal muscle thin filament assembly-%%-GO:0016049-&&-cell growth-%%-GO:0048545-&&-response to steroid hormone-%%-GO:0048741-&&-skeletal muscle fiber development|cellular_component-&-1&-GO:0015629-&&-actin cytoskeleton-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005884-&&-actin filament-%%-GO:0072562-&&-blood microparticle-%%-GO:0030175-&&-filopodium-%%-GO:0005865-&&-striated muscle thin filament-%%-GO:0001725-&&-stress fiber-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0044297-&&-cell body-%%-GO:0030017-&&-sarcomere-%%-GO:0030027-&&-lamellipodium|molecular_function-&-1&-GO:0005524-&&-ATP G:9606:ACTA1 ACTA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTA1ACTA1 FALSE ACTA1
taxon:9606 178448 1902 phosphodiesterase 6Hgene biological_process-&-1&-GO:0007601-&&-visual perception-%%-GO:0045742-&&-positive regulation of epidermal growth factor receptor signaling pathway-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:0050896-&&-response to stimulus-%%-GO:0045745-&&-positive regulation of G-protein coupled receptor protein signaling pathway|molecular_function-&-1&-GO:0047555-&&-3',5'-cyclic-GMP phosphodiesterase activity-%%-GO:0004857-&&-enzyme inhibitor activity-%%-GO:0005515-&&-protein binding-%%-GO:0030553-&&-cGMP bindingG:9606:PDE6H KEGG-&-1&-hsa00230-&&-Purine metabolismPDE6H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDE6HPDE6H FALSE PDE6H
taxon:9606 170260 1902 ring finger protein 125gene biological_process-&-1&-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0039536-&&-negative regulation of RIG-I signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0002250-&&-adaptive immune response-%%-GO:0032480-&&-negative regulation of type I interferon production|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0034098-&&-VCP-NPL4-UFD1 AAA ATPase complex|molecular_function-&-1&-GO:0031624-&&-ubiquitin conjugating enzyme binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0002039-&&-p53 binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0005515-&&-protein bindingG:9606:RNF125 KEGG-&-1&-hsa04622-&&-RIG-I-like receptor signaling pathwayRNF125 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF125RNF125 FALSE RNF125
taxon:9606 182548 1902 acid phosphatase 2, lysosomalgene biological_process-&-1&-GO:0007040-&&-lysosome organization-%%-GO:0001501-&&-skeletal system development-%%-GO:0016311-&&-dephosphorylation|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0005764-&&-lysosome-%%-GO:0016020-&&-membrane-%%-GO:0043202-&&-lysosomal lumen|molecular_function-&-1&-GO:0003993-&&-acid phosphatase activityG:9606:ACP2 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa04142-&&-Lysosome-%%-hsa00740-&&-Riboflavin metabolismACP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACP2ACP2 FALSE ACP2
taxon:9606 182549 1902 acid phosphatase 1, solublegene biological_process-&-1&-GO:0035335-&&-peptidyl-tyrosine dephosphorylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0009898-&&-cytoplasmic side of plasma membrane|molecular_function-&-1&-GO:0004726-&&-non-membrane spanning protein tyrosine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003993-&&-acid phosphatase activityG:9606:ACP1 KEGG-&-1&-hsa00730-&&-Thiamine metabolism-%%-hsa04520-&&-Adherens junction-%%-hsa01100-&&-Metabolic pathways-%%-hsa00740-&&-Riboflavin metabolismACP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACP1ACP1 FALSE ACP1
taxon:9606 157977 1902 H3 histone, family 3A, pseudogene 4gene G:9606:H3F3AP4 H3F3AP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-H3F3AP4H3F3AP4 FALSE H3F3AP4
taxon:9606 174361 1902 CCCTC-binding factorgene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0010216-&&-maintenance of DNA methylation-%%-GO:0071459-&&-protein localization to chromosome, centromeric region-%%-GO:0070602-&&-regulation of centromeric sister chromatid cohesion-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006306-&&-DNA methylation-%%-GO:0040030-&&-regulation of molecular function, epigenetic-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0031060-&&-regulation of histone methylation-%%-GO:0035065-&&-regulation of histone acetylation-%%-GO:0016584-&&-nucleosome positioning-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0007059-&&-chromosome segregG:9606:CTCF CTCF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTCFCTCF FALSE CTCF
taxon:9606 170270 1902 tRNA methyltransferase 10C, mitochondrial RNase P subunitgene biological_process-&-1&-GO:0000964-&&-mitochondrial RNA 5'-end processing-%%-GO:0090646-&&-mitochondrial tRNA processing-%%-GO:0070901-&&-mitochondrial tRNA methylation-%%-GO:0070131-&&-positive regulation of mitochondrial translation|cellular_component-&-1&-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005739-&&-mitochondrion-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0016429-&&-tRNA (adenine-N1-)-methyltransferase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0009019-&&-tRNA (guanine-N1-)-methyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:TRMT10C TRMT10C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRMT10CTRMT10C FALSE TRMT10C
taxon:9606 166173 1902 OTU deubiquitinase with linear linkage specificitygene biological_process-&-1&-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0070431-&&-nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0002040-&&-sprouting angiogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:1990108-&&-protein linear deubiquitination-%%-GO:0050728-&&-negative regulation of inflammatory response|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0071797-&&-LUBAC complex|molecular_function-&-1&-GO:0008234-&&-cysteine-type peptidase activity-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0005515-&&-protein bindingG:9606:OTULIN OTULIN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OTULINOTULIN FALSE OTULIN
taxon:9606 182564 1902 cytochrome c oxidase subunit 5Bgene biological_process-&-1&-GO:0007585-&&-respiratory gaseous exchange-%%-GO:0006123-&&-mitochondrial electron transport, cytochrome c to oxygen-%%-GO:0042776-&&-mitochondrial ATP synthesis coupled proton transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005751-&&-mitochondrial respiratory chain complex IV-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0004129-&&-cytochrome-c oxidase activity-%%-GO:0005515-&&-protein bindingG:9606:COX5B KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseCOX5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COX5BCOX5B FALSE COX5B
taxon:9606 166186 1902 heparan sulfate 6-O-sulfotransferase 2gene biological_process-&-1&-GO:0015015-&&-heparan sulfate proteoglycan biosynthetic process, enzymatic modification-%%-GO:0006024-&&-glycosaminoglycan biosynthetic process|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0017095-&&-heparan sulfate 6-O-sulfotransferase activityG:9606:HS6ST2 KEGG-&-1&-hsa00534-&&-Glycosaminoglycan biosynthesis - heparan sulfate / heparinHS6ST2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HS6ST2HS6ST2 FALSE HS6ST2
taxon:9606 174379 1902 insulin like growth factor 2 mRNA binding protein 3gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0010467-&&-gene expression-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0042035-&&-regulation of cytokine biosynthetic process-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003730-&&-mRNA 3'-UTR binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0045182-&&-translation regulator activity-%%-GO:0048027-&&-mRNA 5'-UTR bindingG:9606:IGF2BP3 IGF2BP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGF2BP3IGF2BP3 FALSE IGF2BP3
taxon:9606 178478 1902 proliferating cell nuclear antigengene biological_process-&-1&-GO:0006266-&&-DNA ligation-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0031297-&&-replication fork processing-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0007507-&&-heart development-%%-GO:0044849-&&-estrous cycle-%%-GO:0097421-&&-liver regeneration-%%-GO:0000723-&&-telomere maintenance-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0006298-&&-mismatch repair-%%-GO:0071548-&&-response to dexamethasone-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0019985-&&-translesion synthesis-%%-GO:1902065-&&-response to L-glutamate-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0032077-&&-positive regulation of deoxyribonuclease activity-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0000082-&&-G1/S transition of mitotic cell cyG:9606:PCNA KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa03430-&&-Mismatch repair-%%-hsa04110-&&-Cell cycle-%%-hsa04530-&&-Tight junction-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa03030-&&-DNA replication-%%-hsa03410-&&-Base excision repairPCNA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCNAPCNA FALSE PCNA
taxon:9606 182574 1902 coatomer protein complex subunit alphagene biological_process-&-1&-GO:0006891-&&-intra-Golgi vesicle-mediated transport-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0030157-&&-pancreatic juice secretion|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030126-&&-COPI vesicle coat-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane-%%-GO:0030133-&&-transport vesicle|molecular_function-&-1&-GO:0005179-&&-hormone activity-%%-GO:0005198-&&-structural molecule activityG:9606:COPA COPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPACOPA FALSE COPA
taxon:9606 178479 1902 protein-L-isoaspartate (D-aspartate) O-methyltransferasegene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0030091-&&-protein repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:1903561-&&-extracellular vesicle-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004719-&&-protein-L-isoaspartate (D-aspartate) O-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:PCMT1 PCMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCMT1PCMT1 FALSE PCMT1
taxon:9606 170287 1902 semaphorin 4Cgene biological_process-&-1&-GO:0032874-&&-positive regulation of stress-activated MAPK cascade-%%-GO:0021549-&&-cerebellum development-%%-GO:0071526-&&-semaphorin-plexin signaling pathway-%%-GO:0021535-&&-cell migration in hindbrain-%%-GO:0001843-&&-neural tube closure-%%-GO:0042692-&&-muscle cell differentiation|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0030672-&&-synaptic vesicle membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0014069-&&-postsynaptic density-%%-GO:0030054-&&-cell junction-%%-GO:0045211-&&-postsynaptic membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:SEMA4C KEGG-&-1&-hsa04360-&&-Axon guidanceSEMA4C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEMA4CSEMA4C FALSE SEMA4C
taxon:9606 182572 1902 Kruppel like factor 6gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030183-&&-B cell differentiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0001650-&&-fibrillar center-%%-GO:0005730-&&-nucleolus-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:KLF6 KLF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLF6KLF6 FALSE KLF6
taxon:9606 170284 1902 YTH N6-methyladenosine RNA binding protein 1gene biological_process-&-1&-GO:0045948-&&-positive regulation of translational initiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0043022-&&-ribosome binding-%%-GO:1990247-&&-N6-methyladenosine-containing RNA bindingG:9606:YTHDF1 YTHDF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YTHDF1YTHDF1 FALSE YTHDF1
taxon:9606 174380 1902 insulin like growth factor 2 mRNA binding protein 1gene biological_process-&-1&-GO:0070934-&&-CRD-mediated mRNA stabilization-%%-GO:0051028-&&-mRNA transport-%%-GO:0097150-&&-neuronal stem cell population maintenance-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0010610-&&-regulation of mRNA stability involved in response to stress-%%-GO:0022013-&&-pallium cell proliferation in forebrain-%%-GO:0010467-&&-gene expression-%%-GO:0042035-&&-regulation of cytokine biosynthetic process|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0030175-&&-filopodium-%%-GO:0043197-&&-dendritic spine-%%-GO:0005654-&&-nucleoplasm-%%-GO:0030424-&&-axon-%%-GO:0070937-&&-CRD-mediated mRNA stability complex-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0005737-&&-cytoplasm-%%-GO:0030426-&&-growth cone|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0048027-&&-mRNA 5'-UTR binding-%%-GO:0000166-G:9606:IGF2BP1 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerIGF2BP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGF2BP1IGF2BP1 FALSE IGF2BP1
taxon:9606 182573 1902 coatomer protein complex subunit beta 1gene biological_process-&-1&-GO:0006891-&&-intra-Golgi vesicle-mediated transport-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0016032-&&-viral process-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005798-&&-Golgi-associated vesicle-%%-GO:0101003-&&-ficolin-1-rich granule membrane-%%-GO:0016020-&&-membrane-%%-GO:0030126-&&-COPI vesicle coat-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0030133-&&-transport vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0030667-&&-secretory granule membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005793-&&-endoplasmic reticulum-Golgi intermediate compartment-%%-GO:0070821-&&-tertiary granule membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005198-&&-structural molecule activityG:9606:COPB1 COPB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPB1COPB1 FALSE COPB1
taxon:9606 170288 1902 spindle apparatus coiled-coil protein 1gene biological_process-&-1&-GO:0000132-&&-establishment of mitotic spindle orientation-%%-GO:0051301-&&-cell division-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0007080-&&-mitotic metaphase plate congression-%%-GO:0031577-&&-spindle checkpoint-%%-GO:0034501-&&-protein localization to kinetochore|cellular_component-&-1&-GO:0000940-&&-condensed chromosome outer kinetochore-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000922-&&-spindle pole-%%-GO:0005815-&&-microtubule organizing center|molecular_function-&-1&-GO:0043515-&&-kinetochore binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:SPDL1 SPDL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPDL1SPDL1 FALSE SPDL1
taxon:9606 178486 1902 protocadherin 7gene biological_process-&-1&-GO:0007156-&&-homophilic cell adhesion via plasma membrane adhesion molecules-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031092-&&-platelet alpha granule membrane-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0005509-&&-calcium ion bindingG:9606:PCDH7 PCDH7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCDH7PCDH7 FALSE PCDH7
taxon:9606 174394 1902 thioredoxin interacting proteingene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0051782-&&-negative regulation of cell division-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0071228-&&-cellular response to tumor cell-%%-GO:0006606-&&-protein import into nucleus-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009749-&&-response to glucose-%%-GO:0032570-&&-response to progesterone-%%-GO:0051592-&&-response to calcium ion-%%-GO:0007049-&&-cell cycle-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042493-&&-response to drug-%%-GO:0048008-&&-platelet-derived growth factor receptor signaling pathway-%%-GO:0032355-&&-response to estradiol-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0005758-&&-mitochondrial intermembrane space-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoG:9606:TXNIP KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathwayTXNIP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TXNIPTXNIP FALSE TXNIP
taxon:9606 170298 1902 castor zinc finger 1gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045664-&&-regulation of neuron differentiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:CASZ1 CASZ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CASZ1CASZ1 FALSE CASZ1
taxon:9606 178491 1902 poly(rC) binding protein 2gene biological_process-&-1&-GO:0016071-&&-mRNA metabolic process-%%-GO:0045087-&&-innate immune response-%%-GO:0039694-&&-viral RNA genome replication-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0050687-&&-negative regulation of defense response to virus-%%-GO:0051607-&&-defense response to virus-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0075522-&&-IRES-dependent viral translational initiation-%%-GO:0010467-&&-gene expression|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:1990829-&&-C-rich single-stranded DNA binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitG:9606:PCBP2 KEGG-&-1&-hsa04216-&&-FerroptosisPCBP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCBP2PCBP2 FALSE PCBP2
taxon:9606 182591 1902 collagen type VII alpha 1 chaingene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0008544-&&-epidermis development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0007155-&&-cell adhesion-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005590-&&-collagen type VII trimer-%%-GO:0030134-&&-ER to Golgi transport vesicle-%%-GO:0005576-&&-extracellular region-%%-GO:0033116-&&-endoplasmic reticulum-Golgi intermediate compartment membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005788-&&-endoplasmic reticulum lumen|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:COL7A1 KEGG-&-1&-hsa04974-&&-Protein digestion and absorptionCOL7A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL7A1COL7A1 FALSE COL7A1
taxon:9606 170300 1902 ring finger protein 43gene biological_process-&-1&-GO:0072089-&&-stem cell proliferation-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0038018-&&-Wnt receptor catabolic process-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005635-&&-nuclear envelope|molecular_function-&-1&-GO:0005109-&&-frizzled binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:RNF43 KEGG-&-1&-hsa04310-&&-Wnt signaling pathwayRNF43 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF43RNF43 FALSE RNF43
taxon:9606 178492 1902 poly(rC) binding protein 1gene biological_process-&-1&-GO:0039694-&&-viral RNA genome replication-%%-GO:0010467-&&-gene expression-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0000932-&&-P-body-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0003697-&&-single-stranded DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0098847-&&-sequence-specific single stranded DNA binding-%%-GO:0003723-&&-RNA bindingG:9606:PCBP1 KEGG-&-1&-hsa03040-&&-Spliceosome-%%-hsa04216-&&-FerroptosisPCBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCBP1PCBP1 FALSE PCBP1
taxon:9606 174397 1902 influenza virus NS1A binding proteingene biological_process-&-1&-GO:0006383-&&-transcription from RNA polymerase III promoter-%%-GO:0009615-&&-response to virus-%%-GO:0008380-&&-RNA splicing-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005667-&&-transcription factor complex-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005654-&&-nucleoplasmG:9606:IVNS1ABP KEGG-&-1&-hsa05164-&&-Influenza AIVNS1ABP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IVNS1ABPIVNS1ABP FALSE IVNS1ABP
taxon:9606 178498 1902 PBX homeobox 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0048538-&&-thymus development-%%-GO:0048706-&&-embryonic skeletal system development-%%-GO:0009954-&&-proximal/distal pattern formation-%%-GO:0001658-&&-branching involved in ureteric bud morphogenesis-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0006694-&&-steroid biosynthetic process-%%-GO:0030326-&&-embryonic limb morphogenesis-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0035162-&&-embryonic hemopoiesis-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0048536-&&-spleen development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0030325-&&-adrenal gland development-%%-GO:0007548-&&-sex differentiation-%%-GO:0030278-&&-regulation of ossification|cellular_component-&-1&-GO:0005654-&&-nG:9606:PBX1 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa05202-&&-Transcriptional misregulation in cancerPBX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PBX1PBX1 FALSE PBX1
taxon:9606 182592 1902 collagen type VI alpha 3 chaingene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0007517-&&-muscle organ development-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0031012-&&-extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005589-&&-collagen type VI trimer-%%-GO:1903561-&&-extracellular vesicle-%%-GO:0042383-&&-sarcolemma|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activityG:9606:COL6A3 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesionCOL6A3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL6A3COL6A3 FALSE COL6A3
taxon:9606 170305 1902 NOP2/Sun RNA methyltransferase family member 2gene biological_process-&-1&-GO:0006400-&&-tRNA modification-%%-GO:0030488-&&-tRNA methylation-%%-GO:0033313-&&-meiotic cell cycle checkpoint-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0048820-&&-hair follicle maturation-%%-GO:0007286-&&-spermatid development|cellular_component-&-1&-GO:0033391-&&-chromatoid body-%%-GO:0005819-&&-spindle-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0016428-&&-tRNA (cytosine-5-)-methyltransferase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0000049-&&-tRNA bindingG:9606:NSUN2 NSUN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NSUN2NSUN2 FALSE NSUN2
taxon:9606 174406 1902 hexamethylene bisacetamide inducible 1gene biological_process-&-1&-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0007507-&&-heart development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:1901798-&&-positive regulation of signal transduction by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004861-&&-cyclin-dependent protein serine/threonine kinase inhibitor activity-%%-GO:0097322-&&-7SK snRNA binding-%%-GO:0017069-&&-snRNA binding-%%-GO:0005515-&&-protein bindingG:9606:HEXIM1 HEXIM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HEXIM1HEXIM1 FALSE HEXIM1
taxon:9606 182598 1902 collagen type IV alpha 5 chaingene biological_process-&-1&-GO:0007528-&&-neuromuscular junction development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0038063-&&-collagen-activated tyrosine kinase receptor signaling pathway|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005605-&&-basal lamina-%%-GO:0005587-&&-collagen type IV trimer-%%-GO:0031594-&&-neuromuscular junction|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituentG:9606:COL4A5 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A5COL4A5 FALSE COL4A5
taxon:9606 178503 1902 paired box 6 gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0061072-&&-iris morphogenesis-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0061303-&&-cornea development in camera-type eye-%%-GO:0001568-&&-blood vessel development-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0001654-&&-eye development-%%-GO:0003322-&&-pancreatic A cell development-%%-GO:0048663-&&-neuron fate commitment-%%-GO:0007417-&&-central nervous system development-%%-GO:0007601-&&-visual perception-%%-GO:0050768-&&-negative regulation of neurogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009611-&&-response to wounding-%%-GO:0042593-&&-glucose homeostasis|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_functG:9606:PAX6 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04950-&&-Maturity onset diabetes of the youngPAX6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAX6PAX6 FALSE PAX6
taxon:9606 182599 1902 collagen type IV alpha 4 chaingene biological_process-&-1&-GO:0032836-&&-glomerular basement membrane development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005587-&&-collagen type IV trimer-%%-GO:0005605-&&-basal lamina|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituentG:9606:COL4A4 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A4COL4A4 FALSE COL4A4
taxon:9606 174407 1902 ER lipid raft associated 1gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0045541-&&-negative regulation of cholesterol biosynthetic process-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0045717-&&-negative regulation of fatty acid biosynthetic process-%%-GO:0032933-&&-SREBP signaling pathway-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043234-&&-protein complex-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0015485-&&-cholesterol binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:ERLIN1 ERLIN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ERLIN1ERLIN1 FALSE ERLIN1
taxon:9606 174404 1902 RANBP2-type and C3HC4-type zinc finger containing 1gene biological_process-&-1&-GO:2001238-&&-positive regulation of extrinsic apoptotic signaling pathway-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0016032-&&-viral process-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0042346-&&-positive regulation of NF-kappaB import into nucleus-%%-GO:0097039-&&-protein linear polyubiquitination-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0060546-&&-negative regulation of necroptotic process|cellular_component-&-1&-GO:0071797-&&-LUBAC complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:000551G:9606:RBCK1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04621-&&-NOD-like receptor signaling pathwayRBCK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBCK1RBCK1 FALSE RBCK1
taxon:9606 182597 1902 collagen type IV alpha 6 chaingene biological_process-&-1&-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005587-&&-collagen type IV trimer|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituentG:9606:COL4A6 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A6COL4A6 FALSE COL4A6
taxon:9606 182603 1902 collagen type IV alpha 1 chaingene biological_process-&-1&-GO:0007528-&&-neuromuscular junction development-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0007420-&&-brain development-%%-GO:0038063-&&-collagen-activated tyrosine kinase receptor signaling pathway-%%-GO:0071711-&&-basement membrane organization-%%-GO:0061304-&&-retinal blood vessel morphogenesis-%%-GO:0001569-&&-branching involved in blood vessel morphogenesis-%%-GO:0061333-&&-renal tubule morphogenesis-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0048514-&&-blood vessel morphogenesis|cellular_component-&-1&-GO:0005587-&&-collagen type IV trimer-%%-GO:0005604-&&-basement membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0005515-&&-protein binding-%%-GO:00300G:9606:COL4A1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A1COL4A1 FALSE COL4A1
taxon:9606 182600 1902 collagen type IV alpha 3 chaingene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0032836-&&-glomerular basement membrane development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0038063-&&-collagen-activated tyrosine kinase receptor signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:0008015-&&-blood circulation-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0008283-&&-cell proliferation-%%-GO:0072577-&&-endothelial cell apoptotic process|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005587-&&-collagen type IV trimer-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005576-&&-extracellular region-%%-GO:0005G:9606:COL4A3 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A3COL4A3 FALSE COL4A3
taxon:9606 182601 1902 collagen type IV alpha 2 chaingene biological_process-&-1&-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0038063-&&-collagen-activated tyrosine kinase receptor signaling pathway-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0001525-&&-angiogenesis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016525-&&-negative regulation of angiogenesis|cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005587-&&-collagen type IV trimer-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0005515-&&-protein bindingG:9606:COL4A2 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04926-&&-Relaxin signaling pathwayCOL4A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL4A2COL4A2 FALSE COL4A2
taxon:9606 182607 1902 collagen type I alpha 2 chaingene biological_process-&-1&-GO:0043589-&&-skin morphogenesis-%%-GO:0050900-&&-leukocyte migration-%%-GO:0030168-&&-platelet activation-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0001568-&&-blood vessel development-%%-GO:0007266-&&-Rho protein signal transduction-%%-GO:0007596-&&-blood coagulation-%%-GO:0042476-&&-odontogenesis-%%-GO:0070208-&&-protein heterotrimerization-%%-GO:0050776-&&-regulation of immune response-%%-GO:0001501-&&-skeletal system development-%%-GO:0030199-&&-collagen fibril organization-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway|cellular_component-&-1&-GO:0005584-&&-collagen type I trimer-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0005788-&&-endoplasmG:9606:COL1A2 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04611-&&-Platelet activation-%%-hsa04926-&&-Relaxin signaling pathwayCOL1A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL1A2COL1A2 FALSE COL1A2
taxon:9606 182605 1902 collagen type II alpha 1 chaingene biological_process-&-1&-GO:0060351-&&-cartilage development involved in endochondral bone morphogenesis-%%-GO:0030903-&&-notochord development-%%-GO:0071599-&&-otic vesicle development-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0060272-&&-embryonic skeletal joint morphogenesis-%%-GO:0007417-&&-central nervous system development-%%-GO:0071773-&&-cellular response to BMP stimulus-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0006029-&&-proteoglycan metabolic process-%%-GO:0001958-&&-endochondral ossification-%%-GO:0051216-&&-cartilage development-%%-GO:0060174-&&-limb bud formation-%%-GO:0003007-&&-heart morphogenesis-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0050776-&&-regulation of immune response-%%-GO:0001501-&&-skeletal system development-%%-GO:0002062-&&-chondrocyte differentiation-%%-GO:0030199-&&-collagen fibril organization-%%-GO:0060021-&&-palate development-%%-GO:2001240-&&-negative regulation of extrinsic apoptotic signaling pathwG:9606:COL2A1 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesionCOL2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL2A1COL2A1 FALSE COL2A1
taxon:9606 182608 1902 collagen type I alpha 1 chaingene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0071306-&&-cellular response to vitamin E-%%-GO:0060351-&&-cartilage development involved in endochondral bone morphogenesis-%%-GO:0050900-&&-leukocyte migration-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:1902618-&&-cellular response to fluoride-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0038063-&&-collagen-activated tyrosine kinase receptor signaling pathway-%%-GO:0001568-&&-blood vessel development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0015031-&&-protein transport-%%-GO:0048706-&&-embryonic skeletal system development-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0055093-&&-response to hyperoxia-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0034505-&&-tooth mineralization-%%-GO:0070208-&&-protein heterotrimerization-%%-GO:0050776-&&-regulation of immune response-%%-GO:0030199-&&-collagen fibril orgG:9606:COL1A1 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04974-&&-Protein digestion and absorption-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04611-&&-Platelet activation-%%-hsa04926-&&-Relaxin signaling pathwayCOL1A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL1A1COL1A1 FALSE COL1A1
taxon:9606 174423 1902 pre-mRNA processing factor 8gene biological_process-&-1&-GO:0008380-&&-RNA splicing-%%-GO:0000244-&&-spliceosomal tri-snRNP complex assembly-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0006397-&&-mRNA processing-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000375-&&-RNA splicing, via transesterification reactions-%%-GO:0071356-&&-cellular response to tumor necrosis factor|cellular_component-&-1&-GO:0005682-&&-U5 snRNP-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0017070-&&-U6 snRNA binding-%%-GO:0070530-&&-K63-linked polyubiquitin binding-%%-GO:0030623-&&-U5 snRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:PRPF8 KEGG-&-1&-hsa03040-&&-SpliceosomePRPF8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRPF8PRPF8 FALSE PRPF8
taxon:9606 174420 1902 activator of HSP90 ATPase activity 1gene biological_process-&-1&-GO:0006950-&&-response to stress-%%-GO:0032781-&&-positive regulation of ATPase activity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0001671-&&-ATPase activator activity-%%-GO:0051087-&&-chaperone binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:AHSA1 AHSA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AHSA1AHSA1 FALSE AHSA1
taxon:9606 178522 1902 serpin family E member 1gene biological_process-&-1&-GO:0030198-&&-extracellular matrix organization-%%-GO:0051918-&&-negative regulation of fibrinolysis-%%-GO:0090026-&&-positive regulation of monocyte chemotaxis-%%-GO:2000098-&&-negative regulation of smooth muscle cell-matrix adhesion-%%-GO:0001300-&&-chronological cell aging-%%-GO:0030194-&&-positive regulation of blood coagulation-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0030195-&&-negative regulation of blood coagulation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0061044-&&-negative regulation of vascular wound healing-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0001525-&&-angiogenesis-%%-GO:0010757-&&-negative regulation of plasminogen activation-%%-GO:0014912-&&-negative regulation of smooth muscle cell migration-%%-GO:0007623-&&-circadian rhythm-%%-GO:0035491-&&-positive regulation of leukotriene production involved in inflammatory response-%%-GO:0042G:9606:SERPINE1 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04610-&&-Complement and coagulation cascades-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04218-&&-Cellular senescence-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04115-&&-p53 signaling pathwaySERPINE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SERPINE1SERPINE1 FALSE SERPINE1
taxon:9606 182619 1902 polo like kinase 3gene biological_process-&-1&-GO:0006970-&&-response to osmotic stress-%%-GO:0007113-&&-endomitotic cell cycle-%%-GO:0090316-&&-positive regulation of intracellular protein transport-%%-GO:0051302-&&-regulation of cell division-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0090166-&&-Golgi disassembly-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0044819-&&-mitotic G1/S transition checkpoint-%%-GO:1904716-&&-positive regulation of chaperone-mediated autophagy-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0031122-&&-cytoplasmic microtubule organization-%%-GO:0032465-&&-regulation of cytokinesis-%%-GO:0009314-&&-response to radiation-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0043491-&&-protein kinase B signaling-%%-GO:2000777-&&-positive reguG:9606:PLK3 KEGG-&-1&-hsa05152-&&-Tuberculosis-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04068-&&-FoxO signaling pathwayPLK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLK3PLK3 FALSE PLK3
taxon:9606 178526 1902 platelet activating factor acetylhydrolase 1b catalytic subunit 3gene biological_process-&-1&-GO:0016042-&&-lipid catabolic process-%%-GO:0007420-&&-brain development-%%-GO:0006629-&&-lipid metabolic process-%%-GO:0007283-&&-spermatogenesis-%%-GO:0007399-&&-nervous system development|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0047179-&&-platelet-activating factor acetyltransferase activity-%%-GO:0004623-&&-phospholipase A2 activity-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003847-&&-1-alkyl-2-acetylglycerophosphocholine esterase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:PAFAH1B3 KEGG-&-1&-hsa00565-&&-Ether lipid metabolism-%%-hsa01100-&&-Metabolic pathwaysPAFAH1B3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAFAH1B3PAFAH1B3 FALSE PAFAH1B3
taxon:9606 178524 1902 peroxiredoxin 1gene biological_process-&-1&-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0001895-&&-retina homeostasis-%%-GO:0042345-&&-regulation of NF-kappaB import into nucleus-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0032872-&&-regulation of stress-activated MAPK cascade-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0001501-&&-skeletal system development-%%-GO:0008283-&&-cell proliferation-%%-GO:0019430-&&-removal of superoxide radicals-%%-GO:0042267-&&-natural killer cell mediated cytotoxicity-%%-GO:0034101-&&-erythrocyte homeostasis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005634-&&-nucleus-%%-GO:0042470-&&-melanosome-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008379-&&-thioredoxin peroxidase activity-%%-GO:0004601-&&-peroxidase activity-%%-GO:0005515-&&G:9606:PRDX1 KEGG-&-1&-hsa04146-&&-PeroxisomePRDX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRDX1PRDX1 FALSE PRDX1
taxon:9606 178538 1902 prolyl 4-hydroxylase subunit alpha 1gene biological_process-&-1&-GO:0030199-&&-collagen fibril organization-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0018401-&&-peptidyl-proline hydroxylation to 4-hydroxy-L-proline|cellular_component-&-1&-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0016222-&&-procollagen-proline 4-dioxygenase complex-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0004656-&&-procollagen-proline 4-dioxygenase activity-%%-GO:0031418-&&-L-ascorbic acid binding-%%-GO:0016702-&&-oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen-%%-GO:0005506-&&-iron ion binding-%%-GO:0005515-&&-protein bindingG:9606:P4HA1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00330-&&-Arginine and proline metabolismP4HA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-P4HA1P4HA1 FALSE P4HA1
taxon:9606 174443 1902 LanC like 1 gene biological_process-&-1&-GO:0007186-&&-G-protein coupled receptor signaling pathway|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0004930-&&-G-protein coupled receptor activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0050750-&&-low-density lipoprotein particle receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0043295-&&-glutathione binding-%%-GO:0017124-&&-SH3 domain binding-%%-GO:0003824-&&-catalytic activityG:9606:LANCL1 LANCL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LANCL1LANCL1 FALSE LANCL1
taxon:9606 174440 1902 TNFAIP3 interacting protein 1gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0006954-&&-inflammatory response-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0006412-&&-translation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0085032-&&-modulation by symbiont of host I-kappaB kinase/NF-kappaB cascade-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0006952-&&-defense response-%%-GO:0009101-&&-glycoprotein biosynthetic process-%%-GO:0045071-&&-negative regulation of viral genome replication|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0051019-&&-mitogen-activated protein kinase binding-%%-GG:9606:TNIP1 TNIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNIP1TNIP1 FALSE TNIP1
taxon:9606 178536 1902 proliferation-associated 2G4gene biological_process-&-1&-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0006417-&&-regulation of translation-%%-GO:0008283-&&-cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0006364-&&-rRNA processing-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:PA2G4 PA2G4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PA2G4PA2G4 FALSE PA2G4
taxon:9606 170349 1902 aprataxin gene biological_process-&-1&-GO:0006266-&&-DNA ligation-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0000012-&&-single strand break repair-%%-GO:0016311-&&-dephosphorylation-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0031647-&&-regulation of protein stability|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0000785-&&-chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003690-&&-double-stranded DNA binding-%%-GO:0051219-&&-phosphoprotein binding-%%-GO:0003684-&&-damaged DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0008967-&&-phosphoglycolate phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0033699-&&-DNA 5'-adenosine monophosphate hydrolase activityG:9606:APTX APTX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APTXAPTX FALSE APTX
taxon:9606 178550 1902 oxytocin/neurophysin I prepropeptidegene biological_process-&-1&-GO:0035811-&&-negative regulation of urine volume-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0014823-&&-response to activity-%%-GO:0007507-&&-heart development-%%-GO:0060406-&&-positive regulation of penile erection-%%-GO:0030431-&&-sleep-%%-GO:0045472-&&-response to ether-%%-GO:0002125-&&-maternal aggressive behavior-%%-GO:0050806-&&-positive regulation of synaptic transmission-%%-GO:0001975-&&-response to amphetamine-%%-GO:0007613-&&-memory-%%-GO:0032355-&&-response to estradiol-%%-GO:0045778-&&-positive regulation of ossification-%%-GO:0045925-&&-positive regulation of female receptivity-%%-GO:0007565-&&-female pregnancy-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0051602-&&-response to electrical stimulus-%%-GO:0034695-&&-response to prostaglandin E-%%-GO:0042755-&&-eating behavior-%%-GO:0035176-&&-social behavior-%%-GO:0051591-&&-response to cAMP-%%-GO:0032570-&&-response to progesterone-%%-GO:0060455-&&-negative regulation of gastric aG:9606:OXT KEGG-&-1&-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04024-&&-cAMP signaling pathwayOXT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OXTOXT FALSE OXT
taxon:9606 182647 1902 clathrin heavy chaingene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0051301-&&-cell division-%%-GO:1900126-&&-negative regulation of hyaluronan biosynthetic process-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0060236-&&-regulation of mitotic spindle organization-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0033572-&&-transferrin transport-%%-GO:0031623-&&-receptor internalization-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0006914-&&-autophagy-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:1903077-&&-negative regulation of protein localization to plasma membrane|cellular_component-&-1&-GO:1990498-&&-mitotic spindle microtubule-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0030132-&&-clathriG:9606:CLTC KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04142-&&-Lysosome-%%-hsa04144-&&-Endocytosis-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa05100-&&-Bacterial invasion of epithelial cellsCLTC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLTCCLTC FALSE CLTC
taxon:9606 182648 1902 clathrin light chain Bgene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0006886-&&-intracellular protein transport|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0030125-&&-clathrin vesicle coat-%%-GO:0060170-&&-ciliary membrane-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0030118-&&-clathrin coat-%%-GO:0030132-&&-clathrin coat of coated pit-%%-GO:0030130-&&-clathrin coat of trans-Golgi network vesicle-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0032050-&&-clathrin heavy chain binding-%%-GO:0042277-&&-peptide binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0005515-&&-protein bindingG:9606:CLTB KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04142-&&-Lysosome-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa04144-&&-Endocytosis-%%-hsa05100-&&-Bacterial invasion of epithelial cellsCLTB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLTBCLTB FALSE CLTB
taxon:9606 182649 1902 clathrin light chain Agene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030132-&&-clathrin coat of coated pit-%%-GO:0032588-&&-trans-Golgi network membrane-%%-GO:0016020-&&-membrane-%%-GO:0030130-&&-clathrin coat of trans-Golgi network vesicle-%%-GO:0036020-&&-endolysosome membrane-%%-GO:0071439-&&-clathrin complex-%%-GO:0030118-&&-clathrin coat-%%-GO:0005819-&&-spindle-%%-GO:0005829-&&-cytosol-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0030125-&&-clathrin vesicle coat|molecular_function-&-1&-GO:0042277-&&-peptide binding-%%-GO:0032050-&&-clathrin heavy chain binding-%%-GO:0005515-&&-protein binding-%%-GO:00G:9606:CLTA KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04142-&&-Lysosome-%%-hsa04144-&&-Endocytosis-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa05100-&&-Bacterial invasion of epithelial cellsCLTA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLTACLTA FALSE CLTA
taxon:9606 170366 1902 zinc finger CCHC-type containing 10gene molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0003676-&&-nucleic acid binding-%%-GO:0005515-&&-protein bindingG:9606:ZCCHC10 ZCCHC10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZCCHC10ZCCHC10 FALSE ZCCHC10
taxon:9606 182654 1902 ceroid-lipofuscinosis, neuronal 5gene biological_process-&-1&-GO:0070085-&&-glycosylation-%%-GO:0007042-&&-lysosomal lumen acidification-%%-GO:0022008-&&-neurogenesis-%%-GO:0030163-&&-protein catabolic process-%%-GO:0006465-&&-signal peptide processing-%%-GO:0042147-&&-retrograde transport, endosome to Golgi-%%-GO:0042551-&&-neuron maturation-%%-GO:1904426-&&-positive regulation of GTP binding-%%-GO:0007420-&&-brain development|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005764-&&-lysosome-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005537-&&-mannose binding-%%-GO:0005515-&&-protein bindingG:9606:CLN5 KEGG-&-1&-hsa04142-&&-LysosomeCLN5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLN5CLN5 FALSE CLN5
taxon:9606 174462 1902 splicing factor 3a subunit 1gene biological_process-&-1&-GO:0006397-&&-mRNA processing-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000389-&&-mRNA 3'-splice site recognition-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005686-&&-U2 snRNP-%%-GO:0071004-&&-U2-type prespliceosome-%%-GO:0005684-&&-U2-type spliceosomal complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:SF3A1 KEGG-&-1&-hsa03040-&&-SpliceosomeSF3A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SF3A1SF3A1 FALSE SF3A1
taxon:9606 174460 1902 DnaJ heat shock protein family (Hsp40) member A2gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0009408-&&-response to heat-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0042026-&&-protein refolding|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0001671-&&-ATPase activator activity-%%-GO:0005524-&&-ATP binding-%%-GO:0051087-&&-chaperone binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0031072-&&-heat shock protein bindingG:9606:DNAJA2 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumDNAJA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJA2DNAJA2 FALSE DNAJA2
taxon:9606 170365 1902 nudE neurodevelopment protein 1gene biological_process-&-1&-GO:0021987-&&-cerebral cortex development-%%-GO:0007020-&&-microtubule nucleation-%%-GO:0001764-&&-neuron migration-%%-GO:0000132-&&-establishment of mitotic spindle orientation-%%-GO:0051301-&&-cell division-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0051303-&&-establishment of chromosome localization-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0047496-&&-vesicle transport along microtubule-%%-GO:0051298-&&-centrosome duplication-%%-GO:2000574-&&-regulation of microtubule motor activity-%%-GO:0007405-&&-neuroblast proliferation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0097711-&&-ciliary basal body docking|cellular_component-&-1&-GO:0045202-&&-synapse-%%-GO:0000776-&&-kinetochore-%%-GO:0031616-&&-spindle pole centrosome-%%-GO:0016020-&&-membrane-%%-GO:0005874-&&-microtubule-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0032154-&&-cleavage furrow-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0008017-&&-microtubuleG:9606:NDE1 NDE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NDE1NDE1 FALSE NDE1
taxon:9606 182657 1902 CDC like kinase 3gene biological_process-&-1&-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043484-&&-regulation of RNA splicing|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005654-&&-nucleoplasm-%%-GO:0001669-&&-acrosomal vesicle-%%-GO:0016020-&&-membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0004712-&&-protein serine/threonine/tyrosine kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0004713-&&-protein tyrosine kinase activity-%%-GO:0042802-&&-identical protein bindingG:9606:CLK3 CLK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLK3CLK3 FALSE CLK3
taxon:9606 182662 1902 chloride intracellular channel 1gene biological_process-&-1&-GO:0006821-&&-chloride transport-%%-GO:0070527-&&-platelet aggregation-%%-GO:0034765-&&-regulation of ion transmembrane transport-%%-GO:0007165-&&-signal transduction-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0051881-&&-regulation of mitochondrial membrane potential-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:1902476-&&-chloride transmembrane transport|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0034707-&&-chloride channel complex-%%-GO:0016020-&&-membrane-%%-GO:0031982-&&-vesicle-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm-%%-GO:0005903-&&-brush border-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005244-&&-voltage-gated ion channel activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-G:9606:CLIC1 CLIC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLIC1CLIC1 FALSE CLIC1
taxon:9606 182663 1902 clusterin gene biological_process-&-1&-GO:1902847-&&-regulation of neuronal signal transduction-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:1903573-&&-negative regulation of response to endoplasmic reticulum stress-%%-GO:0017038-&&-protein import-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0006956-&&-complement activation-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:0032464-&&-positive regulation of protein homooligomerization-%%-GO:0050821-&&-protein stabilization-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:1900221-&&-regulation of beta-amyloid clearance-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:1901214-&&-regulation of neuron death-%%-GO:0032463-&&-negative regulation of protein homooligomerization-%%-GO:0051788-&&-response to misfolded protein-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:190589G:9606:CLU KEGG-&-1&-hsa04610-&&-Complement and coagulation cascadesCLU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLUCLU FALSE CLU
taxon:9606 174469 1902 interleukin 24gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0033136-&&-serine phosphorylation of STAT3 protein-%%-GO:0071353-&&-cellular response to interleukin-4-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006915-&&-apoptotic process-%%-GO:0042517-&&-positive regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0042060-&&-wound healing|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005125-&&-cytokine activityG:9606:IL24 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04630-&&-JAK-STAT signaling pathwayIL24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL24IL24 FALSE IL24
taxon:9606 182666 1902 bystin like gene biological_process-&-1&-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0001829-&&-trophectodermal cell differentiation-%%-GO:0007565-&&-female pregnancy-%%-GO:0008283-&&-cell proliferation-%%-GO:0007155-&&-cell adhesion-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0045177-&&-apical part of cell|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:BYSL BYSL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BYSLBYSL FALSE BYSL
taxon:9606 182667 1902 BUB1 mitotic checkpoint serine/threonine kinase Bgene biological_process-&-1&-GO:0034501-&&-protein localization to kinetochore-%%-GO:0006915-&&-apoptotic process-%%-GO:0007094-&&-mitotic spindle assembly checkpoint-%%-GO:0051301-&&-cell division-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0051754-&&-meiotic sister chromatid cohesion, centromeric-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0007091-&&-metaphase/anaphase transition of mitotic cell cycle-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0007067-&&-mitotic nuclear division|cG:9606:BUB1B KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycleBUB1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BUB1BBUB1B FALSE BUB1B
taxon:9606 166280 1902 translocase of inner mitochondrial membrane 50gene biological_process-&-1&-GO:0007006-&&-mitochondrial membrane organization-%%-GO:0001836-&&-release of cytochrome c from mitochondria-%%-GO:0030150-&&-protein import into mitochondrial matrix-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0006470-&&-protein dephosphorylation|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005744-&&-mitochondrial inner membrane presequence translocase complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005134-&&-interleukin-2 receptor binding-%%-GO:0004721-&&-phosphoprotein phosphatase activity-%%-GO:0043021-&&-ribonucleoprotein complex binding-%%-GO:0005515-&&-protein binding-%%-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0004725-&&-protein tyrosine phosphatase activityG:9606:TIMM50 TIMM50 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TIMM50TIMM50 FALSE TIMM50
taxon:9606 174483 1902 inner membrane mitochondrial proteingene biological_process-&-1&-GO:0042407-&&-cristae formation-%%-GO:0008150-&&-biological_process-%%-GO:0051560-&&-mitochondrial calcium ion homeostasis|cellular_component-&-1&-GO:0043209-&&-myelin sheath-%%-GO:0061617-&&-MICOS complex-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:IMMT IMMT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IMMTIMMT FALSE IMMT
taxon:9606 174480 1902 splicing factor 3b subunit 2gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0005686-&&-U2 snRNP-%%-GO:0005684-&&-U2-type spliceosomal complex-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:SF3B2 KEGG-&-1&-hsa03040-&&-SpliceosomeSF3B2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SF3B2SF3B2 FALSE SF3B2
taxon:9606 182672 1902 Bruton tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0030889-&&-negative regulation of B cell proliferation-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0002250-&&-adaptive immune response-%%-GO:0098761-&&-cellular response to interleukin-7-%%-GO:0007498-&&-mesoderm development-%%-GO:0045579-&&-positive regulation of B cell differentiation-%%-GO:0001812-&&-positive regulation of type I hypersensitivity-%%-GO:0001818-&&-negative regulation of cytokine production-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0042113-&&-B cell activation-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0002553-&&-histamine secretion by mast cell-%%-GO:0006351-&&-transcription, DNA-G:9606:BTK KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04611-&&-Platelet activation-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayBTK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BTKBTK FALSE BTK
taxon:9606 174487 1902 GCN1, eIF2 alpha kinase activator homologgene biological_process-&-1&-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0006417-&&-regulation of translation-%%-GO:0036003-&&-positive regulation of transcription from RNA polymerase II promoter in response to stress-%%-GO:1990253-&&-cellular response to leucine starvation-%%-GO:0033674-&&-positive regulation of kinase activity-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005840-&&-ribosome-%%-GO:0016020-&&-membrane-%%-GO:0005844-&&-polysome|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008135-&&-translation factor activity, RNA binding-%%-GO:0043022-&&-ribosome binding-%%-GO:0019887-&&-protein kinase regulator activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0045296-&&-cadherin bindingG:9606:GCN1 GCN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GCN1GCN1 FALSE GCN1
taxon:9606 174485 1902 COP9 signalosome subunit 5gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:1990182-&&-exosomal secretion-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0006413-&&-translational initiation-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0046328-&&-regulation of JNK cascade-%%-GO:1903894-&&-regulation of IRE1-mediated unfolded protein response-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0000338-&&-protein deneddylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0030054-&&-cell junction-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:000484G:9606:COPS5 COPS5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS5COPS5 FALSE COPS5
taxon:9606 182677 1902 Kruppel like factor 5gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:1901653-&&-cellular response to peptide-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0060576-&&-intestinal epithelial cell development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0032534-&&-regulation of microvillus assembly-%%-GO:0030033-&&-microvillus assembly-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0001525-&&-angiogenesis-%%-GO:0035914-&&-skeletal muscle cell differentiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-spG:9606:KLF5 KLF5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLF5KLF5 FALSE KLF5
taxon:9606 182680 1902 betacellulin gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0000165-&&-MAPK cascade-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0045840-&&-positive regulation of mitotic nuclear division-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:2000145-&&-regulation of cell motility-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0035810-&&-positive regulation of urine volume-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:1901185-&&-negative regulation of ERBB signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membranG:9606:BTC KEGG-&-1&-hsa04012-&&-ErbB signaling pathwayBTC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BTCBTC FALSE BTC
taxon:9606 174492 1902 COP9 signalosome subunit 6gene biological_process-&-1&-GO:0000338-&&-protein deneddylation-%%-GO:0016032-&&-viral process-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:COPS6 COPS6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS6COPS6 FALSE COPS6
taxon:9606 182690 1902 BRCA1, DNA repair associatedgene biological_process-&-1&-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0010575-&&-positive regulation of vascular endothelial growth factor production-%%-GO:0045717-&&-negative regulation of fatty acid biosynthetic process-%%-GO:0051574-&&-positive regulation of histone H3-K9 methylation-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0035067-&&-negative regulation of histone acetylation-%%-GO:0044030-&&-regulation of DNA methylation-%%-GO:0000732-&&-strand displacement-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediaG:9606:BRCA1 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa03440-&&-Homologous recombination-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05224-&&-Breast cancer-%%-hsa01524-&&-Platinum drug resistanceBRCA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRCA1BRCA1 FALSE BRCA1
taxon:9606 174499 1902 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein thetagene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0021762-&&-substantia nigra development-%%-GO:0006605-&&-protein targeting-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0034766-&&-negative regulation of ion transmembrane transport|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043234-&&-protein complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0044325-&&-ion channel binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0071889-&&-14-3-3 protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0008022-&&-protein C-terminus bindingG:9606:YWHAQ KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05160-&&-Hepatitis C-%%-hsa04110-&&-Cell cycle-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosisYWHAQ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YWHAQYWHAQ FALSE YWHAQ
taxon:9606 182688 1902 BRCA2, DNA repair associatedgene biological_process-&-1&-GO:0033600-&&-negative regulation of mammary gland epithelial cell proliferation-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0010225-&&-response to UV-C-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0008585-&&-female gonad development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0070200-&&-establishment of protein localization to telomere-%%-GO:0001556-&&-oocyte maturation-%%-GO:0001833-&&-inner cell mass cell proliferation-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0000732-&&-strand displacement-%%-GO:0051298-&&-centrosome duplication-%%-GO:0000910-&&-cytokinesis-%%-GO:0000724-&&-double-straG:9606:BRCA2 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03440-&&-Homologous recombination-%%-hsa05200-&&-Pathways in cancer-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05224-&&-Breast cancerBRCA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRCA2BRCA2 FALSE BRCA2
taxon:9606 182694 1902 forkhead box L2gene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0046881-&&-positive regulation of follicle-stimulating hormone secretion-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0048048-&&-embryonic eye morphogenesis-%%-GO:0030154-&&-cell differentiation-%%-GO:0007338-&&-single fertilization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0033686-&&-positive regulation of luteinizing hormone secretion-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0001541-&&-ovarian follicle development-%%-GO:0042703-&&-menstruation-%%-GO:0060014-&&-granulosa cell differentiation-%%-GO:0060065-&&-uterus development-%%-GO:0001555-&&-oocyte growth-%%-GO:0006309-&&-apoptotic DNA fragmentation-%%-GO:0002074-&&-extraG:9606:FOXL2 FOXL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXL2FOXL2 FALSE FOXL2
taxon:9606 174500 1902 cytoskeleton associated protein 4gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0044267-&&-cellular protein metabolic process|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0005811-&&-lipid particle-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0000932-&&-P-body-%%-GO:0005856-&&-cytoskeleton-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0042599-&&-lamellar body-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:CKAP4 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumCKAP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CKAP4CKAP4 FALSE CKAP4
taxon:9606 182692 1902 biphenyl hydrolase likegene biological_process-&-1&-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0009636-&&-response to toxic substance-%%-GO:0006520-&&-cellular amino acid metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005741-&&-mitochondrial outer membrane|molecular_function-&-1&-GO:0047658-&&-alpha-amino-acid esterase activityG:9606:BPHL BPHL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BPHLBPHL FALSE BPHL
taxon:9606 174501 1902 EBNA1 binding protein 2gene biological_process-&-1&-GO:0006364-&&-rRNA processing-%%-GO:0042273-&&-ribosomal large subunit biogenesis|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030687-&&-preribosome, large subunit precursor-%%-GO:0034399-&&-nuclear periphery-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:EBNA1BP2 EBNA1BP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EBNA1BP2EBNA1BP2 FALSE EBNA1BP2
taxon:9606 174505 1902 stress induced phosphoprotein 1gene biological_process-&-1&-GO:0006950-&&-response to stress|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0043209-&&-myelin sheath-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0051087-&&-chaperone binding-%%-GO:0030544-&&-Hsp70 protein binding-%%-GO:0005515-&&-protein bindingG:9606:STIP1 KEGG-&-1&-hsa05020-&&-Prion diseasesSTIP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STIP1STIP1 FALSE STIP1
taxon:9606 182702 1902 BMX non-receptor tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0007155-&&-cell adhesion-%%-GO:0007498-&&-mesoderm development-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0007165-&&-signal transduction-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0001865-&&-NK T cell differentiation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0032587-&&-ruffle membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004715-&&-non-membrane spanning protein tyrosine kinase activity-%%-GO:0005102-&&-receptor binding-%%-GO:000487G:9606:BMX BMX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BMXBMX FALSE BMX
taxon:9606 174510 1902 proline rich nuclear receptor coactivator 1gene biological_process-&-1&-GO:0031087-&&-deadenylation-independent decapping of nuclear-transcribed mRNA-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000932-&&-P-body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:PNRC1 PNRC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PNRC1PNRC1 FALSE PNRC1
taxon:9606 178607 1902 protein tyrosine kinase 6gene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0009968-&&-negative regulation of signal transduction-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0061099-&&-negative regulation of protein tyrosine kinase activity-%%-GO:0016477-&&-cell migration-%%-GO:0060575-&&-intestinal epithelial cell differentiation-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0045742-&&-positive regulation of epidermal growth factor receptor signaling pathway-%%-GO:0042517-&&-positive regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0042506-&&-tyrosine phosphorylation of Stat5 protein-%%-GO:0045787-&&-positive regulation of cell cycle-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0042503-&&-tyrosine phosphorylation of Stat3 protein-%G:9606:PTK6 PTK6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTK6PTK6 FALSE PTK6
taxon:9606 170418 1902 FXYD domain containing ion transport regulator 6gene biological_process-&-1&-GO:2000649-&&-regulation of sodium ion transmembrane transporter activity-%%-GO:0008150-&&-biological_process-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:1903779-&&-regulation of cardiac conduction|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0017080-&&-sodium channel regulator activity-%%-GO:0005515-&&-protein binding-%%-GO:0005216-&&-ion channel activityG:9606:FXYD6 FXYD6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FXYD6FXYD6 FALSE FXYD6
taxon:9606 174514 1902 translocase of outer mitochondrial membrane 34gene biological_process-&-1&-GO:0006626-&&-protein targeting to mitochondrion|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0031072-&&-heat shock protein bindingG:9606:TOMM34 TOMM34 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOMM34TOMM34 FALSE TOMM34
taxon:9606 178608 1902 protein tyrosine kinase 2gene biological_process-&-1&-GO:0045667-&&-regulation of osteoblast differentiation-%%-GO:0022408-&&-negative regulation of cell-cell adhesion-%%-GO:0045087-&&-innate immune response-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0046621-&&-negative regulation of organ growth-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051897-&&-positive regulation of protein kinase B signaling-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0038007-&&-netrin-activated signaling pathway-%%G:9606:PTK2 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa01522-&&-Endocrine resistance-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04360-&&-Axon guidance-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cellsPTK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTK2PTK2 FALSE PTK2
taxon:9606 174518 1902 heterogeneous nuclear ribonucleoprotein A0gene biological_process-&-1&-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0070935-&&-3'-UTR-mediated mRNA stabilization-%%-GO:0006954-&&-inflammatory response-%%-GO:0006397-&&-mRNA processing-%%-GO:0010467-&&-gene expression-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0017091-&&-AU-rich element bindingG:9606:HNRNPA0 HNRNPA0 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPA0HNRNPA0 FALSE HNRNPA0
taxon:9606 178612 1902 prostaglandin-endoperoxide synthase 2gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0070542-&&-response to fatty acid-%%-GO:0045987-&&-positive regulation of smooth muscle contraction-%%-GO:0019372-&&-lipoxygenase pathway-%%-GO:0030282-&&-bone mineralization-%%-GO:0030728-&&-ovulation-%%-GO:0051926-&&-negative regulation of calcium ion transport-%%-GO:0031622-&&-positive regulation of fever generation-%%-GO:0034612-&&-response to tumor necrosis factor-%%-GO:0031915-&&-positive regulation of synaptic plasticity-%%-GO:0046697-&&-decidualization-%%-GO:0071318-&&-cellular response to ATP-%%-GO:0090336-&&-positive regulation of brown fat cell differentiation-%%-GO:0034644-&&-cellular response to UV-%%-GO:0045986-&&-negative regulation of smooth muscle contraction-%%-GO:0006954-&&-inflammatory response-%%-GO:0007566-&&-embryo implantation-%%-GO:0042493-&&-response to drug-%%-GO:0001516-&&-prostaglandin biosynthetic process-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0019371-&&-cyclooxygenase pG:9606:PTGS2 KEGG-&-1&-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04913-&&-Ovarian steroidogenesis-%%-hsa05140-&&-Leishmaniasis-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa05204-&&-Chemical carcinogenesis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa01100-&&-Metabolic pathways-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04726-&&-Serotonergic synapse-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa00590-&&-Arachidonic acid metabolismPTGS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTGS2PTGS2 FALSE PTGS2
taxon:9606 182714 1902 BMI1 proto-oncogene, polycomb ring fingergene biological_process-&-1&-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0007379-&&-segment specification-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0030097-&&-hemopoiesis-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0035102-&&-PRC1 complex-%%-GO:0005829-&&-cytosol-%%-GO:0016604-&&-nuclear body-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0071535-&&-RING-like zinc finger domain binding-%%-GO:1990841-&&-promoter-specific chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:BMI1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05206-&&-MicroRNAs in cancerBMI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BMI1BMI1 FALSE BMI1
taxon:9606 182713 1902 bone morphogenetic protein 1gene biological_process-&-1&-GO:0001502-&&-cartilage condensation-%%-GO:0061036-&&-positive regulation of cartilage development-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0001501-&&-skeletal system development-%%-GO:0007275-&&-multicellular organism development-%%-GO:0001503-&&-ossification-%%-GO:0006508-&&-proteolysis-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005794-&&-Golgi apparatus-%%-GO:0031982-&&-vesicle-%%-GO:0005576-&&-extracellular region-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0008083-&&-growth factor activity-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005125-&&-cytokine activity-%%-GO:0008237-&&-metallopeptidase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0008233-&&-peptidase activityG:9606:BMP1 BMP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BMP1BMP1 FALSE BMP1
taxon:9606 174527 1902 POP1 homolog, ribonuclease P/MRP subunitgene biological_process-&-1&-GO:0016078-&&-tRNA catabolic process-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0001682-&&-tRNA 5'-leader removal-%%-GO:0008033-&&-tRNA processing|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0000172-&&-ribonuclease MRP complex-%%-GO:0005655-&&-nucleolar ribonuclease P complex-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0000171-&&-ribonuclease MRP activity-%%-GO:0005515-&&-protein binding-%%-GO:0004526-&&-ribonuclease P activityG:9606:POP1 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa03013-&&-RNA transportPOP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POP1POP1 FALSE POP1
taxon:9606 178627 1902 phosphatase and tensin homologgene biological_process-&-1&-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0048854-&&-brain morphogenesis-%%-GO:0097105-&&-presynaptic membrane assembly-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0060291-&&-long-term synaptic potentiation-%%-GO:0090344-&&-negative regulation of cell aging-%%-GO:0016477-&&-cell migration-%%-GO:0050821-&&-protein stabilization-%%-GO:0032535-&&-regulation of cellular component size-%%-GO:1903984-&&-positive regulation of TRAIL-activated apoptotic signaling pathway-%%-GO:0007626-&&-locomotory behavior-%%-GO:1904668-&&-positive regulation of ubiquitin protein ligase activity-%%-GO:0031658-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity involved in G1/S transition of mitotic cell cycle-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0009749-&G:9606:PTEN KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa04931-&&-Insulin resistance-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa05200-&&-Pathways in cancer-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa05218-&&-Melanoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa05213-&&-Endometrial cancer-%%-hsa05215-&&-Prostate cancerPTEN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTENPTEN FALSE PTEN
taxon:9606 174531 1902 peroxiredoxin 3gene biological_process-&-1&-GO:0051881-&&-regulation of mitochondrial membrane potential-%%-GO:0006915-&&-apoptotic process-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0034614-&&-cellular response to reactive oxygen species-%%-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0018171-&&-peptidyl-cysteine oxidation-%%-GO:0033673-&&-negative regulation of kinase activity-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0001893-&&-maternal placenta development-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0000302-&&-response to reactive oxygG:9606:PRDX3 PRDX3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRDX3PRDX3 FALSE PRDX3
taxon:9606 182720 1902 Bloom syndrome RecQ like helicasegene biological_process-&-1&-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0048478-&&-replication fork protection-%%-GO:0006260-&&-DNA replication-%%-GO:0045910-&&-negative regulation of DNA recombination-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0031297-&&-replication fork processing-%%-GO:0051782-&&-negative regulation of cell division-%%-GO:0072757-&&-cellular response to camptothecin-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000729-&&-DNA double-strand break processing-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0044806-&&-G-quadruplex DNA unwinding-%%-GO:0000732-&&-strand displacement-%%-GO:0010165-&&-response to X-ray-%%-GO:0000733-&&-DNA strand renaturation-%%-GO:0007095-&&-mitotic G2 DNA damage checkpoint-%%-GO:0061820-&&-telomeric D-loop disassemG:9606:BLM KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03440-&&-Homologous recombinationBLM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BLMBLM FALSE BLM
taxon:9606 182721 1902 BLK proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0030154-&&-cell differentiation-%%-GO:0016477-&&-cell migration-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0042127-&&-regulation of cell proliferation|cellular_component-&-1&-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004715-&&-non-membrane spanning protein tyrosine kinase activity-%%-GO:0005102-&&-receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0004713-&&-protein tyrosine kinase activityG:9606:BLK BLK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BLKBLK FALSE BLK
taxon:9606 178630 1902 polypyrimidine tract binding protein 1gene biological_process-&-1&-GO:0033119-&&-negative regulation of RNA splicing-%%-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0075522-&&-IRES-dependent viral translational initiation-%%-GO:0006397-&&-mRNA processing-%%-GO:0010467-&&-gene expression-%%-GO:0051148-&&-negative regulation of muscle cell differentiation-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0008187-&&-poly-pyrimidine tract binding-%%-GO:0003723-&&-RNA binding-%%-GO:0036002-&&-pre-mRNA bindingG:9606:PTBP1 PTBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTBP1PTBP1 FALSE PTBP1
taxon:9606 170439 1902 SHC adaptor protein 3gene biological_process-&-1&-GO:0007417-&&-central nervous system development-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007411-&&-axon guidance-%%-GO:0007611-&&-learning or memory-%%-GO:0035249-&&-synaptic transmission, glutamatergic-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0000165-&&-MAPK cascade-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0005088-&&-Ras guanyl-nucleotide exchange factor activity-%%-GO:0030971-&&-receptor tyrosine kinase binding-%%-GO:0004871-&&-signal transducer activity-%%-GO:0005515-&&-protein bindingG:9606:SHC3 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05034-&&-Alcoholism-%%-hsa01522-&&-Endocrine resistance-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancer-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04510-&&-Focal adhesion-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05220-&&-Chronic myeloid leukemiaSHC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHC3SHC3 FALSE SHC3
taxon:9606 174536 1902 ralA binding protein 1gene biological_process-&-1&-GO:0006935-&&-chemotaxis-%%-GO:0055085-&&-transmembrane transport-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007165-&&-signal transduction-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0006810-&&-transport-%%-GO:0006897-&&-endocytosis-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0048365-&&-Rac GTPase binding-%%-GO:0017160-&&-Ral GTPase binding-%%-GO:0016887-&&-ATPase activity-%%-GO:0005096-&&-GTPase activator activity-%%-GO:0043492-&&-ATPase activity, coupled to movement of substances-%%-GO:0005515-&&-protein binding-%%-GO:0022857-&&-transmembrane transporter activityG:9606:RALBP1 KEGG-&-1&-hsa04014-&&-Ras signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05212-&&-Pancreatic cancerRALBP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RALBP1RALBP1 FALSE RALBP1
taxon:9606 182728 1902 biglycan gene biological_process-&-1&-GO:0030207-&&-chondroitin sulfate catabolic process-%%-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0019800-&&-peptide cross-linking via chondroitin 4-sulfate glycosaminoglycan-%%-GO:0030208-&&-dermatan sulfate biosynthetic process-%%-GO:0008150-&&-biological_process-%%-GO:0001974-&&-blood vessel remodeling-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0030203-&&-glycosaminoglycan metabolic process-%%-GO:0030206-&&-chondroitin sulfate biosynthetic process|cellular_component-&-1&-GO:0031012-&&-extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0043202-&&-lysosomal lumen-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005796-&&-Golgi lumen-%%-GO:0042383-&&-sarcolemma-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0009986-&&-cell surface-%%-GO:0030133-&&-transporG:9606:BGN BGN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BGNBGN FALSE BGN
taxon:9606 178633 1902 proteasome activator subunit 2gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0061136-&&-regulation of proteasomal protein catabolic process-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:2000045-&&-regulation of G1/S transition of mitotic cell cycle-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0010950-&&-positive regulation of endopeptidase activity-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cG:9606:PSME2 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa03050-&&-ProteasomePSME2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSME2PSME2 FALSE PSME2
taxon:9606 178638 1902 proteasome 26S subunit, non-ATPase 10gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006915-&&-apoptotic process-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0043409-&&-negative regulation of MAPK cascade-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0045737-&&-positive regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0007253-&&-cytoplasmic sequestering of NF-kappaB-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase actiG:9606:PSMD10 PSMD10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD10PSMD10 FALSE PSMD10
taxon:9606 182734 1902 bradykinin receptor B2gene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0008015-&&-blood circulation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0043114-&&-regulation of vascular permeability-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0006954-&&-inflammatory response-%%-GO:0033137-&&-negative regulation of peptidyl-serine phosphorylation-%%-GO:0042311-&&-vasodilation-%%-GO:0009651-&&-response to salt stress-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway-%%-GO:1902239-&&-negative regulation of intrinsic apoptotic signaling pathway in response to osmotic stress by p53 class mediator-%%-GO:0042310-&&-vasoconstriction-%%-GO:0050482-&&-arachidonic acid secretion-%%-GO:0006939-&&-smooth muscle contraction-%%-GO:0019229-&&-regulation of vasoconstriction|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005768-&&-endosome|molecular_function-&-1G:9606:BDKRB2 KEGG-&-1&-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04610-&&-Complement and coagulation cascades-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04071-&&-Sphingolipid signaling pathwayBDKRB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BDKRB2BDKRB2 FALSE BDKRB2
taxon:9606 174543 1902 COP9 signalosome subunit 8gene biological_process-&-1&-GO:0007250-&&-activation of NF-kappaB-inducing kinase activity-%%-GO:0000338-&&-protein deneddylation-%%-GO:0010387-&&-COP9 signalosome assembly-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0008285-&&-negative regulation of cell proliferation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:COPS8 COPS8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS8COPS8 FALSE COPS8
taxon:9606 166348 1902 tetratricopeptide repeat domain 5gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:TTC5 TTC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TTC5TTC5 FALSE TTC5
taxon:9606 182733 1902 brain derived neurotrophic factorgene biological_process-&-1&-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0048668-&&-collateral sprouting-%%-GO:0031547-&&-brain-derived neurotrophic factor receptor signaling pathway-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0007399-&&-nervous system development-%%-GO:0048672-&&-positive regulation of collateral sprouting-%%-GO:0010832-&&-negative regulation of myotube differentiation-%%-GO:0051965-&&-positive regulation of synapse assembly-%%-GO:0007416-&&-synapse assembly-%%-GO:0031550-&&-positive regulation of brain-derived neurotrophic factor receptor signaling pathway-%%-GO:2000008-&&-regulation of protein localization to cell surface-%%-GO:1900122-&&-positive regulation of receptor binding-%%-GO:0007411-&&-axon guidance|cellular_component-&-1&-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0016607-&&-nuclear speck-%%-GO:0005576-&&-extracellular region-%%-GO:0005739-&&-mitochondrion-%%-GO:0005737-&&-cytoplasm-%%-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0005169G:9606:BDNF BDNF TRUE KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa05030-&&-Cocaine addictionBDNF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BDNFBDNF FALSE BDNF
taxon:9606 178637 1902 proteasome 26S subunit, non-ATPase 11gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043248-&&-proteasome assembly-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent proteiG:9606:PSMD11 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMD11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD11PSMD11 FALSE PSMD11
taxon:9606 174546 1902 MAGE family member D2gene biological_process-&-1&-GO:0007565-&&-female pregnancy-%%-GO:0070294-&&-renal sodium ion absorption-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MAGED2 MAGED2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGED2MAGED2 FALSE MAGED2
taxon:9606 178643 1902 proteasome 26S subunit, non-ATPase 4gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0043248-&&-proteasome assembly-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymerase G:9606:PSMD4 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD4PSMD4 FALSE PSMD4
taxon:9606 174544 1902 euchromatic histone lysine methyltransferase 2gene biological_process-&-1&-GO:0006306-&&-DNA methylation-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0009267-&&-cellular response to starvation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016571-&&-histone methylation-%%-GO:0070734-&&-histone H3-K27 methylation-%%-GO:0051567-&&-histone H3-K9 methylation-%%-GO:0034968-&&-histone lysine methylation-%%-GO:0018027-&&-peptidyl-lysine dimethylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046974-&&-histone methyltransferase activity (H3-K9 specific)-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0046976-&&-histone methyltransferase activity (H3-K27 specific)-%%-GO:0005515-&&-protein binding-%%-GO:0070742-&&-C2H2 zinc finger domain binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0016279-&&-proteG:9606:EHMT2 KEGG-&-1&-hsa04211-&&-Longevity regulating pathway-%%-hsa00310-&&-Lysine degradationEHMT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EHMT2EHMT2 FALSE EHMT2
taxon:9606 182736 1902 3-hydroxybutyrate dehydrogenase 1gene biological_process-&-1&-GO:0046952-&&-ketone body catabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0046951-&&-ketone body biosynthetic process|cellular_component-&-1&-GO:0099617-&&-matrix side of mitochondrial inner membrane-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003858-&&-3-hydroxybutyrate dehydrogenase activityG:9606:BDH1 KEGG-&-1&-hsa00650-&&-Butanoate metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00072-&&-Synthesis and degradation of ketone bodiesBDH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BDH1BDH1 FALSE BDH1
taxon:9606 166353 1902 WD repeat domain 20gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0005515-&&-protein bindingG:9606:WDR20 WDR20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR20WDR20 FALSE WDR20
taxon:9606 182742 1902 BCR, RhoGEF and GTPase activating proteingene biological_process-&-1&-GO:0046777-&&-protein autophosphorylation-%%-GO:0060268-&&-negative regulation of respiratory burst-%%-GO:0043314-&&-negative regulation of neutrophil degranulation-%%-GO:0051171-&&-regulation of nitrogen compound metabolic process-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0048008-&&-platelet-derived growth factor receptor signaling pathway-%%-GO:0050766-&&-positive regulation of phagocytosis-%%-GO:0003014-&&-renal system process-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0060216-&&-definitive hemopoiesis-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0060313-&&-negative regulation of blood vessel remodeling-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0002692-&&-negative regulation of cellular extravasation-%%-GO:0006468-G:9606:BCR KEGG-&-1&-hsa05200-&&-Pathways in cancer-%%-hsa05220-&&-Chronic myeloid leukemiaBCR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCRBCR FALSE BCR
taxon:9606 166359 1902 Cdk5 and Abl enzyme substrate 1gene biological_process-&-1&-GO:0051726-&&-regulation of cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CABLES1 CABLES1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CABLES1CABLES1 FALSE CABLES1
taxon:9606 174548 1902 poly(A) polymerase alphagene biological_process-&-1&-GO:0043631-&&-RNA polyadenylation-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0031440-&&-regulation of mRNA 3'-end processing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006378-&&-mRNA polyadenylation-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000287-&&-magnesium ion binding-%%-GO:0004652-&&-polynucleotide adenylyltransferase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0030145-&&-manganese ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005524-&&-ATP bindingG:9606:PAPOLA KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayPAPOLA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAPOLAPAPOLA FALSE PAPOLA
taxon:9606 178644 1902 proteasome 26S subunit, non-ATPase 3gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic proceG:9606:PSMD3 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD3PSMD3 FALSE PSMD3
taxon:9606 178645 1902 proteasome 26S subunit, non-ATPase 2gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymeG:9606:PSMD2 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD2PSMD2 FALSE PSMD2
taxon:9606 170453 1902 Sec61 translocon alpha 2 subunitgene biological_process-&-1&-GO:0015031-&&-protein transport-%%-GO:0008150-&&-biological_process-%%-GO:0036498-&&-IRE1-mediated unfolded protein response|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0043022-&&-ribosome bindingG:9606:SEC61A2 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04145-&&-Phagosome-%%-hsa03060-&&-Protein export-%%-hsa05110-&&-Vibrio cholerae infectionSEC61A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEC61A2SEC61A2 FALSE SEC61A2
taxon:9606 178651 1902 proteasome 26S subunit, ATPase 3gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0045899-&&-positive regulation of RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0001824-&&-blastocyst development-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0090090-&&-neG:9606:PSMC3 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMC3PSMC3 FALSE PSMC3
taxon:9606 178648 1902 proteasome 26S subunit, ATPase 5gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0045899-&&-positive regulation of RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0090261-&&-positive regulation of inclusion body assembly-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0043069-&&-negative regulation of programmed G:9606:PSMC5 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMC5PSMC5 FALSE PSMC5
taxon:9606 178649 1902 proteasome 26S subunit, ATPase 4gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0045899-&&-positive regulation of RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0001824-&&-blastocyst development-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal G:9606:PSMC4 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMC4PSMC4 FALSE PSMC4
taxon:9606 170463 1902 centrosomal protein 55gene biological_process-&-1&-GO:0045184-&&-establishment of protein localization-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0000920-&&-cell separation after cytokinesis-%%-GO:0007080-&&-mitotic metaphase plate congression-%%-GO:0006997-&&-nucleus organization|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0032154-&&-cleavage furrow-%%-GO:0005886-&&-plasma membrane-%%-GO:0005814-&&-centriole-%%-GO:0045171-&&-intercellular bridge-%%-GO:0005813-&&-centrosome-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CEP55 CEP55 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP55CEP55 FALSE CEP55
taxon:9606 174559 1902 bromodomain containing 8gene biological_process-&-1&-GO:0040008-&&-regulation of growth-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0043968-&&-histone H2A acetylation-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0007165-&&-signal transduction-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0000812-&&-Swr1 complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035267-&&-NuA4 histone acetyltransferase complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004887-&&-thyroid hormone receptor activity-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:BRD8 BRD8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRD8BRD8 FALSE BRD8
taxon:9606 170461 1902 male-specific lethal 2 homolog (Drosophila)gene biological_process-&-1&-GO:0043984-&&-histone H4-K16 acetylation-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0072487-&&-MSL complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0016874-&&-ligase activityG:9606:MSL2 MSL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSL2MSL2 FALSE MSL2
taxon:9606 182749 1902 B-cell CLL/lymphoma 6gene biological_process-&-1&-GO:0050776-&&-regulation of immune response-%%-GO:0048821-&&-erythrocyte development-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0048294-&&-negative regulation of isotype switching to IgE isotypes-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0007266-&&-Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0051272-&&-positive regulation of cellular component movement-%%-GO:0042092-&&-type 2 immune response-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0002903-&&-negative regulation of B cell apoptotic process-%%-GO:0031065-&&-positive regulation of histone deacetylation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0043380-&&-regulation of memory T cell differentiation-%%-GO:0006954-&&-inflammatory response-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0043087-&&-regulation of GTPase actiG:9606:BCL6 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04068-&&-FoxO signaling pathwayBCL6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCL6BCL6 FALSE BCL6
taxon:9606 182754 1902 BCL2 like 2 gene biological_process-&-1&-GO:0060011-&&-Sertoli cell proliferation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0007283-&&-spermatogenesis-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031966-&&-mitochondrial membrane|molecular_function-&-1&-GO:0051400-&&-BH domain binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein bindingG:9606:BCL2L2 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerBCL2L2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCL2L2BCL2L2 FALSE BCL2L2
taxon:9606 182755 1902 kallikrein related peptidase 3gene biological_process-&-1&-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006508-&&-proteolysis-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0002778-&&-antibacterial peptide production|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0008236-&&-serine-type peptidase activity-%%-GO:0004175-&&-endopeptidase activity-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0016811-&&-hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides-%%-GO:0005515-&&-protein bindingG:9606:KLK3 KEGG-&-1&-hsa05200-&&-Pathways in cancer-%%-hsa05215-&&-Prostate cancerKLK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLK3KLK3 FALSE KLK3
taxon:9606 178659 1902 proteasome subunit beta 6gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%G:9606:PSMB6 KEGG-&-1&-hsa03050-&&-ProteasomePSMB6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMB6PSMB6 FALSE PSMB6
taxon:9606 174560 1902 dehydrogenase/reductase 4gene biological_process-&-1&-GO:0042180-&&-cellular ketone metabolic process-%%-GO:0042572-&&-retinol metabolic process-%%-GO:0006066-&&-alcohol metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0008202-&&-steroid metabolic process-%%-GO:0051262-&&-protein tetramerization|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005777-&&-peroxisome-%%-GO:0005778-&&-peroxisomal membrane|molecular_function-&-1&-GO:0016655-&&-oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor-%%-GO:0000253-&&-3-keto sterol reductase activity-%%-GO:0004090-&&-carbonyl reductase (NADPH) activity-%%-GO:0052650-&&-NADP-retinol dehydrogenase activity-%%-GO:0005102-&&-receptor binding-%%-GO:0018455-&&-alcohol dehydrogenase [NAD(P)+] activityG:9606:DHRS4 KEGG-&-1&-hsa04146-&&-Peroxisome-%%-hsa01100-&&-Metabolic pathways-%%-hsa00830-&&-Retinol metabolismDHRS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DHRS4DHRS4 FALSE DHRS4
taxon:9606 182758 1902 apolipoprotein Hgene biological_process-&-1&-GO:0010596-&&-negative regulation of endothelial cell migration-%%-GO:0051917-&&-regulation of fibrinolysis-%%-GO:0030194-&&-positive regulation of blood coagulation-%%-GO:0033033-&&-negative regulation of myeloid cell apoptotic process-%%-GO:0051918-&&-negative regulation of fibrinolysis-%%-GO:0031639-&&-plasminogen activation-%%-GO:0030195-&&-negative regulation of blood coagulation-%%-GO:0001937-&&-negative regulation of endothelial cell proliferation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006641-&&-triglyceride metabolic process-%%-GO:0007597-&&-blood coagulation, intrinsic pathway-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0034392-&&-negative regulation of smooth muscle cell apoptotic process-%%-GO:0034197-&&-triglyceride transport-%%-GO:0051006-&&-positive regulation of lipoprotein lipase activity|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0031089-&&-platelet dense granule lumen-%%-GO:0005576-&&-G:9606:APOH KEGG-&-1&-hsa04979-&&-Cholesterol metabolismAPOH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APOHAPOH FALSE APOH
taxon:9606 178662 1902 proteasome subunit beta 3gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0055085-&&-transmembrane transport-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in G:9606:PSMB3 KEGG-&-1&-hsa03050-&&-ProteasomePSMB3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMB3PSMB3 FALSE PSMB3
taxon:9606 182759 1902 apolipoprotein Egene biological_process-&-1&-GO:0097113-&&-AMPA glutamate receptor clustering-%%-GO:0017038-&&-protein import-%%-GO:0032489-&&-regulation of Cdc42 protein signal transduction-%%-GO:1900272-&&-negative regulation of long-term synaptic potentiation-%%-GO:0044794-&&-positive regulation by host of viral process-%%-GO:0010875-&&-positive regulation of cholesterol efflux-%%-GO:0010873-&&-positive regulation of cholesterol esterification-%%-GO:0007271-&&-synaptic transmission, cholinergic-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0034380-&&-high-density lipoprotein particle assembly-%%-GO:1901630-&&-negative regulation of presynaptic membrane organization-%%-GO:0015909-&&-long-chain fatty acid transport-%%-GO:0046907-&&-intracellular transport-%%-GO:0030828-&&-positive regulation of cGMP biosynthetic process-%%-GO:0006641-&&-triglyceride metabolic process-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:1905890-&&-regulation of cellular response to very-low-density lipoprotein partG:9606:APOE KEGG-&-1&-hsa05010-&&-Alzheimer disease-%%-hsa04979-&&-Cholesterol metabolismAPOE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APOEAPOE FALSE APOE
taxon:9606 174567 1902 lymphatic vessel endothelial hyaluronan receptor 1gene biological_process-&-1&-GO:0030214-&&-hyaluronan catabolic process-%%-GO:0009611-&&-response to wounding-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0007165-&&-signal transduction-%%-GO:0006810-&&-transport-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0007160-&&-cell-matrix adhesion|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0004888-&&-transmembrane signaling receptor activity-%%-GO:0005540-&&-hyaluronic acid binding-%%-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activityG:9606:LYVE1 LYVE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LYVE1LYVE1 FALSE LYVE1
taxon:9606 178663 1902 proteasome subunit beta 2gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0010243-&&-response to organonitrogen compound-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic procG:9606:PSMB2 KEGG-&-1&-hsa03050-&&-ProteasomePSMB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMB2PSMB2 FALSE PSMB2
taxon:9606 170468 1902 ring finger and WD repeat domain 3gene biological_process-&-1&-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:2000001-&&-regulation of DNA damage checkpoint-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016605-&&-PML body-%%-GO:0035861-&&-site of double-strand break|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0002039-&&-p53 binding-%%-GO:0097371-&&-MDM2/MDM4 family protein binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:RFWD3 RFWD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFWD3RFWD3 FALSE RFWD3
taxon:9606 182756 1902 adenine phosphoribosyltransferasegene biological_process-&-1&-GO:0007625-&&-grooming behavior-%%-GO:0044209-&&-AMP salvage-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006168-&&-adenine salvage-%%-GO:0043101-&&-purine-containing compound salvage-%%-GO:0007595-&&-lactation-%%-GO:0032869-&&-cellular response to insulin stimulus|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0034774-&&-secretory granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0016208-&&-AMP binding-%%-GO:0002055-&&-adenine binding-%%-GO:0003999-&&-adenine phosphoribosyltransferase activityG:9606:APRT KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathwaysAPRT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APRTAPRT FALSE APRT
taxon:9606 178661 1902 proteasome subunit beta 4gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0002862-&&-negative regulation of inflammatory response to antigenic stimulus-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-rG:9606:PSMB4 KEGG-&-1&-hsa03050-&&-ProteasomePSMB4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMB4PSMB4 FALSE PSMB4
taxon:9606 182757 1902 amyloid beta precursor proteingene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0006878-&&-cellular copper ion homeostasis-%%-GO:0006417-&&-regulation of translation-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0007626-&&-locomotory behavior-%%-GO:0051247-&&-positive regulation of protein metabolic process-%%-GO:0006897-&&-endocytosis-%%-GO:0008542-&&-visual learning-%%-GO:0016358-&&-dendrite development-%%-GO:0007176-&&-regulation of epidermal growth factor-activated receptor activity-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0048669-&&-collateral sprouting in absence of injury-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0050885-&&-neuromuG:9606:APP KEGG-&-1&-hsa05010-&&-Alzheimer disease-%%-hsa04726-&&-Serotonergic synapseAPP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APPAPP FALSE APP
taxon:9606 174570 1902 PPARG coactivator 1 alphagene biological_process-&-1&-GO:0008209-&&-androgen metabolic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1904635-&&-positive regulation of glomerular visceral epithelial cell apoptotic process-%%-GO:2001171-&&-positive regulation of ATP biosynthetic process-%%-GO:0050873-&&-brown fat cell differentiation-%%-GO:0071250-&&-cellular response to nitrite-%%-GO:2000272-&&-negative regulation of receptor activity-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0060612-&&-adipose tissue development-%%-GO:1901558-&&-response to metformin-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:1904639-&&-cellular response to resveratrol-%%-GO:0045820-&&-negative regulation of glycolytic process-%%-GO:0022904-&&-respiratory electron transport chain-%%-GO:0007623-&&-circadian rhythm-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0006397-&&-mRNA processing-%%-GO:0071354-&&-cellular response to interleukin-6G:9606:PPARGC1A KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04931-&&-Insulin resistance-%%-hsa04714-&&-Thermogenesis-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathwayPPARGC1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPARGC1APPARGC1A FALSE PPARGC1A
taxon:9606 178666 1902 proteasome subunit alpha 6gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0051603-&&-proteolysis involved in cellular protein catabolic process-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxG:9606:PSMA6 KEGG-&-1&-hsa03050-&&-ProteasomePSMA6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMA6PSMA6 FALSE PSMA6
taxon:9606 178667 1902 proteasome subunit alpha 5gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymeG:9606:PSMA5 KEGG-&-1&-hsa03050-&&-ProteasomePSMA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMA5PSMA5 FALSE PSMA5
taxon:9606 178664 1902 proteasome subunit beta 1gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymeG:9606:PSMB1 KEGG-&-1&-hsa03050-&&-ProteasomePSMB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMB1PSMB1 FALSE PSMB1
taxon:9606 178665 1902 proteasome subunit alpha 7gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%G:9606:PSMA7 KEGG-&-1&-hsa03050-&&-ProteasomePSMA7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMA7PSMA7 FALSE PSMA7
taxon:9606 178669 1902 proteasome subunit alpha 3gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0052548-&&-regulation of endopeptidase activity-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of transcription froG:9606:PSMA3 KEGG-&-1&-hsa03050-&&-ProteasomePSMA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMA3PSMA3 FALSE PSMA3
taxon:9606 182778 1902 apurinic/apyrimidinic endodeoxyribonuclease 1gene biological_process-&-1&-GO:0006286-&&-base-excision repair, base-free sugar-phosphate removal-%%-GO:0006284-&&-base-excision repair-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0006310-&&-DNA recombination-%%-GO:0000723-&&-telomere maintenance-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0080111-&&-DNA demethylation-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042493-&&-response to drug-%%-GO:1900087-&&-positive regulation of G1/S transition of mitotic cell cycle-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0014912-&&-negative regulation of smooth muscle cell migration-%%-GO:0007568-&&-aging-%%-GO:0071375-&&-cellular response to peptide hG:9606:APEX1 KEGG-&-1&-hsa03410-&&-Base excision repairAPEX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APEX1APEX1 FALSE APEX1
taxon:9606 178682 1902 presenilin 2 gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0006816-&&-calcium ion transport-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0042987-&&-amyloid precursor protein catabolic process-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0001666-&&-response to hypoxia-%%-GO:0007220-&&-Notch receptor processing-%%-GO:0031293-&&-membrane protein intracellular domain proteolysis-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0050435-&&-beta-amyloid metabolic process-%%-GO:0016485-&&-protein processing|cellular_component-&-1&-GO:0005637-&&-nuclear inner membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0000776-&&-kinetochore-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005887-&&-integral component of plasma membraneG:9606:PSEN2 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa04722-&&-Neurotrophin signaling pathwayPSEN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSEN2PSEN2 FALSE PSEN2
taxon:9606 178683 1902 presenilin 1 gene biological_process-&-1&-GO:0051563-&&-smooth endoplasmic reticulum calcium ion homeostasis-%%-GO:0021795-&&-cerebral cortex cell migration-%%-GO:0048167-&&-regulation of synaptic plasticity-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0015031-&&-protein transport-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051966-&&-regulation of synaptic transmission, glutamatergic-%%-GO:0015871-&&-choline transport-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006839-&&-mitochondrial transport-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043406-&&-positive regulation of MAP kinase activity-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0001708-&&-cell fate specification-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0048538-&&-thymus development-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0060999-&&-positive regulation of dendritic spine development-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:0048666-&&-neG:9606:PSEN1 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04722-&&-Neurotrophin signaling pathwayPSEN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSEN1PSEN1 FALSE PSEN1
taxon:9606 182777 1902 baculoviral IAP repeat containing 2gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0039535-&&-regulation of RIG-I signaling pathway-%%-GO:0034121-&&-regulation of toll-like receptor signaling pathway-%%-GO:0060544-&&-regulation of necroptotic process-%%-GO:2000377-&&-regulation of reactive oxygen species metabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0045471-&&-response to ethanol-%%-GO:0001890-&&-placenta development-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0097194-&&-execution phase of apopG:9606:BIRC2 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04510-&&-Focal adhesion-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04215-&&-Apoptosis - multiple species-%%-hsa04064-&&-NF-kappa B signaling pathwayBIRC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BIRC2BIRC2 FALSE BIRC2
taxon:9606 170494 1902 tripartite motif containing 68gene biological_process-&-1&-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0050681-&&-androgen receptor binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0035035-&&-histone acetyltransferase bindingG:9606:TRIM68 TRIM68 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM68TRIM68 FALSE TRIM68
taxon:9606 182782 1902 APC, WNT signaling pathway regulatorgene biological_process-&-1&-GO:0051988-&&-regulation of attachment of spindle microtubules to kinetochore-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0031274-&&-positive regulation of pseudopodium assembly-%%-GO:0032886-&&-regulation of microtubule-based process-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0070830-&&-bicellular tight junction assembly-%%-GO:0007026-&&-negative regulation of microtubule depolymerization-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0006461-&&-protein complex assembly-%%-GO:0007050-&&-cell cycle arrest-%%-GO:1904885-&&-beta-cateninG:9606:APC KEGG-&-1&-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05224-&&-Breast cancer-%%-hsa04934-&&-Cushing syndrome-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa05213-&&-Endometrial cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05217-&&-Basal cell carcinomaAPC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APCAPC FALSE APC
taxon:9606 178686 1902 prosaposin gene biological_process-&-1&-GO:0071310-&&-cellular response to organic substance-%%-GO:1903206-&&-negative regulation of hydrogen peroxide-induced cell death-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0006869-&&-lipid transport-%%-GO:0060742-&&-epithelial cell differentiation involved in prostate gland development-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0002576-&&-platelet degranulation-%%-GO:0007193-&&-adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway-%%-GO:0060736-&&-prostate gland growth-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0006687-&&-glycosphingolipid metabolic process-%%-GO:0019216-&&-regulation of lipid metabolic process|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005576-&&-extracellular region-%%-GO:0016021-&&-integral component of membrane-%%-G:9606:PSAP KEGG-&-1&-hsa04142-&&-LysosomePSAP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSAPPSAP FALSE PSAP
taxon:9606 178687 1902 proteinase 3 gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0006508-&&-proteolysis-%%-GO:0050765-&&-negative regulation of phagocytosis-%%-GO:0007596-&&-blood coagulation-%%-GO:0097029-&&-mature conventional dendritic cell differentiation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0031012-&&-extracellular matrix-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0008236-&&-serine-type peptidase activityG:9606:PRTN3 PRTN3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRTN3PRTN3 FALSE PRTN3
taxon:9606 170495 1902 HEAT repeat containing 1gene biological_process-&-1&-GO:0045943-&&-positive regulation of transcription from RNA polymerase I promoter-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0034455-&&-t-UTP complex-%%-GO:0032040-&&-small-subunit processome-%%-GO:0001650-&&-fibrillar center-%%-GO:0030686-&&-90S preribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0030515-&&-snoRNA binding-%%-GO:0005515-&&-protein bindingG:9606:HEATR1 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesHEATR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HEATR1HEATR1 FALSE HEATR1
taxon:9606 182780 1902 autoimmune regulatorgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0032602-&&-chemokine production-%%-GO:0097536-&&-thymus epithelium morphogenesis-%%-GO:0006417-&&-regulation of translation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006955-&&-immune response-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000410-&&-regulation of thymocyte migration-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0002509-&&-central tolerance induction to self antigen-%%-GO:0006959-&&-humoral immune response-%%-GO:0045060-&&-negative thymic T cell selection-%%-GO:0002458-&&-peripheral T cell tolerance induction|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0042393-&&-histone binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-G:9606:AIRE KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05340-&&-Primary immunodeficiencyAIRE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AIREAIRE FALSE AIRE
taxon:9606 174589 1902 ubiquitin specific peptidase 19gene biological_process-&-1&-GO:1904292-&&-regulation of ERAD pathway-%%-GO:0016579-&&-protein deubiquitination-%%-GO:1901799-&&-negative regulation of proteasomal protein catabolic process-%%-GO:1900037-&&-regulation of cellular response to hypoxia-%%-GO:0050821-&&-protein stabilization-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0071108-&&-protein K48-linked deubiquitination-%%-GO:0048642-&&-negative regulation of skeletal muscle tissue development-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0090068-&&-positive regulation of cell cycle process|cellular_component-&-1&-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0051879-&&-Hsp90 protein binding-%%-GO:0005515-&&-protein binding-%%-GO:1990380-G:9606:USP19 USP19 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP19USP19 FALSE USP19
taxon:9606 158210 1902 YY2 transcription factorgene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:YY2 YY2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YY2YY2 FALSE YY2
taxon:9606 170498 1902 akirin 2 gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009790-&&-embryo development-%%-GO:0045087-&&-innate immune response-%%-GO:0032755-&&-positive regulation of interleukin-6 production-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0010950-&&-positive regulation of endopeptidase activity-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0017053-&&-transcriptional repressor complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:AKIRIN2 AKIRIN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKIRIN2AKIRIN2 FALSE AKIRIN2
taxon:9606 174593 1902 AT-rich interaction domain 5Agene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein bindingG:9606:ARID5A ARID5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARID5AARID5A FALSE ARID5A
taxon:9606 178689 1902 HtrA serine peptidase 1gene biological_process-&-1&-GO:0050687-&&-negative regulation of defense response to virus-%%-GO:0030514-&&-negative regulation of BMP signaling pathway-%%-GO:0050679-&&-positive regulation of epithelial cell proliferation-%%-GO:0001890-&&-placenta development-%%-GO:0006508-&&-proteolysis-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0060718-&&-chorionic trophoblast cell differentiation-%%-GO:0097187-&&-dentinogenesis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0005520-&&-insulin-like growth factor binding-%%-GO:0008236-&&-serine-type peptidase activityG:9606:HTRA1 HTRA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HTRA1HTRA1 FALSE HTRA1
taxon:9606 182795 1902 annexin A7 gene biological_process-&-1&-GO:0061025-&&-membrane fusion-%%-GO:0035176-&&-social behavior-%%-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0009651-&&-response to salt stress-%%-GO:0009992-&&-cellular water homeostasis-%%-GO:0051592-&&-response to calcium ion-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0006914-&&-autophagy-%%-GO:0007599-&&-hemostasis-%%-GO:0008283-&&-cell proliferation-%%-GO:0010629-&&-negative regulation of gene expression|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0042584-&&-chromaffin granule membrane|molecular_function-&-1&-GO:0005178-&&-integrin binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005544-&&-calG:9606:ANXA7 ANXA7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANXA7ANXA7 FALSE ANXA7
taxon:9606 174603 1902 BCAS2, pre-mRNA processing factorgene biological_process-&-1&-GO:0008380-&&-RNA splicing-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000375-&&-RNA splicing, via transesterification reactions|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005813-&&-centrosome-%%-GO:0016607-&&-nuclear speck-%%-GO:0005662-&&-DNA replication factor A complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005730-&&-nucleolus-%%-GO:0000974-&&-Prp19 complex|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:BCAS2 KEGG-&-1&-hsa03040-&&-SpliceosomeBCAS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCAS2BCAS2 FALSE BCAS2
taxon:9606 178697 1902 protease, serine 2gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0007586-&&-digestion-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0006508-&&-proteolysis-%%-GO:0045785-&&-positive regulation of cell adhesion|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0008236-&&-serine-type peptidase activityG:9606:PRSS2 KEGG-&-1&-hsa04974-&&-Protein digestion and absorption-%%-hsa05164-&&-Influenza A-%%-hsa04972-&&-Pancreatic secretion-%%-hsa04080-&&-Neuroactive ligand-receptor interactionPRSS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRSS2PRSS2 FALSE PRSS2
taxon:9606 182799 1902 annexin A3 gene biological_process-&-1&-GO:0021766-&&-hippocampus development-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0006909-&&-phagocytosis-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0070848-&&-response to growth factor-%%-GO:0051054-&&-positive regulation of DNA metabolic process-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030670-&&-phagocytic vesicle membrane-%%-GO:0030424-&&-axon-%%-GO:0042581-&&-specific granule-%%-GO:0016020-&&-membrane-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0019834-&&-G:9606:ANXA3 ANXA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANXA3ANXA3 FALSE ANXA3
taxon:9606 170511 1902 anoctamin 1 gene biological_process-&-1&-GO:0034605-&&-cellular response to heat-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0015705-&&-iodide transport-%%-GO:1903959-&&-regulation of anion transmembrane transport-%%-GO:0034220-&&-ion transmembrane transport-%%-GO:0006821-&&-chloride transport-%%-GO:0007275-&&-multicellular organism development-%%-GO:0007200-&&-phospholipase C-activating G-protein coupled receptor signaling pathway-%%-GO:1902476-&&-chloride transmembrane transport-%%-GO:0098655-&&-cation transmembrane transport-%%-GO:0006812-&&-cation transport-%%-GO:0050965-&&-detection of temperature stimulus involved in sensory perception of pain|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0034707-&&-chloride channel complex-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005247-&&-voltage-gated chloride channel activity-%%-GO:0005229-&&-intracellular caG:9606:ANO1 ANO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANO1ANO1 FALSE ANO1
taxon:9606 182803 1902 annexin A2 gene biological_process-&-1&-GO:0001921-&&-positive regulation of receptor recycling-%%-GO:0007589-&&-body fluid secretion-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0032804-&&-negative regulation of low-density lipoprotein particle receptor catabolic process-%%-GO:0072661-&&-protein targeting to plasma membrane-%%-GO:0001525-&&-angiogenesis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0030199-&&-collagen fibril organization-%%-GO:1905581-&&-positive regulation of low-density lipoprotein particle clearance-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0098609-&&-cell-cell adhesion-%%-GO:0036035-&&-osteoclast development-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0097066-&&-response to thyroid hormone-%%-GO:1905599-&&-positive regulation of low-density lipoprotein receptor activity-%%-GO:1905602-&&-positive regulation of receptor-mediated endocytosis involved in cholesterol transport-%%-GO:0001765-&&-membrane raft assembly-%%-GO:0031340-&&-positive reG:9606:ANXA2 ANXA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANXA2ANXA2 FALSE ANXA2
taxon:9606 174609 1902 sigma non-opioid intracellular receptor 1gene biological_process-&-1&-GO:0070207-&&-protein homotrimerization-%%-GO:0007399-&&-nervous system development-%%-GO:0043523-&&-regulation of neuron apoptotic process-%%-GO:0038003-&&-opioid receptor signaling pathway-%%-GO:0006869-&&-lipid transport|cellular_component-&-1&-GO:0005811-&&-lipid particle-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005640-&&-nuclear outer membrane-%%-GO:0030426-&&-growth cone-%%-GO:0005637-&&-nuclear inner membrane-%%-GO:0030054-&&-cell junction-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0014069-&&-postsynaptic density-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0008144-&&-drug binding-%%-GO:0004985-&&-opioid receptor activityG:9606:SIGMAR1 SIGMAR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIGMAR1SIGMAR1 FALSE SIGMAR1
taxon:9606 182806 1902 solute carrier family 25 member 5gene biological_process-&-1&-GO:0015853-&&-adenine transport-%%-GO:0055085-&&-transmembrane transport-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0006810-&&-transport-%%-GO:0015867-&&-ATP transport-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0016032-&&-viral process-%%-GO:0015866-&&-ADP transport-%%-GO:1901029-&&-negative regulation of mitochondrial outer membrane permeabilization involved in apoptotic signaling pathway-%%-GO:0007059-&&-chromosome segregation|cellular_component-&-1&-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus-%%-GO:0071817-&&-MMXD complex|molecular_function-&-1&-GO:0015207-&&-adenine transmembrane transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0005471-&&-ATP:ADP antiporter aG:9606:SLC25A5 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05016-&&-Huntington disease-%%-hsa04217-&&-Necroptosis-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05012-&&-Parkinson diseaseSLC25A5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC25A5SLC25A5 FALSE SLC25A5
taxon:9606 174615 1902 STIP1 homology and U-box containing protein 1gene biological_process-&-1&-GO:0006515-&&-misfolded or incompletely synthesized protein catabolic process-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0051604-&&-protein maturation-%%-GO:0036503-&&-ERAD pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0071218-&&-cellular response to misfolded protein-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006281-&&-DNA repair-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase actiG:9606:STUB1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04120-&&-Ubiquitin mediated proteolysisSTUB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STUB1STUB1 FALSE STUB1
taxon:9606 182807 1902 solute carrier family 25 member 4gene biological_process-&-1&-GO:0015853-&&-adenine transport-%%-GO:0055085-&&-transmembrane transport-%%-GO:0000002-&&-mitochondrial genome maintenance-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0006810-&&-transport-%%-GO:0015867-&&-ATP transport-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0016032-&&-viral process-%%-GO:0015866-&&-ADP transport-%%-GO:0060546-&&-negative regulation of necroptotic process-%%-GO:0046902-&&-regulation of mitochondrial membrane permeability|cellular_component-&-1&-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0043209-&&-myelin sheath-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0015207-&&-adenine transmembrane transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0005471-&&-ATP:ADP antiporter activityG:9606:SLC25A4 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa05012-&&-Parkinson diseaseSLC25A4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC25A4SLC25A4 FALSE SLC25A4
taxon:9606 174612 1902 ubiquitination factor E4Bgene biological_process-&-1&-GO:0000209-&&-protein polyubiquitination-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0008626-&&-granzyme-mediated apoptotic signaling pathway-%%-GO:0003222-&&-ventricular trabecula myocardium morphogenesis-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0031175-&&-neuron projection development-%%-GO:0009411-&&-response to UV-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0034450-&&-ubiquitin-ubiquitin ligase activity-%%-GO:0051117-&&-ATPase bindingG:9606:UBE4B KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04120-&&-Ubiquitin mediated proteolysisUBE4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBE4BUBE4B FALSE UBE4B
taxon:9606 182804 1902 annexin A1 gene biological_process-&-1&-GO:0044849-&&-estrous cycle-%%-GO:0042063-&&-gliogenesis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0031394-&&-positive regulation of prostaglandin biosynthetic process-%%-GO:0071621-&&-granulocyte chemotaxis-%%-GO:0036292-&&-DNA rewinding-%%-GO:0007187-&&-G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger-%%-GO:0050482-&&-arachidonic acid secretion-%%-GO:0045629-&&-negative regulation of T-helper 2 cell differentiation-%%-GO:0046632-&&-alpha-beta T cell differentiation-%%-GO:0000733-&&-DNA strand renaturation-%%-GO:0045920-&&-negative regulation of exocytosis-%%-GO:0098609-&&-cell-cell adhesion-%%-GO:0030850-&&-prostate gland development-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0045627-&&-positive regulation of T-helper 1 cell differentiation-%%-GO:1900138-&&-negative regulation of phospholipase A2 activity-%%-GO:2000483-&&-negative regulation of interleukin-8 secretion-%%-GO:0001780-&&-neutrophil homeostasis-%%-GO:0014839-&&-myoG:9606:ANXA1 ANXA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANXA1ANXA1 FALSE ANXA1



taxon:9606 170517 1902 WD repeat domain 70gene molecular_function-&-1&-GO:0019899-&&-enzyme bindingG:9606:WDR70 WDR70 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR70WDR70 FALSE WDR70
taxon:9606 182811 1902 ankyrin 2 gene biological_process-&-1&-GO:0006874-&&-cellular calcium ion homeostasis-%%-GO:0030913-&&-paranodal junction assembly-%%-GO:0043268-&&-positive regulation of potassium ion transport-%%-GO:2001259-&&-positive regulation of cation channel activity-%%-GO:1901019-&&-regulation of calcium ion transmembrane transporter activity-%%-GO:0098910-&&-regulation of atrial cardiac muscle cell action potential-%%-GO:0034394-&&-protein localization to cell surface-%%-GO:0051924-&&-regulation of calcium ion transport-%%-GO:0086004-&&-regulation of cardiac muscle cell contraction-%%-GO:0036309-&&-protein localization to M-band-%%-GO:0086091-&&-regulation of heart rate by cardiac conduction-%%-GO:0051928-&&-positive regulation of calcium ion transport-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0070972-&&-protein localization to endoplasmic reticulum-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0072661-&&-protein targeting to plasma membrane-%%-GO:0060307-&&-regulation of ventricular cardiac muscle cell membrane reG:9606:ANK2 KEGG-&-1&-hsa05205-&&-Proteoglycans in cancerANK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANK2ANK2 FALSE ANK2
taxon:9606 166427 1902 dedicator of cytokinesis 7gene biological_process-&-1&-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007409-&&-axonogenesis-%%-GO:0090630-&&-activation of GTPase activity-%%-GO:1904754-&&-positive regulation of vascular associated smooth muscle cell migration-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0022027-&&-interkinetic nuclear migration-%%-GO:0050767-&&-regulation of neurogenesis-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0045200-&&-establishment of neuroblast polarity-%%-GO:0031175-&&-neuron projection development|cellular_component-&-1&-GO:0045178-&&-basal part of cell-%%-GO:0030426-&&-growth cone-%%-GO:0043005-&&-neuron projection-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0030424-&&-axon-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0048365-&&-Rac GTPase binding-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activityG:9606:DOCK7 DOCK7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DOCK7DOCK7 FALSE DOCK7
taxon:9606 162328 1902 mitogen-activated protein kinase 15gene biological_process-&-1&-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0000165-&&-MAPK cascade-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0046777-&&-protein autophosphorylation|cellular_component-&-1&-GO:0005622-&&-intracellular-%%-GO:0005576-&&-extracellular region-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004707-&&-MAP kinase activity-%%-GO:0017124-&&-SH3 domain binding-%%-GO:0005515-&&-protein bindingG:9606:MAPK15 KEGG-&-1&-hsa04657-&&-IL-17 signaling pathwayMAPK15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK15MAPK15 FALSE MAPK15
taxon:9606 182815 1902 angiogenin gene biological_process-&-1&-GO:0090501-&&-RNA phosphodiester bond hydrolysis-%%-GO:0030041-&&-actin filament polymerization-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0001525-&&-angiogenesis-%%-GO:0001666-&&-response to hypoxia-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0006651-&&-diacylglycerol biosynthetic process-%%-GO:0009725-&&-response to hormone-%%-GO:0007154-&&-cell communication-%%-GO:0034332-&&-adherens junction organization-%%-GO:0032431-&&-activation of phospholipase A2 activity-%%-GO:0009303-&&-rRNA transcription-%%-GO:0001878-&&-response to yeast-%%-GO:0048662-&&-negative regulation of smooth muscle cell proliferation-%%-GO:0019732-&&-antifungal humoral response-%%-GO:0042592-&&-homeostatic process-%%-GO:0050714-&&-positive regulation of protein secretion-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0045087-&&-innate immune response-%%-GO:0001541-&&-ovarian follicle development-%%-GO:0001556-&&-oocyte maturation-%%-GO:0016477-&&-cell migratioG:9606:ANG ANG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANGANG FALSE ANG
taxon:9606 166428 1902 stonin 2 gene biological_process-&-1&-GO:0048488-&&-synaptic vesicle endocytosis-%%-GO:0061024-&&-membrane organization-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0030100-&&-regulation of endocytosis|cellular_component-&-1&-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0043005-&&-neuron projection-%%-GO:0030054-&&-cell junction-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0008021-&&-synaptic vesicle|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:STON2 STON2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STON2STON2 FALSE STON2
taxon:9606 174627 1902 ATP binding cassette subfamily C member 4gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0032310-&&-prostaglandin secretion-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0099133-&&-ATP hydrolysis coupled anion transmembrane transport-%%-GO:0008150-&&-biological_process-%%-GO:0002576-&&-platelet degranulation-%%-GO:0042493-&&-response to drug-%%-GO:0060271-&&-cilium assembly-%%-GO:0010243-&&-response to organonitrogen compound|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0031088-&&-platelet dense granule membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0016404-&&-15-hydroxyprostaglandin dehydrogenase (NAD+) activity-%%-GO:0015662-&&-ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism-%%-GO:0043225-&&-ATPase-coupledG:9606:ABCC4 KEGG-&-1&-hsa01523-&&-Antifolate resistance-%%-hsa02010-&&-ABC transporters-%%-hsa04976-&&-Bile secretion-%%-hsa04024-&&-cAMP signaling pathwayABCC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABCC4ABCC4 FALSE ABCC4
taxon:9606 178726 1902 eukaryotic translation initiation factor 2 alpha kinase 2gene biological_process-&-1&-GO:0032722-&&-positive regulation of chemokine production-%%-GO:1901224-&&-positive regulation of NIK/NF-kappaB signaling-%%-GO:0045087-&&-innate immune response-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0010998-&&-regulation of translational initiation by eIF2 alpha phosphorylation-%%-GO:0009615-&&-response to virus-%%-GO:0009636-&&-response to toxic substance-%%-GO:1900225-&&-regulation of NLRP3 inflammasome complex assembly-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:1902033-&&-regulation of hematopoietic stem cell proliferation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0032874-&&-positive regulation of stress-activated MAPK cascade-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0051607-&&-defense respG:9606:EIF2AK2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04217-&&-Necroptosis-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05164-&&-Influenza A-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05162-&&-Measles-%%-hsa05160-&&-Hepatitis C-%%-hsa05169-&&-Epstein-Barr virus infectionEIF2AK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF2AK2EIF2AK2 FALSE EIF2AK2
taxon:9606 166438 1902 DnaJ heat shock protein family (Hsp40) member C14gene biological_process-&-1&-GO:0015031-&&-protein transport|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0050780-&&-dopamine receptor bindingG:9606:DNAJC14 DNAJC14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJC14DNAJC14 FALSE DNAJC14
taxon:9606 162343 1902 signal peptide, CUB domain and EGF like domain containing 3gene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0030154-&&-cell differentiation-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0045880-&&-positive regulation of smoothened signaling pathway|cellular_component-&-1&-GO:0009986-&&-cell surface-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:SCUBE3 SCUBE3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCUBE3SCUBE3 FALSE SCUBE3
taxon:9606 178724 1902 THAP domain containing 12gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006950-&&-response to stress-%%-GO:0007165-&&-signal transduction|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0046983-&&-protein dimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:THAP12 THAP12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THAP12THAP12 FALSE THAP12
taxon:9606 178731 1902 mitogen-activated protein kinase kinase 2gene biological_process-&-1&-GO:0036289-&&-peptidyl-serine autophosphorylation-%%-GO:2000641-&&-regulation of early endosome to late endosome transport-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0032872-&&-regulation of stress-activated MAPK cascade-%%-GO:0090170-&&-regulation of Golgi inheritance-%%-GO:0000165-&&-MAPK cascade-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0035897-&&-proteolysis in other organism-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0070371-&&-ERK1 and ERK2 cascade-%%-GO:1903800-&&-positive regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:0010629-&&-negative regulation of gene expression|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005874-&&-microtubule-%%-GO:0005770-&&-late endosome-%%-GO:0005769-&&-early endosome-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nuG:9606:MAP2K2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05020-&&-Prion diseases-%%-hsa05218-&&-Melanoma-%%-hsa04210-&&-Apoptosis-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04140-&&-Autophagy - animal-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04720-&&-Long-term potentiation-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooMAP2K2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP2K2MAP2K2 FALSE MAP2K2
taxon:9606 170537 1902 ring finger protein 31gene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0023035-&&-CD40 signaling pathway-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0097039-&&-protein linear polyubiquitination-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway|cellular_component-&-1&-GO:0009898-&&-cytoplasmic side of plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0035631-&&-CD40 receptor complex-%%-GO:0071797-&&-LUBAC complex|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0043130-&&-ubiquitin bindingG:9606:RNF31 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04621-&&-NOD-like receptor signaling pathwayRNF31 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF31RNF31 FALSE RNF31
taxon:9606 178734 1902 mitogen-activated protein kinase 10gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0007254-&&-JNK cascade-%%-GO:0009416-&&-response to light stimulus-%%-GO:0007165-&&-signal transduction-%%-GO:0007258-&&-JUN phosphorylation-%%-GO:0048666-&&-neuron development-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0048511-&&-rhythmic process-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0010468-&&-regulation of gene expression|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004708-&&-MAP kinase kinase activity-%%-GO:0004705-&&-JUN kinase activity-%%-GO:0005515-&&-protein bindingG:9606:MAPK10 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04930-&&MAPK10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK10MAPK10 FALSE MAPK10
taxon:9606 178735 1902 mitogen-activated protein kinase 9gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0061833-&&-protein localization to tricellular tight junction-%%-GO:0010744-&&-positive regulation of macrophage derived foam cell differentiation-%%-GO:0007254-&&-JNK cascade-%%-GO:0007258-&&-JUN phosphorylation-%%-GO:0071310-&&-cellular response to organic substance-%%-GO:0048666-&&-neuron development-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0071803-&&-positive regulation of podosome assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0048511-&&-rhythmic process-%%-GO:2001235-&&-positive regulation of apoptotic signaling pathway-%%-GO:0006950-&&-response to stress-%%-GO:0046686-&&-response to cadmium ion-%%-GO:0009612-&&-response to mechanical stimulus|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0G:9606:MAPK9 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04530-&&-Tight junction-%%-hsa04930-&&MAPK9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK9MAPK9 FALSE MAPK9
taxon:9606 182831 1902 autocrine motility factor receptorgene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904380-&&-endoplasmic reticulum mannose trimming-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0007611-&&-learning or memory-%%-GO:0007568-&&-aging-%%-GO:0051259-&&-protein oligomerization-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0032092-&&-positive regulation of protein binding-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0051865-&&-protein autoubiquitination-%%-GO:0007165-&&-signal transduction-%%-GO:0036503-&&-ERAD pathway|cellular_component-&-1&-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0030426-&&-growth cone-%%-GO:0005634-&&-nucleG:9606:AMFR KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumAMFR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AMFRAMFR FALSE AMFR
taxon:9606 178738 1902 mitogen-activated protein kinase 7gene biological_process-&-1&-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0070377-&&-negative regulation of ERK5 cascade-%%-GO:0000165-&&-MAPK cascade-%%-GO:0051344-&&-negative regulation of cyclic-nucleotide phosphodiesterase activity-%%-GO:0007165-&&-signal transduction-%%-GO:0019933-&&-cAMP-mediated signaling-%%-GO:0051534-&&-negative regulation of NFAT protein import into nucleus-%%-GO:0071499-&&-cellular response to laminar fluid shear stress-%%-GO:0051247-&&-positive regulation of protein metabolic process-%%-GO:0060761-&&-negative regulation of response to cytokine stimulus-%%-GO:2001240-&&-negative regulation of extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0007411-&&-axon guidance-%%-GO:0045765-&&-regulation of angiogenesis-%%-GO:0043407-&&-negative regulation of MAP kinase activity-%%-GO:0071363-&&-cellular reG:9606:MAPK7 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosisMAPK7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK7MAPK7 FALSE MAPK7
taxon:9606 170546 1902 WD repeat domain, phosphoinositide interacting 1gene biological_process-&-1&-GO:0006914-&&-autophagy-%%-GO:0016236-&&-macroautophagy-%%-GO:0048203-&&-vesicle targeting, trans-Golgi to endosome-%%-GO:0036498-&&-IRE1-mediated unfolded protein response|cellular_component-&-1&-GO:0000421-&&-autophagosome membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0000407-&&-pre-autophagosomal structure-%%-GO:0034045-&&-pre-autophagosomal structure membrane-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0032266-&&-phosphatidylinositol-3-phosphate binding-%%-GO:0080025-&&-phosphatidylinositol-3,5-bisphosphate binding-%%-GO:0030331-&&-estrogen receptor bindingG:9606:WIPI1 KEGG-&-1&-hsa04136-&&-Autophagy - other-%%-hsa04140-&&-Autophagy - animalWIPI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WIPI1WIPI1 FALSE WIPI1
taxon:9606 178736 1902 mitogen-activated protein kinase 11gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0000165-&&-MAPK cascade-%%-GO:0098586-&&-cellular response to virus-%%-GO:0007165-&&-signal transduction-%%-GO:0045648-&&-positive regulation of erythrocyte differentiation-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:2001184-&&-positive regulation of interleukin-12 secretion-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0051090-&&-regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0006950-&&-response to stress-%%-GO:0060044-&&-negative regulation of cardiac muscle cell proliferation-%%-GO:0051149-&&-positive regulation of muscle cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-G:9606:MAPK11 KEGG-&-1&-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05133-&&-Pertussis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa05132-&&-Salmonella infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa01522-&&-Endocrine resistance-%%-hsa04218-&&-Cellular senescence-%%-hsa0471MAPK11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK11MAPK11 FALSE MAPK11
taxon:9606 162352 1902 regulatory factor X6gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0003310-&&-pancreatic A cell differentiation-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0031018-&&-endocrine pancreas development-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0003309-&&-type B pancreatic cell differentiation-%%-GO:0090104-&&-pancreatic epsilon cell differentiation-%%-GO:0003311-&&-pancreatic D cell differentiation|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximalG:9606:RFX6 KEGG-&-1&-hsa04950-&&-Maturity onset diabetes of the youngRFX6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RFX6RFX6 FALSE RFX6
taxon:9606 178737 1902 mitogen-activated protein kinase 8gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0016241-&&-regulation of macroautophagy-%%-GO:0031063-&&-regulation of histone deacetylation-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0048666-&&-neuron development-%%-GO:0007258-&&-JUN phosphorylation-%%-GO:0007254-&&-JNK cascade-%%-GO:0031281-&&-positive regulation of cyclase activity-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0009411-&&-response to UV-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0048511-&&-rhythmic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0051247-&&-positive regulation of protein metabolic process-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0006950-&&-response to stress-%%-GO:0071260-&&-cellular responseG:9606:MAPK8 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04140-&&-Autophagy - animal-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa04510-&&-Focal adhesion-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04530-&&-Tight junction-%%-hsa04930-&&MAPK8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK8MAPK8 FALSE MAPK8
taxon:9606 178742 1902 mitogen-activated protein kinase 1gene biological_process-&-1&-GO:0060020-&&-Bergmann glial cell differentiation-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006915-&&-apoptotic process-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:2000641-&&-regulation of early endosome to late endosome transport-%%-GO:0032872-&&-regulation of stress-activated MAPK cascade-%%-GO:0090170-&&-regulation of Golgi inheritance-%%-GO:0030878-&&-thyroid gland development-%%-GO:0043627-&&-response to estrogen-%%-GO:0060291-&&-long-term synaptic potentiation-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0030278-&&-regulation of ossification-%%-GO:0016032-&&-viral process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0070371-&&-ERK1 and ERK2 cascade-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006468-&&-protein phosphorylation-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0045893-G:9606:MAPK1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa05020-&&-Prion diseases-%%-hsa05218-&&-Melanoma-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04510-&&-Focal adhesion-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04720-&&-Long-term potentiation-%%-hsa04270-&&-VaMAPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK1MAPK1 FALSE MAPK1
taxon:9606 174646 1902 DDB1 and CUL4 associated factor 7gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0043234-&&-protein complex-%%-GO:0016363-&&-nuclear matrix-%%-GO:0080008-&&-Cul4-RING E3 ubiquitin ligase complex|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:DCAF7 DCAF7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCAF7DCAF7 FALSE DCAF7
taxon:9606 166455 1902 myosin light chain kinase 2gene biological_process-&-1&-GO:0007274-&&-neuromuscular synaptic transmission-%%-GO:0014816-&&-skeletal muscle satellite cell differentiation-%%-GO:0055008-&&-cardiac muscle tissue morphogenesis-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0032971-&&-regulation of muscle filament sliding-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006941-&&-striated muscle contraction-%%-GO:0046777-&&-protein autophosphorylation|cellular_component-&-1&-GO:0030017-&&-sarcomere-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004687-&&-myosin light chain kinase activity-%%-GO:0004683-&&-calmodulin-dependent protein kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:MYLK2 KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathwayMYLK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYLK2MYLK2 FALSE MYLK2
taxon:9606 174644 1902 mitochondrial ribosomal protein S31gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005730-&&-nucleolus-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0019904-&&-protein domain specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS31 MRPS31 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS31MRPS31 FALSE MRPS31
taxon:9606 178741 1902 mitogen-activated protein kinase 3gene biological_process-&-1&-GO:0060020-&&-Bergmann glial cell differentiation-%%-GO:0006915-&&-apoptotic process-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:2000641-&&-regulation of early endosome to late endosome transport-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0032872-&&-regulation of stress-activated MAPK cascade-%%-GO:0090170-&&-regulation of Golgi inheritance-%%-GO:0030878-&&-thyroid gland development-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway-%%-GO:1904417-&&-positive regulation of xenophagy-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0051216-&&-cartilage development-%%-GO:0030278-&&-regulation of ossification-%%-GO:0060324-&&-face development-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0016032-&&-viral process-%%-GO:0045944-&&-positive regulation of transcription from RG:9606:MAPK3 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa05020-&&-Prion diseases-%%-hsa05218-&&-Melanoma-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04510-&&-Focal adhesion-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04720-&&-Long-term potentiation-%%-hsa04723-&&-ReMAPK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPK3MAPK3 FALSE MAPK3
taxon:9606 178744 1902 protein kinase, cGMP-dependent, type Igene biological_process-&-1&-GO:0001764-&&-neuron migration-%%-GO:0060087-&&-relaxation of vascular smooth muscle-%%-GO:0016358-&&-dendrite development-%%-GO:0030900-&&-forebrain development-%%-GO:0090331-&&-negative regulation of platelet aggregation-%%-GO:0007165-&&-signal transduction-%%-GO:0019934-&&-cGMP-mediated signaling-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0030036-&&-actin cytoskeleton organization|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004692-&&-cGMP-dependent protein kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005246-&&-calcium channel regulator activity-%%-GO:0005515-&&-protein binding-%%-GO:0030553-&&-cGMP binding-%%-GO:0004674-&&-protein serine/threonine kinase activityG:9606:PRKG1 KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04540-&&-Gap junction-%%-hsa04714-&&-Thermogenesis-%%-hsa04611-&&-Platelet activation-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04740-&&-Olfactory transduction-%%-hsa04730-&&-Long-term depression-%%-hsa04713-&&-Circadian entrainment-%%-hsa04970-&&-Salivary secretionPRKG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKG1PRKG1 FALSE PRKG1
taxon:9606 174648 1902 heterogeneous nuclear ribonucleoprotein Rgene biological_process-&-1&-GO:0006397-&&-mRNA processing-%%-GO:0061157-&&-mRNA destabilization-%%-GO:0010467-&&-gene expression-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0061014-&&-positive regulation of mRNA catabolic process-%%-GO:0007623-&&-circadian rhythm|cellular_component-&-1&-GO:0005681-&&-spliceosomal complex-%%-GO:0030425-&&-dendrite-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0043679-&&-axon terminus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0030426-&&-growth cone|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003730-&&-mRNA 3'-UTR bindingG:9606:HNRNPR HNRNPR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPRHNRNPR FALSE HNRNPR
taxon:9606 178745 1902 protein kinase, DNA-activated, catalytic polypeptidegene biological_process-&-1&-GO:0002326-&&-B cell lineage commitment-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0014823-&&-response to activity-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0048660-&&-regulation of smooth muscle cell proliferation-%%-GO:0007507-&&-heart development-%%-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0002684-&&-positive regulation of immune system process-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0033152-&&-immunoglobulin V(D)J recombination-%%-GO:0048639-&&-positive regulation of developmental growth-%%-GO:0008283-&&-cell proliferation-%%-GO:0002360-&&-T cell lineage commitment-%%-GO:0016567-&&-protein ubiquitination-%%-GOG:9606:PRKDC KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03450-&&-Non-homologous end-joiningPRKDC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKDCPRKDC FALSE PRKDC
taxon:9606 178749 1902 protein kinase D1gene biological_process-&-1&-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0045087-&&-innate immune response-%%-GO:0030148-&&-sphingolipid biosynthetic process-%%-GO:0006915-&&-apoptotic process-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0038033-&&-positive regulation of endothelial cell chemotaxis by VEGF-activated vascular endothelial growth factor receptor signaling pathway-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0048193-&&-Golgi vesicle transport-%%-GO:0010837-&&-regulation of keratinocyte proliferation-%%-GO:2001044-&&-regulation of integrin-mediated signaling pathway-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0051092-&&-posG:9606:PRKD1 KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretionPRKD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKD1PRKD1 FALSE PRKD1
taxon:9606 178755 1902 protein kinase C epsilongene biological_process-&-1&-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0035669-&&-TRAM-dependent toll-like receptor 4 signaling pathway-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:2001031-&&-positive regulation of cellular glucuronidation-%%-GO:0051301-&&-cell division-%%-GO:2000273-&&-positive regulation of receptor activity-%%-GO:0061178-&&-regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:0070257-&&-positive regulation of mucus secretion-%%-GO:0031663-&&-lipopolysaccharide-mediated signaling pathway-%%-GO:0032230-&&-positive regulation of synaptic transmission, GABAergic-%%-GO:0090303-&&-positive regulation of wound healing-%%-GO:0051279-&&-regulation of release of sequestered calcium ion into cytosol-%%-GO:0032467-&&-positive regulation of cytokinesis-%%-GO:0007155-&&-cell adhesion-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007202-&&-activation of phospholipase G:9606:PRKCE KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04530-&&-Tight junction-%%-hsa04931-&&-Insulin resistance-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04930-&&-Type II diabetes mellitus-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04666-&&-Fc gamma R-mediated phagocytosisPRKCE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKCEPRKCE FALSE PRKCE
taxon:9606 170560 1902 pentatricopeptide repeat domain 3gene biological_process-&-1&-GO:0032543-&&-mitochondrial translation-%%-GO:0006417-&&-regulation of translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0043024-&&-ribosomal small subunit binding-%%-GO:0005515-&&-protein binding-%%-GO:0019843-&&-rRNA bindingG:9606:PTCD3 PTCD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTCD3PTCD3 FALSE PTCD3
taxon:9606 178758 1902 protein kinase C alphagene biological_process-&-1&-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0090330-&&-regulation of platelet aggregation-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0007194-&&-negative regulation of adenylate cyclase activity-%%-GO:0035408-&&-histone H3-T6 phosphorylation-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0045651-&&-positive regulation of macrophage differentiation-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0010613-&&-positive regulation of cardiac muscle hypertrophy-%%-GO:0034351-&&-negative regulation of glial cell apoptotic process-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0002159-&&-desmosome assembly-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0007155-&&-cell adhesionG:9606:PRKCA KEGG-&-1&-hsa04725-&&-Cholinergic synapse-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04727-&&-GABAergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa05032-&&-Morphine addiction-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04916-&&-Melanogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa04971-&&-Gastric acid secretion-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04720-&&-Long-term potentiation-%%-hsa05110-&&-Vibrio cholerae PRKCA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKCAPRKCA FALSE PRKCA
taxon:9606 178756 1902 protein kinase C deltagene biological_process-&-1&-GO:0032079-&&-positive regulation of endodeoxyribonuclease activity-%%-GO:0050732-&&-negative regulation of peptidyl-tyrosine phosphorylation-%%-GO:0071447-&&-cellular response to hydroperoxide-%%-GO:2001235-&&-positive regulation of apoptotic signaling pathway-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:2000304-&&-positive regulation of ceramide biosynthetic process-%%-GO:0090331-&&-negative regulation of platelet aggregation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007202-&&-activation of phospholipase C activity-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0032613-&&-interleukin-10 production-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0007049-&&-cell cycle-%%-GO:1900163-&&-positive regulation of phospholipid scramblase activity-%%-GO:0006915-&&-apoptotic process-%%-GO:0030168-&&-platelet activation-%%-GO:0042100-&&-B cell proliferation-%%-GO:0042307-&&-positive regulation of protein import into nucleus-%%-GO:0060326-&&-cell chemotaxis-%%-GO:0007165-&&-sigG:9606:PRKCD KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04931-&&-Insulin resistance-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04140-&&-Autophagy - animal-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04930-&&-Type II diabetes mellitusPRKCD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKCDPRKCD FALSE PRKCD
taxon:9606 178757 1902 protein kinase C betagene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0035408-&&-histone H3-T6 phosphorylation-%%-GO:0006816-&&-calcium ion transport-%%-GO:0001666-&&-response to hypoxia-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0071322-&&-cellular response to carbohydrate stimulus-%%-GO:0007165-&&-signal transduction-%%-GO:0030949-&&-positive regulation of vascular endothelial growth factor receptor signaling pathway-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0010829-&&-negative regulation of glucose transport-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0042113-&&-B cell activation-%%-GO:0042953-&&-lipoprotein transport-%%-GO:0050861-&&-positive regulation of B cell receptor signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0030168-&&-plaG:9606:PRKCB KEGG-&-1&-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa04725-&&-Cholinergic synapse-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04727-&&-GABAergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa05032-&&-Morphine addiction-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04916-&&-Melanogenesis-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa04971-&&-Gastric acid secretion-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa05161-&&-Hepatitis B-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04720-&&-Long-term potentiation-%%-hsa05146-&&-Amoebiasis-%PRKCB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKCBPRKCB FALSE PRKCB
taxon:9606 178760 1902 protein kinase cAMP-dependent type II regulatory subunit alphagene biological_process-&-1&-GO:0034199-&&-activation of protein kinase A activity-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0071377-&&-cellular response to glucagon stimulus-%%-GO:0003091-&&-renal water homeostasis-%%-GO:0007596-&&-blood coagulation-%%-GO:2000480-&&-negative regulation of cAMP-dependent protein kinase activity|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031588-&&-nucleotide-activated protein kinase complex-%%-GO:0097546-&&-ciliary base-%%-GO:0005813-&&-centrosome-%%-GO:0005952-&&-cAMP-dependent protein kinase complex-%%-GO:0016020-&&-membrane-%%-GO:0044853-&&-plasma membrane raft-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0008603-&&-cAMP-dependent protein kinase regulator activity-%%-GO:0004862-&&-cAMP-dependent protein kinase inhibitor activity-%%-GO:0005515-&&-protein binding-%%-GO:0030552-&&-cAMP binding-%%-G:9606:PRKAR2A KEGG-&-1&-hsa04910-&&-Insulin signaling pathwayPRKAR2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKAR2APRKAR2A FALSE PRKAR2A
taxon:9606 174671 1902 DExD-box helicase 39Agene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0031124-&&-mRNA 3'-end processing|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005681-&&-spliceosomal complex|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0016887-&&-ATPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0003723-&&-RNA bindingG:9606:DDX39A DDX39A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX39ADDX39A FALSE DDX39A
taxon:9606 162380 1902 forkhead box K1gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0007517-&&-muscle organ development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:FOXK1 FOXK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXK1FOXK1 FALSE FOXK1
taxon:9606 182860 1902 aldolase, fructose-bisphosphate Agene biological_process-&-1&-GO:0030388-&&-fructose 1,6-bisphosphate metabolic process-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0046716-&&-muscle cell cellular homeostasis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0061621-&&-canonical glycolysis-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006000-&&-fructose metabolic process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0006096-&&-glycolytic process-%%-GO:0006941-&&-striated muscle contraction-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007015-&&-actin filament organization-%%-GO:0006754-&&-ATP biosynthetic process|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031674-&&-I band-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:1904724-&&-tertiary granule lumen-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0016020-&&-membrane-%%-GO:0031430-&&-M band-%%-GO:1904813-&&-fG:9606:ALDOA KEGG-&-1&-hsa00051-&&-Fructose and mannose metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa00030-&&-Pentose phosphate pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa01230-&&-Biosynthesis of amino acidsALDOA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ALDOAALDOA FALSE ALDOA
taxon:9606 178771 1902 protein kinase AMP-activated non-catalytic subunit beta 1gene biological_process-&-1&-GO:0051291-&&-protein heterooligomerization-%%-GO:0006633-&&-fatty acid biosynthetic process-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0016236-&&-macroautophagy-%%-GO:0007165-&&-signal transduction-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0035878-&&-nail development|cellular_component-&-1&-GO:0031588-&&-nucleotide-activated protein kinase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004672-&&-protein kinase activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0004679-&&-AMP-activated protein kinase activity-%%-GO:0005515-&&-protein bindingG:9606:PRKAB1 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04931-&&-Insulin resistance-%%-hsa04714-&&-Thermogenesis-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04530-&&-Tight junction-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04710-&&-Circadian rhythmPRKAB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKAB1PRKAB1 FALSE PRKAB1
taxon:9606 174673 1902 TOP1 binding arginine/serine rich proteingene biological_process-&-1&-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0051457-&&-maintenance of protein location in nucleus-%%-GO:0016925-&&-protein sumoylation-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0010842-&&-retina layer formation-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0046549-&&-retinal cone cell development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0042127-&&-regulation of cell pG:9606:TOPORS TOPORS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOPORSTOPORS FALSE TOPORS
taxon:9606 178769 1902 protein kinase cAMP-activated catalytic subunit alphagene biological_process-&-1&-GO:0071872-&&-cellular response to epinephrine stimulus-%%-GO:0001707-&&-mesoderm formation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0002027-&&-regulation of heart rate-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:1901621-&&-negative regulation of smoothened signaling pathway involved in dorsal/ventral neural tube patterning-%%-GO:0055117-&&-regulation of cardiac muscle contraction-%%-GO:0006397-&&-mRNA processing-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0086064-&&-cell communication by electrical coupling involved in cardiac conduction-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0070613-&&-regulation of protein processing-%%-GO:0034199-&&-activation of protein kinase A activity-%%-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0071377-&&-cellular response to glucagon stimulus-%%-GO:0034605-&&-cellular response to heat-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0003091-&&-renal water homeostasis-%%-G:9606:PRKACA KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04913-&&-Ovarian steroidogenesis-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04727-&&-GABAergic synapse-%%-hsa04911-&&-Insulin secretion-%%-hsa05012-&&-Parkinson disease-%%-hsa05032-&&-Morphine addiction-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04916-&&-Melanogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04740-&&-Olfactory transduction-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04976-&&-Bile secretion-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04971-&&-Gastric acid secretion-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa05020-&&-Prion diseases-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04140-&&-AutophaPRKACA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKACAPRKACA FALSE PRKACA
taxon:9606 178775 1902 primase (DNA) subunit 1gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0006269-&&-DNA replication, synthesis of RNA primer-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005658-&&-alpha DNA polymerase:primase complex|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003896-&&-DNA primase activityG:9606:PRIM1 KEGG-&-1&-hsa03030-&&-DNA replicationPRIM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRIM1PRIM1 FALSE PRIM1
taxon:9606 178773 1902 protein kinase AMP-activated catalytic subunit alpha 1gene biological_process-&-1&-GO:0051291-&&-protein heterooligomerization-%%-GO:0031000-&&-response to caffeine-%%-GO:0010508-&&-positive regulation of autophagy-%%-GO:0035404-&&-histone-serine phosphorylation-%%-GO:0009631-&&-cold acclimation-%%-GO:0001666-&&-response to hypoxia-%%-GO:0019395-&&-fatty acid oxidation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0061762-&&-CAMKK-AMPK signaling cascade-%%-GO:1901563-&&-response to camptothecin-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0031669-&&-cellular response to nutrient levels-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0008610-&&-lipid biosynthetic process-%%-GO:0048643-&&-positive regulation of skeletal muscle tissue development-%%-GO:0071417-&&-cellular response to organonitrogen compound-%%-GO:2001274-&&-negative regulation of glucose import in response to insulin stimulus-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042149-&&-cellular response to G:9606:PRKAA1 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04931-&&-Insulin resistance-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04714-&&-Thermogenesis-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04530-&&-Tight junction-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04710-&&-Circadian rhythmPRKAA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKAA1PRKAA1 FALSE PRKAA1
taxon:9606 174683 1902 M-phase phosphoprotein 6gene biological_process-&-1&-GO:0000460-&&-maturation of 5.8S rRNA-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0000176-&&-nuclear exosome (RNase complex)-%%-GO:0000178-&&-exosome (RNase complex)-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:MPHOSPH6 KEGG-&-1&-hsa03018-&&-RNA degradationMPHOSPH6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MPHOSPH6MPHOSPH6 FALSE MPHOSPH6
taxon:9606 178779 1902 serglycin gene biological_process-&-1&-GO:0033373-&&-maintenance of protease location in mast cell secretory granule-%%-GO:0031214-&&-biomineral tissue development-%%-GO:0033382-&&-maintenance of granzyme B location in T cell secretory granule-%%-GO:0033368-&&-protease localization to mast cell secretory granule-%%-GO:0008626-&&-granzyme-mediated apoptotic signaling pathway-%%-GO:0033371-&&-T cell secretory granule organization-%%-GO:0050710-&&-negative regulation of cytokine secretion-%%-GO:0002576-&&-platelet degranulation-%%-GO:0016485-&&-protein processing-%%-GO:0030502-&&-negative regulation of bone mineralization-%%-GO:0033364-&&-mast cell secretory granule organization|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0042588-&&-zymogen granule-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005576-&&-extracellular region-%%-GO:0042629-&&-mast cell granule-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005518-&&-collagenG:9606:SRGN SRGN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRGNSRGN FALSE SRGN
taxon:9606 166491 1902 histone cluster 1 H2B family member kgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0000786-&&-nucleosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST1H2BK KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BKHIST1H2BK FALSE HIST1H2BK
taxon:9606 182873 1902 albumin gene biological_process-&-1&-GO:0019836-&&-hemolysis by symbiont of host erythrocytes-%%-GO:0001895-&&-retina homeostasis-%%-GO:0015721-&&-bile acid and bile salt transport-%%-GO:0002576-&&-platelet degranulation-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0051659-&&-maintenance of mitochondrion location-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0006810-&&-transport-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0043069-&&-negative regulation of programmed cell death-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0043252-&&-sodium-independent organic anion transport-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0072562-&&-blood microparticle-%%-GO:0005576-&&-extracellular region-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0043234-&&-protein complex-%%-GO:0005794-&&G:9606:ALB KEGG-&-1&-hsa04918-&&-Thyroid hormone synthesisALB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ALBALB FALSE ALB
taxon:9606 174686 1902 proteasome activator subunit 3gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006915-&&-apoptotic process-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0061136-&&-regulation of proteasomal protein catabolic process-%%-GO:2000045-&&-regulation of G1/S transition of mitotic cell cycle-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0010950-&&-pG:9606:PSME3 KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05160-&&-Hepatitis C-%%-hsa03050-&&-ProteasomePSME3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSME3PSME3 FALSE PSME3
taxon:9606 182878 1902 AKT serine/threonine kinase 1gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0005979-&&-regulation of glycogen biosynthetic process-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0045600-&&-positive regulation of fat cell differentiation-%%-GO:0035655-&&-interleukin-18-mediated signaling pathway-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0001893-&&-maternal placenta development-%%-GO:0090004-&&-positive regulation of establishment of protein localization to plasma membrane-%%-GO:0006954-&&-inflammatory response-%%-GO:0006974-&&-cellular response to DG:9606:AKT1 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa04725-&&-Cholinergic synapse-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05218-&&-Melanoma-%%-hsa04213-&&-Longevity regulaAKT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKT1AKT1 FALSE AKT1
taxon:9606 170590 1902 B-cell CLL/lymphoma 11Agene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0016925-&&-protein sumoylation-%%-GO:0022008-&&-neurogenesis-%%-GO:2000173-&&-negative regulation of branching morphogenesis of a nerve-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:1903860-&&-negative regulation of dendrite extension-%%-GO:1905232-&&-cellular response to L-glutamate-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1904800-&&-negative regulation of neuron remodeling-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:2000171-&&-negative regulation of dendrite development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0014069-&&-postsynaptic density-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core pG:9606:BCL11A BCL11A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCL11ABCL11A FALSE BCL11A
taxon:9606 174687 1902 protein arginine methyltransferase 3gene biological_process-&-1&-GO:0006479-&&-protein methylation-%%-GO:0035246-&&-peptidyl-arginine N-methylation-%%-GO:0031397-&&-negative regulation of protein ubiquitination|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0016274-&&-protein-arginine N-methyltransferase activity-%%-GO:0008168-&&-methyltransferase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:PRMT3 PRMT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRMT3PRMT3 FALSE PRMT3
taxon:9606 170594 1902 tubulin alpha 8gene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0007010-&&-cytoskeleton organization|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activityG:9606:TUBA8 KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04530-&&-Tight junction-%%-hsa04210-&&-ApoptosisTUBA8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBA8TUBA8 FALSE TUBA8
taxon:9606 166497 1902 RALBP1 associated Eps domain containing 1gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005905-&&-clathrin-coated pit|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0017124-&&-SH3 domain bindingG:9606:REPS1 REPS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-REPS1REPS1 FALSE REPS1
taxon:9606 182887 1902 aryl hydrocarbon receptorgene biological_process-&-1&-GO:0006805-&&-xenobiotic metabolic process-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0009410-&&-response to xenobiotic stimulus-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0001568-&&-blood vessel development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0030888-&&-regulation of B cell proliferation-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0009636-&&-response to toxic substance-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0007049-&&-cell cycle-%%-GO:0006915-&&-apoptotic process|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytG:9606:AHR KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa04659-&&-Th17 cell differentiationAHR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AHRAHR FALSE AHR
taxon:9606 174692 1902 Aly/REF export factorgene biological_process-&-1&-GO:0031297-&&-replication fork processing-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0000018-&&-regulation of DNA recombination-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0046784-&&-viral mRNA export from host cell nucleus-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0000346-&&-transcription export complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0035145-&&-exon-exon junction complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:ALYREF KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa03040-&&-Spliceosome-%%-hsa03013-&&-RNA transportALYREF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ALYREFALYREF FALSE ALYREF
taxon:9606 174693 1902 tyrosine kinase non receptor 2gene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0016477-&&-cell migration-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:2000369-&&-regulation of clathrin-dependent endocytosis-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0030154-&&-cell differentiation-%%-GO:0006897-&&-endocytosis-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0016310-&&-phosphorylation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005768-&&-endosome-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005912-&&-adherens junction-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0070436-&&-Grb2-EGFR complex-%%-GO:0030659-&&-G:9606:TNK2 TNK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNK2TNK2 FALSE TNK2
taxon:9606 182890 1902 nuclear receptor subfamily 0 group B member 1gene biological_process-&-1&-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006694-&&-steroid biosynthetic process-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0021983-&&-pituitary gland development-%%-GO:0033144-&&-negative regulation of intracellular steroid hormone receptor signaling pathway-%%-GO:0007283-&&-spermatogenesis-%%-GO:0030325-&&-adrenal gland development-%%-GO:0060008-&&-Sertoli cell differentiation-%%-GO:0021854-&&-hypothalamus development-%%-GO:0030238-&&-male sex determination-%%-GO:0008406-&&-gonad development-%%-GO:0008104-&&-protein localization-%%-GO:0008584-&&-male gonad development-%%-GO:0006367-&&-transcription initiation from RNA polymerase IIG:9606:NR0B1 KEGG-&-1&-hsa04927-&&-Cortisol synthesis and secretionNR0B1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR0B1NR0B1 FALSE NR0B1
taxon:9606 178794 1902 protein phosphatase 5 catalytic subunitgene biological_process-&-1&-GO:0051291-&&-protein heterooligomerization-%%-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0071276-&&-cellular response to cadmium ion-%%-GO:0000165-&&-MAPK cascade-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0010288-&&-response to lead ion-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0043278-&&-response to morphine-%%-GO:0016576-&&-histone dephosphorylation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006281-&&-DNA repair-%%-GO:2000324-&&-positive regulation of glucocorticoid receptor signaling pathway-%%-GO:1901215-&&-negative regulation of neuron death|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0043204-&&-perikaryon-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:1990635-&&-proximal dendrite-%%-GO:0005886G:9606:PPP5C KEGG-&-1&-hsa04010-&&-MAPK signaling pathwayPPP5C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP5CPPP5C FALSE PPP5C
taxon:9606 162410 1902 zinc finger and BTB domain containing 9gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZBTB9 ZBTB9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB9ZBTB9 FALSE ZBTB9
taxon:9606 182889 1902 adenosylhomocysteinasegene biological_process-&-1&-GO:0019510-&&-S-adenosylhomocysteine catabolic process-%%-GO:0071268-&&-homocysteine biosynthetic process-%%-GO:0042745-&&-circadian sleep/wake cycle-%%-GO:0006730-&&-one-carbon metabolic process-%%-GO:0002439-&&-chronic inflammatory response to antigenic stimulus-%%-GO:0007584-&&-response to nutrient-%%-GO:0000096-&&-sulfur amino acid metabolic process-%%-GO:0032259-&&-methylation-%%-GO:0033353-&&-S-adenosylmethionine cycle-%%-GO:0001666-&&-response to hypoxia|cellular_component-&-1&-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0042470-&&-melanosome|molecular_function-&-1&-GO:0030554-&&-adenyl nucleotide binding-%%-GO:0005515-&&-protein binding-%%-GO:0004013-&&-adenosylhomocysteinase activity-%%-GO:0042802-&&-identical protein binding-%%-GO:0051287-&&-NAD bindingG:9606:AHCY KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00270-&&-Cysteine and methionine metabolismAHCY Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AHCYAHCY FALSE AHCY
taxon:9606 182894 1902 angiotensin II receptor type 1gene biological_process-&-1&-GO:0086097-&&-phospholipase C-activating angiotensin-activated signaling pathway-%%-GO:0019229-&&-regulation of vasoconstriction-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0060326-&&-cell chemotaxis-%%-GO:2000379-&&-positive regulation of reactive oxygen species metabolic process-%%-GO:0007200-&&-phospholipase C-activating G-protein coupled receptor signaling pathway-%%-GO:0010744-&&-positive regulation of macrophage derived foam cell differentiation-%%-GO:0007266-&&-Rho protein signal transduction-%%-GO:0032270-&&-positive regulation of cellular protein metabolic process-%%-GO:0035813-&&-regulation of renal sodium excretion-%%-GO:0038166-&&-angiotensin-activated signaling pathway-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0002034-&&-regulation of blood vessel diameter by renin-angiotensin-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0051482-&&-positive regulation of cytosolic calcium ion concentraG:9606:AGTR1 AGTR1 TRUE KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa04614-&&-Renin-angiotensin system-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04924-&&-Renin secretionAGTR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGTR1AGTR1 FALSE AGTR1
taxon:9606 170606 1902 inositol polyphosphate-5-phosphatase Kgene biological_process-&-1&-GO:0046855-&&-inositol phosphate dephosphorylation-%%-GO:2000466-&&-negative regulation of glycogen (starch) synthase activity-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0016311-&&-dephosphorylation-%%-GO:2001153-&&-positive regulation of renal water transport-%%-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0010801-&&-negative regulation of peptidyl-threonine phosphorylation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043922-&&-negative regulation by host of viral transcription-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0043407-&&-negative regulation of MAP kinase activity-%%-GO:0046856-&&-phosphatidylinositol dephosphorylation-%%-GO:0035305-&&-negative regulation of dephosphorylation-%%-GO:0033137-&&-negatiG:9606:INPP5K KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04070-&&-Phosphatidylinositol signaling systemINPP5K Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-INPP5KINPP5K FALSE INPP5K
taxon:9606 182895 1902 angiotensinogengene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0032270-&&-positive regulation of cellular protein metabolic process-%%-GO:2000379-&&-positive regulation of reactive oxygen species metabolic process-%%-GO:0007200-&&-phospholipase C-activating G-protein coupled receptor signaling pathway-%%-GO:0010744-&&-positive regulation of macrophage derived foam cell differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:0050729-&&-positive regulation of inflammatory response-%%-GO:0090190-&&-positive regulation of branching involved in ureteric bud morphogenesis-%%-GO:0010873-&&-positive regulation of cholesterol esterificatiG:9606:AGT KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04927-&&-Cortisol synthesis and secretion-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04931-&&-Insulin resistance-%%-hsa04614-&&-Renin-angiotensin system-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04934-&&-Cushing syndrome-%%-hsa05200-&&-Pathways in cancer-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04925-&&-Aldosterone synthesis and secretion-%%-hsa04924-&&-Renin secretionAGT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGTAGT FALSE AGT
taxon:9606 178799 1902 protein phosphatase 4 catalytic subunitgene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0010569-&&-regulation of double-strand break repair via homologous recombination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0030289-&&-protein phosphatase 4 complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005815-&&-microtubule organizing center|molecular_function-&-1&-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0004704-&&-NF-kappaB-inducing kinase activity-%%-GO:0005515-&&-protein bindingG:9606:PPP4C KEGG-&-1&-hsa04922-&&-Glucagon signaling pathwayPPP4C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP4CPPP4C FALSE PPP4C
taxon:9606 178796 1902 protein phosphatase 3 regulatory subunit B, alphagene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0001569-&&-branching involved in blood vessel morphogenesis-%%-GO:0007507-&&-heart development-%%-GO:0022011-&&-myelination in peripheral nervous system-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0051533-&&-positive regulation of NFAT protein import into nucleus-%%-GO:0033173-&&-calcineurin-NFAT signaling cascade-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0060487-&&-lung epithelial cell differentiation-%%-GO:0051531-&&-NFAT protein import into nucleus-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005955-&&-calcineurin complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0042383-&&-sarcolemma-%%-GO:0005829-&&-cytosol|molecular_funG:9606:PPP3R1 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04360-&&-Axon guidance-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04924-&&-Renin secretion-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsPPP3R1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP3R1PPP3R1 FALSE PPP3R1
taxon:9606 178803 1902 protein phosphatase 2 regulatory subunit B'gammagene biological_process-&-1&-GO:0050790-&&-regulation of catalytic activity-%%-GO:0007165-&&-signal transduction-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0000159-&&-protein phosphatase type 2A complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000775-&&-chromosome, centromeric region-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0019888-&&-protein phosphatase regulator activityG:9606:PPP2R5C KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04114-&&-Oocyte meiosis-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04071-&&-Sphingolipid signaling pathwayPPP2R5C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R5CPPP2R5C FALSE PPP2R5C
taxon:9606 162419 1902 O-acyl-ADP-ribose deacylase 1gene biological_process-&-1&-GO:0042278-&&-purine nucleoside metabolic process|molecular_function-&-1&-GO:0001883-&&-purine nucleoside binding-%%-GO:0019213-&&-deacetylase activity-%%-GO:0005515-&&-protein bindingG:9606:OARD1 OARD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OARD1OARD1 FALSE OARD1
taxon:9606 178800 1902 protein phosphatase 3 catalytic subunit alphagene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0035690-&&-cellular response to drug-%%-GO:0051592-&&-response to calcium ion-%%-GO:0016311-&&-dephosphorylation-%%-GO:0006816-&&-calcium ion transport-%%-GO:0035562-&&-negative regulation of chromatin binding-%%-GO:0001975-&&-response to amphetamine-%%-GO:1903244-&&-positive regulation of cardiac muscle hypertrophy in response to stress-%%-GO:0042110-&&-T cell activation-%%-GO:0046676-&&-negative regulation of insulin secretion-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0060079-&&-excitatory postsynaptic potential-%%-GO:0033555-&&-multicellular organismal response to stress-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0050774-&&-negative regulation of dendrite morphogenesis-%%-GO:0014883-&&-transition between fast and slow fiber-%%-GO:0033173-&&-calcineurin-NFAT sigG:9606:PPP3CA KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04360-&&-Axon guidance-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer disease-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)-%%-hsa04924-&&-Renin secretion-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05163-&&-HPPP3CA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP3CAPPP3CA FALSE PPP3CA
taxon:9606 182901 1902 aggrecan gene biological_process-&-1&-GO:0018146-&&-keratan sulfate biosynthetic process-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0007417-&&-central nervous system development-%%-GO:0042340-&&-keratan sulfate catabolic process-%%-GO:0007155-&&-cell adhesion-%%-GO:0001501-&&-skeletal system development-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0031012-&&-extracellular matrix-%%-GO:0043202-&&-lysosomal lumen-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005796-&&-Golgi lumen-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0030246-&&-carbohydrate binding-%%-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0005540-&&-hyaluronic acid bindingG:9606:ACAN ACAN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACANACAN FALSE ACAN
taxon:9606 178805 1902 protein phosphatase 2 regulatory subunit B'alphagene biological_process-&-1&-GO:0090219-&&-negative regulation of lipid kinase activity-%%-GO:0007165-&&-signal transduction-%%-GO:0090005-&&-negative regulation of establishment of protein localization to plasma membrane-%%-GO:0035307-&&-positive regulation of protein dephosphorylation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0000159-&&-protein phosphatase type 2A complex-%%-GO:0000775-&&-chromosome, centromeric region-%%-GO:0016020-&&-membrane-%%-GO:0031430-&&-M band|molecular_function-&-1&-GO:0019900-&&-kinase binding-%%-GO:0019888-&&-protein phosphatase regulator activity-%%-GO:0005515-&&-protein bindingG:9606:PPP2R5A KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04071-&&-Sphingolipid signaling pathwayPPP2R5A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R5APPP2R5A FALSE PPP2R5A
taxon:9606 170618 1902 AT-rich interaction domain 4Bgene biological_process-&-1&-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0097368-&&-establishment of Sertoli cell barrier-%%-GO:0016575-&&-histone deacetylation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0036124-&&-histone H3-K9 trimethylation-%%-GO:0008150-&&-biological_process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0034773-&&-histone H4-K20 trimethylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005575-&&-cellular_component-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0004407-&&-histone deacetylase activityG:9606:ARID4B ARID4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARID4BARID4B FALSE ARID4B
taxon:9606 170619 1902 WW domain containing oxidoreductasegene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0048705-&&-skeletal system morphogenesis-%%-GO:0008202-&&-steroid metabolic process-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:2001241-&&-positive regulation of extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:2001238-&&-positive regulation of extrinsic apoptotic signaling pathway-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005902-&&-microvillus-%%-GO:0005886-&&-plasma membrane-%%-GO:0090575-&&-RNA polymerase II transcription factor complex-%%-GO:0005634-&&G:9606:WWOX WWOX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WWOXWWOX FALSE WWOX
taxon:9606 182910 1902 amino-terminal enhancer of splitgene biological_process-&-1&-GO:0031668-&&-cellular response to extracellular stimulus-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001501-&&-skeletal system development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0060761-&&-negative regulation of response to cytokine stimulus-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:2000210-&&-positive regulation of anoikis-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0007275-&&-multicellular organism development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0040008-&&-regulation of growth|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0005515-&&-protein bindingG:9606:AES AES Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AESAES FALSE AES
taxon:9606 174722 1902 CCAAT/enhancer binding protein zetagene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:CEBPZ CEBPZ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEBPZCEBPZ FALSE CEBPZ
taxon:9606 178819 1902 peptidylprolyl isomerase Bgene biological_process-&-1&-GO:0060348-&&-bone development-%%-GO:0040018-&&-positive regulation of multicellular organism growth-%%-GO:0050821-&&-protein stabilization-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0044794-&&-positive regulation by host of viral process-%%-GO:1901873-&&-regulation of post-translational protein modification-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0044829-&&-positive regulation by host of viral genome replication|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0016020-&&-membrane-%%-GO:0032991-&&-macromolecular complex-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0042470-&&-melanosome-%%-GO:0005790-&&-smooth endoplasmic reticulum-%%-GO:0034663-&&-endoplasmic reticulum chaperone complex|molecular_function-&-1&-GO:0003755-&&-peptidyl-prolyl cis-trans isomerase activity-%%-GO:0005515-&&-G:9606:PPIB PPIB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIBPPIB FALSE PPIB
taxon:9606 174720 1902 tripartite motif containing 28gene biological_process-&-1&-GO:0043388-&&-positive regulation of DNA binding-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:1902187-&&-negative regulation of viral release from host cell-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0090309-&&-positive regulation of methylation-dependent chromatin silencing-%%-GO:0045869-&&-negative regulation of single stranded viral RNA replication via double stranded DNA intermediate-%%-GO:0051259-&&-protein oligomerization-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0043045-&&-DNA methylation involved in embryo development-%%-GO:0016567-&&-proteG:9606:TRIM28 TRIM28 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM28TRIM28 FALSE TRIM28
taxon:9606 178817 1902 peptidylprolyl isomerase Dgene biological_process-&-1&-GO:0019076-&&-viral release from host cell-%%-GO:0006915-&&-apoptotic process-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0015031-&&-protein transport-%%-GO:0034389-&&-lipid particle organization-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0050714-&&-positive regulation of protein secretion-%%-GO:0006457-&&-protein folding-%%-GO:0006461-&&-protein complex assembly-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0071492-&&-cellular response to UV-A-%%-GO:0061077-&&-chaperone-mediated protein folding|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0051879-&&-Hsp90 protein binding-%%-GO:0016018-&&-cyclosporin A binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:00G:9606:PPID KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04218-&&-Cellular senescencePPID Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIDPPID FALSE PPID
taxon:9606 182913 1902 adaptor related protein complex 2 beta 1 subunitgene biological_process-&-1&-GO:0048268-&&-clathrin coat assembly-%%-GO:0035904-&&-aorta development-%%-GO:0061024-&&-membrane organization-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0099590-&&-neurotransmitter receptor internalization-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0003281-&&-ventricular septum development-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0060976-&&-coronary vasculature development|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0030666-&&-endocytic vesicle membrane-%%-GO:0016020-&&-membrane-%%-GO:0036020-&&-endolysosome membrane-%%-GO:0005829-&&-cytosol-%%-GO:0030122-&&-AP-2 adaptor compG:9606:AP2B1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04144-&&-EndocytosisAP2B1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AP2B1AP2B1 FALSE AP2B1
taxon:9606 182919 1902 G protein-coupled receptor kinase 3gene biological_process-&-1&-GO:0031623-&&-receptor internalization-%%-GO:0007165-&&-signal transduction-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0004703-&&-G-protein coupled receptor kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0047696-&&-beta-adrenergic receptor kinase activity-%%-GO:0004672-&&-protein kinase activityG:9606:GRK3 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04144-&&-Endocytosis-%%-hsa04740-&&-Olfactory transductionGRK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRK3GRK3 FALSE GRK3
taxon:9606 182916 1902 adaptor related protein complex 2 alpha 1 subunitgene biological_process-&-1&-GO:0006895-&&-Golgi to endosome transport-%%-GO:0061024-&&-membrane organization-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0006886-&&-intracellular protein transport-%%-GO:1900126-&&-negative regulation of hyaluronan biosynthetic process-%%-GO:0019886-&&-antigen processing and presentation of exogenous peptide antigen via MHC class II-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0006897-&&-endocytosis-%%-GO:0072583-&&-clathrin-dependent endocytosis-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0006898-&&-receptor-mediated endocytosis|cellular_component-&-1&-GO:0030122-&&-AP-2 adaptor complex-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0030130-&&-clathrin coat of trans-Golgi network vesicle-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0030666-&&-endocytic vesicle membrane-%%-GO:0032433-&&-filopodium tip-%%-GO:0005829-&&-cytosol-%%-GOG:9606:AP2A1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04721-&&-Synaptic vesicle cycle-%%-hsa04144-&&-EndocytosisAP2A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AP2A1AP2A1 FALSE AP2A1
taxon:9606 178820 1902 peptidylprolyl isomerase Agene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0019076-&&-viral release from host cell-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0050900-&&-leukocyte migration-%%-GO:0045069-&&-regulation of viral genome replication-%%-GO:0034389-&&-lipid particle organization-%%-GO:0019058-&&-viral life cycle-%%-GO:0050714-&&-positive regulation of protein secretion-%%-GO:0030260-&&-entry into host cell-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0019064-&&-fusion of virus membrane with host plasma membrane-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0075713-&&-establishment of integrated proviral latency-%%-GO:0019061-&&-uncoating of virus-%%-GO:0019068-&&-virion assembly-%%-GO:0006278-&&-RNA-dependent DNA biosynthetic process|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesiG:9606:PPIA KEGG-&-1&-hsa04217-&&-NecroptosisPPIA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIAPPIA FALSE PPIA
taxon:9606 170629 1902 ubiquitin interaction motif containing 1gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0006302-&&-double-strand break repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0070537-&&-histone H2A K63-linked deubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016604-&&-nuclear body-%%-GO:0070531-&&-BRCA1-A complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0042393-&&-histone binding-%%-GO:0070530-&&-K63-linked polyubiquitin binding-%%-GO:0005515-&&-protein bindingG:9606:UIMC1 KEGG-&-1&-hsa03440-&&-Homologous recombinationUIMC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UIMC1UIMC1 FALSE UIMC1
taxon:9606 178821 1902 cathepsin A gene biological_process-&-1&-GO:0006687-&&-glycosphingolipid metabolic process-%%-GO:1904714-&&-regulation of chaperone-mediated autophagy-%%-GO:0006508-&&-proteolysis-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:1904715-&&-negative regulation of chaperone-mediated autophagy-%%-GO:0051603-&&-proteolysis involved in cellular protein catabolic process-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005764-&&-lysosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0043202-&&-lysosomal lumen-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005576-&&-extracellular region-%%-GO:0098575-&&-lumenal side of lysosomal membrane|molecular_function-&-1&-GO:0004308-&&-exo-alpha-sialidase activity-%%-GO:0004180-&&-carboxypeptidase activity-%%-GOG:9606:CTSA KEGG-&-1&-hsa04142-&&-Lysosome-%%-hsa04614-&&-Renin-angiotensin systemCTSA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTSACTSA FALSE CTSA
taxon:9606 178826 1902 mediator complex subunit 1gene biological_process-&-1&-GO:2000273-&&-positive regulation of receptor activity-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:2001141-&&-regulation of RNA biosynthetic process-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0007595-&&-lactation-%%-GO:0006590-&&-thyroid hormone generation-%%-GO:0071383-&&-cellular response to steroid hormone stimulus-%%-GO:0001889-&&-liver development-%%-GO:0006702-&&-androgen biosynthetic process-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0035855-&&-megakaryocyte development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0033160-&&-positive regulation of protein import into nucleus, translocation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:006074G:9606:MED1 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistanceMED1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED1MED1 FALSE MED1
taxon:9606 178827 1902 peroxisome proliferator activated receptor gammagene biological_process-&-1&-GO:0071306-&&-cellular response to vitamin E-%%-GO:0002674-&&-negative regulation of acute inflammatory response-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0007507-&&-heart development-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0031000-&&-response to caffeine-%%-GO:0010742-&&-macrophage derived foam cell differentiation-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0032526-&&-response to retinoic acid-%%-GO:0019395-&&-fatty acid oxidation-%%-GO:0043627-&&-response to estrogen-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0045165-&&-cell fate commitment-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:1901558-&&-response to metformin-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000230-&&-negative regulation of pancreatic stellate cell proliferation-%%-GO:0071380-&&-cellular response to prostaglandin E stimulus-%%-GO:0045087-&&-innate immune rG:9606:PPARG KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04714-&&-Thermogenesis-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa03320-&&-PPAR signaling pathwayPPARG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPARGPPARG FALSE PPARG
taxon:9606 182920 1902 G protein-coupled receptor kinase 2gene biological_process-&-1&-GO:0007213-&&-G-protein coupled acetylcholine receptor signaling pathway-%%-GO:0007507-&&-heart development-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0007217-&&-tachykinin receptor signaling pathway-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0033605-&&-positive regulation of catecholamine secretion-%%-GO:0045988-&&-negative regulation of striated muscle contraction-%%-GO:0003108-&&-negative regulation of the force of heart contraction by chemical signal-%%-GO:0002029-&&-desensitization of G-protein coupled receptor protein signaling pathway-%%-GO:0031623-&&-receptor internalization-%%-GO:0019079-&&-viral genome replication|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0005929-&&-cilium-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004703-G:9606:GRK2 KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa05032-&&-Morphine addiction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04724-&&-Glutamatergic synapse-%%-hsa04144-&&-Endocytosis-%%-hsa04740-&&-Olfactory transductionGRK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRK2GRK2 FALSE GRK2
taxon:9606 174729 1902 G3BP stress granule assembly factor 1gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway-%%-GO:0006810-&&-transport-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0004519-&&-endonuclease activity-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:G3BP1 G3BP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-G3BP1G3BP1 FALSE G3BP1
taxon:9606 178830 1902 pyrophosphatase (inorganic) 1gene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006796-&&-phosphate-containing compound metabolic process-%%-GO:0071344-&&-diphosphate metabolic process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0004427-&&-inorganic diphosphatase activity-%%-GO:0000287-&&-magnesium ion bindingG:9606:PPA1 KEGG-&-1&-hsa00190-&&-Oxidative phosphorylationPPA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPA1PPA1 FALSE PPA1
taxon:9606 166543 1902 tensin 4 gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0008104-&&-protein localization|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein bindingG:9606:TNS4 TNS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNS4TNS4 FALSE TNS4
taxon:9606 178829 1902 peroxisome proliferator activated receptor alphagene biological_process-&-1&-GO:0006631-&&-fatty acid metabolic process-%%-GO:0007507-&&-heart development-%%-GO:0008544-&&-epidermis development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0072363-&&-regulation of glycolytic process by positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032868-&&-response to insulin-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:1903038-&&-negative regulation of leukocyte cell-cell adhesion-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:1902894-&&-negative regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0072369-&&-regulation of lipid transport by positive regulation of transcription from RNA polymerase II promoter-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0042060-&&-wound healing-%%-GO:0015908-&&-fatty acid transport-%%-GO:0045722-&&-positive regulation of gluconeogenesis-%%-GO:0032099-&&-negative regulation G:9606:PPARA KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05160-&&-Hepatitis C-%%-hsa04931-&&-Insulin resistance-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa03320-&&-PPAR signaling pathway-%%-hsa04024-&&-cAMP signaling pathwayPPARA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPARAPPARA FALSE PPARA
taxon:9606 170640 1902 nemo like kinasegene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000165-&&-MAPK cascade-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0050821-&&-protein stabilization-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0033136-&&-serine phosphorylation of STAT3 protein|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0000287-&&-magnesium ion binding-%%-GO:0042169-&&-SH2 domain binding-%%-GO:0004707-&&-MAP kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004672-&&-protein kinase activG:9606:NLK KEGG-&-1&-hsa04310-&&-Wnt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa04068-&&-FoxO signaling pathwayNLK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NLKNLK FALSE NLK
taxon:9606 178833 1902 POU class 5 homeobox 1gene biological_process-&-1&-GO:0001714-&&-endodermal cell fate specification-%%-GO:0060965-&&-negative regulation of gene silencing by miRNA-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0042789-&&-mRNA transcription from RNA polymerase II promoter-%%-GO:0009786-&&-regulation of asymmetric cell division-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0009611-&&-response to wounding-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0001824-&&-blastocyst development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factoG:9606:POU5F1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsPOU5F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU5F1POU5F1 FALSE POU5F1
taxon:9606 166551 1902 hematopoietic SH2 domain containinggene biological_process-&-1&-GO:0042110-&&-T cell activation-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0051902-&&-negative regulation of mitochondrial depolarization-%%-GO:0002903-&&-negative regulation of B cell apoptotic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005515-&&-protein bindingG:9606:HSH2D HSH2D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSH2DHSH2D FALSE HSH2D
taxon:9606 174740 1902 B-cell receptor-associated protein 31gene biological_process-&-1&-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0070973-&&-protein localization to endoplasmic reticulum exit site-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0002474-&&-antigen processing and presentation of peptide antigen via MHC class I-%%-GO:0035584-&&-calcium-mediated signaling using intracellular calcium source-%%-GO:0051561-&&-positive regulation of mitochondrial calcium ion concentration-%%-GO:2001244-&&-positive regulation of intrinsic apoptotic signaling pathway-%%-GO:0007283-&&-spermatogenesis-%%-GO:0032471-&&-negative regulation of endoplasmic reticulum calcium ion concentration-%%-GO:1903071-&&-positive regulation of ER-associated ubiquitin-dependent protein catabolic process-%%-GO:1904154-&&-positive regulation of retrograde protein transport, ER to cytosol-%%-GO:0097194-&&-execution phase of apoptosis-%%-GO:0006886-&G:9606:BCAP31 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa05165-&&-Human papillomavirus infectionBCAP31 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BCAP31BCAP31 FALSE BCAP31
taxon:9606 182933 1902 poly(ADP-ribose) polymerase 1gene biological_process-&-1&-GO:0032042-&&-mitochondrial DNA metabolic process-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0030225-&&-macrophage differentiation-%%-GO:0036211-&&-protein modification process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:1903376-&&-regulation of oxidative stress-induced neuron intrinsic apoptotic signaling pathway-%%-GO:0044030-&&-regulation of DNA methylation-%%-GO:0071294-&&-cellular response to zinc ion-%%-GO:0010613-&&-positive regulation of cardiac muscle hypertrophy-%%-GO:1904646-&&-cellular response to beta-amyloid-%%-GO:0000724-&&-double-strand break reG:9606:PARP1 PARP1 TRUE KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04210-&&-Apoptosis-%%-hsa03410-&&-Base excision repair-%%-hsa04064-&&-NF-kappa B signaling pathwayPARP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARP1PARP1 FALSE PARP1
taxon:9606 174741 1902 optineurin gene biological_process-&-1&-GO:0061734-&&-parkin-mediated stimulation of mitophagy in response to mitochondrial depolarization-%%-GO:0016236-&&-macroautophagy-%%-GO:0061024-&&-membrane organization-%%-GO:0007165-&&-signal transduction-%%-GO:0000042-&&-protein targeting to Golgi-%%-GO:0008219-&&-cell death-%%-GO:0001920-&&-negative regulation of receptor recycling-%%-GO:0007030-&&-Golgi organization-%%-GO:0043122-&&-regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0043001-&&-Golgi to plasma membrane protein transport-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0090161-&&-Golgi ribbon formation-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:1904417-&&-positive regulation of xenophagy|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0055038-&&-recycling endosome membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005802-&&-trans-Golgi network-%%-GG:9606:OPTN KEGG-&-1&-hsa04137-&&-Mitophagy - animalOPTN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-OPTNOPTN FALSE OPTN
taxon:9606 178842 1902 POU class 2 homeobox 1gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:POU2F1 POU2F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU2F1POU2F1 FALSE POU2F1
taxon:9606 174745 1902 leucine rich pentatricopeptide repeat containinggene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0000961-&&-negative regulation of mitochondrial RNA catabolic process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0070129-&&-regulation of mitochondrial translation-%%-GO:0009451-&&-RNA modification-%%-GO:0047497-&&-mitochondrion transport along microtubule|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005640-&&-nuclear outer membrane-%%-GO:0005637-&&-nuclear inner membrane-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005874-&&-microtubule-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005856-&&-cytoskeleton-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0051015-&&-actin filament binding-%%-GO:0008017-&&-microtubule binding-%%-GO:0048487-&&-G:9606:LRPPRC LRPPRC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LRPPRCLRPPRC FALSE LRPPRC
taxon:9606 178841 1902 POU class 2 homeobox 2gene biological_process-&-1&-GO:0006959-&&-humoral immune response-%%-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0048469-&&-cell maturation-%%-GO:0002335-&&-mature B cell differentiation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0002380-&&-immunoglobulin secretion involved in immune response-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA bindingG:9606:POU2F2 POU2F2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU2F2POU2F2 FALSE POU2F2
taxon:9606 170655 1902 negative regulator of ubiquitin like proteins 1gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0034341-&&-response to interferon-gamma-%%-GO:0034612-&&-response to tumor necrosis factor-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:NUB1 NUB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUB1NUB1 FALSE NUB1
taxon:9606 162460 1902 jumonji domain containing 1Cgene biological_process-&-1&-GO:0055114-&&-oxidation-reduction process-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0033169-&&-histone H3-K9 demethylation-%%-GO:0007596-&&-blood coagulation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000785-&&-chromatin-%%-GO:0005622-&&-intracellular-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0032454-&&-histone demethylase activity (H3-K9 specific)-%%-GO:0046872-&&-metal ion binding-%%-GO:0051213-&&-dioxygenase activity-%%-GO:0031490-&&-chromatin DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000976-&&-transcription regulatory region sequence-specific DNA binding-%%-GO:0046966-&&-thyroid hormone receptor bindingG:9606:JMJD1C KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerJMJD1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JMJD1CJMJD1C FALSE JMJD1C
taxon:9606 178844 1902 POU class 1 homeobox 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0051169-&&-nuclear transport-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032962-&&-positive regulation of inositol trisphosphate biosynthetic process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0040018-&&-positive regulation of multicellular organism growth-%%-GO:0008340-&&-determination of adult lifespan-%%-GO:0060133-&&-somatotropin secreting cell development-%%-GO:0043567-&&-regulation of insulin-like growth factor receptor signaling pathway-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0001708-&&-cell fate specification-%%-GO:0030183-&&-B cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005667-G:9606:POU1F1 POU1F1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU1F1POU1F1 FALSE POU1F1
taxon:9606 170653 1902 store-operated calcium entry associated regulatory factorgene biological_process-&-1&-GO:2001256-&&-regulation of store-operated calcium entry-%%-GO:0006816-&&-calcium ion transport|cellular_component-&-1&-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:SARAF SARAF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SARAFSARAF FALSE SARAF
taxon:9606 178850 1902 RNA polymerase mitochondrialgene biological_process-&-1&-GO:0006390-&&-transcription from mitochondrial promoter-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0006391-&&-transcription initiation from mitochondrial promoter|cellular_component-&-1&-GO:0034245-&&-mitochondrial DNA-directed RNA polymerase complex-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0042645-&&-mitochondrial nucleoid-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003899-&&-DNA-directed 5'-3' RNA polymerase activity-%%-GO:0000997-&&-mitochondrial RNA polymerase core promoter sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:POLRMT POLRMT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLRMTPOLRMT FALSE POLRMT
taxon:9606 182944 1902 alcohol dehydrogenase 5 (class III), chi polypeptidegene biological_process-&-1&-GO:0018119-&&-peptidyl-cysteine S-nitrosylation-%%-GO:0051775-&&-response to redox state-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0051409-&&-response to nitrosative stress-%%-GO:0001523-&&-retinoid metabolic process-%%-GO:0045777-&&-positive regulation of blood pressure-%%-GO:0046294-&&-formaldehyde catabolic process-%%-GO:0003016-&&-respiratory system process-%%-GO:0006069-&&-ethanol oxidation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0018467-&&-formaldehyde dehydrogenase activity-%%-GO:0004022-&&-alcohol dehydrogenase (NAD) activity-%%-GO:0005504-&&-fatty acid binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0051903-&&-S-(hydroxymethyl)glutathione dehydrogenase activityG:9606:ADH5 KEGG-&-1&-hsa00982-&&-Drug metabolism - cytochrome P450-%%-hsa01200-&&-Carbon metabolism-%%-hsa00980-&&-Metabolism of xenobiotics by cytochrome P450-%%-hsa01100-&&-Metabolic pathways-%%-hsa00350-&&-Tyrosine metabolism-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa00071-&&-Fatty acid degradation-%%-hsa00830-&&-Retinol metabolism-%%-hsa05204-&&-Chemical carcinogenesisADH5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADH5ADH5 FALSE ADH5
taxon:9606 162465 1902 heterogeneous nuclear ribonucleoprotein A3gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0010467-&&-gene expression-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:1990124-&&-messenger ribonucleoprotein complex-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035770-&&-ribonucleoprotein granule-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003729-&&-mRNA binding-%%-GO:0051033-&&-RNA transmembrane transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide bindingG:9606:HNRNPA3 KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPA3HNRNPA3 FALSE HNRNPA3
taxon:9606 174756 1902 homeodomain interacting protein kinase 3gene biological_process-&-1&-GO:0018107-&&-peptidyl-threonine phosphorylation-%%-GO:0006915-&&-apoptotic process-%%-GO:0009299-&&-mRNA transcription-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043508-&&-negative regulation of JUN kinase activity-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016604-&&-nuclear body-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0004672-&&-protein kinase activityG:9606:HIPK3 KEGG-&-1&-hsa04218-&&-Cellular senescenceHIPK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIPK3HIPK3 FALSE HIPK3
taxon:9606 166569 1902 ALG10, alpha-1,2-glucosyltransferasegene biological_process-&-1&-GO:0006486-&&-protein glycosylation-%%-GO:0006488-&&-dolichol-linked oligosaccharide biosynthetic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0004583-&&-dolichyl-phosphate-glucose-glycolipid alpha-glucosyltransferase activityG:9606:ALG10 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00510-&&-N-Glycan biosynthesisALG10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ALG10ALG10 FALSE ALG10
taxon:9606 182953 1902 aconitase 2 gene biological_process-&-1&-GO:0006099-&&-tricarboxylic acid cycle-%%-GO:0001889-&&-liver development-%%-GO:0006101-&&-citrate metabolic process-%%-GO:0006102-&&-isocitrate metabolic process-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0035900-&&-response to isolation stress|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0043209-&&-myelin sheath-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0051538-&&-3 iron, 4 sulfur cluster binding-%%-GO:0051539-&&-4 iron, 4 sulfur cluster binding-%%-GO:0003994-&&-aconitate hydratase activity-%%-GO:0005506-&&-iron ion bindingG:9606:ACO2 KEGG-&-1&-hsa01210-&&-2-Oxocarboxylic acid metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa00020-&&-Citrate cycle (TCA cycle)-%%-hsa01100-&&-Metabolic pathways-%%-hsa01230-&&-Biosynthesis of amino acids-%%-hsa00630-&&-Glyoxylate and dicarboxylate metabolismACO2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACO2ACO2 FALSE ACO2
taxon:9606 170671 1902 peptidylprolyl isomerase like 1gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003755-&&-peptidyl-prolyl cis-trans isomerase activity-%%-GO:0005515-&&-protein bindingG:9606:PPIL1 KEGG-&-1&-hsa03040-&&-SpliceosomePPIL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIL1PPIL1 FALSE PPIL1
taxon:9606 170668 1902 mitochondrial ribosomal protein S23gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005840-&&-ribosome-%%-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005739-&&-mitochondrion-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS23 MRPS23 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS23MRPS23 FALSE MRPS23
taxon:9606 174764 1902 CTD small phosphatase 2gene biological_process-&-1&-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0006470-&&-protein dephosphorylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008420-&&-CTD phosphatase activity-%%-GO:0005515-&&-protein bindingG:9606:CTDSP2 CTDSP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CTDSP2CTDSP2 FALSE CTDSP2
taxon:9606 174765 1902 peptidylprolyl isomerase Fgene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:1902445-&&-regulation of mitochondrial membrane permeability involved in programmed necrotic cell death-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0010849-&&-regulation of proton-transporting ATPase activity, rotational mechanism-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:2000276-&&-negative regulation of oxidative phosphorylation uncoupler activity-%%-GO:0090324-&&-negative regulation of oxidative phosphorylation-%%-GO:0002931-&&-response to ischemia-%%-GO:0090200-&&-positive regulation of release of cytochrome c from mitochondria-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0010939-&&-regulation of necrotic cell death-%%-GO:0032780-&&-negative regulation of ATPase activity-%%-GO:0046902-&G:9606:PPIF KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa05012-&&-Parkinson diseasePPIF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIFPPIF FALSE PPIF
taxon:9606 170674 1902 splicing factor 3b subunit 6gene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0001825-&&-blastocyst formation|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0005686-&&-U2 snRNP-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005684-&&-U2-type spliceosomal complex-%%-GO:0005689-&&-U12-type spliceosomal complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:SF3B6 KEGG-&-1&-hsa03040-&&-SpliceosomeSF3B6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SF3B6SF3B6 FALSE SF3B6
taxon:9606 182962 1902 acetyl-CoA acetyltransferase 1gene biological_process-&-1&-GO:0072229-&&-metanephric proximal convoluted tubule development-%%-GO:0046356-&&-acetyl-CoA catabolic process-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0006085-&&-acetyl-CoA biosynthetic process-%%-GO:0015936-&&-coenzyme A metabolic process-%%-GO:0007420-&&-brain development-%%-GO:1902860-&&-propionyl-CoA biosynthetic process-%%-GO:0060612-&&-adipose tissue development-%%-GO:0006635-&&-fatty acid beta-oxidation-%%-GO:0051260-&&-protein homooligomerization-%%-GO:1902224-&&-ketone body metabolic process-%%-GO:0006550-&&-isoleucine catabolic process-%%-GO:0001889-&&-liver development-%%-GO:0009083-&&-branched-chain amino acid catabolic process-%%-GO:0042594-&&-response to starvation-%%-GO:0046952-&&-ketone body catabolic process-%%-GO:0046951-&&-ketone body biosynthetic process-%%-GO:0015937-&&-coenzyme A biosynthetic process-%%-GO:0009725-&&-response to hormone|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GG:9606:ACAT1 KEGG-&-1&-hsa00280-&&-Valine, leucine and isoleucine degradation-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa00650-&&-Butanoate metabolism-%%-hsa00310-&&-Lysine degradation-%%-hsa00380-&&-Tryptophan metabolism-%%-hsa00900-&&-Terpenoid backbone biosynthesis-%%-hsa00640-&&-Propanoate metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa00072-&&-Synthesis and degradation of ketone bodies-%%-hsa00071-&&-Fatty acid degradation-%%-hsa00630-&&-Glyoxylate and dicarboxylate metabolismACAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACAT1ACAT1 FALSE ACAT1
taxon:9606 178870 1902 DNA polymerase alpha 1, catalytic subunitgene biological_process-&-1&-GO:0006270-&&-DNA replication initiation-%%-GO:0006271-&&-DNA strand elongation involved in DNA replication-%%-GO:0006260-&&-DNA replication-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0006273-&&-lagging strand elongation-%%-GO:0008283-&&-cell proliferation-%%-GO:0000722-&&-telomere maintenance via recombination-%%-GO:0006281-&&-DNA repair-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0016032-&&-viral process-%%-GO:0000083-&&-regulation of transcription involved in G1/S transition of mitotic cell cycle-%%-GO:0006272-&&-leading strand elongation-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006269-&&-DNA replication, synthesis of RNA primer|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005658-&&-alpha DNA polymerase:primase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005635-&&-nuclear envelope-%%-GO:0005730-&&-nucleolus-%%-GO:0016G:9606:POLA1 KEGG-&-1&-hsa03030-&&-DNA replicationPOLA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLA1POLA1 FALSE POLA1
taxon:9606 174775 1902 actin related protein 2/3 complex subunit 3gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0061024-&&-membrane organization-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0034314-&&-Arp2/3 complex-mediated actin nucleation-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus|cellular_component-&-1&-GO:0031941-&&-filamentous actin-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005885-&&-Arp2/3 protein complex-%%-GO:0030426-&&-growth cone-%%-GO:0016020-&&-membrane-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0051015-&&-actin filament binding-%%-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005515-&&-protein bindingG:9606:ARPC3 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04144-&&-Endocytosis-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05132-&&-Salmonella infectionARPC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARPC3ARPC3 FALSE ARPC3
taxon:9606 174772 1902 ARP2 actin related protein 2 homologgene biological_process-&-1&-GO:0007163-&&-establishment or maintenance of cell polarity-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0061024-&&-membrane organization-%%-GO:0008306-&&-associative learning-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0035902-&&-response to immobilization stress-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0051653-&&-spindle localization-%%-GO:0008356-&&-asymmetric cell division-%%-GO:0060271-&&-cilium assembly-%%-GO:0045471-&&-response to ethanol-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0016482-&&-cytosolic transport-%%-GO:0033206-&&-meiotic cytokinesis-%%-GO:0034314-&&-Arp2/3 complex-mediated actin nucleation-%%-GO:0035984-&&-cellular response to trichostatin A-%%-GO:0061003-&&-positive regulation of dendritic spine morphogenesis-%%-GO:0016344-&&-meiotic chromosome movement towards spindle pole|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005885-&&-Arp2/3 protein complex-%%-GO:00140G:9606:ACTR2 KEGG-&-1&-hsa04530-&&-Tight junctionACTR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACTR2ACTR2 FALSE ACTR2
taxon:9606 178869 1902 DNA polymerase betagene biological_process-&-1&-GO:0006286-&&-base-excision repair, base-free sugar-phosphate removal-%%-GO:0006284-&&-base-excision repair-%%-GO:0048535-&&-lymph node development-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007568-&&-aging-%%-GO:0071707-&&-immunoglobulin heavy chain V-D-J recombination-%%-GO:0006261-&&-DNA-dependent DNA replication-%%-GO:0006287-&&-base-excision repair, gap-filling-%%-GO:0045471-&&-response to ethanol-%%-GO:0055093-&&-response to hyperoxia-%%-GO:0006290-&&-pyrimidine dimer repair-%%-GO:0006288-&&-base-excision repair, DNA ligation-%%-GO:0006954-&&-inflammatory response-%%-GO:0007435-&&-salivary gland morphogenesis-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0006281-&&-DNA repair-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0048536-&&-spleen development-%%-GO:0016579-&&-proG:9606:POLB KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa03410-&&-Base excision repairPOLB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POLBPOLB FALSE POLB
taxon:9606 182971 1902 active BCR-relatedgene biological_process-&-1&-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0042472-&&-inner ear morphogenesis-%%-GO:0007420-&&-brain development-%%-GO:0043114-&&-regulation of vascular permeability-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0002692-&&-negative regulation of cellular extravasation-%%-GO:0043314-&&-negative regulation of neutrophil degranulation-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0050766-&&-positive regulation of phagocytosis-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0060313-&&-negative regulation of blood vessel remodeling|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosG:9606:ABR ABR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABRABR FALSE ABR
taxon:9606 182969 1902 acetyl-CoA carboxylase alphagene biological_process-&-1&-GO:0001894-&&-tissue homeostasis-%%-GO:0006084-&&-acetyl-CoA metabolic process-%%-GO:0044268-&&-multicellular organismal protein metabolic process-%%-GO:0031325-&&-positive regulation of cellular metabolic process-%%-GO:0006633-&&-fatty acid biosynthetic process-%%-GO:0055088-&&-lipid homeostasis-%%-GO:0006768-&&-biotin metabolic process-%%-GO:0006853-&&-carnitine shuttle-%%-GO:0071380-&&-cellular response to prostaglandin E stimulus-%%-GO:0035338-&&-long-chain fatty-acyl-CoA biosynthetic process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:2001295-&&-malonyl-CoA biosynthetic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0001650-&&-fibrillar center-%%-GO:0005739-&&-mitochondrion-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004075-&&-biotin carboxylase activity-%%-GO:0003989-&&-acetyl-CoA carboxylase activity-%%-GO:0046872-&&-metal ion bindingG:9606:ACACA KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa00061-&&-Fatty acid biosynthesis-%%-hsa01212-&&-Fatty acid metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa00640-&&-Propanoate metabolismACACA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ACACAACACA FALSE ACACA
taxon:9606 174777 1902 actin related protein 2/3 complex subunit 5gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0061024-&&-membrane organization-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0097581-&&-lamellipodium organization-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0014909-&&-smooth muscle cell migration-%%-GO:0016477-&&-cell migration-%%-GO:0030011-&&-maintenance of cell polarity-%%-GO:0051639-&&-actin filament network formation-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0034314-&&-Arp2/3 complex-mediated actin nucleation-%%-GO:0021769-&&-orbitofrontal cortex development-%%-GO:0031023-&&-microtubule organizing center organization|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005885-&&-Arp2/3 protein complex-%%-GO:0005768-&&-endosome-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005576-&&-extracellular region-%%-GO:000573G:9606:ARPC5 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04144-&&-Endocytosis-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05132-&&-Salmonella infectionARPC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARPC5ARPC5 FALSE ARPC5
taxon:9606 170686 1902 TATA-box binding protein associated factor 9bgene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0050821-&&-protein stabilization-%%-GO:0051123-&&-RNA polymerase II transcriptional preinitiation complex assembly-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0005669-&&-transcription factor TFIID complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:G:9606:TAF9B KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03022-&&-Basal transcription factorsTAF9B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF9BTAF9B FALSE TAF9B
taxon:9606 182975 1902 ABL proto-oncogene 1, non-receptor tyrosine kinasegene biological_process-&-1&-GO:0060020-&&-Bergmann glial cell differentiation-%%-GO:1904528-&&-positive regulation of microtubule binding-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:1900275-&&-negative regulation of phospholipase C activity-%%-GO:0045087-&&-innate immune response-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:2001020-&&-regulation of response to DNA damage stimulus-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0051444-&&-negative regulation of ubiquitin-protein transferase activity-%%-GO:0001922-&&-B-1 B cell homeostasis-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:1904531-&&-positive regulation of actin filament binding-%%-GO:0051882-&&-mitochondrial depolarization-%%-GO:0002333-&&-transitional one stage B cell differentiation-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0006914-&&-autophagy-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB G:9606:ABL1 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05416-&&-Viral myocarditis-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04110-&&-Cell cycle-%%-hsa05200-&&-Pathways in cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04360-&&-Axon guidanceABL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABL1ABL1 FALSE ABL1
taxon:9606 182973 1902 ABL proto-oncogene 2, non-receptor tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0051353-&&-positive regulation of oxidoreductase activity-%%-GO:0010863-&&-positive regulation of phospholipase C activity-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0007165-&&-signal transduction-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:2000145-&&-regulation of cell motility-%%-GO:2000249-&&-regulation of actin cytoskeleton reorganization-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0031234-&G:9606:ABL2 KEGG-&-1&-hsa05416-&&-Viral myocarditis-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04014-&&-Ras signaling pathwayABL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABL2ABL2 FALSE ABL2
taxon:9606 174788 1902 DnaJ heat shock protein family (Hsp40) member B6gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0090084-&&-negative regulation of inclusion body assembly-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0045109-&&-intermediate filament organization|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0030018-&&-Z disc|molecular_function-&-1&-GO:0051087-&&-chaperone binding-%%-GO:0031072-&&-heat shock protein binding-%%-GO:0051082-&&-unfolded protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0001671-&&-ATPase activator activityG:9606:DNAJB6 DNAJB6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJB6DNAJB6 FALSE DNAJB6
taxon:9606 174789 1902 RAN binding protein 9gene biological_process-&-1&-GO:0007411-&&-axon guidance-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0006461-&&-protein complex assembly-%%-GO:0000165-&&-MAPK cascade-%%-GO:0007020-&&-microtubule nucleation-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005875-&&-microtubule associated complex|molecular_function-&-1&-GO:0005088-&&-Ras guanyl-nucleotide exchange factor activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:RANBP9 RANBP9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RANBP9RANBP9 FALSE RANBP9
taxon:9606 166600 1902 apoptosis inducing factor, mitochondria associated 2gene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005811-&&-lipid particle-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0004174-&&-electron-transferring-flavoprotein dehydrogenase activity-%%-GO:0050660-&&-flavin adenine dinucleotide bindingG:9606:AIFM2 KEGG-&-1&-hsa04115-&&-p53 signaling pathwayAIFM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AIFM2AIFM2 FALSE AIFM2
taxon:9606 182984 1902 alanyl-tRNA synthetasegene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0006419-&&-alanyl-tRNA aminoacylation-%%-GO:0021680-&&-cerebellar Purkinje cell layer development-%%-GO:0006400-&&-tRNA modification-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0001942-&&-hair follicle development-%%-GO:0006450-&&-regulation of translational fidelity-%%-GO:0043200-&&-response to amino acid-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0008033-&&-tRNA processing|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004813-&&-alanine-tRNA ligase activity-%%-GO:0002161-&&-aminoacyl-tRNA editing activity-%%-GO:0000049-&&-tRNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0016597-&&-amino acid bindG:9606:AARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisAARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AARSAARS FALSE AARS
taxon:9606 174793 1902 SH2 domain containing 3Cgene biological_process-&-1&-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0007254-&&-JNK cascade-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activity-%%-GO:0005515-&&-protein bindingG:9606:SH2D3C SH2D3C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SH2D3CSH2D3C FALSE SH2D3C
taxon:9606 178894 1902 promyelocytic leukemiagene biological_process-&-1&-GO:0030155-&&-regulation of cell adhesion-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0032206-&&-positive regulation of telomere maintenance-%%-GO:1902187-&&-negative regulation of viral release from host cell-%%-GO:0010332-&&-response to gamma radiation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0090398-&&-cellular senescence-%%-GO:0008631-&&-intrinsic apoptotic signaling pathwayG:9606:PML KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05164-&&-Influenza A-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04144-&&-Endocytosis-%%-hsa05221-&&-Acute myeloid leukemiaPML Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PMLPML FALSE PML
taxon:9606 174798 1902 poly(ADP-ribose) polymerase 2gene biological_process-&-1&-GO:0006284-&&-base-excision repair-%%-GO:0006471-&&-protein ADP-ribosylation-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0051103-&&-DNA ligation involved in DNA repair-%%-GO:0006281-&&-DNA repair-%%-GO:0006273-&&-lagging strand elongation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003910-&&-DNA ligase (ATP) activity-%%-GO:0003950-&&-NAD+ ADP-ribosyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:PARP2 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04210-&&-Apoptosis-%%-hsa03410-&&-Base excision repairPARP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARP2PARP2 FALSE PARP2
taxon:9606 170701 1902 protein inhibitor of activated STAT 4gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0010804-&&-negative regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0016925-&&-protein sumoylation-%%-GO:1902231-&&-positive regulation of intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1902174-&&-positive regulation of keratinocyte apoptotic process|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0016605-&&-PML body-%%-GO:0005737-&&-cytoplasm-%%-GO:1990234-&&-transferase complex-%%-GO:0016363-&&-nuclear matrix|molecular_function-&-1&-GO:0019789-&&-SUMO transferG:9606:PIAS4 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayPIAS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIAS4PIAS4 FALSE PIAS4
taxon:9606 174797 1902 poly(ADP-ribose) polymerase family member 3gene biological_process-&-1&-GO:0006302-&&-double-strand break repair-%%-GO:0000723-&&-telomere maintenance-%%-GO:0060236-&&-regulation of mitotic spindle organization-%%-GO:0051106-&&-positive regulation of DNA ligation-%%-GO:1990166-&&-protein localization to site of double-strand break-%%-GO:0006471-&&-protein ADP-ribosylation-%%-GO:0051103-&&-DNA ligation involved in DNA repair-%%-GO:0006281-&&-DNA repair-%%-GO:0006273-&&-lagging strand elongation|cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm-%%-GO:0035861-&&-site of double-strand break|molecular_function-&-1&-GO:0003910-&&-DNA ligase (ATP) activity-%%-GO:0003824-&&-catalytic activity-%%-GO:0003950-&&-NAD+ ADP-ribosyltransferase activityG:9606:PARP3 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04210-&&-Apoptosis-%%-hsa03410-&&-Base excision repairPARP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARP3PARP3 FALSE PARP3
taxon:9606 170707 1902 La ribonucleoprotein domain family member 7gene biological_process-&-1&-GO:0006396-&&-RNA processing|cellular_component-&-1&-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:LARP7 LARP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LARP7LARP7 FALSE LARP7
taxon:9606 182993 1902 alpha-2-macroglobulingene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction-%%-GO:0001869-&&-negative regulation of complement activation, lectin pathway-%%-GO:0007597-&&-blood coagulation, intrinsic pathway-%%-GO:0022617-&&-extracellular matrix disassembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0005576-&&-extracellular region-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0002020-&&-protease binding-%%-GO:0019959-&&-interleukin-8 binding-%%-GO:0048306-&&-calcium-dependent protein binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0019838-&&-growth factor binding-%%-GO:0005102-&&-receptor binG:9606:A2M KEGG-&-1&-hsa04610-&&-Complement and coagulation cascadesA2M Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-A2MA2M FALSE A2M
taxon:9606 178902 1902 plexin A2 gene biological_process-&-1&-GO:0021785-&&-branchiomotor neuron axon guidance-%%-GO:0051642-&&-centrosome localization-%%-GO:0021935-&&-cerebellar granule cell precursor tangential migration-%%-GO:0071526-&&-semaphorin-plexin signaling pathway-%%-GO:0060174-&&-limb bud formation-%%-GO:0060037-&&-pharyngeal system development-%%-GO:0001756-&&-somitogenesis-%%-GO:0021915-&&-neural tube development-%%-GO:0030334-&&-regulation of cell migration-%%-GO:0048841-&&-regulation of axon extension involved in axon guidance|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0002116-&&-semaphorin receptor complex|molecular_function-&-1&-GO:0017154-&&-semaphorin receptor activity-%%-GO:0005515-&&-protein bindingG:9606:PLXNA2 KEGG-&-1&-hsa04360-&&-Axon guidancePLXNA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLXNA2PLXNA2 FALSE PLXNA2
taxon:9606 174805 1902 mediator complex subunit 16gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:2000273-&&-positive regulation of receptor activity|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0004872-&&-receptor activity-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0030375-&&-thyroid hormone receptor coactivator activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0003824-&&-catalytic activity-%%-GO:0042809-&&-vitamin D receptor bindingG:9606:MED16 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED16 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED16MED16 FALSE MED16
taxon:9606 178905 1902 phospholipid scramblase 1gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0006915-&&-apoptotic process-%%-GO:0035456-&&-response to interferon-beta-%%-GO:0006659-&&-phosphatidylserine biosynthetic process-%%-GO:0006953-&&-acute-phase response-%%-GO:0033003-&&-regulation of mast cell activation-%%-GO:0051607-&&-defense response to virus-%%-GO:0060368-&&-regulation of Fc receptor mediated stimulatory signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000373-&&-positive regulation of DNA topoisomerase (ATP-hydrolyzing) activity-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0030168-&&-platelet activation-%%-GO:0045089-&&-positive regulation of innate immune response-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0017121-&&-phospholipid scrambling|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0031012-&&-extracellular G:9606:PLSCR1 PLSCR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLSCR1PLSCR1 FALSE PLSCR1
taxon:9606 170713 1902 histone deacetylase 7gene biological_process-&-1&-GO:0001570-&&-vasculogenesis-%%-GO:0032703-&&-negative regulation of interleukin-2 production-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016925-&&-protein sumoylation-%%-GO:0007043-&&-cell-cell junction assembly-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1901223-&&-negative regulation of NIK/NF-kappaB signaling-%%-GO:0090050-&&-positive regulation of cell migration involved in sprouting angiogenesis-%%-GO:0070932-&&-histone H3 deacetylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000118-&&-histone deacetylase complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0070491-&&-repressing transcription factor binding-%%-GO:0005080-&&-protein kinase C binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0003714-&&-transcriptioG:9606:HDAC7 KEGG-&-1&-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHDAC7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC7HDAC7 FALSE HDAC7
taxon:9606 162521 1902 proprotein convertase subtilisin/kexin type 9gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0022008-&&-neurogenesis-%%-GO:0001920-&&-negative regulation of receptor recycling-%%-GO:0016540-&&-protein autoprocessing-%%-GO:0043523-&&-regulation of neuron apoptotic process-%%-GO:0006644-&&-phospholipid metabolic process-%%-GO:0010989-&&-negative regulation of low-density lipoprotein particle clearance-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0001889-&&-liver development-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0042632-&&-cholesterol homeostasis-%%-GO:0010469-&&-regulation of receptor activity-%%-GO:0001822-&&-kidney development-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:1905598-&&-negative regulation of low-density lipoprotein receptor activity-%%-GO:0030182-&&-neuron differentiation-%%-GO:2000650-&&-negative regulation of sodium ion transmembrane transporter activity-%%-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0007041-&&-lysosomal transport-%%-GO:0032802-&&-lowG:9606:PCSK9 KEGG-&-1&-hsa04979-&&-Cholesterol metabolismPCSK9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PCSK9PCSK9 FALSE PCSK9
taxon:9606 174814 1902 programmed cell death 6gene biological_process-&-1&-GO:0051592-&&-response to calcium ion-%%-GO:0036324-&&-vascular endothelial growth factor receptor-2 signaling pathway-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006508-&&-proteolysis-%%-GO:0001525-&&-angiogenesis-%%-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:0034605-&&-cellular response to heat-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0001938-&&-positive regulation of endothelial cell proliferation-%%-GO:0030948-&&-negative regulation of vascular endothelial growth factor receptor signaling pathway-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0051898-&&-negative regulation of protein kinase B signaling|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:00700G:9606:PDCD6 PDCD6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDCD6PDCD6 FALSE PDCD6
taxon:9606 162526 1902 histone cluster 1 H2B family member agene biological_process-&-1&-GO:0031639-&&-plasminogen activation-%%-GO:0051099-&&-positive regulation of binding-%%-GO:0006337-&&-nucleosome disassembly-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0006954-&&-inflammatory response-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0071674-&&-mononuclear cell migration-%%-GO:0035093-&&-spermatogenesis, exchange of chromosomal proteins|cellular_component-&-1&-GO:0019897-&&-extrinsic component of plasma membrane-%%-GO:0000786-&&-nucleosome-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST1H2BA KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H2BA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BAHIST1H2BA FALSE HIST1H2BA
taxon:9606 174815 1902 programmed cell death 6 interacting proteingene biological_process-&-1&-GO:0070830-&&-bicellular tight junction assembly-%%-GO:0090559-&&-regulation of membrane permeability-%%-GO:1901673-&&-regulation of mitotic spindle assembly-%%-GO:0006915-&&-apoptotic process-%%-GO:0036258-&&-multivesicular body assembly-%%-GO:0000915-&&-actomyosin contractile ring assembly-%%-GO:0090611-&&-ubiquitin-independent protein catabolic process via the multivesicular body sorting pathway-%%-GO:0015031-&&-protein transport-%%-GO:0010824-&&-regulation of centrosome duplication-%%-GO:0019058-&&-viral life cycle-%%-GO:0007080-&&-mitotic metaphase plate congression-%%-GO:0006997-&&-nucleus organization-%%-GO:0039702-&&-viral budding via host ESCRT complex-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:1903551-&&-regulation of extracellular exosome assembly-%%-GO:1903553-&&-positive regulation of extracellular exosome assembly-%%-GO:0000920-&&-cell separation after cytokinesis-%%-GO:0045199-&&-maintenance of epithelial cell apical/basal polarity|cellular_componenG:9606:PDCD6IP KEGG-&-1&-hsa04144-&&-EndocytosisPDCD6IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDCD6IPPDCD6IP FALSE PDCD6IP
taxon:9606 170717 1902 5'-nucleotidase domain containing 3gene biological_process-&-1&-GO:0016311-&&-dephosphorylation|cellular_component-&-1&-GO:0043235-&&-receptor complex|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008253-&&-5'-nucleotidase activityG:9606:NT5DC3 NT5DC3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NT5DC3NT5DC3 FALSE NT5DC3
taxon:9606 166630 1902 zinc finger protein 496gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0043621-&&-protein self-association-%%-GO:0003677-&&-DNA bindingG:9606:ZNF496 ZNF496 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF496ZNF496 FALSE ZNF496
taxon:9606 174823 1902 chaperonin containing TCP1 subunit 2gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0051086-&&-chaperone mediated protein folding independent of cofactor-%%-GO:0050821-&&-protein stabilization-%%-GO:1901998-&&-toxin transport-%%-GO:0051131-&&-chaperone-mediated protein complex assembly-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0090666-&&-scaRNA localization to Cajal body-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005874-&&-microtubule-%%-GO:0005829-&&-cytosol-%%-GO:0005576-&&-extracellular region-%%-GO:000219G:9606:CCT2 CCT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT2CCT2 FALSE CCT2
taxon:9606 170724 1902 sirtuin 7 gene biological_process-&-1&-GO:0070932-&&-histone H3 deacetylation-%%-GO:0007072-&&-positive regulation of transcription involved in exit from mitosis-%%-GO:0070933-&&-histone H4 deacetylation-%%-GO:0009303-&&-rRNA transcription-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005731-&&-nucleolus organizer region|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0097372-&&-NAD-dependent histone deacetylase activity (H3-K18 specific)-%%-GO:0070403-&&-NAD+ binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:SIRT7 SIRT7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIRT7SIRT7 FALSE SIRT7
taxon:9606 178916 1902 polo like kinase 1gene biological_process-&-1&-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:1902749-&&-regulation of cell cycle G2/M phase transition-%%-GO:0010800-&&-positive regulation of peptidyl-threonine phosphorylation-%%-GO:0051297-&&-centrosome organization-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0051081-&&-nuclear envelope disassembly-%%-GO:0031648-&&-protein destabilization-%%-GO:0071168-&&-protein localization to chromatin-%%-GO:0016321-&&-female meiosis chromosome segregation-%%-GO:1904668-&&-positive regulation of ubiquitin protein ligase activity-%%-GO:0043393-&&-regulation of protein binding-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in uG:9606:PLK1 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04914-&&-Progesterone-mediated oocyte maturation-%%-hsa04068-&&-FoxO signaling pathwayPLK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLK1PLK1 FALSE PLK1
taxon:9606 178922 1902 plasminogen gene biological_process-&-1&-GO:0007596-&&-blood coagulation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0051919-&&-positive regulation of fibrinolysis-%%-GO:0051918-&&-negative regulation of fibrinolysis-%%-GO:0006508-&&-proteolysis-%%-GO:0048771-&&-tissue remodeling-%%-GO:0002576-&&-platelet degranulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0010812-&&-negative regulation of cell-substrate adhesion-%%-GO:0042730-&&-fibrinolysis-%%-GO:2000048-&&-negative regulation of cell-cell adhesion mediated by cadherin|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0031232-&&-extrinsic component of external side of plasma membrane-%%-GO:0072562-&&-blood microparticle-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0009986-&&-cell surface|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activG:9606:PLG KEGG-&-1&-hsa05150-&&-Staphylococcus aureus infection-%%-hsa05164-&&-Influenza A-%%-hsa04610-&&-Complement and coagulation cascades-%%-hsa04080-&&-Neuroactive ligand-receptor interactionPLG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLGPLG FALSE PLG
taxon:9606 174827 1902 SIVA1 apoptosis inducing factorgene biological_process-&-1&-GO:0046718-&&-viral entry into host cell-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005164-&&-tumor necrosis factor receptor binding-%%-GO:0005175-&&-CD27 receptor binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0001618-&&-virus receptor activityG:9606:SIVA1 KEGG-&-1&-hsa04115-&&-p53 signaling pathwaySIVA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SIVA1SIVA1 FALSE SIVA1
taxon:9606 178923 1902 plectin gene biological_process-&-1&-GO:0031581-&&-hemidesmosome assembly|cellular_component-&-1&-GO:0016528-&&-sarcoplasm-%%-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005903-&&-brush border-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0031012-&&-extracellular matrix-%%-GO:0042383-&&-sarcolemma-%%-GO:0043034-&&-costamere-%%-GO:0030056-&&-hemidesmosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0008307-&&-structural constituent of muscle-%%-GO:0030506-&&-ankyrin binding-%%-GO:0003723-&&-RNA bindingG:9606:PLEC PLEC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLECPLEC FALSE PLEC
taxon:9606 170731 1902 vesicle trafficking 1gene biological_process-&-1&-GO:0036258-&&-multivesicular body assembly-%%-GO:0016197-&&-endosomal transport-%%-GO:0046755-&&-viral budding-%%-GO:1904903-&&-ESCRT III complex disassembly-%%-GO:0015031-&&-protein transport-%%-GO:0019058-&&-viral life cycle-%%-GO:0016236-&&-macroautophagy-%%-GO:0071985-&&-multivesicular body sorting pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0010008-&&-endosome membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein bindingG:9606:VTA1 KEGG-&-1&-hsa04144-&&-EndocytosisVTA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VTA1VTA1 FALSE VTA1
taxon:9606 174824 1902 chaperonin containing TCP1 subunit 4gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere-%%-GO:1901998-&&-toxin transport-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0061077-&&-chaperone-mediated protein folding-%%-GO:0090666-&&-scaRNA localization to Cajal body-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0042470-&&-melanosome-%%-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005829-&&-cytosol-%%-GO:0042995-&&-cell projection-%%-GO:0005832-&&-chaperonin-containing T-complex-%%-GO:0005813-&G:9606:CCT4 CCT4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT4CCT4 FALSE CCT4
taxon:9606 174825 1902 chaperonin containing TCP1 subunit 7gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:0050821-&&-protein stabilization-%%-GO:0006458-&&-'de novo' protein folding-%%-GO:1904871-&&-positive regulation of protein localization to Cajal body-%%-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:1904851-&&-positive regulation of establishment of protein localization to telomere-%%-GO:1901998-&&-toxin transport-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0061077-&&-chaperone-mediated protein folding|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005832-&&-chaperonin-containing T-complex-%%-GO:0005874-&&-microtubule-%%-GO:0005739-&&-mitochondrion-%%-GO:0044297-&&-cell body-%%-GO:0005737-&&-cytoplasm-%%-GO:0002199-&&-zona pellucida receptor complex-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GOG:9606:CCT7 CCT7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCT7CCT7 FALSE CCT7
taxon:9606 178926 1902 phospholipase C gamma 2gene biological_process-&-1&-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0043069-&&-negative regulation of programmed cell death-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0030168-&&-platelet activation-%%-GO:0051209-&&-release of sequestered calcium ion into cytosol-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0009395-&&-phospholipid catabolic process-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0030183-&&-B cell differentiation-%%-GO:0032959-&&-inositol trisphosphate biosynthetic process-%%-GO:0002316-&&-follicular B cell differentiation-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0032237-&&-aG:9606:PLCG2 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05214-&&-Glioma-%%-hsa04360-&&-Axon guidance-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa01100-&&-Metabolic pathways-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05120-&&-Epithelial cell signaling in HeliPLCG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLCG2PLCG2 FALSE PLCG2
taxon:9606 178927 1902 phospholipase C gamma 1gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0043536-&&-positive regulation of blood vessel endothelial cell migration-%%-GO:0050900-&&-leukocyte migration-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:0051281-&&-positive regulation of release of sequestered calcium ion into cytosol-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0007165-&&-signal transduction-%%-GO:0009395-&&-phospholipid catabolic process-%%-GO:0016477-&&-cell migration-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0007411-&&-axon guidance-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0016032-&&-viral process-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0045766-&&-positive regulation oG:9606:PLCG1 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05214-&&-Glioma-%%-hsa04360-&&-Axon guidance-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa01100-&&-Metabolic pathways-%%-hsa05223-&&-Non-small cell lung cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05120-PLCG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLCG1PLCG1 FALSE PLCG1
taxon:9606 174829 1902 SLU7 homolog, splicing factorgene biological_process-&-1&-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0000375-&&-RNA splicing, via transesterification reactions-%%-GO:0034605-&&-cellular response to heat-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0000389-&&-mRNA 3'-splice site recognition-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus|cellular_component-&-1&-GO:0030532-&&-small nuclear ribonucleoprotein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0030628-&&-pre-mRNA 3'-splice site binding-%%-GO:0005515-&&-protein binding-%%-GO:0008270-&&G:9606:SLU7 KEGG-&-1&-hsa03040-&&-SpliceosomeSLU7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLU7SLU7 FALSE SLU7
taxon:9606 170736 1902 JNK1/MAPK8-associated membrane proteingene biological_process-&-1&-GO:0006986-&&-response to unfolded protein-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:JKAMP JKAMP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JKAMPJKAMP FALSE JKAMP
taxon:9606 170742 1902 leucyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006438-&&-valyl-tRNA aminoacylation-%%-GO:0006450-&&-regulation of translational fidelity-%%-GO:0006429-&&-leucyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0002161-&&-aminoacyl-tRNA editing activity-%%-GO:0005524-&&-ATP binding-%%-GO:0004823-&&-leucine-tRNA ligase activity-%%-GO:0004832-&&-valine-tRNA ligase activity-%%-GO:0005515-&&-protein bindingG:9606:LARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisLARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LARSLARS FALSE LARS
taxon:9606 170744 1902 denticleless E3 ubiquitin protein ligase homologgene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0009411-&&-response to UV-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0031464-&&-Cul4A-RING E3 ubiquitin ligase complex-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005694-&&-chromosome-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005813-&&-centrosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031465-&&-Cul4B-RING E3 ubiquitin ligase complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:DTL DTL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DTLDTL FALSE DTL
taxon:9606 178937 1902 PLAG1 like zinc finger 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006915-&&-apoptotic process-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0030154-&&-cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007050-&&-cell cycle arrest|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:PLAGL1 PLAGL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PLAGL1PLAGL1 FALSE PLAGL1
taxon:9606 174846 1902 acidic nuclear phosphoprotein 32 family member Bgene biological_process-&-1&-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0048839-&&-inner ear development-%%-GO:0001944-&&-vasculature development-%%-GO:0060021-&&-palate development-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0021591-&&-ventricular system development|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0070063-&&-RNA polymerase binding-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein bindingG:9606:ANP32B ANP32B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANP32BANP32B FALSE ANP32B
taxon:9606 170751 1902 CWC15 spliceosome associated protein homologgene biological_process-&-1&-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:CWC15 KEGG-&-1&-hsa03040-&&-SpliceosomeCWC15 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CWC15CWC15 FALSE CWC15
taxon:9606 174845 1902 late endosomal/lysosomal adaptor, MAPK and MTOR activator 5gene biological_process-&-1&-GO:0032008-&&-positive regulation of TOR signaling-%%-GO:0009615-&&-response to virus-%%-GO:0061462-&&-protein localization to lysosome-%%-GO:0016236-&&-macroautophagy-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0019079-&&-viral genome replication-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0008361-&&-regulation of cell size-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0071986-&&-Ragulator complex-%%-GO:0005829-&&-cytosol-%%-GO:0005764-&&-lysosome|molecular_function-&-1&-GO:0032947-&&-protein complex scaffold-%%-GO:0005515-&&-protein binding-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activityG:9606:LAMTOR5 KEGG-&-1&-hsa04150-&&-mTOR signaling pathwayLAMTOR5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LAMTOR5LAMTOR5 FALSE LAMTOR5
taxon:9606 174850 1902 ubiquitin D gene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0043011-&&-myeloid dendritic cell differentiation-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0034341-&&-response to interferon-gamma-%%-GO:0070842-&&-aggresome assembly-%%-GO:0032446-&&-protein modification by small protein conjugation-%%-GO:0034612-&&-response to tumor necrosis factor-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0001650-&&-fibrillar center-%%-GO:0016235-&&-aggresome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0070628-&&-proteasome bindingG:9606:UBD UBD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBDUBD FALSE UBD
taxon:9606 170754 1902 negative elongation factor complex member C/Dgene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0050434-&&-positive regulation of viral transcription|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0032021-&&-NELF complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:NELFCD NELFCD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NELFCDNELFCD FALSE NELFCD
taxon:9606 174848 1902 glutaredoxin 3gene biological_process-&-1&-GO:0055114-&&-oxidation-reduction process-%%-GO:0010614-&&-negative regulation of cardiac muscle hypertrophy-%%-GO:0044571-&&-[2Fe-2S] cluster assembly-%%-GO:0002026-&&-regulation of the force of heart contraction-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0097428-&&-protein maturation by iron-sulfur cluster transfer|cellular_component-&-1&-GO:0005938-&&-cell cortex-%%-GO:0030018-&&-Z disc-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005080-&&-protein kinase C binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0015035-&&-protein disulfide oxidoreductase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0051536-&&-iron-sulfur cluster bindingG:9606:GLRX3 GLRX3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GLRX3GLRX3 FALSE GLRX3
taxon:9606 170753 1902 TP53 regulated inhibitor of apoptosis 1gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:2001140-&&-positive regulation of phospholipid transport-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0015914-&&-phospholipid transport-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0097035-&&-regulation of membrane lipid distribution-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0034644-&&-cellular response to UV-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplG:9606:TRIAP1 TRIAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIAP1TRIAP1 FALSE TRIAP1
taxon:9606 166657 1902 tubulin alpha 1cgene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0051301-&&-cell division|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0031982-&&-vesicle-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005198-&&-structural molecule activity-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein bindingG:9606:TUBA1C KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04530-&&-Tight junction-%%-hsa04210-&&-ApoptosisTUBA1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBA1CTUBA1C FALSE TUBA1C
taxon:9606 174854 1902 autophagy related 7gene biological_process-&-1&-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0000422-&&-mitophagy-%%-GO:0016236-&&-macroautophagy-%%-GO:0015031-&&-protein transport-%%-GO:1902617-&&-response to fluoride-%%-GO:0051607-&&-defense response to virus-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006914-&&-autophagy-%%-GO:0006497-&&-protein lipidation-%%-GO:0007568-&&-aging-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0031401-&&-positive regulation of protein modification process-%%-GO:1903204-&&-negative regulation of oxidative stress-induced neuron death-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0071455-&&-cellular response to hyperoxia-%%-GO:0009749-&&-response to glucose-%%-GO:0039521-&&-suppression by virus of host autophagy-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0090298-&&-negative regulation of mitochondrial DNA replication-%%-GO:0071315-&&-cellular response to morphine-%%-GO:0061025-&&-membrane fG:9606:ATG7 KEGG-&-1&-hsa04136-&&-Autophagy - other-%%-hsa04140-&&-Autophagy - animal-%%-hsa04216-&&-FerroptosisATG7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATG7ATG7 FALSE ATG7
taxon:9606 178951 1902 polycystin 1, transient receptor potential channel interactinggene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0021915-&&-neural tube development-%%-GO:0072164-&&-mesonephric tubule development-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0072287-&&-metanephric distal tubule morphogenesis-%%-GO:0036303-&&-lymph vessel morphogenesis-%%-GO:0050982-&&-detection of mechanical stimulus-%%-GO:0034405-&&-response to fluid shear stress-%%-GO:0048565-&&-digestive tract development-%%-GO:0001892-&&-embryonic placenta development-%%-GO:0001889-&&-liver development-%%-GO:0007259-&&-JAK-STAT cascade-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0070588-&&-calcium ion transmembrane transport-%%-GO:0048806-&&-genitalia development-%%-GO:0060236-&&-regulation of mitotic spindle organization-%%-GO:0060428-&&-lung epithelium development-%%-GO:0060674-&&-placenta blood vessel development-%%-GO:0001822-&&-kidney developmeG:9606:PKD1 PKD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PKD1PKD1 FALSE PKD1
taxon:9606 170756 1902 3-hydroxyacyl-CoA dehydratase 3gene biological_process-&-1&-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0046726-&&-positive regulation by virus of viral protein levels in host cell-%%-GO:0007257-&&-activation of JUN kinase activity-%%-GO:0016601-&&-Rac protein signal transduction-%%-GO:0030497-&&-fatty acid elongation-%%-GO:0042761-&&-very long-chain fatty acid biosynthetic process-%%-GO:0007266-&&-Rho protein signal transduction-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0045070-&&-positive regulation of viral genome replication|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005925-&&-focal adhesion-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0102344-&&-3-hydroxy-behenoyl-CoA dehydratase activity-%%-GO:0005515-&&-protein binding-%%-GO:0019899-&&-enzyme binding-%%-GO:000G:9606:HACD3 KEGG-&-1&-hsa01212-&&-Fatty acid metabolism-%%-hsa01040-&&-Biosynthesis of unsaturated fatty acids-%%-hsa01100-&&-Metabolic pathways-%%-hsa00062-&&-Fatty acid elongationHACD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HACD3HACD3 FALSE HACD3
taxon:9606 174858 1902 importin 7 gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0006606-&&-protein import into nucleus-%%-GO:0007165-&&-signal transduction-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0046332-&&-SMAD binding-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005215-&&-transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0030695-&&-GTPase regulator activity-%%-GO:0042393-&&-histone bindingG:9606:IPO7 IPO7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IPO7IPO7 FALSE IPO7
taxon:9606 170766 1902 LIM domain and actin binding 1gene biological_process-&-1&-GO:0030835-&&-negative regulation of actin filament depolymerization-%%-GO:0051017-&&-actin filament bundle assembly-%%-GO:0031529-&&-ruffle organization|cellular_component-&-1&-GO:0001725-&&-stress fiber-%%-GO:0005925-&&-focal adhesion-%%-GO:0005737-&&-cytoplasm-%%-GO:0005903-&&-brush border-%%-GO:0032154-&&-cleavage furrow-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0051015-&&-actin filament binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003785-&&-actin monomer binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:LIMA1 LIMA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LIMA1LIMA1 FALSE LIMA1
taxon:9606 166670 1902 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 9gene biological_process-&-1&-GO:0006486-&&-protein glycosylation|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0001650-&&-fibrillar center-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0008378-&&-galactosyltransferase activityG:9606:B3GNT9 B3GNT9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-B3GNT9B3GNT9 FALSE B3GNT9
taxon:9606 174861 1902 lysine acetyltransferase 5gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0006260-&&-DNA replication-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000729-&&-DNA double-strand break processing-%%-GO:0006302-&&-double-strand break repair-%%-GO:1901985-&&-positive regulation of protein acetylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0040008-&&-regulation of growth-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0016573-&&-histone acetylation-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:1904837-&&-beta-catenG:9606:KAT5 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infectionKAT5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT5KAT5 FALSE KAT5
taxon:9606 178962 1902 phosphatidylinositol 4-kinase alphagene biological_process-&-1&-GO:0044803-&&-multi-organism membrane organization-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0016310-&&-phosphorylation-%%-GO:0046786-&&-viral replication complex formation and maintenance-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0039694-&&-viral RNA genome replication-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0007165-&&-signal transduction|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030660-&&-Golgi-associated vesicle membrane-%%-GO:0016020-&&-membrane-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0019034-&&-viral replication complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004430-&&-1-phosphatidylinositol 4-kinase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0016301-&&-kinase activityG:9606:PI4KA KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04070-&&-Phosphatidylinositol signaling systemPI4KA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PI4KAPI4KA FALSE PI4KA
taxon:9606 178963 1902 phosphoinositide-3-kinase regulatory subunit 2gene biological_process-&-1&-GO:0043551-&&-regulation of phosphatidylinositol 3-kinase activity-%%-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0050900-&&-leukocyte migration-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0036092-&&-phosphatidylinositol-3-phosphate biosynthetic process-%%-GO:0014065-&&-phosphatidylinositol 3-kinase signaling-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0015031-&&-protein transport-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:00082G:9606:PIK3R2 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa04725-&&-Cholinergic synapse-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04PIK3R2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIK3R2PIK3R2 FALSE PIK3R2
taxon:9606 174864 1902 DEAD-box helicase 17gene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:2001014-&&-regulation of skeletal muscle cell differentiation-%%-GO:0033148-&&-positive regulation of intracellular estrogen receptor signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0008186-&&-RNA-dependent ATPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003724-&&-RNA helicase activity-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0003723-&&-RNA bindingG:9606:DDX17 DDX17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX17DDX17 FALSE DDX17
taxon:9606 178960 1902 peptidylprolyl cis/trans isomerase, NIMA-interacting 1gene biological_process-&-1&-GO:0050808-&&-synapse organization-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0050821-&&-protein stabilization-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0032465-&&-regulation of cytokinesis-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0061051-&&-positive regulation of cell growth involved in cardiac muscle cell development-%%-GO:1900180-&&-regulation of protein localization to nucleus-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0060393-&&-regulation of pathway-restricted SMAD protein phosphorylation-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0045G:9606:PIN1 KEGG-&-1&-hsa04622-&&-RIG-I-like receptor signaling pathwayPIN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIN1PIN1 FALSE PIN1
taxon:9606 174870 1902 MYB binding protein 1agene biological_process-&-1&-GO:0001649-&&-osteoblast differentiation-%%-GO:2000210-&&-positive regulation of anoikis-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0072332-&&-intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071158-&&-positive regulation of cell cycle arrest-%%-GO:0006913-&&-nucleocytoplasmic transport-%%-GO:0042149-&&-cellular response to glucose starvation-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0022904-&&-respiratory electron transport chain-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0071897-&&-DNA biosynthetic process|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0042564-&&-NLS-dependent protein nuclear import complex-%%-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molG:9606:MYBBP1A MYBBP1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYBBP1AMYBBP1A FALSE MYBBP1A
taxon:9606 174871 1902 amyloid beta precursor protein binding protein 2gene biological_process-&-1&-GO:0046907-&&-intracellular transport-%%-GO:0006886-&&-intracellular protein transport|cellular_component-&-1&-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005874-&&-microtubule-%%-GO:0005875-&&-microtubule associated complex|molecular_function-&-1&-GO:0003777-&&-microtubule motor activity-%%-GO:0005515-&&-protein bindingG:9606:APPBP2 APPBP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APPBP2APPBP2 FALSE APPBP2
taxon:9606 178964 1902 phosphoinositide-3-kinase regulatory subunit 1gene biological_process-&-1&-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:1900103-&&-positive regulation of endoplasmic reticulum unfolded protein response-%%-GO:0014065-&&-phosphatidylinositol 3-kinase signaling-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:0050821-&&-protein stabilization-%%-GO:0033120-&&-positive regulation of RNA splicing-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0051492-&&-regulation of stress fiber assembly-%%-GO:0046326-&&-positive regulation of glucose import-%%-GO:0051531-&&-NFAT protein import into nucleus-%%-GO:0034644-&&-cellular response to UV-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0016032-&&-viral process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%G:9606:PIK3R1 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04973-&&-Carbohydrate digestion and absorption-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04070-&&-Phosphatidylinositol signaling system-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04PIK3R1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIK3R1PIK3R1 FALSE PIK3R1
taxon:9606 170772 1902 nitric oxide synthase interacting proteingene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0051001-&&-negative regulation of nitric-oxide synthase activity-%%-GO:0050999-&&-regulation of nitric-oxide synthase activity-%%-GO:0007275-&&-multicellular organism development-%%-GO:0043086-&&-negative regulation of catalytic activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0005515-&&-protein bindingG:9606:NOSIP NOSIP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOSIPNOSIP FALSE NOSIP
taxon:9606 166677 1902 chromobox 2 gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0045137-&&-development of primary sexual characteristics-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0031519-&&-PcG protein complex-%%-GO:0035102-&&-PRC1 complex-%%-GO:0000792-&&-heterochromatin-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000791-&&-euchromatin|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:CBX2 CBX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CBX2CBX2 FALSE CBX2
taxon:9606 174878 1902 nuclear receptor coactivator 2gene biological_process-&-1&-GO:0010906-&&-regulation of glucose metabolic process-%%-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0015721-&&-bile acid and bile salt transport-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:2000273-&&-positive regulation of receptor activity-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1904017-&&-cellular response to Thyroglobulin triiodothyronine-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0045475-&&-locomotor rhythm-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0032922-&&-circadian regulation of gene expression|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0003682-&&-chromatin bindG:9606:NCOA2 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04915-&&-Estrogen signaling pathwayNCOA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA2NCOA2 FALSE NCOA2
taxon:9606 174879 1902 coactivator associated arginine methyltransferase 1gene biological_process-&-1&-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0003420-&&-regulation of growth plate cartilage chondrocyte proliferation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0034970-&&-histone H3-R2 methylation-%%-GO:0034971-&&-histone H3-R17 methylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000171-&&-negative regulation of dendrite development-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0007568-&&-aging-%%-GO:0016571-&&-histone methylation-%%-GO:0019919-&&-peptidyl-arginine methylation, to asymmetrical-dimethyl arginine-%%-GO:0033146-&&-regulation of intracellular estrogen receptor signaling pathway-%%-GO:0051591-&&-response to cAMP-%%-GO:0016032-&&-viral process-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030520-&&-intracellular estrogen receptorG:9606:CARM1 KEGG-&-1&-hsa01522-&&-Endocrine resistanceCARM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CARM1CARM1 FALSE CARM1
taxon:9606 170780 1902 thioredoxin domain containing 11gene biological_process-&-1&-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0006457-&&-protein folding-%%-GO:0045454-&&-cell redox homeostasis|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0003756-&&-protein disulfide isomerase activity-%%-GO:0005515-&&-protein bindingG:9606:TXNDC11 TXNDC11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TXNDC11TXNDC11 FALSE TXNDC11
taxon:9606 174883 1902 vesicle amine transport 1gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0010637-&&-negative regulation of mitochondrial fusion|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0005741-&&-mitochondrial outer membrane|molecular_function-&-1&-GO:0016491-&&-oxidoreductase activity-%%-GO:0008270-&&-zinc ion bindingG:9606:VAT1 VAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAT1VAT1 FALSE VAT1
taxon:9606 174884 1902 synaptotagmin binding cytoplasmic RNA interacting proteingene biological_process-&-1&-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0006396-&&-RNA processing-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0070934-&&-CRD-mediated mRNA stabilization-%%-GO:0016032-&&-viral process-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0071204-&&-histone pre-mRNA 3'end processing complex-%%-GO:0097452-&&-GAIT complex-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane-%%-GO:0070937-&&-CRD-mediated mRNA stability complex-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008143-&&-poly(A) binding-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:SYNCRIP SYNCRIP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SYNCRIPSYNCRIP FALSE SYNCRIP
taxon:9606 170794 1902 chymotrypsin like elastase family member 2Bgene biological_process-&-1&-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activityG:9606:CELA2B KEGG-&-1&-hsa04974-&&-Protein digestion and absorption-%%-hsa04972-&&-Pancreatic secretionCELA2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CELA2BCELA2B FALSE CELA2B
taxon:9606 178986 1902 serpin family B member 9gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0006915-&&-apoptotic process-%%-GO:0033668-&&-negative regulation by symbiont of host apoptotic process-%%-GO:0002448-&&-mast cell mediated immunity-%%-GO:0071391-&&-cellular response to estrogen stimulus-%%-GO:0006955-&&-immune response-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0042270-&&-protection from natural killer cell mediated cytotoxicity-%%-GO:0009617-&&-response to bacterium-%%-GO:0043066-&&-negative regulation of apoptotic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005622-&&-intracellular-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0002020-&&-protease binding-%%-GO:0043027G:9606:SERPINB9 KEGG-&-1&-hsa05146-&&-AmoebiasisSERPINB9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SERPINB9SERPINB9 FALSE SERPINB9
taxon:9606 174889 1902 adenylate cyclase associated protein 1gene biological_process-&-1&-GO:0007163-&&-establishment or maintenance of cell polarity-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007165-&&-signal transduction-%%-GO:0001667-&&-ameboidal-type cell migration-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0007190-&&-activation of adenylate cyclase activity-%%-GO:0008154-&&-actin polymerization or depolymerization-%%-GO:0000902-&&-cell morphogenesis|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0030864-&&-cortical actin cytoskeleton-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008179-&&-adenylate cyclase binding-%%-GO:0003779-&&-actin bindingG:9606:CAP1 CAP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CAP1CAP1 FALSE CAP1
taxon:9606 174897 1902 solute carrier family 9 member A6gene biological_process-&-1&-GO:0006811-&&-ion transport-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0051453-&&-regulation of intracellular pH-%%-GO:0098719-&&-sodium ion import across plasma membrane-%%-GO:0050808-&&-synapse organization-%%-GO:0060996-&&-dendritic spine development-%%-GO:0097484-&&-dendrite extension-%%-GO:0048675-&&-axon extension-%%-GO:0031547-&&-brain-derived neurotrophic factor receptor signaling pathway-%%-GO:0071805-&&-potassium ion transmembrane transport-%%-GO:0051386-&&-regulation of neurotrophin TRK receptor signaling pathway-%%-GO:0006810-&&-transport-%%-GO:1902600-&&-hydrogen ion transmembrane transport|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031901-&&-early endosome membrane-%%-GO:0043679-&&-axon terminus-%%-GO:0055038-&&-recycling endosome membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005770-&&-late endosome-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0016021-&&-integral component ofG:9606:SLC9A6 KEGG-&-1&-hsa04260-&&-Cardiac muscle contractionSLC9A6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC9A6SLC9A6 FALSE SLC9A6
taxon:9606 174902 1902 transcriptional adaptor 3gene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0031063-&&-regulation of histone deacetylation-%%-GO:0090043-&&-regulation of tubulin deacetylation-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway|cellular_component-&-1&-GO:0072686-&&-mitotic spindle-%%-GO:0005671-&&-Ada2/Gcn5/Ada3 transcription activator complex-%%-GO:0030914-&&-STAGA complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005622-&&-intracellular-%%-GO:0033276-&&-transcription factor TFTC complex-%%-GO:0005634-&&-nucleus-%%-GO:0000124-&&-SAGA complexG:9606:TADA3 KEGG-&-1&-hsa05165-&&-Human papillomavirus infectionTADA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TADA3TADA3 FALSE TADA3
taxon:9606 170807 1902 pseudouridylate synthase 7 (putative)gene biological_process-&-1&-GO:0008033-&&-tRNA processing-%%-GO:0001522-&&-pseudouridine synthesis|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0009982-&&-pseudouridine synthase activity-%%-GO:0019899-&&-enzyme bindingG:9606:PUS7 PUS7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PUS7PUS7 FALSE PUS7
taxon:9606 170810 1902 exosome component 4gene biological_process-&-1&-GO:0045006-&&-DNA deamination-%%-GO:0034475-&&-U4 snRNA 3'-end processing-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0071051-&&-polyadenylation-dependent snoRNA 3'-end processing-%%-GO:0031125-&&-rRNA 3'-end processing-%%-GO:0071028-&&-nuclear mRNA surveillance-%%-GO:0090503-&&-RNA phosphodiester bond hydrolysis, exonucleolytic-%%-GO:0006364-&&-rRNA processing-%%-GO:0034427-&&-nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5'-%%-GO:0016075-&&-rRNA catabolic process-%%-GO:0051607-&&-defense response to virus-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0043928-&&-exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay-%%-GO:0000460-&&-maturation of 5.8S rRNA-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0071044-&&-histone mRNA catabolic process|cellular_component-&-1&-GO:0000177-&&-cytoplasmic exosome (RNase complex)-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&G:9606:EXOSC4 KEGG-&-1&-hsa03018-&&-RNA degradationEXOSC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EXOSC4EXOSC4 FALSE EXOSC4
taxon:9606 179002 1902 nucleobindin 1gene biological_process-&-1&-GO:1903533-&&-regulation of protein targeting-%%-GO:0072718-&&-response to cisplatin|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0005801-&&-cis-Golgi network-%%-GO:0070062-&&-extracellular exosome-%%-GO:0032580-&&-Golgi cisterna membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005798-&&-Golgi-associated vesicle-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0005791-&&-rough endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0005793-&&-endoplasmic reticulum-Golgi intermediate compartment-%%-GO:0098547-&&-lumenal side of Golgi membrane-%%-GO:0005769-&&-early endosome-%%-GO:0090498-&&-extrinsic component of Golgi membrane|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0001965-&&-G-protein alpha-subunit bindingG:9606:NUCB1 NUCB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUCB1NUCB1 FALSE NUCB1
taxon:9606 174911 1902 peptidylprolyl isomerase Hgene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0000413-&&-protein peptidyl-prolyl isomerization-%%-GO:0045070-&&-positive regulation of viral genome replication-%%-GO:0006461-&&-protein complex assembly-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0071001-&&-U4/U6 snRNP-%%-GO:0005737-&&-cytoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0043021-&&-ribonucleoprotein complex binding-%%-GO:0016018-&&-cyclosporin A binding-%%-GO:0005515-&&-protein binding-%%-GO:0003755-&&-peptidyl-prolyl cis-trans isomerase activityG:9606:PPIH KEGG-&-1&-hsa03040-&&-SpliceosomePPIH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPIHPPIH FALSE PPIH
taxon:9606 174909 1902 zinc finger HIT-type containing 1gene biological_process-&-1&-GO:0043486-&&-histone exchange-%%-GO:0031063-&&-regulation of histone deacetylation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000812-&&-Swr1 complex|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0031491-&&-nucleosome binding-%%-GO:0005515-&&-protein binding-%%-GO:0042826-&&-histone deacetylase bindingG:9606:ZNHIT1 ZNHIT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNHIT1ZNHIT1 FALSE ZNHIT1
taxon:9606 179010 1902 neurotrophic receptor tyrosine kinase 2gene biological_process-&-1&-GO:0001570-&&-vasculogenesis-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0007612-&&-learning-%%-GO:0050772-&&-positive regulation of axonogenesis-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0060291-&&-long-term synaptic potentiation-%%-GO:0046548-&&-retinal rod cell development-%%-GO:0048935-&&-peripheral nervous system neuron development-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0007631-&&-feeding behavior-%%-GO:0051896-&&-regulation of protein kinase B signaling-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0007623-&&-circadian rhythm-%%-GO:0031547-&&-brain-derived neurotrophic factor receptor signaling pathway-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0021954-&&-central nervous system neuron development-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0007528-&&-neuromuscular junction development-%%-GO:0010628-&&-pG:9606:NTRK2 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05034-&&-Alcoholism-%%-hsa04722-&&-Neurotrophin signaling pathwayNTRK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NTRK2NTRK2 FALSE NTRK2
taxon:9606 179011 1902 neurotrophic receptor tyrosine kinase 1gene biological_process-&-1&-GO:0007611-&&-learning or memory-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0048011-&&-neurotrophin TRK receptor signaling pathway-%%-GO:0048485-&&-sympathetic nervous system development-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0021553-&&-olfactory nerve development-%%-GO:0009314-&&-response to radiation-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0031667-&&-response to nutrient levels-%%-GO:0050966-&&-detection of mechanical stimulus involved in sensory perception of pain-%%-GO:0007411-&&-axon guidance-%%-GO:0045471-&&-response to ethanol-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0051599-&&-response to hydrostatic pressure-%%-GO:0051602-&&-response to electrical stimulus-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0060009-&&-Sertoli cell development-%%-GO:0046579-&&-positive regulation of Ras protein signal transduction-%%-GO:0042493-&&-response to drug-%%-GO:00G:9606:NTRK1 KEGG-&-1&-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05230-&&-Central carbon metabolism in cancerNTRK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NTRK1NTRK1 FALSE NTRK1
taxon:9606 174922 1902 TGF-beta activated kinase 1 (MAP3K7) binding protein 1gene biological_process-&-1&-GO:0003279-&&-cardiac septum development-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0000185-&&-activation of MAPKKK activity-%%-GO:0035904-&&-aorta development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0070423-&&-nucleotide-binding oligomerization domain containing signaling pathway-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0007254-&&-JNK cascade-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway-%%-GO:0003007-&&-heart morphogenesis-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0060976-&&-coronary vasculature development-%%-GO:0030324-&&-lung development-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GOG:9606:TAB1 KEGG-&-1&-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05168-&&-Herpes simplex infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04064-&&-NF-kappa B signaling pathwayTAB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAB1TAB1 FALSE TAB1
taxon:9606 174920 1902 HCLS1 associated protein X-1gene biological_process-&-1&-GO:0051897-&&-positive regulation of protein kinase B signaling-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0007005-&&-mitochondrion organization-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0030833-&&-regulation of actin filament polymerization-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:1903214-&&-regulation of protein targeting to mitochondrion-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030854-&&-positive regulation of granulocyte differentiation|cellular_component-&-1&-GO:0015629-&&-actin cytoskeleton-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005938-&&G:9606:HAX1 HAX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HAX1HAX1 FALSE HAX1
taxon:9606 179016 1902 neurotrophin 4gene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0061193-&&-taste bud development-%%-GO:0007616-&&-long-term memory-%%-GO:0008052-&&-sensory organ boundary specification-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0042490-&&-mechanoreceptor differentiation-%%-GO:0045664-&&-regulation of neuron differentiation-%%-GO:0008544-&&-epidermis development-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0060384-&&-innervation-%%-GO:0008344-&&-adult locomotory behavior-%%-GO:0007402-&&-ganglion mother cell fate determination|cellular_component-&-1&-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0005576-&&-extracellular region-%%-GO:0005788-&&-endoplasmic reticulum lumen|molecular_function-&-1&-GO:0005166-&&-neurotrophin p75 receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0008083-&&-growth factor activityG:9606:NTF4 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathwayNTF4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NTF4NTF4 FALSE NTF4
taxon:9606 179017 1902 neurotrophin 3gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0002092-&&-positive regulation of receptor internalization-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0050732-&&-negative regulation of peptidyl-tyrosine phosphorylation-%%-GO:0007165-&&-signal transduction-%%-GO:0007399-&&-nervous system development-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:2000251-&&-positive regulation of actin cytoskeleton reorganization-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0032148-&&-activation of protein kinase B activity-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0050930-&&-induction of positive chemotaxis-%%-GO:0090630-&G:9606:NTF3 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04722-&&-Neurotrophin signaling pathwayNTF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NTF3NTF3 FALSE NTF3
taxon:9606 179020 1902 Y-box binding protein 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0051154-&&-negative regulation of striated muscle cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0070934-&&-CRD-mediated mRNA stabilization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1903608-&&-protein localization to cytoplasmic stress granule-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0071204-&&-histone pre-mRNA 3'end processing complex-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0010494-&&-cytoplasmic stress granule-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GG:9606:YBX1 YBX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YBX1YBX1 FALSE YBX1
taxon:9606 174924 1902 vav guanine nucleotide exchange factor 3gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0030168-&&-platelet activation-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0007264-&&-small GTPase mediated signal transduction-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0001525-&&-angiogenesis-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0030032-&&-lamellipodium assembly-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0042493-&&-response to drug-%%-GO:0006906-&&-vesicle fusion-%%-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0008361-&&-regulation of cell size-%%-GO:0009967G:9606:VAV3 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04664-&&-Fc epsilon RI signaling pathwayVAV3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAV3VAV3 FALSE VAV3
taxon:9606 179024 1902 nuclear respiratory factor 1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0006091-&&-generation of precursor metabolites and energy-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042803-&&-protein homodimerization activity-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001046-&&-core promoter sequence-specific DNA bindingG:9606:NRF1 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa05016-&&-Huntington diseaseNRF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRF1NRF1 FALSE NRF1
taxon:9606 179025 1902 nardilysin convertasegene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:0016477-&&-cell migration-%%-GO:0007528-&&-neuromuscular junction development-%%-GO:0008283-&&-cell proliferation-%%-GO:0051044-&&-positive regulation of membrane protein ectodomain proteolysis-%%-GO:0052548-&&-regulation of endopeptidase activity|cellular_component-&-1&-GO:0009986-&&-cell surface-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0048408-&&-epidermal growth factor bindingG:9606:NRDC NRDC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NRDCNRDC FALSE NRDC
taxon:9606 162646 1902 zinc finger and BTB domain containing 38gene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0072562-&&-blood microparticle|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008327-&&-methyl-CpG binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005515-&&-protein bindingG:9606:ZBTB38 ZBTB38 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB38ZBTB38 FALSE ZBTB38
taxon:9606 174938 1902 lysophospholipase Igene biological_process-&-1&-GO:0006631-&&-fatty acid metabolic process-%%-GO:0002084-&&-protein depalmitoylation-%%-GO:0050999-&&-regulation of nitric-oxide synthase activity-%%-GO:0042997-&&-negative regulation of Golgi to plasma membrane protein transport|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005739-&&-mitochondrion-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004622-&&-lysophospholipase activity-%%-GO:0008474-&&-palmitoyl-(protein) hydrolase activity-%%-GO:0016298-&&-lipase activityG:9606:LYPLA1 KEGG-&-1&-hsa00564-&&-Glycerophospholipid metabolism-%%-hsa05231-&&-Choline metabolism in cancerLYPLA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LYPLA1LYPLA1 FALSE LYPLA1
taxon:9606 162651 1902 RPTOR independent companion of MTOR complex 2gene biological_process-&-1&-GO:2000114-&&-regulation of establishment of cell polarity-%%-GO:0032008-&&-positive regulation of TOR signaling-%%-GO:0050731-&&-positive regulation of peptidyl-tyrosine phosphorylation-%%-GO:0031295-&&-T cell costimulation-%%-GO:0030838-&&-positive regulation of actin filament polymerization-%%-GO:0051897-&&-positive regulation of protein kinase B signaling-%%-GO:0032956-&&-regulation of actin cytoskeleton organization-%%-GO:0043087-&&-regulation of GTPase activity-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0009790-&&-embryo development-%%-GO:0030010-&&-establishment of cell polarity-%%-GO:0030950-&&-establishment or maintenance of actin cytoskeleton polarity-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0033135-&&-regulation of peptidyl-serine phosG:9606:RICTOR KEGG-&-1&-hsa04150-&&-mTOR signaling pathwayRICTOR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RICTORRICTOR FALSE RICTOR
taxon:9606 174939 1902 RNA binding motif protein 14gene biological_process-&-1&-GO:0006281-&&-DNA repair-%%-GO:0016575-&&-histone deacetylation-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0042921-&&-glucocorticoid receptor signaling pathway-%%-GO:0046600-&&-negative regulation of centriole replication-%%-GO:0006260-&&-DNA replication-%%-GO:0009725-&&-response to hormone-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0006310-&&-DNA recombination-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0098534-&&-centriole assembly|cellular_component-&-1&-GO:0005667-&&-transcription factor complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0016592-&&-mediator complex-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coacG:9606:RBM14 RBM14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM14RBM14 FALSE RBM14
taxon:9606 174944 1902 ariadne RBR E3 ubiquitin protein ligase 2gene biological_process-&-1&-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0071425-&&-hematopoietic stem cell proliferation-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0007275-&&-multicellular organism development-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0048588-&&-developmental cell growth|cellular_component-&-1&-GO:0031466-&&-Cul5-RING ubiquitin ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031624-&&-ubiquitin conjugating enzyme binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bG:9606:ARIH2 ARIH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARIH2ARIH2 FALSE ARIH2
taxon:9606 174950 1902 protein arginine methyltransferase 5gene biological_process-&-1&-GO:0019918-&&-peptidyl-arginine methylation, to symmetrical-dimethyl arginine-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0097421-&&-liver regeneration-%%-GO:0043985-&&-histone H4-R3 methylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0035246-&&-peptidyl-arginine N-methylation-%%-GO:1904992-&&-positive regulation of adenylate cyclase-inhibiting dopamine receptor signaling pathway-%%-GO:0090161-&&-Golgi ribbon formation-%%-GO:0044030-&&-regulation of DNA methylation-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0008283-&&-cell proliferation-%%-GO:0006353-&&-DNA-templated transcription, termination-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0018216-&&-peptidyl-arginine methylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0042118-&&-endothelial cell activation-%%-GO:0070372-&&-regulation of ERK1 and ERK2 casG:9606:PRMT5 KEGG-&-1&-hsa03013-&&-RNA transportPRMT5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRMT5PRMT5 FALSE PRMT5
taxon:9606 170854 1902 F-box protein 42gene molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:FBXO42 FBXO42 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXO42FBXO42 FALSE FBXO42
taxon:9606 179048 1902 nucleophosmingene biological_process-&-1&-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0032071-&&-regulation of endodeoxyribonuclease activity-%%-GO:0006913-&&-nucleocytoplasmic transport-%%-GO:0007569-&&-cell aging-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0007098-&&-centrosome cycle-%%-GO:0016032-&&-viral process-%%-GO:0008104-&&-protein localization-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0042255-&&-ribosome assembly-%%-GO:0046599-&&-regulation of centriole replication-%%-GO:0060699-&&-regulation of endoribonuclease activity-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0044387-&&-negative regulation of protein kinase activity by regulation of protein phosphorylatiG:9606:NPM1 NPM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NPM1NPM1 FALSE NPM1
taxon:9606 170857 1902 anillin actin binding proteingene biological_process-&-1&-GO:0000921-&&-septin ring assembly-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0007096-&&-regulation of exit from mitosis-%%-GO:0090521-&&-glomerular visceral epithelial cell migration|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0005826-&&-actomyosin contractile ring|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0045296-&&-cadherin bindingG:9606:ANLN ANLN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ANLNANLN FALSE ANLN
taxon:9606 179055 1902 purine nucleoside phosphorylasegene biological_process-&-1&-GO:0034418-&&-urate biosynthetic process-%%-GO:0006148-&&-inosine catabolic process-%%-GO:0034356-&&-NAD biosynthesis via nicotinamide riboside salvage pathway-%%-GO:0006195-&&-purine nucleotide catabolic process-%%-GO:0006738-&&-nicotinamide riboside catabolic process-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0006139-&&-nucleobase-containing compound metabolic process-%%-GO:0070970-&&-interleukin-2 secretion-%%-GO:0006955-&&-immune response-%%-GO:0042493-&&-response to drug-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0046638-&&-positive regulation of alpha-beta T cell differentiation-%%-GO:0043101-&&-purine-containing compound salvage|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005622-&&-intracellular-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005634-&&-nucleus|moleG:9606:PNP KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00760-&&-Nicotinate and nicotinamide metabolism-%%-hsa00240-&&-Pyrimidine metabolismPNP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PNPPNP FALSE PNP
taxon:9606 179059 1902 notch 4 gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0007219-&&-Notch signaling pathway-%%-GO:0030879-&&-mammary gland development-%%-GO:0007221-&&-positive regulation of transcription of Notch receptor target-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0030097-&&-hemopoiesis-%%-GO:0009790-&&-embryo development-%%-GO:0001569-&&-branching involved in blood vessel morphogenesis-%%-GO:0001709-&&-cell fate determination-%%-GO:0045596-&&-negative regulation of cell differentiation-%%-GO:0007220-&&-Notch receptor processing-%%-GO:0045602-&&-negative regulation of endothelial cell differentiation-%%-GO:0001886-&&-endothelial cell morphogenesis-%%-GO:0001763-&&-morphogenesis of a branching structure|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005576-&&-extracellular regioG:9606:NOTCH4 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05200-&&-Pathways in cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05224-&&-Breast cancerNOTCH4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOTCH4NOTCH4 FALSE NOTCH4
taxon:9606 174967 1902 receptor for activated C kinase 1gene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0006915-&&-apoptotic process-%%-GO:0061099-&&-negative regulation of protein tyrosine kinase activity-%%-GO:0032464-&&-positive regulation of protein homooligomerization-%%-GO:0043473-&&-pigmentation-%%-GO:2000114-&&-regulation of establishment of cell polarity-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0051898-&&-negative regulation of protein kinase B signaling-%%-GO:2000543-&&-positive regulation of gastrulation-%%-GO:2001244-&&-positive regulation of intrinsic apoptotic signaling pathway-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:1903208-&&-negative regulation of hydrogen peroxide-induced neuron death-%%-GO:0016032-&&-viral process-%%-GO:0007049-&&-cell cycle-%%-GO:0051343-&&-positive regulation of cyclic-nucleotide phosphodiesterase activity-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0051901-&&-positive regulation of mitochondrial depolarization-%%-GO:0030335-&&-positiG:9606:RACK1 KEGG-&-1&-hsa05162-&&-MeaslesRACK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RACK1RACK1 FALSE RACK1
taxon:9606 179063 1902 notch 1 gene biological_process-&-1&-GO:1901201-&&-regulation of extracellular matrix assembly-%%-GO:0003184-&&-pulmonary valve morphogenesis-%%-GO:0003192-&&-mitral valve formation-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0006955-&&-immune response-%%-GO:0014807-&&-regulation of somitogenesis-%%-GO:0042246-&&-tissue regeneration-%%-GO:0045608-&&-negative regulation of auditory receptor cell differentiation-%%-GO:0060768-&&-regulation of epithelial cell proliferation involved in prostate gland development-%%-GO:0010832-&&-negative regulation of myotube differentiation-%%-GO:0031100-&&-animal organ regeneration-%%-GO:0048708-&&-astrocyte differentiation-%%-GO:0060253-&&-negative regulation of glial cell proliferation-%%-GO:0030514-&&-negative regulation of BMP signaling pathway-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0007283-&&-spermatogenesis-%%-GO:0030324-&&-lung development-%%-GO:0001708-&&-cell fate specification-%%-GO:0045618-&&-positivG:9606:NOTCH1 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05020-&&-Prion diseases-%%-hsa05200-&&-Pathways in cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05224-&&-Breast cancer-%%-hsa04658-&&-Th1 and Th2 cell differentiationNOTCH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOTCH1NOTCH1 FALSE NOTCH1
taxon:9606 174965 1902 protein inhibitor of activated STAT 3gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016925-&&-protein sumoylation-%%-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:0045838-&&-positive regulation of membrane potential-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0009725-&&-response to hormone-%%-GO:0065009-&&-regulation of molecular function|cellular_component-&-1&-GO:0045202-&&-synapse-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005737-&&-cytoplasm-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0019789-&&-SUMO transferase activity-%%-GO:0015459-&&-potassium channel regulator activity-%%-GO:0016874-&&-ligase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0008270-&&-zinc ion bindingG:9606:PIAS3 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04630-&&-JAK-STAT signaling pathwayPIAS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIAS3PIAS3 FALSE PIAS3
taxon:9606 170874 1902 TERF2 interacting proteingene biological_process-&-1&-GO:1901985-&&-positive regulation of protein acetylation-%%-GO:0032205-&&-negative regulation of telomere maintenance-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007004-&&-telomere maintenance via telomerase-%%-GO:0048239-&&-negative regulation of DNA recombination at telomere-%%-GO:0010833-&&-telomere maintenance via telomere lengthening-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0000723-&&-telomere maintenance-%%-GO:0016233-&&-telomere capping-%%-GO:0070198-&&-protein localization to chromosome, telomeric region-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0010569-&&-regulation of double-strand break repair via homologous recombination-%%-GO:0031848-&&-protection from non-homologous end joining at telomere-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000228-&&-nuclear chromosome-%%-GG:9606:TERF2IP TERF2IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TERF2IPTERF2IP FALSE TERF2IP
taxon:9606 179067 1902 nitric oxide synthase 3gene biological_process-&-1&-GO:0001974-&&-blood vessel remodeling-%%-GO:0050880-&&-regulation of blood vessel size-%%-GO:0007263-&&-nitric oxide mediated signal transduction-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0051926-&&-negative regulation of calcium ion transport-%%-GO:0002028-&&-regulation of sodium ion transport-%%-GO:0014740-&&-negative regulation of muscle hyperplasia-%%-GO:0031284-&&-positive regulation of guanylate cyclase activity-%%-GO:0009408-&&-response to heat-%%-GO:0030324-&&-lung development-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0014806-&&-smooth muscle hyperplasia-%%-GO:0003100-&&-regulation of systemic arterial blood pressure by endothelin-%%-GO:0031663-&&-lipopolysaccharide-mediated signaling pathway-%%-GO:0003057-&&-regulation of the force of heart contraction by chemical signal-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0006527-&&-arginine catabolic process-G:9606:NOS3 NOS3 TRUE KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04931-&&-Insulin resistance-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa00220-&&-Arginine biosynthesis-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa00330-&&-Arginine and proline metabolismNOS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOS3NOS3 FALSE NOS3
taxon:9606 174968 1902 myosin light chain 9gene biological_process-&-1&-GO:0006937-&&-regulation of muscle contraction-%%-GO:0006936-&&-muscle contraction-%%-GO:0070527-&&-platelet aggregation|cellular_component-&-1&-GO:0005859-&&-muscle myosin complex-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0001725-&&-stress fiber|molecular_function-&-1&-GO:0032036-&&-myosin heavy chain binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0008307-&&-structural constituent of muscleG:9606:MYL9 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa04360-&&-Axon guidanceMYL9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYL9MYL9 FALSE MYL9
taxon:9606 166777 1902 ligand dependent nuclear receptor corepressorgene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:LCOR LCOR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LCORLCOR FALSE LCOR
taxon:9606 174969 1902 N-myc downstream regulated 1gene biological_process-&-1&-GO:0071456-&&-cellular response to hypoxia-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0032287-&&-peripheral nervous system myelin maintenance-%%-GO:0010038-&&-response to metal ion-%%-GO:0045576-&&-mast cell activation-%%-GO:0090232-&&-positive regulation of spindle checkpoint|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005874-&&-microtubule-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0055038-&&-recycling endosome membrane-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0017137-&&-Rab GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:00G:9606:NDRG1 NDRG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NDRG1NDRG1 FALSE NDRG1
taxon:9606 179070 1902 non-POU domain containing, octamer-bindinggene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006310-&&-DNA recombination-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008380-&&-RNA splicing-%%-GO:0006397-&&-mRNA processing-%%-GO:0007623-&&-circadian rhythm-%%-GO:1903377-&&-negative regulation of oxidative stress-induced neuron intrinsic apoptotic signaling pathway|cellular_component-&-1&-GO:0090575-&&-RNA polymerase II transcription factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0042382-&&-paraspeckles-%%-GO:0016363-&&-nuclear matrix|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0000976-&&-transcription regulatory region sequence-specific DNA binding-%%-GO:004G:9606:NONO NONO Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NONONONO FALSE NONO
taxon:9606 179074 1902 N-myristoyltransferase 1gene biological_process-&-1&-GO:0001701-&&-in utero embryonic development-%%-GO:1900740-&&-positive regulation of protein insertion into mitochondrial membrane involved in apoptotic signaling pathway-%%-GO:0018008-&&-N-terminal peptidyl-glycine N-myristoylation-%%-GO:0022400-&&-regulation of rhodopsin mediated signaling pathway-%%-GO:0006499-&&-N-terminal protein myristoylation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0004379-&&-glycylpeptide N-tetradecanoyltransferase activity-%%-GO:0019107-&&-myristoyltransferase activityG:9606:NMT1 NMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NMT1NMT1 FALSE NMT1
taxon:9606 166785 1902 synoviolin 1 gene biological_process-&-1&-GO:1904380-&&-endoplasmic reticulum mannose trimming-%%-GO:0030968-&&-endoplasmic reticulum unfolded protein response-%%-GO:0036503-&&-ERAD pathway-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0030433-&&-ER-associated ubiquitin-dependent protein catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0018279-&&-protein N-linked glycosylation via asparagine-%%-GO:1902236-&&-negative regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway-%%-GO:0030970-&&-retrograde protein transport, ER to cytosol-%%-GO:0050821-&&-protein stabilization|cellular_component-&-1&-GO:0044322-&&-endoplasmic reticulum quality control compartment-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0000836-&&-Hrd1p ubiquitin ligase complex-%%-GO:0005790-&&-smooth endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic rG:9606:SYVN1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04120-&&-Ubiquitin mediated proteolysisSYVN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SYVN1SYVN1 FALSE SYVN1
taxon:9606 174982 1902 tubulin beta 4B class IVbgene biological_process-&-1&-GO:0042267-&&-natural killer cell mediated cytotoxicity-%%-GO:0007017-&&-microtubule-based process-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005874-&&-microtubule-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005856-&&-cytoskeleton-%%-GO:1903561-&&-extracellular vesicle|molecular_function-&-1&-GO:0051082-&&-unfolded protein binding-%%-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0003924-&&-GTPase activity-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0042288-&&-MHC class I protein binding-%%-GO:0005525-&&-GG:9606:TUBB4B KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-PhagosomeTUBB4B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBB4BTUBB4B FALSE TUBB4B
taxon:9606 179076 1902 NME/NM23 nucleoside diphosphate kinase 4gene biological_process-&-1&-GO:0006183-&&-GTP biosynthetic process-%%-GO:0006241-&&-CTP biosynthetic process-%%-GO:0006228-&&-UTP biosynthetic process-%%-GO:0009116-&&-nucleoside metabolic process-%%-GO:0006165-&&-nucleoside diphosphate phosphorylation-%%-GO:0015949-&&-nucleobase-containing small molecule interconversion-%%-GO:0006869-&&-lipid transport|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0005739-&&-mitochondrion-%%-GO:0005758-&&-mitochondrial intermembrane space-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0008289-&&-lipid binding-%%-GO:0004550-&&-nucleoside diphosphate kinase activityG:9606:NME4 KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00240-&&-Pyrimidine metabolismNME4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NME4NME4 FALSE NME4
taxon:9606 166788 1902 DOT1 like histone lysine methyltransferasegene biological_process-&-1&-GO:0006281-&&-DNA repair-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0032200-&&-telomere organization-%%-GO:0034729-&&-histone H3-K79 methylation-%%-GO:0046425-&&-regulation of JAK-STAT cascade-%%-GO:0006348-&&-chromatin silencing at telomere-%%-GO:2000677-&&-regulation of transcription regulatory region DNA binding-%%-GO:0000077-&&-DNA damage checkpoint|cellular_component-&-1&-GO:0000781-&&-chromosome, telomeric region-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042054-&&-histone methyltransferase activity-%%-GO:0003677-&&-DNA binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0031151-&&-histone methyltransferase activity (H3-K79 specific)G:9606:DOT1L KEGG-&-1&-hsa00310-&&-Lysine degradation-%%-hsa05202-&&-Transcriptional misregulation in cancerDOT1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DOT1LDOT1L FALSE DOT1L
taxon:9606 174987 1902 tubulin alpha 1bgene biological_process-&-1&-GO:0007017-&&-microtubule-based process-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0051301-&&-cell division-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0071353-&&-cellular response to interleukin-4|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0005874-&&-microtubule-%%-GO:0005881-&&-cytoplasmic microtubule-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005198-&&-structural molecule activity-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0005515-&&-protein bindingG:9606:TUBA1B KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-Phagosome-%%-hsa04530-&&-Tight junction-%%-hsa04210-&&-ApoptosisTUBA1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBA1BTUBA1B FALSE TUBA1B
taxon:9606 170896 1902 mitochondrial ribosomal protein L39gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005762-&&-mitochondrial large ribosomal subunit-%%-GO:0005761-&&-mitochondrial ribosome-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA bindingG:9606:MRPL39 MRPL39 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPL39MRPL39 FALSE MRPL39
taxon:9606 179098 1902 nescient helix-loop-helix 2gene biological_process-&-1&-GO:0007417-&&-central nervous system development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0007617-&&-mating behavior-%%-GO:0030154-&&-cell differentiation-%%-GO:0042698-&&-ovulation cycle-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005667-&&-transcription factor complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0001102-&&-RNA polymerase II activating transcription factor binding-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0046983-&&-protein dimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA bindingG:9606:NHLH2 NHLH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NHLH2NHLH2 FALSE NHLH2
taxon:9606 179096 1902 NHS actin remodeling regulatorgene biological_process-&-1&-GO:0030154-&&-cell differentiation-%%-GO:0002088-&&-lens development in camera-type eye|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0030027-&&-lamellipodium-%%-GO:0005925-&&-focal adhesion-%%-GO:0016604-&&-nuclear body-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0005794-&&-Golgi apparatusG:9606:NHS NHS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NHSNHS FALSE NHS
taxon:9606 179097 1902 SNU13 homolog, small nuclear ribonucleoprotein (U4/U6.U5)gene biological_process-&-1&-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0007338-&&-single fertilization-%%-GO:0000470-&&-maturation of LSU-rRNA-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006364-&&-rRNA processing-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0071011-&&-precatalytic spliceosome-%%-GO:0001651-&&-dense fibrillar component-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031428-&&-box C/D snoRNP complex-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0032040-&&-small-subunit processome-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0005730-&&-nucleolus-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0034512-&&-box C/D snoRNA binding-%%-GO:0030621-&&-U4 snRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0030622-&&-U4atac snRNA binding-%%-GO:0003723-&&-RNA binding-%%-GO:0034511-&&-U3 snoRNA binding-%%-GO:0030515-&&-snoRNA binding-%%-GO:0051117-&&-ATPase bindingG:9606:SNU13 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa03040-&&-SpliceosomeSNU13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNU13SNU13 FALSE SNU13
taxon:9606 175011 1902 TRK-fused genegene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0048208-&&-COPII vesicle coating|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:TFG KEGG-&-1&-hsa05216-&&-Thyroid cancer-%%-hsa05200-&&-Pathways in cancerTFG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TFGTFG FALSE TFG
taxon:9606 179104 1902 nuclear transcription factor Y subunit betagene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016602-&&-CCAAT-binding factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0032993-&&-protein-DNA complex|molecular_function-&-1&-GO:0070491-&&-repressing transcription factor binding-%%-GO:0032403-&&-protein complex binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:NFYB KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05152-&&-TuberculosisNFYB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFYBNFYB FALSE NFYB
taxon:9606 179105 1902 nuclear transcription factor Y subunit alphagene biological_process-&-1&-GO:0048511-&&-rhythmic process-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016602-&&-CCAAT-binding factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0032993-&&-protein-DNA complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0001046-&&-core promoter sequence-specific DNA bindingG:9606:NFYA KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05152-&&-TuberculosisNFYA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFYANFYA FALSE NFYA
taxon:9606 179111 1902 NFKB inhibitor betagene biological_process-&-1&-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0007165-&&-signal transduction-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activityG:9606:NFKBIB KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa05164-&&-Influenza A-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04660-&&-T cell receptor signaling pathwayNFKBIB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFKBIBNFKBIB FALSE NFKBIB
taxon:9606 179114 1902 nuclear factor kappa B subunit 1gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006915-&&-apoptotic process-%%-GO:1900127-&&-positive regulation of hyaluronan biosynthetic process-%%-GO:0010744-&&-positive regulation of macrophage derived foam cell differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0045083-&&-negative regulation of interleukin-12 biosynthetic process-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0010884-&&-positive regulation of lipid storage-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0032269-&&-negative regulation of cellular protein metabolic process-%%-GO:0032375-&&-negative regulation of cholesterol transport-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0071354-&&-cellular response to G:9606:NFKB1 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa05133-&&-Pertussis-%%-hsa01523-&&-Antifolate resistance-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05132-&NFKB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFKB1NFKB1 FALSE NFKB1
taxon:9606 179112 1902 NFKB inhibitor alphagene biological_process-&-1&-GO:0043330-&&-response to exogenous dsRNA-%%-GO:0010745-&&-negative regulation of macrophage derived foam cell differentiation-%%-GO:0097421-&&-liver regeneration-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0010888-&&-negative regulation of lipid storage-%%-GO:0032495-&&-response to muramyl dipeptide-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0042994-&&-cytoplasmic sequestering of transcription factor-%%-GO:0070427-&&-nucleotide-binding oligomerization domain containing 1 signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0070431-&&-nucleotide-binding oligomerization domain containing 2 signaling pathway-%%-GO:0071407-&&-cellular response to organic cG:9606:NFKBIA KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa04931-&&-Insulin resistance-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa05131-&&-Shigellosis-%%-hsa05164-&&-InfluenNFKBIA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFKBIANFKBIA FALSE NFKBIA
taxon:9606 179113 1902 nuclear factor kappa B subunit 2gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0002467-&&-germinal center formation-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0045087-&&-innate immune response-%%-GO:0034097-&&-response to cytokine-%%-GO:0002268-&&-follicular dendritic cell differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006954-&&-inflammatory response-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0048511-&&-rhythmic process-%%-GO:0007568-&&-aging-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048536-&&-spleen development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GG:9606:NFKB2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05134-&&-Legionellosis-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05224-&&-Breast cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04064-&&-NF-kappa B signaling pathwayNFKB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFKB2NFKB2 FALSE NFKB2
taxon:9606 175023 1902 histone deacetylase 5gene biological_process-&-1&-GO:0014823-&&-response to activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0030182-&&-neuron differentiation-%%-GO:0030183-&&-B cell differentiation-%%-GO:2000615-&&-regulation of histone H3-K9 acetylation-%%-GO:0016575-&&-histone deacetylation-%%-GO:0090051-&&-negative regulation of cell migration involved in sprouting angiogenesis-%%-GO:0042113-&&-B cell activation-%%-GO:0043393-&&-regulation of protein binding-%%-GO:0006325-&&-chromatin organization-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0006954-&&-inflammatory response-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-temG:9606:HDAC5 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHDAC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC5HDAC5 FALSE HDAC5
taxon:9606 179117 1902 nuclear factor I Cgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006260-&&-DNA replication-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0001650-&&-fibrillar center|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:NFIC NFIC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFICNFIC FALSE NFIC
taxon:9606 175027 1902 zinc finger and BTB domain containing 33gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0008327-&&-methyl-CpG binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:ZBTB33 ZBTB33 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB33ZBTB33 FALSE ZBTB33
taxon:9606 175024 1902 histone deacetylase 6gene biological_process-&-1&-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0070845-&&-polyubiquitinated misfolded protein transport-%%-GO:0016575-&&-histone deacetylation-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0034983-&&-peptidyl-lysine deacetylation-%%-GO:0010469-&&-regulation of receptor activity-%%-GO:0070201-&&-regulation of establishment of protein localization-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0090035-&&-positive regulation of chaperone-mediated protein complex assembly-%%-GO:0006914-&&-autophagy-%%-GO:0060997-&&-dendritic spine morphogenesis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0048668-&&-collateral sprouting-%%-GO:0006476-&&-protein deacetylation-%%-GO:0051788-&&-response to misfolded protein-%%-GO:0010870-&&-positive regulation of receptor biosynthetic process-%%-GO:0043162-&&-ubiquitin-dependent protein catabolG:9606:HDAC6 KEGG-&-1&-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHDAC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC6HDAC6 FALSE HDAC6
taxon:9606 175025 1902 steroid receptor RNA activator 1gene biological_process-&-1&-GO:0042981-&&-regulation of apoptotic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0006915-&&-apoptotic process-%%-GO:2000273-&&-positive regulation of receptor activity-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0045171-&&-intercellular bridge|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activityG:9606:SRA1 SRA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRA1SRA1 FALSE SRA1
taxon:9606 179126 1902 nuclear factor of activated T-cells 1gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0033173-&&-calcineurin-NFAT signaling cascade-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0001085-&&-RNA polymerase II transcription factor binding-%%-GO:0005528-&&-FK506 binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001205-&&-transcriptional activator activity, RNA polymerase II distal enhancer sequence-specific binding-%%-GO:0001225-&&-RNA polymerase II transcription coactivator G:9606:NFATC1 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05161-&&-Hepatitis B-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04024-&&-cAMP signaling pathwayNFATC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFATC1NFATC1 FALSE NFATC1
taxon:9606 179127 1902 neurofibromin 2gene biological_process-&-1&-GO:0021766-&&-hippocampus development-%%-GO:0022408-&&-negative regulation of cell-cell adhesion-%%-GO:0001707-&&-mesoderm formation-%%-GO:0043409-&&-negative regulation of MAPK cascade-%%-GO:0045216-&&-cell-cell junction organization-%%-GO:0001953-&&-negative regulation of cell-matrix adhesion-%%-GO:0051496-&&-positive regulation of stress fiber assembly-%%-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:1900180-&&-regulation of protein localization to nucleus-%%-GO:0035330-&&-regulation of hippo signaling-%%-GO:0014010-&&-Schwann cell proliferation-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0042518-&&-negative regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0008156-&&-negative regulation of DNA replication-%%-GG:9606:NF2 KEGG-&-1&-hsa04392-&&-Hippo signaling pathway - multiple species-%%-hsa04530-&&-Tight junction-%%-hsa04390-&&-Hippo signaling pathwayNF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NF2NF2 FALSE NF2
taxon:9606 179125 1902 nuclear factor of activated T-cells 2gene biological_process-&-1&-GO:0001816-&&-cytokine production-%%-GO:0016477-&&-cell migration-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0042493-&&-response to drug-%%-GO:1901741-&&-positive regulation of myoblast fusion-%%-GO:0033173-&&-calcineurin-NFAT signaling cascade-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0014904-&&-myotube cell development-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosolG:9606:NFATC2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04360-&&-Axon guidance-%%-hsa05161-&&-Hepatitis B-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04380-&&-Osteoclast differentiationNFATC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NFATC2NFATC2 FALSE NFATC2
taxon:9606 175034 1902 nuclear receptor subfamily 2 group E member 3gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0042462-&&-eye photoreceptor cell development-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007165-&&-signal transduction-%%-GO:0007602-&&-phototransduction-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045872-&&-positive regulation of rhodopsin gene expression-%%-GO:0043401-&&-steroid hormone mediated signaling pathway-%%-GO:0007601-&&-visual perception-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0060041-&&-retina development in camera-type eye|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activG:9606:NR2E3 NR2E3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR2E3NR2E3 FALSE NR2E3
taxon:9606 175035 1902 mediator complex subunit 6gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051123-&&-RNA polymerase II transcriptional preinitiation complex assembly|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0070847-&&-core mediator complex-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0001128-&&-RNA polymerase II transcription coactivator activity involved in preinitiation complex assembly-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor bindingG:9606:MED6 MED6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED6MED6 FALSE MED6
taxon:9606 175037 1902 SCO2, cytochrome c oxidase assembly proteingene biological_process-&-1&-GO:0006878-&&-cellular copper ion homeostasis-%%-GO:0008535-&&-respiratory chain complex IV assembly-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006825-&&-copper ion transport-%%-GO:0001654-&&-eye development-%%-GO:0045454-&&-cell redox homeostasis|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0030016-&&-myofibril|molecular_function-&-1&-GO:0005507-&&-copper ion binding-%%-GO:0005515-&&-protein bindingG:9606:SCO2 KEGG-&-1&-hsa05230-&&-Central carbon metabolism in cancerSCO2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCO2SCO2 FALSE SCO2
taxon:9606 179136 1902 neogenin 1 gene biological_process-&-1&-GO:0055072-&&-iron ion homeostasis-%%-GO:0007411-&&-axon guidance-%%-GO:0007155-&&-cell adhesion-%%-GO:0030513-&&-positive regulation of BMP signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0098797-&&-plasma membrane protein complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0039706-&&-co-receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0004872-&&-receptor activityG:9606:NEO1 KEGG-&-1&-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04360-&&-Axon guidanceNEO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEO1NEO1 FALSE NEO1
taxon:9606 175045 1902 cyclin D binding myb like transcription factor 1gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0001135-&&-transcription factor activity, RNA polymerase II transcription factor recruiting-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:DMTF1 DMTF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DMTF1DMTF1 FALSE DMTF1
taxon:9606 166853 1902 inhibitor of growth family member 5gene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006260-&&-DNA replication-%%-GO:0006473-&&-protein acetylation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0045926-&&-negative regulation of growth-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0070776-&&-MOZ/MORF histone acetyltransferase complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone bindingG:9606:ING5 ING5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ING5ING5 FALSE ING5
taxon:9606 179141 1902 neurofilament lightgene biological_process-&-1&-GO:0008089-&&-anterograde axonal transport-%%-GO:0051412-&&-response to corticosterone-%%-GO:0031133-&&-regulation of axon diameter-%%-GO:0045105-&&-intermediate filament polymerization or depolymerization-%%-GO:0021766-&&-hippocampus development-%%-GO:1903937-&&-response to acrylamide-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0000165-&&-MAPK cascade-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0021510-&&-spinal cord development-%%-GO:0009636-&&-response to toxic substance-%%-GO:0019896-&&-axonal transport of mitochondrion-%%-GO:0033693-&&-neurofilament bundle assembly-%%-GO:0014012-&&-peripheral nervous system axon regeneration-%%-GO:0008090-&&-retrograde axonal transport-%%-GO:0040011-&&-locomotion-%%-GO:0045109-&&-intermediate filament organization-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051258-&&-protein polymeriG:9606:NEFL KEGG-&-1&-hsa05014-&&-Amyotrophic lateral sclerosis (ALS)NEFL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEFLNEFL FALSE NEFL
taxon:9606 179146 1902 neural precursor cell expressed, developmentally down-regulated 8gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0014070-&&-response to organic cyclic compound-%%-GO:0045116-&&-protein neddylation-%%-GO:0008104-&&-protein localization-%%-GO:0006508-&&-proteolysis-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:NEDD8 NEDD8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEDD8NEDD8 FALSE NEDD8
taxon:9606 166858 1902 nucleoside-triphosphatase, cancer-relatedgene biological_process-&-1&-GO:0016311-&&-dephosphorylation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0098519-&&-nucleotide phosphatase activity, acting on free nucleotides-%%-GO:0003723-&&-RNA binding-%%-GO:0017111-&&-nucleoside-triphosphatase activity-%%-GO:0005524-&&-ATP bindingG:9606:NTPCR KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa00730-&&-Thiamine metabolism-%%-hsa01100-&&-Metabolic pathwaysNTPCR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NTPCRNTPCR FALSE NTPCR
taxon:9606 179147 1902 ribosomal protein L10agene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0045471-&&-response to ethanol-%%-GO:0006412-&&-translation-%%-GO:0000470-&&-maturation of LSU-rRNA-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL10A KEGG-&-1&-hsa03010-&&-RibosomeRPL10A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL10ARPL10A FALSE RPL10A
taxon:9606 179150 1902 developmentally regulated GTP binding protein 1gene biological_process-&-1&-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005844-&&-polysome-%%-GO:0005829-&&-cytosol-%%-GO:0016604-&&-nuclear body-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0042802-&&-identical protein bindingG:9606:DRG1 DRG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DRG1DRG1 FALSE DRG1
taxon:9606 175052 1902 ring-box 1 gene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0010265-&&-SCF complex assembly-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0045116-&&-protein neddylation-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0042769-&&-DNA damage response, detection of DNA damage-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0061418-&&-regulation of transcription from RNA polymerase II promoter in response to hypoxia-%%-GO:0090090-&&-negative regulation of canoniG:9606:RBX1 KEGG-&-1&-hsa05211-&&-Renal cell carcinoma-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04110-&&-Cell cycle-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa03420-&&-Nucleotide excision repair-%%-hsa04710-&&-Circadian rhythmRBX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBX1RBX1 FALSE RBX1
taxon:9606 179149 1902 neural precursor cell expressed, developmentally down-regulated 4, E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0016241-&&-regulation of macroautophagy-%%-GO:0031175-&&-neuron projection development-%%-GO:0042391-&&-regulation of membrane potential-%%-GO:0046824-&&-positive regulation of nucleocytoplasmic transport-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0014068-&&-positive regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0034765-&&-regulation of ion transmembrane transport-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0050807-&&-regulation of synapse organization-%%-GO:0051592-&&-response to calcium ion-%%-GO:0044111-&&-development involved in symbiotic interaction-%%-GO:1901016-&&-regulation of potassium ion transmembrane transporter activity-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0048514-&&-blood vessel morphogenesis-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0034644-&&-cellular response to UV-%%-GO:0006622-&&-protein targeting to lysosome-%%-GO:0030948-&&-negative G:9606:NEDD4 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04530-&&-Tight junction-%%-hsa04144-&&-Endocytosis-%%-hsa05169-&&-Epstein-Barr virus infectionNEDD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NEDD4NEDD4 FALSE NEDD4
taxon:9606 175057 1902 nuclear receptor subfamily 1 group H member 4gene biological_process-&-1&-GO:0055089-&&-fatty acid homeostasis-%%-GO:1904179-&&-positive regulation of adipose tissue development-%%-GO:0071638-&&-negative regulation of monocyte chemotactic protein-1 production-%%-GO:2000213-&&-positive regulation of glutamate metabolic process-%%-GO:2001275-&&-positive regulation of glucose import in response to insulin stimulus-%%-GO:1905695-&&-positive regulation of phosphatidic acid biosynthetic process-%%-GO:0010804-&&-negative regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:2001250-&&-positive regulation of ammonia assimilation cycle-%%-GO:0010988-&&-regulation of low-density lipoprotein particle clearance-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0006954-&&-inflammatory response-%%-GO:1904468-&&-negative regulation of tumor necrosis factor secretion-%%-GO:0034971-&&-histone H3-R17 methylation-%%-GO:0045944-&&-positive reguG:9606:NR1H4 KEGG-&-1&-hsa04976-&&-Bile secretionNR1H4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR1H4NR1H4 FALSE NR1H4
taxon:9606 162769 1902 ubiquitin specific peptidase 12gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0004197-&&-cysteine-type endopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:USP12 USP12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP12USP12 FALSE USP12
taxon:9606 179159 1902 NADH:ubiquinone oxidoreductase core subunit S3gene biological_process-&-1&-GO:0072593-&&-reactive oxygen species metabolic process-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0032981-&&-mitochondrial respiratory chain complex I assembly-%%-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:0006120-&&-mitochondrial electron transport, NADH to ubiquinone-%%-GO:0045333-&&-cellular respiration-%%-GO:0021762-&&-substantia nigra development|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005747-&&-mitochondrial respiratory chain complex I-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0043209-&&-myelin sheath-%%-GO:0016604-&&-nuclear body-%%-GO:0031966-&&-mitochondrial membrane|molecular_function-&-1&-GO:0008137-&&-NADH dehydrogenase (ubiquinone) activity-%%-GO:0003954-&&-NADH dehydrogenase activity-%%-GO:0005515-&&-protein binding-%%-GO:0009055-&&-electron carrier activityG:9606:NDUFS3 KEGG-&-1&-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa05016-&&-Huntington disease-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseNDUFS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NDUFS3NDUFS3 FALSE NDUFS3
taxon:9606 175060 1902 mediator complex subunit 12gene biological_process-&-1&-GO:0019827-&&-stem cell population maintenance-%%-GO:1990403-&&-embryonic brain development-%%-GO:0007492-&&-endoderm development-%%-GO:0007507-&&-heart development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0036342-&&-post-anal tail morphogenesis-%%-GO:0048702-&&-embryonic neurocranium morphogenesis-%%-GO:0014044-&&-Schwann cell development-%%-GO:0021510-&&-spinal cord development-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:0014003-&&-oligodendrocyte development-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0001843-&&-neural tube closure-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0090245-&&-axis elongation involved in somitogenesis-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:003G:9606:MED12 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED12MED12 FALSE MED12
taxon:9606 175061 1902 thyroid hormone receptor associated protein 3gene biological_process-&-1&-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0042753-&&-positive regulation of circadian rhythm-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000956-&&-nuclear-transcribed mRNA catabolic process-%%-GO:0007623-&&-circadian rhythm-%%-GO:0048255-&&-mRNA stabilization-%%-GO:0008380-&&-RNA splicing-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0006397-&&-mRNA processing-%%-GO:0048026-&&-positive regulation of mRNA splicing, via spliceosome-%%-GO:0030521-&&-androgen receptor signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0016592-&&-mediator complex-%%-GO:0035145-&&-exon-exon junction complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:00G:9606:THRAP3 THRAP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THRAP3THRAP3 FALSE THRAP3
taxon:9606 175067 1902 major vault proteingene biological_process-&-1&-GO:0061099-&&-negative regulation of protein tyrosine kinase activity-%%-GO:0051028-&&-mRNA transport-%%-GO:0038127-&&-ERBB signaling pathway-%%-GO:0015031-&&-protein transport-%%-GO:0023057-&&-negative regulation of signaling-%%-GO:0031953-&&-negative regulation of protein autophosphorylation-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005856-&&-cytoskeleton-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0019903-&&-protein phosphatase binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:MVP MVP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MVPMVP FALSE MVP
taxon:9606 179161 1902 NADH:ubiquinone oxidoreductase core subunit S1gene biological_process-&-1&-GO:0072593-&&-reactive oxygen species metabolic process-%%-GO:0051881-&&-regulation of mitochondrial membrane potential-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0032981-&&-mitochondrial respiratory chain complex I assembly-%%-GO:0006120-&&-mitochondrial electron transport, NADH to ubiquinone-%%-GO:0046034-&&-ATP metabolic process-%%-GO:0045333-&&-cellular respiration|cellular_component-&-1&-GO:0005747-&&-mitochondrial respiratory chain complex I-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0043209-&&-myelin sheath-%%-GO:0005758-&&-mitochondrial intermembrane space-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0051537-&&-2 iron, 2 sulfur cluster binding-%%-GO:0008137-&&-NADH dehydrogenase (ubiquinone) activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0051539-&&-4 iron, 4 sulfur cluster bindingG:9606:NDUFS1 KEGG-&-1&-hsa05016-&&-Huntington disease-%%-hsa04723-&&-Retrograde endocannabinoid signaling-%%-hsa00190-&&-Oxidative phosphorylation-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05010-&&-Alzheimer disease-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-Thermogenesis-%%-hsa05012-&&-Parkinson diseaseNDUFS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NDUFS1NDUFS1 FALSE NDUFS1
taxon:9606 162793 1902 homeodomain interacting protein kinase 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0034333-&&-adherens junction assembly-%%-GO:0060059-&&-embryonic retina morphogenesis in camera-type eye-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030182-&&-neuron differentiation-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0060235-&&-lens induction in camera-type eye-%%-GO:0061072-&&-iris morphogenesis-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0048596-&&-embryonic camera-type eye morphogenesis-%%-GO:0072577-&&-endothelial cell apoptotic process-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0010842-&&-retina layer formation-%%-GO:0060216-&&-definitive hemopoiesis-%%-GO:0006468-&&-protein phosphorylG:9606:HIPK1 KEGG-&-1&-hsa04218-&&-Cellular senescenceHIPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIPK1HIPK1 FALSE HIPK1
taxon:9606 166894 1902 mediator complex subunit 10gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0070847-&&-core mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0016592-&&-mediator complex|molecular_function-&-1&-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:MED10 MED10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED10MED10 FALSE MED10
taxon:9606 170992 1902 fission, mitochondrial 1gene biological_process-&-1&-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0010821-&&-regulation of mitochondrion organization-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:1901653-&&-cellular response to peptide-%%-GO:0014850-&&-response to muscle activity-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0090314-&&-positive regulation of protein targeting to membrane-%%-GO:0043653-&&-mitochondrial fragmentation involved in apoptotic process-%%-GO:0035584-&&-calcium-mediated signaling using intracellular calcium source-%%-GO:0016559-&&-peroxisome fission-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0097237-&&-cellular response to toxic substance-%%-GO:0008053-&&-mitochondrial fusion-%%-GO:0051561-&&-positive regulation of mitochondrial calcium ion concentration-%%-GO:0000266-&&-mitochondrial fission-%%-GO:0000422-&&-mitophagy-%%-GO:0070584-&&-mitochondrion morphogenesis-%%-GO:20G:9606:FIS1 KEGG-&-1&-hsa04137-&&-Mitophagy - animalFIS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FIS1FIS1 FALSE FIS1
taxon:9606 171002 1902 exosome component 1gene biological_process-&-1&-GO:0043488-&&-regulation of mRNA stability-%%-GO:0043928-&&-exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0000178-&&-exosome (RNase complex)-%%-GO:0005730-&&-nucleolus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000176-&&-nuclear exosome (RNase complex)|molecular_function-&-1&-GO:0004532-&&-exoribonuclease activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:EXOSC1 KEGG-&-1&-hsa03018-&&-RNA degradationEXOSC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EXOSC1EXOSC1 FALSE EXOSC1
taxon:9606 175099 1902 PAN2 poly(A) specific ribonuclease subunitgene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:0006397-&&-mRNA processing-%%-GO:0090503-&&-RNA phosphodiester bond hydrolysis, exonucleolytic|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0031251-&&-PAN complex-%%-GO:0000932-&&-P-body|molecular_function-&-1&-GO:0000175-&&-3'-5'-exoribonuclease activity-%%-GO:0003676-&&-nucleic acid binding-%%-GO:0004535-&&-poly(A)-specific ribonuclease activity-%%-GO:0005515-&&-protein bindingG:9606:PAN2 KEGG-&-1&-hsa03018-&&-RNA degradationPAN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PAN2PAN2 FALSE PAN2
taxon:9606 179202 1902 msh homeobox 2gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0003198-&&-epithelial to mesenchymal transition involved in endocardial cushion formation-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0023019-&&-signal transduction involved in regulation of gene expression-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0035313-&&-wound healing, spreading of epidermal cells-%%-GO:0002063-&&-chondrocyte development-%%-GO:0060364-&&-frontal suture morphogenesis-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0030513-&&-positive regulation of BMP signaling pathway-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0002076-&&-osteoblast development-%%-GO:0051795-&&-positive regulation of catagen-%%-GO:0070166-&&-enamel mineralization-%%-GO:0071392-&&-cellular response to estradiol stiG:9606:MSX2 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infectionMSX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSX2MSX2 FALSE MSX2
taxon:9606 179203 1902 msh homeobox 1gene biological_process-&-1&-GO:0042475-&&-odontogenesis of dentin-containing tooth-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0003198-&&-epithelial to mesenchymal transition involved in endocardial cushion formation-%%-GO:0035116-&&-embryonic hindlimb morphogenesis-%%-GO:0043517-&&-positive regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0007517-&&-muscle organ development-%%-GO:0023019-&&-signal transduction involved in regulation of gene expression-%%-GO:0035115-&&-embryonic forelimb morphogenesis-%%-GO:0051154-&&-negative regulation of striated muscle cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0030513-&&-positive regulation of BMP signaling pathway-%%-GO:0060536-&&-cartilage morphogenesis-%%-GO:0050821-&&-protein stabilization-%%-GO:0060349-&&-bone morphogenesis-%%-GO:0021983-&&-pituitaG:9606:MSX1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infectionMSX1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSX1MSX1 FALSE MSX1
taxon:9606 175104 1902 SEC16 homolog A, endoplasmic reticulum export factorgene biological_process-&-1&-GO:0007029-&&-endoplasmic reticulum organization-%%-GO:0015031-&&-protein transport-%%-GO:0021762-&&-substantia nigra development-%%-GO:0048208-&&-COPII vesicle coating|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:SEC16A SEC16A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEC16ASEC16A FALSE SEC16A
taxon:9606 179201 1902 metallothionein 1Agene biological_process-&-1&-GO:0045926-&&-negative regulation of growth-%%-GO:0071276-&&-cellular response to cadmium ion-%%-GO:0010038-&&-response to metal ion-%%-GO:0071294-&&-cellular response to zinc ion|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0008270-&&-zinc ion bindingG:9606:MT1A KEGG-&-1&-hsa04978-&&-Mineral absorptionMT1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MT1AMT1A FALSE MT1A
taxon:9606 175105 1902 non-SMC condensin I complex subunit D2gene biological_process-&-1&-GO:0051304-&&-chromosome separation-%%-GO:0007076-&&-mitotic chromosome condensation-%%-GO:0051301-&&-cell division-%%-GO:0010032-&&-meiotic chromosome condensation|cellular_component-&-1&-GO:0000796-&&-condensin complex-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005829-&&-cytosol-%%-GO:0000799-&&-nuclear condensin complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000793-&&-condensed chromosome-%%-GO:0000779-&&-condensed chromosome, centromeric region-%%-GO:0000797-&&-condensin core heterodimer-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein bindingG:9606:NCAPD2 NCAPD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCAPD2NCAPD2 FALSE NCAPD2
taxon:9606 175109 1902 SPT7-like STAGA complex gamma subunitgene biological_process-&-1&-GO:0051457-&&-maintenance of protein location in nucleus-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030914-&&-STAGA complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:SUPT7L SUPT7L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SUPT7LSUPT7L FALSE SUPT7L
taxon:9606 175114 1902 G3BP stress granule assembly factor 2gene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0007253-&&-cytoplasmic sequestering of NF-kappaB|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0030159-&&-receptor signaling complex scaffold activity-%%-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein bindingG:9606:G3BP2 G3BP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-G3BP2G3BP2 FALSE G3BP2
taxon:9606 179209 1902 moesin gene biological_process-&-1&-GO:0061028-&&-establishment of endothelial barrier-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:1902966-&&-positive regulation of protein localization to early endosome-%%-GO:1903364-&&-positive regulation of cellular protein catabolic process-%%-GO:0022614-&&-membrane to membrane docking-%%-GO:0071394-&&-cellular response to testosterone stimulus-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0050900-&&-leukocyte migration-%%-GO:2000401-&&-regulation of lymphocyte migration-%%-GO:2000643-&&-positive regulation of early endosome to late endosome transport-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0022612-&&-gland morphogenesis-%%-GO:0071803-&&-positive regulation of podosome assembly-%%-GO:1902115-&&-regulation of organelle assembly-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0045198-&&-establishment of epithelial cell apical/basal polarity-%%-GO:0008361-&&-regulation of cell size|cellular_compoG:9606:MSN KEGG-&-1&-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05162-&&-Measles-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05205-&&-Proteoglycans in cancerMSN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSNMSN FALSE MSN
taxon:9606 179215 1902 protein phosphatase 2 regulatory subunit Bbetagene biological_process-&-1&-GO:0050790-&&-regulation of catalytic activity-%%-GO:0070262-&&-peptidyl-serine dephosphorylation-%%-GO:0006915-&&-apoptotic process-%%-GO:0032502-&&-developmental process-%%-GO:0000278-&&-mitotic cell cycle|cellular_component-&-1&-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005856-&&-cytoskeleton-%%-GO:0000159-&&-protein phosphatase type 2A complex-%%-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0019888-&&-protein phosphatase regulator activityG:9606:PPP2R2B KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04071-&&-Sphingolipid signaling pathwayPPP2R2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R2BPPP2R2B FALSE PPP2R2B
taxon:9606 179218 1902 protein phosphatase 2 scaffold subunit Aalphagene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0051306-&&-mitotic sister chromatid separation-%%-GO:0042518-&&-negative regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0051754-&&-meiotic sister chromatid cohesion, centromeric-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0008380-&&-RNA splicing-%%-GO:0010033-&&-response to organic substance-%%-GO:0007059-&&-chromosome segregation-%%-GO:0000188-&&-inactivation of MAPK activity-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0051232-&&-meiotic spindle elongation-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0006672-&&-ceramide metabolic process-%%-GO:0006461-&&-protein complex assembly-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0070262-&&-peptidyl-serine dephosphorylation-%%-GO:0019932-&&-secondG:9606:PPP2R1A KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04730-&&-Long-term depressionPPP2R1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R1APPP2R1A FALSE PPP2R1A
taxon:9606 179216 1902 protein phosphatase 2 regulatory subunit Balphagene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0032502-&&-developmental process-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0000278-&&-mitotic cell cycle-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0043278-&&-response to morphine-%%-GO:0070262-&&-peptidyl-serine dephosphorylation|cellular_component-&-1&-GO:0000159-&&-protein phosphatase type 2A complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0019888-&&-protein phosphatase regulator activity-%%-GO:0048156-&&-tau protein binding-%%-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0032403-&&-protein complex binding-%%-GO:0051721-&&-protein phosphatase 2A bindingG:9606:PPP2R2A KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04071-&&-Sphingolipid signaling pathwayPPP2R2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R2APPP2R2A FALSE PPP2R2A
taxon:9606 162832 1902 tubulin beta class Igene biological_process-&-1&-GO:0051225-&&-spindle assembly-%%-GO:0042267-&&-natural killer cell mediated cytotoxicity-%%-GO:0007017-&&-microtubule-based process-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0051301-&&-cell division-%%-GO:0009987-&&-cellular process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005874-&&-microtubule-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005856-&&-cytoskeleton-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0005641-&&-nuclear envelope lumen-%%-GO:0044297-&&-cell body-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-G:9606:TUBB KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-PhagosomeTUBB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBBTUBB FALSE TUBB
taxon:9606 175120 1902 mannose receptor C type 2gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0006897-&&-endocytosis-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0007165-&&-signal transduction|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0030246-&&-carbohydrate binding-%%-GO:0005518-&&-collagen binding-%%-GO:0005515-&&-protein binding-%%-GO:0004888-&&-transmembrane signaling receptor activityG:9606:MRC2 KEGG-&-1&-hsa05152-&&-Tuberculosis-%%-hsa04145-&&-PhagosomeMRC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRC2MRC2 FALSE MRC2
taxon:9606 179217 1902 protein phosphatase 2 scaffold subunit Abetagene biological_process-&-1&-GO:0060561-&&-apoptotic process involved in morphogenesis-%%-GO:2001241-&&-positive regulation of extrinsic apoptotic signaling pathway in absence of ligand|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:PPP2R1B KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04730-&&-Long-term depressionPPP2R1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2R1BPPP2R1B FALSE PPP2R1B
taxon:9606 175124 1902 ubiquitin associated protein 2 likegene biological_process-&-1&-GO:0007339-&&-binding of sperm to zona pellucida-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0061484-&&-hematopoietic stem cell homeostasis|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0005671-&&-Ada2/Gcn5/Ada3 transcription activator complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:UBAP2L UBAP2L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBAP2LUBAP2L FALSE UBAP2L
taxon:9606 179221 1902 protein phosphatase 2 catalytic subunit alphagene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0042518-&&-negative regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0007498-&&-mesoderm development-%%-GO:0040008-&&-regulation of growth-%%-GO:0045595-&&-regulation of cell differentiation-%%-GO:0006275-&&-regulation of DNA replication-%%-GO:0008380-&&-RNA splicing-%%-GO:0010033-&&-response to organic substance-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0000188-&&-inactivation of MAPK activity-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0010719-&&-negative regulation of epithelial to mesenchymal transition-%%-GO:0006672-&&-ceramide metabolic process-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0019932-&&-second-messenger-mediated signaling-%%-GO:0030111-&&-regulation of Wnt signaling pathway-%%-GO:0051321-&&-meioG:9606:PPP2CA KEGG-&-1&-hsa04136-&&-Autophagy - other-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04730-&&-Long-term depressionPPP2CA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP2CAPPP2CA FALSE PPP2CA
taxon:9606 175130 1902 NUAK family kinase 1gene biological_process-&-1&-GO:0042127-&&-regulation of cell proliferation-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0035507-&&-regulation of myosin-light-chain-phosphatase activity-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007155-&&-cell adhesion-%%-GO:0006468-&&-protein phosphorylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:2000772-&&-regulation of cellular senescence|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0002039-&&-p53 binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:NUAK1 NUAK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUAK1NUAK1 FALSE NUAK1
taxon:9606 179231 1902 protein phosphatase 1 catalytic subunit gammagene biological_process-&-1&-GO:0005977-&&-glycogen metabolic process-%%-GO:0051301-&&-cell division-%%-GO:0030182-&&-neuron differentiation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0046822-&&-regulation of nucleocytoplasmic transport-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0007062-&&-sister chromatid cohesion|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0043197-&&-dendritic spine-%%-GO:0072357-&&-PTW/PP1 phosphatase complex-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0016607-&&-nuclear speck-%%-GO:0000777-&&-condensed chromosome kinetochore-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0032154-&&-cleavage furrow-%%-GO:0043234-&&-protein complex-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0004722-&&G:9606:PPP1CC KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa05034-&&-Alcoholism-%%-hsa04218-&&-Cellular senescence-%%-hsa04931-&&-Insulin resistance-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04510-&&-Focal adhesion-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04720-&&-Long-term potentiation-%%-hsa05031-&&-Amphetamine addiction-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa04024-&&-cAMP signaling pathwayPPP1CC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP1CCPPP1CC FALSE PPP1CC
taxon:9606 162845 1902 cardiomyopathy associated 5gene cellular_component-&-1&-GO:0031430-&&-M band-%%-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CMYA5 CMYA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CMYA5CMYA5 FALSE CMYA5
taxon:9606 171037 1902 forkhead box P3gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0032703-&&-negative regulation of interleukin-2 production-%%-GO:0032700-&&-negative regulation of interleukin-17 production-%%-GO:0042130-&&-negative regulation of T cell proliferation-%%-GO:0002362-&&-CD4-positive, CD25-positive, alpha-beta regulatory T cell lineage commitment-%%-GO:0032792-&&-negative regulation of CREB transcription factor activity-%%-GO:0046007-&&-negative regulation of activated T cell proliferation-%%-GO:0050710-&&-negative regulation of cytokine secretion-%%-GO:0042110-&&-T cell activation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0048302-&&-regulation of isotype switching to IG:9606:FOXP3 KEGG-&-1&-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04659-&&-Th17 cell differentiationFOXP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXP3FOXP3 FALSE FOXP3
taxon:9606 175138 1902 TBC1 domain family member 4gene biological_process-&-1&-GO:0016192-&&-vesicle-mediated transport-%%-GO:0031338-&&-regulation of vesicle fusion-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0061024-&&-membrane organization-%%-GO:0031339-&&-negative regulation of vesicle fusion-%%-GO:0090630-&&-activation of GTPase activity|cellular_component-&-1&-GO:0012505-&&-endomembrane system-%%-GO:0005622-&&-intracellular-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005096-&&-GTPase activator activity-%%-GO:0017137-&&-Rab GTPase bindingG:9606:TBC1D4 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04931-&&-Insulin resistanceTBC1D4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TBC1D4TBC1D4 FALSE TBC1D4
taxon:9606 179233 1902 protein phosphatase 1 catalytic subunit alphagene biological_process-&-1&-GO:0005977-&&-glycogen metabolic process-%%-GO:0016311-&&-dephosphorylation-%%-GO:0051301-&&-cell division-%%-GO:0005979-&&-regulation of glycogen biosynthetic process-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:0060828-&&-regulation of canonical Wnt signaling pathway-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0048754-&&-branching morphogenesis of an epithelial tube-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0030324-&&-lung development-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0036496-&&-regulation of translational initiation by eIF2 alpha dephosphorylation-%%-GO:0007049-&&-cell cycle-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:1904886-&&-beta-catenin destruction complex disassembly-%%-GO:0098609-&&-cell-cell adhesion-%%-GO:0005981-&&-regulation of glycogen catabolic process-%%-GO:2001241-&&-positive regulation of extrinsic apoptotic signaling pathway in absence of ligand|cellular_component-&-1&-GO:0005886G:9606:PPP1CA KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa05034-&&-Alcoholism-%%-hsa04218-&&-Cellular senescence-%%-hsa04931-&&-Insulin resistance-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa04750-&&-Inflammatory mediator regulation of TRP channels-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04720-&&-Long-term potentiation-%%-hsa05031-&&-Amphetamine addiction-%%-hsa04024-&&-cAMP signaling pathway-%%-hsa05205-&&-Proteoglycans in cancerPPP1CA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP1CAPPP1CA FALSE PPP1CA
taxon:9606 166950 1902 lysine acetyltransferase 8gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0043984-&&-histone H4-K16 acetylation-%%-GO:0016573-&&-histone acetylation|cellular_component-&-1&-GO:0000776-&&-kinetochore-%%-GO:0000123-&&-histone acetyltransferase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0072487-&&-MSL complex-%%-GO:0071339-&&-MLL1 complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008134-&&-transcription factor binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:0043996-&&-histone acetyltransferase activity (H4-K8 specific)-%%-GO:0046872-&&-metal ion binding-%%-GO:0046972-&&-histone acetyltransferase activity (H4-K16 specific)-%%-GO:0016407-&&-acetyltransferasG:9606:KAT8 KAT8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KAT8KAT8 FALSE KAT8
taxon:9606 171047 1902 SPARC/osteonectin, cwcv and kazal like domains proteoglycan 3gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0019800-&&-peptide cross-linking via chondroitin 4-sulfate glycosaminoglycan-%%-GO:0007165-&&-signal transduction-%%-GO:2000146-&&-negative regulation of cell motility|cellular_component-&-1&-GO:0005578-&&-proteinaceous extracellular matrix|molecular_function-&-1&-GO:0005539-&&-glycosaminoglycan binding-%%-GO:0008191-&&-metalloendopeptidase inhibitor activity-%%-GO:0005509-&&-calcium ion bindingG:9606:SPOCK3 SPOCK3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPOCK3SPOCK3 FALSE SPOCK3
taxon:9606 166953 1902 family with sequence similarity 175 member Agene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0006302-&&-double-strand break repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016604-&&-nuclear body-%%-GO:0070531-&&-BRCA1-A complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0031593-&&-polyubiquitin binding-%%-GO:0005515-&&-protein bindingG:9606:FAM175A KEGG-&-1&-hsa03440-&&-Homologous recombinationFAM175A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAM175AFAM175A FALSE FAM175A
taxon:9606 171054 1902 F11 receptor gene biological_process-&-1&-GO:0031032-&&-actomyosin structure organization-%%-GO:0090559-&&-regulation of membrane permeability-%%-GO:0050900-&&-leukocyte migration-%%-GO:0001817-&&-regulation of cytokine production-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0045777-&&-positive regulation of blood pressure-%%-GO:0090002-&&-establishment of protein localization to plasma membrane-%%-GO:0050892-&&-intestinal absorption-%%-GO:0070830-&&-bicellular tight junction assembly-%%-GO:0009314-&&-response to radiation-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:2000249-&&-regulation of actin cytoskeleton reorganization-%%-GO:0006954-&&-inflammatory response-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030054-&G:9606:F11R KEGG-&-1&-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04530-&&-Tight junction-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infectionF11R Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-F11RF11R FALSE F11R
taxon:9606 175155 1902 mediator complex subunit 24gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030521-&&-androgen receptor signaling pathway|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0004872-&&-receptor activity-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0042809-&&-vitamin D receptor bindingG:9606:MED24 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED24 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED24MED24 FALSE MED24
taxon:9606 166960 1902 ubiquitin specific peptidase 42gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0007283-&&-spermatogenesis-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0005515-&&-protein bindingG:9606:USP42 USP42 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP42USP42 FALSE USP42
taxon:9606 175158 1902 centrosomal protein 170gene cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0005819-&&-spindle-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CEP170 CEP170 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP170CEP170 FALSE CEP170
taxon:9606 175156 1902 proteasome 26S subunit, non-ATPase 6gene biological_process-&-1&-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0010972-&&-negative regulation of G2/M transition of mitotic cell cycle-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0000165-&&-MAPK cascade-%%-GO:0006521-&&-regulation of cellular amino acid metabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0006508-&&-proteolysis-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0060071-&&-Wnt signaling pathway, planar cell polarity pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0031146-&&-SCF-dependent proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0061418-&&-regulation of G:9606:PSMD6 KEGG-&-1&-hsa05169-&&-Epstein-Barr virus infection-%%-hsa03050-&&-ProteasomePSMD6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMD6PSMD6 FALSE PSMD6
taxon:9606 166970 1902 PML-RARA regulated adaptor molecule 1gene biological_process-&-1&-GO:0007165-&&-signal transduction-%%-GO:0043313-&&-regulation of neutrophil degranulation-%%-GO:0007229-&&-integrin-mediated signaling pathway|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0008289-&&-lipid bindingG:9606:PRAM1 PRAM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRAM1PRAM1 FALSE PRAM1
taxon:9606 179256 1902 mutS homolog 2gene biological_process-&-1&-GO:0043570-&&-maintenance of DNA repeat elements-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0006298-&&-mismatch repair-%%-GO:0045190-&&-isotype switching-%%-GO:0006301-&&-postreplication repair-%%-GO:0008340-&&-determination of adult lifespan-%%-GO:0007281-&&-germ cell development-%%-GO:0010165-&&-response to X-ray-%%-GO:0010224-&&-response to UV-B-%%-GO:0016447-&&-somatic recombination of immunoglobulin gene segments-%%-GO:0031573-&&-intra-S DNA damage checkpoint-%%-GO:0006281-&&-DNA repair-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0051096-&&-positive regulation of helicase activity-%%-GO:0019724-&&-B cell mediated immunity-%%-GO:0008584-&&-male gonad development-%%-GO:0030183-&&-B cell differentiation-%%-GO:0006119-&&-oxidative phosphorylation-%%-GO:0045910-&&-negative regulation of DNA recombination-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0016446-&&-somatic hypermutation of immunoglobulin genes-%%-GO:0043G:9606:MSH2 KEGG-&-1&-hsa03430-&&-Mismatch repair-%%-hsa05210-&&-Colorectal cancer-%%-hsa05200-&&-Pathways in cancer-%%-hsa01524-&&-Platinum drug resistanceMSH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MSH2MSH2 FALSE MSH2
taxon:9606 158776 1902 SHC adaptor protein 4gene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0006915-&&-apoptotic process-%%-GO:0048863-&&-stem cell differentiation|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0045211-&&-postsynaptic membrane-%%-GO:0005622-&&-intracellular-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0030971-&&-receptor tyrosine kinase binding-%%-GO:0005515-&&-protein bindingG:9606:SHC4 KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05034-&&-Alcoholism-%%-hsa01522-&&-Endocrine resistance-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05224-&&-Breast cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04510-&&-Focal adhesion-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05220-&&-Chronic myeloid leukemiaSHC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHC4SHC4 FALSE SHC4
taxon:9606 171070 1902 COP9 signalosome subunit 7Agene biological_process-&-1&-GO:0000338-&&-protein deneddylation-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:COPS7A COPS7A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS7ACOPS7A FALSE COPS7A
taxon:9606 162879 1902 centromere protein Xgene biological_process-&-1&-GO:0031297-&&-replication fork processing-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0051382-&&-kinetochore assembly-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0000712-&&-resolution of meiotic recombination intermediates-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0036297-&&-interstrand cross-link repair|cellular_component-&-1&-GO:0043240-&&-Fanconi anaemia nuclear complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071821-&&-FANCM-MHF complex-%%-GO:0000777-&&-condensed chromosome kinetochore|molecular_function-&-1&-GO:0003690-&&-double-stranded DNA binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:CENPX KEGG-&-1&-hsa03460-&&-Fanconi anemia pathwayCENPX Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CENPXCENPX FALSE CENPX
taxon:9606 175185 1902 Rho guanine nucleotide exchange factor 17gene biological_process-&-1&-GO:0035023-&&-regulation of Rho protein signal transduction-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005089-&&-Rho guanyl-nucleotide exchange factor activity-%%-GO:0005085-&&-guanyl-nucleotide exchange factor activityG:9606:ARHGEF17 ARHGEF17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARHGEF17ARHGEF17 FALSE ARHGEF17
taxon:9606 175191 1902 RB1 inducible coiled-coil 1gene biological_process-&-1&-GO:0000045-&&-autophagosome assembly-%%-GO:0007507-&&-heart development-%%-GO:0061709-&&-reticulophagy-%%-GO:0016236-&&-macroautophagy-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0061723-&&-glycophagy-%%-GO:0045793-&&-positive regulation of cell size-%%-GO:0030242-&&-pexophagy-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0007049-&&-cell cycle-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006914-&&-autophagy-%%-GO:0006995-&&-cellular response to nitrogen starvation-%%-GO:0001889-&&-liver development-%%-GO:0000422-&&-mitophagy-%%-GO:0046330-&&-positive regulation of JNK cascade|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0034045-&&-pre-autophagosomal structure membrane-%%-GO:1990316-&&-ATG1/ULK1 kinase complex-%%-GO:0005829-&&-cytosol-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0019901-&&-protein kinase bindingG:9606:RB1CC1 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathwayRB1CC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RB1CC1RB1CC1 FALSE RB1CC1
taxon:9606 142420 1902 notch homolog 2 N-terminal-like proteingene G:9606:LOC100996763 LOC100996763Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC100996763LOC100996763 FALSE LOC100996763
taxon:9606 175192 1902 cullin 7 gene biological_process-&-1&-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0050775-&&-positive regulation of dendrite morphogenesis-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0001570-&&-vasculogenesis-%%-GO:0016032-&&-viral process-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0001837-&&-epithelial to mesenchymal transition-%%-GO:0007030-&&-Golgi organization-%%-GO:0006508-&&-proteolysis-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0001890-&&-placenta development|cellular_component-&-1&-GO:0031467-&&-Cul7-RING ubiquitin ligase complex-%%-GO:1990393-&&-3M complex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005680-&&-anaphase-promoting complex-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:CUL7 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisCUL7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CUL7CUL7 FALSE CUL7
taxon:9606 175202 1902 ring finger protein 40gene biological_process-&-1&-GO:0033523-&&-histone H2B ubiquitination-%%-GO:0043434-&&-response to peptide hormone-%%-GO:1900364-&&-negative regulation of mRNA polyadenylation-%%-GO:1901800-&&-positive regulation of proteasomal protein catabolic process-%%-GO:0007346-&&-regulation of mitotic cell cycle-%%-GO:0010390-&&-histone monoubiquitination-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:2001168-&&-positive regulation of histone H2B ubiquitination-%%-GO:1902916-&&-positive regulation of protein polyubiquitination-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0019898-&&-extrinsic component of membrane-%%-GO:0033503-&&-HULC complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0043679-&&-axon terminus-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0017075-&&-syntG:9606:RNF40 RNF40 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF40RNF40 FALSE RNF40
taxon:9606 175203 1902 KIAA0087 lncRNAgene G:9606:KIAA0087 KIAA0087 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIAA0087KIAA0087 FALSE KIAA0087
taxon:9606 142439 1902 notch homolog 2 N-terminal-like proteingene G:9606:LOC100996717 LOC100996717Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC100996717LOC100996717 FALSE LOC100996717
taxon:9606 175210 1902 histone deacetylase 4gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006476-&&-protein deacetylation-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0007399-&&-nervous system development-%%-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:0070555-&&-response to interleukin-1-%%-GO:0014894-&&-response to denervation involved in regulation of muscle adaptation-%%-GO:0045668-&&-negative regulation of osteoblast differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0030183-&&-B cell differentiation-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0016575-&&-histone deacetylation-%%-GO:0043393-&&-regulation of protein binding-%%-GO:0014911-&&G:9606:HDAC4 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-Alcoholism-%%-hsa05206-&&-MicroRNAs in cancerHDAC4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC4HDAC4 FALSE HDAC4
taxon:9606 179311 1902 Mov10 RISC complex RNA helicasegene biological_process-&-1&-GO:0035279-&&-mRNA cleavage involved in gene silencing by miRNA-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0035195-&&-gene silencing by miRNA|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0000932-&&-P-body|molecular_function-&-1&-GO:0004386-&&-helicase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein bindingG:9606:MOV10 MOV10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MOV10MOV10 FALSE MOV10
taxon:9606 167023 1902 mitochondrial ribosomal protein L43gene biological_process-&-1&-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005762-&&-mitochondrial large ribosomal subunit-%%-GO:0005761-&&-mitochondrial ribosome-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein bindingG:9606:MRPL43 MRPL43 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPL43MRPL43 FALSE MRPL43
taxon:9606 171120 1902 ribonucleotide reductase regulatory TP53 inducible subunit M2Bgene biological_process-&-1&-GO:0003014-&&-renal system process-%%-GO:0014075-&&-response to amine-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:1902254-&&-negative regulation of intrinsic apoptotic signaling pathway by p53 class mediator-%%-GO:0006264-&&-mitochondrial DNA replication-%%-GO:0015949-&&-nucleobase-containing small molecule interconversion-%%-GO:0006281-&&-DNA repair-%%-GO:0009200-&&-deoxyribonucleoside triphosphate metabolic process-%%-GO:0009263-&&-deoxyribonucleotide biosynthetic process-%%-GO:0001822-&&-kidney development|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0004748-&&-ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptorG:9606:RRM2B KEGG-&-1&-hsa00230-&&-Purine metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa00983-&&-Drug metabolism - other enzymes-%%-hsa00480-&&-Glutathione metabolism-%%-hsa04115-&&-p53 signaling pathway-%%-hsa00240-&&-Pyrimidine metabolismRRM2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RRM2BRRM2B FALSE RRM2B
taxon:9606 179318 1902 myeloid cell nuclear differentiation antigengene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0030889-&&-negative regulation of B cell proliferation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0006968-&&-cellular defense response-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0035578-&&-azurophil granule lumen|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:MNDA MNDA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MNDAMNDA FALSE MNDA
taxon:9606 179319 1902 MNAT1, CDK activating kinase assembly factorgene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007512-&&-adult heart development-%%-GO:0045737-&&-positive regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0051592-&&-response to calcium ion-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006370-&&-7-methylguanosine mRNA capping-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0008283-&&-cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0006461-&&-protein complex assembly-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GOG:9606:MNAT1 KEGG-&-1&-hsa03420-&&-Nucleotide excision repair-%%-hsa03022-&&-Basal transcription factorsMNAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MNAT1MNAT1 FALSE MNAT1
taxon:9606 179323 1902 matrix metallopeptidase 17gene biological_process-&-1&-GO:0001822-&&-kidney development-%%-GO:0006508-&&-proteolysis-%%-GO:0042756-&&-drinking behavior-%%-GO:0043085-&&-positive regulation of catalytic activity|cellular_component-&-1&-GO:0031225-&&-anchored component of membrane-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0070006-&&-metalloaminopeptidase activity-%%-GO:0008047-&&-enzyme activator activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0004222-&&-metalloendopeptidase activityG:9606:MMP17 KEGG-&-1&-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionMMP17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP17MMP17 FALSE MMP17
taxon:9606 179326 1902 matrix metallopeptidase 14gene biological_process-&-1&-GO:0045579-&&-positive regulation of B cell differentiation-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0048870-&&-cell motility-%%-GO:0043627-&&-response to estrogen-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0048754-&&-branching morphogenesis of an epithelial tube-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0031638-&&-zymogen activation-%%-GO:1990834-&&-response to odorant-%%-GO:0030324-&&-lung development-%%-GO:0035988-&&-chondrocyte proliferation-%%-GO:0001541-&&-ovarian follicle development-%%-GO:0048771-&&-tissue remodeling-%%-GO:0051895-&&-negative regulation of focal adhesion assembly-%%-GO:0016485-&&-protein processing-%%-GO:0009725-&&-response to hormone-%%-GO:0043615-&&-astrocyte cell migration-%%-GO:0010831-&&-positive regulation of myotube differentiation-%%-GO:0030335-&&-positive regulatioG:9606:MMP14 KEGG-&-1&-hsa04912-&&-GnRH signaling pathway-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04668-&&-TNF signaling pathwayMMP14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP14MMP14 FALSE MMP14
taxon:9606 175230 1902 G protein-coupled receptor associated sorting protein 1gene biological_process-&-1&-GO:0008333-&&-endosome to lysosome transport-%%-GO:1990172-&&-G-protein coupled receptor catabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:GPRASP1 GPRASP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GPRASP1GPRASP1 FALSE GPRASP1
taxon:9606 179327 1902 matrix metallopeptidase 13gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0001958-&&-endochondral ossification-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0030282-&&-bone mineralization-%%-GO:0060349-&&-bone morphogenesis-%%-GO:0006508-&&-proteolysis-%%-GO:0003417-&&-growth plate cartilage development|cellular_component-&-1&-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0005518-&&-collagen binding-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005509-&&-calcium ion bindingG:9606:MMP13 MMP13 TRUE KEGG-&-1&-hsa04657-&&-IL-17 signaling pathway-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04926-&&-Relaxin signaling pathwayMMP13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP13MMP13 FALSE MMP13
taxon:9606 175228 1902 SET domain containing 1Agene biological_process-&-1&-GO:1902275-&&-regulation of chromatin organization-%%-GO:1902036-&&-regulation of hematopoietic stem cell differentiation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0051568-&&-histone H3-K4 methylation|cellular_component-&-1&-GO:0048188-&&-Set1C/COMPASS complex-%%-GO:0016607-&&-nuclear speck-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035097-&&-histone methyltransferase complex|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0003723-&&-RNA binding-%%-GO:0008013-&&-beta-catenin binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0000166-&&-nucleotide bindingG:9606:SETD1A KEGG-&-1&-hsa00310-&&-Lysine degradationSETD1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SETD1ASETD1A FALSE SETD1A
taxon:9606 171138 1902 deoxynucleotidyltransferase terminal interacting protein 2gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:DNTTIP2 DNTTIP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNTTIP2DNTTIP2 FALSE DNTTIP2
taxon:9606 175234 1902 squamous cell carcinoma antigen recognized by T-cells 3gene biological_process-&-1&-GO:0048872-&&-homeostasis of number of cells-%%-GO:0071425-&&-hematopoietic stem cell proliferation-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0000244-&&-spliceosomal tri-snRNP complex assembly-%%-GO:0000902-&&-cell morphogenesis-%%-GO:1903586-&&-positive regulation of histone deubiquitination|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0005691-&&-U6atac snRNP-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0071002-&&-U4atac/U6atac snRNP-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0071001-&&-U4/U6 snRNP-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex|molecular_function-&-1&-GO:0030621-&&-U4 snRNA binding-%%-GO:1990381-&&-ubiquitin-specific protease binding-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0017070-&&-U6 snRNA binding-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RG:9606:SART3 SART3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SART3SART3 FALSE SART3
taxon:9606 179330 1902 matrix metallopeptidase 10gene biological_process-&-1&-GO:0030334-&&-regulation of cell migration-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005509-&&-calcium ion bindingG:9606:MMP10 MMP10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP10MMP10 FALSE MMP10
taxon:9606 179331 1902 matrix metallopeptidase 9gene biological_process-&-1&-GO:2001243-&&-negative regulation of intrinsic apoptotic signaling pathway-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:2001258-&&-negative regulation of cation channel activity-%%-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0001503-&&-ossification-%%-GO:0006508-&&-proteolysis-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0030225-&&-macrophage differentiation-%%-GO:0051549-&&-positive regulation of keratinocyte migration-%%-GO:1900122-&&-positive regulation of receptor binding-%%-GO:2001268-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0001501-&&-skeletal system development-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0007566-&&-embryo implantationG:9606:MMP9 MMP9 TRUE KEGG-&-1&-hsa01522-&&-Endocrine resistance-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05161-&&-Hepatitis B-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05215-&&-Prostate cancerMMP9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP9MMP9 FALSE MMP9
taxon:9606 175233 1902 histone deacetylase 9gene biological_process-&-1&-GO:0070933-&&-histone H4 deacetylation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0051153-&&-regulation of striated muscle cell differentiation-%%-GO:0007507-&&-heart development-%%-GO:0030182-&&-neuron differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030183-&&-B cell differentiation-%%-GO:0048742-&&-regulation of skeletal muscle fiber development-%%-GO:0070932-&&-histone H3 deacetylation-%%-GO:0090050-&&-positive regulation of cell migration involved in sprouting angiogenesis-%%-GO:0001975-&&-response to amphetamine-%%-GO:0016575-&&-histone deacetylation-%%-GO:0042113-&&-B cell activation-%%-GO:0006954-&&-inflammatory response-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0034983-&&-peptidyl-lysine deacetylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0035097-&&-histoG:9606:HDAC9 KEGG-&-1&-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHDAC9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HDAC9HDAC9 FALSE HDAC9
taxon:9606 179334 1902 matrix metallopeptidase 3gene biological_process-&-1&-GO:0030574-&&-collagen catabolic process-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:1903209-&&-positive regulation of oxidative stress-induced cell death-%%-GO:0010727-&&-negative regulation of hydrogen peroxide metabolic process-%%-GO:0006508-&&-proteolysis-%%-GO:0071732-&&-cellular response to nitric oxide-%%-GO:0032461-&&-positive regulation of protein oligomerization|cellular_component-&-1&-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004175-&&-endopeptidase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0008237-&&-metallopeptidase activityG:9606:MMP3 MMP3 TRUE KEGG-&-1&-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05215-&&-Prostate cancerMMP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP3MMP3 FALSE MMP3
taxon:9606 175238 1902 KIAA0408 gene molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:KIAA0408 KIAA0408 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIAA0408KIAA0408 FALSE KIAA0408
taxon:9606 179335 1902 matrix metallopeptidase 2gene biological_process-&-1&-GO:0060346-&&-bone trabecula formation-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0001957-&&-intramembranous ossification-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0048013-&&-ephrin receptor signaling pathway-%%-GO:0001525-&&-angiogenesis-%%-GO:0006508-&&-proteolysis-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0060325-&&-face morphogenesis-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0001666-&&-response to hypoxia-%%-GO:0045089-&&-positive regulation of innate immune response-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0007566-&&-embryo implantation-%%-GO:0001955-&&-blood vessel maturation|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0030017-&&-sarcomere-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005G:9606:MMP2 MMP2 TRUE KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05200-&&-Pathways in cancer-%%-hsa05219-&&-Bladder cancer-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05418-&&-Fluid shear stress and atherosclerosisMMP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP2MMP2 FALSE MMP2
taxon:9606 175237 1902 DDB1 and CUL4 associated factor 1gene biological_process-&-1&-GO:1990245-&&-histone H2A-T120 phosphorylation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0035212-&&-cell competition in a multicellular organism-%%-GO:0016032-&&-viral process-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030183-&&-B cell differentiation-%%-GO:0033151-&&-V(D)J recombination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0001650-&&-fibrillar center-%%-GO:0008180-&&-COP9 signalosome|molecular_function-&-1&-GO:1990244-&&-histone kinase activity (H2A-T120 specific)-%%-GO:0005524-&&-ATP binding-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0005515-&&-protein bindingG:9606:DCAF1 KEGG-&-1&-hsa05170-&&-Human immunodeficiency virus 1 infectionDCAF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCAF1DCAF1 FALSE DCAF1
taxon:9606 179333 1902 matrix metallopeptidase 7gene biological_process-&-1&-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0007568-&&-aging-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0044849-&&-estrous cycle-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0006508-&&-proteolysis-%%-GO:0060135-&&-maternal process involved in female pregnancy-%%-GO:0031667-&&-response to nutrient levels|cellular_component-&-1&-GO:0009986-&&-cell surface-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0008201-&&-heparin binding-%%-GO:0005515-&&-protein bindingG:9606:MMP7 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04310-&&-Wnt signaling pathwayMMP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MMP7MMP7 FALSE MMP7
taxon:9606 171144 1902 CXXC finger protein 1gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0048188-&&-Set1C/COMPASS complex-%%-GO:0005829-&&-cytosol-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016363-&&-nuclear matrix-%%-GO:0035097-&&-histone methyltransferase complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0008270-&&-zinc ion binding-%%-GO:0000987-&&-core promoter proximal region sequence-specific DNA binding-%%-GO:0045322-&&-unmethylated CpG binding-%%-GO:0005515-&&-protein bindingG:9606:CXXC1 CXXC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXXC1CXXC1 FALSE CXXC1
taxon:9606 162953 1902 abnormal spindle microtubule assemblygene biological_process-&-1&-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0001764-&&-neuron migration-%%-GO:0051653-&&-spindle localization-%%-GO:0097150-&&-neuronal stem cell population maintenance-%%-GO:0021873-&&-forebrain neuroblast division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0090306-&&-spindle assembly involved in meiosis-%%-GO:0045665-&&-negative regulation of neuron differentiation-%%-GO:0048589-&&-developmental growth-%%-GO:0007051-&&-spindle organization-%%-GO:0051445-&&-regulation of meiotic cell cycle-%%-GO:0045769-&&-negative regulation of asymmetric cell division-%%-GO:0051661-&&-maintenance of centrosome location-%%-GO:0008584-&&-male gonad development-%%-GO:0048477-&&-oogenesis-%%-GO:0002052-&&-positive regulation of neuroblast proliferation-%%-GO:0007283-&&-spermatogenesis|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0072687-&&-meiotic spindle-%%-GO:0005634-&&-nucleus-%%-GO:0097431-&&-mitotic spindle poleG:9606:ASPM ASPM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ASPMASPM FALSE ASPM
taxon:9606 175246 1902 serine palmitoyltransferase long chain base subunit 1gene biological_process-&-1&-GO:0006665-&&-sphingolipid metabolic process-%%-GO:0046512-&&-sphingosine biosynthetic process-%%-GO:0030148-&&-sphingolipid biosynthetic process-%%-GO:0046511-&&-sphinganine biosynthetic process-%%-GO:1904504-&&-positive regulation of lipophagy-%%-GO:0046513-&&-ceramide biosynthetic process-%%-GO:0006686-&&-sphingomyelin biosynthetic process|cellular_component-&-1&-GO:0017059-&&-serine C-palmitoyltransferase complex-%%-GO:0016021-&&-integral component of membrane-%%-GO:0035339-&&-SPOTS complex-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0004758-&&-serine C-palmitoyltransferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0030170-&&-pyridoxal phosphate bindingG:9606:SPTLC1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00600-&&-Sphingolipid metabolism-%%-hsa04071-&&-Sphingolipid signaling pathwaySPTLC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SPTLC1SPTLC1 FALSE SPTLC1
taxon:9606 179343 1902 afadin, adherens junction formation factorgene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:0007165-&&-signal transduction-%%-GO:0034332-&&-adherens junction organization-%%-GO:0007155-&&-cell adhesion-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005886-&&-plasma membrane-%%-GO:0005911-&&-cell-cell junction-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005912-&&-adherens junction|molecular_function-&-1&-GO:0017016-&&-Ras GTPase binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0008022-&&-protein C-terminus bindingG:9606:AFDN KEGG-&-1&-hsa04015-&&-Rap1 signaling pathway-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04520-&&-Adherens junction-%%-hsa04530-&&-Tight junction-%%-hsa04024-&&-cAMP signaling pathwayAFDN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AFDNAFDN FALSE AFDN
taxon:9606 179340 1902 nuclear receptor subfamily 3 group C member 2gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:0043401-&&-steroid hormone mediated signaling pathway|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0043235-&&-receptor complex|molecular_function-&-1&-GO:0003707-&&-steroid hormone receptor activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0005496-&&-steroid binding-%%-GO:0005515-&&-protein binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:NR3C2 KEGG-&-1&-hsa04960-&&-Aldosterone-regulated sodium reabsorptionNR3C2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR3C2NR3C2 FALSE NR3C2
taxon:9606 175244 1902 solute carrier family 19 member 2gene biological_process-&-1&-GO:0015884-&&-folic acid transport-%%-GO:0071934-&&-thiamine transmembrane transport-%%-GO:0042723-&&-thiamine-containing compound metabolic process-%%-GO:0015888-&&-thiamine transport|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0015403-&&-thiamine uptake transmembrane transporter activity-%%-GO:0015234-&&-thiamine transmembrane transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0008517-&&-folic acid transporter activityG:9606:SLC19A2 KEGG-&-1&-hsa04977-&&-Vitamin digestion and absorptionSLC19A2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC19A2SLC19A2 FALSE SLC19A2
taxon:9606 179341 1902 forkhead box O4gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007517-&&-muscle organ development-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0070317-&&-negative regulation of G0 to G1 transition-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1990785-&&-response to water-immersion restraint stress-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0031667-&&-response to nutrient levels-%%-GO:0007568-&&-aging-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0014911-&&-positive regulation of smooth muscle cell migration-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007095-&&-mitotic G2 DNA damage checkpoint-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0071158-&&-positive regulation of cell cycle arrest-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0051151-&&-negative regulation of smooth muscle cell differentiation|cellular_component-&-1&-GOG:9606:FOXO4 KEGG-&-1&-hsa04014-&&-Ras signaling pathway-%%-hsa04068-&&-FoxO signaling pathwayFOXO4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXO4FOXO4 FALSE FOXO4
taxon:9606 162962 1902 heat shock protein family A (Hsp70) member 12Agene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003674-&&-molecular_functionG:9606:HSPA12A HSPA12A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HSPA12AHSPA12A FALSE HSPA12A
taxon:9606 179346 1902 MLLT1, super elongation complex subunitgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006469-&&-negative regulation of protein kinase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008023-&&-transcription elongation factor complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:MLLT1 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerMLLT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MLLT1MLLT1 FALSE MLLT1
taxon:9606 179347 1902 lysine methyltransferase 2Agene biological_process-&-1&-GO:0018026-&&-peptidyl-lysine monomethylation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006915-&&-apoptotic process-%%-GO:0080182-&&-histone H3-K4 trimethylation-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0048873-&&-homeostasis of number of cells within a tissue-%%-GO:0051571-&&-positive regulation of histone H3-K4 methylation-%%-GO:0051899-&&-membrane depolarization-%%-GO:2000615-&&-regulation of histone H3-K9 acetylation-%%-GO:0048172-&&-regulation of short-term neuronal synaptic plasticity-%%-GO:0060216-&&-definitive hemopoiesis-%%-GO:0008542-&&-visual learning-%%-GO:0009791-&&-post-embryonic development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:1901674-&&-regulation of histone H3-K27 acetylation-%%-GO:2001040-&&-positive regulation of cellular response to drug-%%-GO:0032922-&&-circadiG:9606:KMT2A KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa00310-&&-Lysine degradation-%%-hsa05202-&&-Transcriptional misregulation in cancerKMT2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KMT2AKMT2A FALSE KMT2A
taxon:9606 179344 1902 MLLT3, super elongation complex subunitgene biological_process-&-1&-GO:0007379-&&-segment specification-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:2000096-&&-positive regulation of Wnt signaling pathway, planar cell polarity pathway-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0090090-&&-negative regulation of canonical Wnt signaling pathway|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0070062-&&-extracellular exosome-%%-GO:0008023-&&-transcription elongation factor complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MLLT3 KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerMLLT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MLLT3MLLT3 FALSE MLLT3
taxon:9606 175255 1902 HECT, UBA and WWE domain containing 1, E3 ubiquitin protein ligasegene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006284-&&-base-excision repair-%%-GO:0016574-&&-histone ubiquitination-%%-GO:0030154-&&-cell differentiation-%%-GO:0006513-&&-protein monoubiquitination-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0034774-&&-secretory granule lumen-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003723-&&-RNA bindingG:9606:HUWE1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisHUWE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HUWE1HUWE1 FALSE HUWE1
taxon:9606 171162 1902 EGF containing fibulin like extracellular matrix protein 2gene cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005604-&&-basement membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:1903561-&&-extracellular vesicle|molecular_function-&-1&-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:EFEMP2 EFEMP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EFEMP2EFEMP2 FALSE EFEMP2
taxon:9606 167071 1902 ubiquitin specific peptidase 26gene biological_process-&-1&-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0016579-&&-protein deubiquitination|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0005515-&&-protein bindingG:9606:USP26 USP26 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP26USP26 FALSE USP26
taxon:9606 175264 1902 COX17, cytochrome c oxidase copper chaperonegene biological_process-&-1&-GO:0006825-&&-copper ion transport-%%-GO:0007507-&&-heart development-%%-GO:0007420-&&-brain development-%%-GO:0033617-&&-mitochondrial respiratory chain complex IV assembly-%%-GO:0006091-&&-generation of precursor metabolites and energy|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005758-&&-mitochondrial intermembrane space|molecular_function-&-1&-GO:0016531-&&-copper chaperone activity-%%-GO:0005507-&&-copper ion binding-%%-GO:0005515-&&-protein bindingG:9606:COX17 KEGG-&-1&-hsa00190-&&-Oxidative phosphorylation-%%-hsa01100-&&-Metabolic pathways-%%-hsa04714-&&-ThermogenesisCOX17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COX17COX17 FALSE COX17
taxon:9606 179361 1902 macrophage migration inhibitory factor (glycosylation-inhibiting factor)gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0033033-&&-negative regulation of myeloid cell apoptotic process-%%-GO:0061081-&&-positive regulation of myeloid leukocyte cytokine production involved in immune response-%%-GO:0050900-&&-leukocyte migration-%%-GO:0019752-&&-carboxylic acid metabolic process-%%-GO:0010739-&&-positive regulation of protein kinase A signaling-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0048146-&&-positive regulation of fibroblast proliferation-%%-GO:0007569-&&-cell aging-%%-GO:0043030-&&-regulation of macrophage activation-%%-GO:0043518-&&-negative regulation of DNA damage response, signal transduction by p53 class mediator-%%-GO:0050918-&&-positive chemotaxis-%%-GO:0006954-&&-inflammatory response-%%-GO:2000343-&&-positive regulation of chemokine (C-X-C motif) ligand 2 production-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0007166-&&-cell surface receptor signalinG:9606:MIF KEGG-&-1&-hsa00350-&&-Tyrosine metabolism-%%-hsa00360-&&-Phenylalanine metabolismMIF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MIFMIF FALSE MIF
taxon:9606 175265 1902 nuclear receptor subfamily 1 group H member 3gene biological_process-&-1&-GO:0045723-&&-positive regulation of fatty acid biosynthetic process-%%-GO:0010887-&&-negative regulation of cholesterol storage-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0010870-&&-positive regulation of receptor biosynthetic process-%%-GO:0051006-&&-positive regulation of lipoprotein lipase activity-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0060336-&&-negative regulation of interferon-gamma-mediated signaling pathway-%%-GO:0055092-&&-sterol homeostasis-%%-GO:0090341-&&-negative regulation of secretion of lysosomal enzymes-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0055088-&&-lipid homeostasis-%%-GO:0048550-&&-negative regulation of pinocytosis-%%-GO:0070328-&&-triglyceride homeostasis-%%-GO:0034145-&&-positive regulation of toll-like receptor 4 signaling pathway-%%-GO:0042632-&&-cholesterol homeostasis-%%-GO:0010875-&&-positive regulation of cholesterol efflux-%%-GO:0032570-&&-respG:9606:NR1H3 KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05160-&&-Hepatitis C-%%-hsa04931-&&-Insulin resistance-%%-hsa03320-&&-PPAR signaling pathwayNR1H3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NR1H3NR1H3 FALSE NR1H3
taxon:9606 175271 1902 phenylalanyl-tRNA synthetase beta subunitgene biological_process-&-1&-GO:0006432-&&-phenylalanyl-tRNA aminoacylation-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0006412-&&-translation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0009328-&&-phenylalanine-tRNA ligase complex-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0004826-&&-phenylalanine-tRNA ligase activity-%%-GO:0000287-&&-magnesium ion bindingG:9606:FARSB KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisFARSB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FARSBFARSB FALSE FARSB
taxon:9606 175269 1902 ATP binding cassette subfamily B member 6 (Langereis blood group)gene biological_process-&-1&-GO:0055085-&&-transmembrane transport-%%-GO:0006779-&&-porphyrin-containing compound biosynthetic process-%%-GO:0007420-&&-brain development-%%-GO:0043588-&&-skin development-%%-GO:0006810-&&-transport-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0015886-&&-heme transport|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0031307-&&-integral component of mitochondrial outer membrane-%%-GO:0005768-&&-endosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043190-&&-ATP-binding cassette (ABC) transporter complex-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005740-&&-mitochondrial envelope-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005829-&&-cytosol-%%-GO:0010008-&&-endosome membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0015439-&&-heme-transporting ATPase activity-%%-GO:001G:9606:ABCB6 KEGG-&-1&-hsa02010-&&-ABC transportersABCB6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ABCB6ABCB6 FALSE ABCB6
taxon:9606 167083 1902 glutamate rich WD repeat containing 1gene biological_process-&-1&-GO:0006337-&&-nucleosome disassembly-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0006260-&&-DNA replication|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003688-&&-DNA replication origin binding-%%-GO:0042393-&&-histone binding-%%-GO:0005515-&&-protein binding-%%-GO:0003682-&&-chromatin bindingG:9606:GRWD1 GRWD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRWD1GRWD1 FALSE GRWD1
taxon:9606 175272 1902 SUMO1 activating enzyme subunit 1gene biological_process-&-1&-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0016925-&&-protein sumoylation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043085-&&-positive regulation of catalytic activity|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0031510-&&-SUMO activating enzyme complex|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0008047-&&-enzyme activator activity-%%-GO:0019948-&&-SUMO activating enzyme activity-%%-GO:0043008-&&-ATP-dependent protein binding-%%-GO:0005515-&&-protein binding-%%-GO:0004839-&&-ubiquitin activating enzyme activityG:9606:SAE1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisSAE1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SAE1SAE1 FALSE SAE1
taxon:9606 167087 1902 itchy E3 ubiquitin protein ligasegene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0006915-&&-apoptotic process-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0050687-&&-negative regulation of defense response to virus-%%-GO:0002669-&&-positive regulation of T cell anergy-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0046642-&&-negative regulation of alpha-beta T cell proliferation-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0090085-&&-regulation of protein deubiquitination-%%-GO:0051607-&&-defense response to virus-%%-GO:0042787-&&-prG:9606:ITCH KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04144-&&-Endocytosis-%%-hsa04668-&&-TNF signaling pathwayITCH Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITCHITCH FALSE ITCH
taxon:9606 179372 1902 class II major histocompatibility complex transactivatorgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032966-&&-negative regulation of collagen biosynthetic process-%%-GO:0034341-&&-response to interferon-gamma-%%-GO:0006955-&&-immune response-%%-GO:0045348-&&-positive regulation of MHC class II biosynthetic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016310-&&-phosphorylation-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0046677-&&-response to antibiotic-%%-GO:0045345-&&-positive regulation of MHC class I biosynthetic process|cellular_component-&-1&-GO:0016605-&&-PML body-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0044212-&&-tG:9606:CIITA KEGG-&-1&-hsa04612-&&-Antigen processing and presentation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05152-&&-Tuberculosis-%%-hsa05164-&&-Influenza A-%%-hsa05340-&&-Primary immunodeficiencyCIITA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CIITACIITA FALSE CIITA
taxon:9606 154797 1902 histone cluster 2 H2A family member a4gene biological_process-&-1&-GO:0006342-&&-chromatin silencing-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST2H2AA4 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismHIST2H2AA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H2AA4HIST2H2AA4 FALSE HIST2H2AA4
taxon:9606 167098 1902 fermitin family member 3gene biological_process-&-1&-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0033622-&&-integrin activation-%%-GO:0070527-&&-platelet aggregation-%%-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:0033632-&&-regulation of cell-cell adhesion mediated by integrin-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0002576-&&-platelet degranulation|cellular_component-&-1&-GO:0042995-&&-cell projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030054-&&-cell junction-%%-GO:0031093-&&-platelet alpha granule lumen-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0002102-&&-podosome|molecular_function-&-1&-GO:0005178-&&-integrin bindingG:9606:FERMT3 KEGG-&-1&-hsa04611-&&-Platelet activationFERMT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FERMT3FERMT3 FALSE FERMT3
taxon:9606 171192 1902 DNA methyltransferase 3 likegene biological_process-&-1&-GO:1905643-&&-positive regulation of DNA methylation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006306-&&-DNA methylation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0007141-&&-male meiosis I-%%-GO:0043046-&&-DNA methylation involved in gamete generation-%%-GO:0032776-&&-DNA methylation on cytosine-%%-GO:1905642-&&-negative regulation of DNA methylation-%%-GO:0043085-&&-positive regulation of catalytic activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0035098-&&-ESC/E(Z) complex|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0008047-&&-enzyme activator activityG:9606:DNMT3L DNMT3L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNMT3LDNMT3L FALSE DNMT3L
taxon:9606 171196 1902 peptidyl arginine deiminase 1gene biological_process-&-1&-GO:0006325-&&-chromatin organization-%%-GO:0036414-&&-histone citrullination|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004668-&&-protein-arginine deiminase activity-%%-GO:0005509-&&-calcium ion bindingG:9606:PADI1 PADI1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PADI1PADI1 FALSE PADI1
taxon:9606 167100 1902 SH3 domain binding glutamate rich protein like 2gene cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0017124-&&-SH3 domain bindingG:9606:SH3BGRL2 SH3BGRL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SH3BGRL2SH3BGRL2 FALSE SH3BGRL2
taxon:9606 179389 1902 microfibrillar associated protein 4gene biological_process-&-1&-GO:0009650-&&-UV protection-%%-GO:0097435-&&-supramolecular fiber organization-%%-GO:0007155-&&-cell adhesion-%%-GO:0071493-&&-cellular response to UV-B-%%-GO:0010712-&&-regulation of collagen metabolic process-%%-GO:0048251-&&-elastic fiber assembly|cellular_component-&-1&-GO:0001527-&&-microfibril-%%-GO:0005576-&&-extracellular region-%%-GO:0005578-&&-proteinaceous extracellular matrix-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0071953-&&-elastic fiber|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0005515-&&-protein bindingG:9606:MFAP4 MFAP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MFAP4MFAP4 FALSE MFAP4
taxon:9606 171201 1902 replication protein A4gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0033260-&&-nuclear DNA replication-%%-GO:0006289-&&-nucleotide-excision repair-%%-GO:0006270-&&-DNA replication initiation-%%-GO:0006310-&&-DNA recombination-%%-GO:0000077-&&-DNA damage checkpoint|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005662-&&-DNA replication factor A complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003697-&&-single-stranded DNA bindingG:9606:RPA4 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathway-%%-hsa03430-&&-Mismatch repair-%%-hsa03440-&&-Homologous recombination-%%-hsa03030-&&-DNA replication-%%-hsa03420-&&-Nucleotide excision repairRPA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPA4RPA4 FALSE RPA4
taxon:9606 179398 1902 meprin A subunit alphagene biological_process-&-1&-GO:0007586-&&-digestion-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005615-&&-extracellular space-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0017090-&&-meprin A complex|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:MEP1A KEGG-&-1&-hsa04974-&&-Protein digestion and absorptionMEP1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEP1AMEP1A FALSE MEP1A
taxon:9606 167110 1902 poly(ADP-ribose) polymerase family member 9gene biological_process-&-1&-GO:0016477-&&-cell migration-%%-GO:0034356-&&-NAD biosynthesis via nicotinamide riboside salvage pathway-%%-GO:0006302-&&-double-strand break repair-%%-GO:0060330-&&-regulation of response to interferon-gamma|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003950-&&-NAD+ ADP-ribosyltransferase activity-%%-GO:0005515-&&-protein bindingG:9606:PARP9 PARP9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PARP9PARP9 FALSE PARP9
taxon:9606 179399 1902 mesenchyme homeobox 2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0070997-&&-neuron death-%%-GO:0060021-&&-palate development-%%-GO:0060173-&&-limb development-%%-GO:0001525-&&-angiogenesis-%%-GO:0001757-&&-somite specification-%%-GO:0007275-&&-multicellular organism development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0008015-&&-blood circulation-%%-GO:0090051-&&-negative regulation of cell migration involved in sprouting angiogenesis-%%-GO:0007519-&&-skeletal muscle tissue development-%%-GO:0061053-&&-somite development|cellular_component-&-1&-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0001205-&&-transcriptional activator activity, RNA polymerase II distal enhancer seqG:9606:MEOX2 MEOX2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEOX2MEOX2 FALSE MEOX2
taxon:9606 179397 1902 meprin A subunit betagene biological_process-&-1&-GO:1901998-&&-toxin transport-%%-GO:0007586-&&-digestion-%%-GO:0006954-&&-inflammatory response-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004222-&&-metalloendopeptidase activity-%%-GO:0005515-&&-protein bindingG:9606:MEP1B KEGG-&-1&-hsa04974-&&-Protein digestion and absorptionMEP1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEP1BMEP1B FALSE MEP1B
taxon:9606 175304 1902 ER membrane protein complex subunit 2gene biological_process-&-1&-GO:0034975-&&-protein folding in endoplasmic reticulum|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005739-&&-mitochondrion-%%-GO:0072546-&&-ER membrane protein complex|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:EMC2 EMC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EMC2EMC2 FALSE EMC2
taxon:9606 179401 1902 menin 1 gene biological_process-&-1&-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0050680-&&-negative regulation of epithelial cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0061469-&&-regulation of type B pancreatic cell proliferation-%%-GO:0071559-&&-response to transforming growth factor beta-%%-GO:0045736-&&-negative regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0045786-&&-negative regulation of cell cycle-%%-GO:0009411-&&-response to UV-%%-GO:0051974-&&-negative regulation of telomerase activity-%%-GO:0046697-&&-decidualization-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0032925-&&-regulation of activin receptor signaling pathway-%%-GO:0000278-&&-mitotic cell cycle-%%-GO:0002076-&&-osteoblast developmenG:9606:MEN1 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa05202-&&-Transcriptional misregulation in cancerMEN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEN1MEN1 FALSE MEN1
taxon:9606 179406 1902 mitogen-activated protein kinase kinase kinase 1gene biological_process-&-1&-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0000186-&&-activation of MAPKK activity-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0000165-&&-MAPK cascade-%%-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0006915-&&-apoptotic process-%%-GO:0002755-&&-MyD88-dependent toll-like receptor signaling pathway|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004702-&&-signal transducer, downstream of receptor, with serine/threonine kinase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004674-&&-protein serine/threonine kinase activity-%%-GO:0004672-&&-protein kinase activity-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004709-&&-MAP kinase kinase kinase activityG:9606:MAP3K1 KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04912-&&-GnRH signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04530-&&-Tight junction-%%-hsa04722-&&-Neurotrophin signaling pathwayMAP3K1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP3K1MAP3K1 FALSE MAP3K1
taxon:9606 175309 1902 nucleoporin 93gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0051292-&&-nuclear pore complex assembly-%%-GO:0006409-&&-tRNA export from nucleus-%%-GO:1903206-&&-negative regulation of hydrogen peroxide-induced cell death-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0090521-&&-glomerular visceral epithelial cell migration-%%-GO:0010827-&&-regulation of glucose transport-%%-GO:0019083-&&-viral transcription-%%-GO:0072001-&&-renal system development-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0016032-&&-viral process-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0060391-&&-positive regulation of SMAD protein import into nucleus-%%-GO:0072015-&&-glomerular visceral epithelial cell development-%%-GO:0006998-&&-nuclear envelope organization-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0016925-&&-protein sumoylation|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016020-&&G:9606:NUP93 KEGG-&-1&-hsa03013-&&-RNA transportNUP93 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUP93NUP93 FALSE NUP93
taxon:9606 175315 1902 lysine demethylase 4Agene biological_process-&-1&-GO:0016577-&&-histone demethylation-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0070544-&&-histone H3-K36 demethylation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0016032-&&-viral process-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:1900113-&&-negative regulation of histone H3-K9 trimethylation-%%-GO:0045666-&&-positive regulation of neuron differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0014898-&&-cardiac muscle hypertrophy in response to stress-%%-GO:0031667-&&-response to nutrient levels-%%-GO:0048712-&&-negative regulation of astrocyte differentiation-%%-GO:0010629-&&-negative regulation of gene expression|cellular_component-&-1&-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005721-&&-pericentric heterochromatin|molecular_function-&-1&-GOG:9606:KDM4A KDM4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDM4AKDM4A FALSE KDM4A
taxon:9606 175312 1902 clathrin interactor 1gene biological_process-&-1&-GO:0048268-&&-clathrin coat assembly-%%-GO:0006897-&&-endocytosis|cellular_component-&-1&-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0030276-&&-clathrin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0008289-&&-lipid bindingG:9606:CLINT1 CLINT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLINT1CLINT1 FALSE CLINT1
taxon:9606 167127 1902 zinc finger MIZ-type containing 2gene biological_process-&-1&-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0043596-&&-nuclear replication fork-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZMIZ2 ZMIZ2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZMIZ2ZMIZ2 FALSE ZMIZ2
taxon:9606 179412 1902 myocyte enhancer factor 2Cgene biological_process-&-1&-GO:0003138-&&-primary heart field specification-%%-GO:0030220-&&-platelet formation-%%-GO:0001974-&&-blood vessel remodeling-%%-GO:0006915-&&-apoptotic process-%%-GO:0000165-&&-MAPK cascade-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0001947-&&-heart looping-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0060025-&&-regulation of synaptic activity-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0003139-&&-secondary heart field specification-%%-GO:0007399-&&-nervous system development-%%-GO:0042100-&&-B cell proliferation-%%-GO:2001016-&&-positive regulation of skeletal muscle cell differentiation-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0048667-&&-cell morphogenesis involved in neuron differentiation-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0055012-&&-ventricular cardiac muscle cell differentiation-%%-GO:0072160-&&-nephron tuG:9606:MEF2C KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosisMEF2C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MEF2CMEF2C FALSE MEF2C
taxon:9606 179422 1902 MDM2 proto-oncogenegene biological_process-&-1&-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0071312-&&-cellular response to alkaloid-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0042176-&&-regulation of protein catabolic process-%%-GO:0045184-&&-establishment of protein localization-%%-GO:0045472-&&-response to ether-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0007089-&&-traversing start control point of mitotic cell cycle-%%-GO:0010955-&&-negative regulation of protein processing-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0016925-&&-protein sumoylation-%%-GO:0043154-&&-negative regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0003203-&&-endocardial G:9606:MDM2 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04218-&&-Cellular senescence-%%-hsa01522-&&-Endocrine resistance-%%-hsa05218-&&-Melanoma-%%-hsa05219-&&-Bladder cancer-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05214-&&-Glioma-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04110-&&-Cell cycle-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04625-&&-C-type lectin receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04144-&&-Endocytosis-%%-hsa01524-&&-Platinum drug resistance-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa05215-&&-Prostate cancer-%%-hsa05220-&&-Chronic myeloid leukemiaMDM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDM2MDM2 FALSE MDM2
taxon:9606 175326 1902 eukaryotic translation initiation factor 5Bgene biological_process-&-1&-GO:0006446-&&-regulation of translational initiation-%%-GO:0006413-&&-translational initiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003743-&&-translation initiation factor activity-%%-GO:0003723-&&-RNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein bindingG:9606:EIF5B KEGG-&-1&-hsa03013-&&-RNA transportEIF5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF5BEIF5B FALSE EIF5B
taxon:9606 179421 1902 MDM4, p53 regulatorgene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0071157-&&-negative regulation of cell cycle arrest-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0008283-&&-cell proliferation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006461-&&-protein complex assembly-%%-GO:0045023-&&-G0 to G1 transition-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:0050821-&&-protein stabilization|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%G:9606:MDM4 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancer-%%-hsa04115-&&-p53 signaling pathwayMDM4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDM4MDM4 FALSE MDM4
taxon:9606 175328 1902 scaffold attachment factor B2gene biological_process-&-1&-GO:0050684-&&-regulation of mRNA processing-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0060008-&&-Sertoli cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0003690-&&-double-stranded DNA binding-%%-GO:0000166-&&-nucleotide bindingG:9606:SAFB2 SAFB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SAFB2SAFB2 FALSE SAFB2
taxon:9606 179424 1902 malate dehydrogenase 2gene biological_process-&-1&-GO:0006099-&&-tricarboxylic acid cycle-%%-GO:0006107-&&-oxaloacetate metabolic process-%%-GO:0006108-&&-malate metabolic process-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0006475-&&-internal protein amino acid acetylation-%%-GO:0006734-&&-NADH metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0043209-&&-myelin sheath-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046554-&&-malate dehydrogenase (NADP+) activity-%%-GO:0030060-&&-L-malate dehydrogenase activity-%%-GO:0043621-&&-protein self-association-%%-GO:0003723-&&-RNA bindingG:9606:MDH2 KEGG-&-1&-hsa01200-&&-Carbon metabolism-%%-hsa00020-&&-Citrate cycle (TCA cycle)-%%-hsa01100-&&-Metabolic pathways-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa00630-&&-Glyoxylate and dicarboxylate metabolism-%%-hsa00270-&&-Cysteine and methionine metabolismMDH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDH2MDH2 FALSE MDH2
taxon:9606 179425 1902 malate dehydrogenase 1gene biological_process-&-1&-GO:0006108-&&-malate metabolic process-%%-GO:0006734-&&-NADH metabolic process-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0006107-&&-oxaloacetate metabolic process-%%-GO:0006099-&&-tricarboxylic acid cycle|cellular_component-&-1&-GO:0005739-&&-mitochondrion-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath|molecular_function-&-1&-GO:0004470-&&-malic enzyme activity-%%-GO:0051287-&&-NAD binding-%%-GO:0030060-&&-L-malate dehydrogenase activity-%%-GO:0005515-&&-protein binding-%%-GO:0047860-&&-diiodophenylpyruvate reductase activityG:9606:MDH1 KEGG-&-1&-hsa01200-&&-Carbon metabolism-%%-hsa00020-&&-Citrate cycle (TCA cycle)-%%-hsa01100-&&-Metabolic pathways-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa04964-&&-Proximal tubule bicarbonate reclamation-%%-hsa00630-&&-Glyoxylate and dicarboxylate metabolism-%%-hsa00270-&&-Cysteine and methionine metabolismMDH1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDH1MDH1 FALSE MDH1
taxon:9606 175335 1902 IQ motif containing B1gene biological_process-&-1&-GO:0060271-&&-cilium assembly-%%-GO:0048496-&&-maintenance of animal organ identity-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0045494-&&-photoreceptor cell maintenance|cellular_component-&-1&-GO:0001750-&&-photoreceptor outer segment-%%-GO:0005829-&&-cytosol-%%-GO:0005814-&&-centriole-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005813-&&-centrosome-%%-GO:0032391-&&-photoreceptor connecting cilium|molecular_function-&-1&-GO:0005516-&&-calmodulin binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein bindingG:9606:IQCB1 IQCB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IQCB1IQCB1 FALSE IQCB1
taxon:9606 175332 1902 centrosomal protein 135gene biological_process-&-1&-GO:1902857-&&-positive regulation of non-motile cilium assembly-%%-GO:0010457-&&-centriole-centriole cohesion-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0007099-&&-centriole replication|cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein bindingG:9606:CEP135 CEP135 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP135CEP135 FALSE CEP135
taxon:9606 154853 1902 bolA family member 2Bgene biological_process-&-1&-GO:0097428-&&-protein maturation by iron-sulfur cluster transfer-%%-GO:0044571-&&-[2Fe-2S] cluster assembly|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:BOLA2B BOLA2B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BOLA2BBOLA2B FALSE BOLA2B
taxon:9606 175336 1902 mediator of DNA damage checkpoint 1gene biological_process-&-1&-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0031573-&&-intra-S DNA damage checkpoint|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005694-&&-chromosome|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0070975-&&-FHA domain binding-%%-GO:0005515-&&-protein bindingG:9606:MDC1 MDC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MDC1MDC1 FALSE MDC1
taxon:9606 179443 1902 galectin 3 gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:2000521-&&-negative regulation of immunological synapse formation-%%-GO:0030593-&&-neutrophil chemotaxis-%%-GO:0030855-&&-epithelial cell differentiation-%%-GO:0071677-&&-positive regulation of mononuclear cell migration-%%-GO:0070232-&&-regulation of T cell apoptotic process-%%-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:2001200-&&-positive regulation of dendritic cell differentiation-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0045806-&&-negative regulation of endocytosis-%%-GO:0048246-&&-macrophage chemotaxis-%%-GO:0008380-&&-RNA splicing-%%-GO:0048245-&&-eosinophil chemotaxis-%%-GO:0050860-&&-negative regulation of T cell receptor signaling pathway-%%-GO:0090280-&&-positive regulation of calcium ion import-%%-GO:0006397-&&-mRNA processing-%%-GO:0042129-&&-regulation of T cell proliferation-%%-GO:2001237-&&-negative regulation of extrinsic apoptoG:9606:LGALS3 LGALS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LGALS3LGALS3 FALSE LGALS3
taxon:9606 171251 1902 membrane associated ring-CH-type finger 2gene biological_process-&-1&-GO:0006897-&&-endocytosis-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0010008-&&-endosome membrane-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:MARCH2 Mar-02 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MARCH2Mar-02 FALSE Mar-02
taxon:9606 179441 1902 galectin 4 gene biological_process-&-1&-GO:0007155-&&-cell adhesion|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0030246-&&-carbohydrate binding-%%-GO:0016936-&&-galactoside bindingG:9606:LGALS4 LGALS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LGALS4LGALS4 FALSE LGALS4
taxon:9606 175350 1902 inhibitor of nuclear factor kappa B kinase subunit epsilongene biological_process-&-1&-GO:0010884-&&-positive regulation of lipid storage-%%-GO:0038061-&&-NIK/NF-kappaB signaling-%%-GO:0035456-&&-response to interferon-beta-%%-GO:0006955-&&-immune response-%%-GO:0098586-&&-cellular response to virus-%%-GO:0007252-&&-I-kappaB phosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0034340-&&-response to type I interferon-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0031966-&&-mitochondrial membrane-%%-GO:0016605-&&-PML body-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0010008-&&-endosome membrane|molecular_function-&-1&-GO:0G:9606:IKBKE KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05164-&&-Influenza A-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa04625-&&-C-type lectin receptor signaling pathwayIKBKE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IKBKEIKBKE FALSE IKBKE
taxon:9606 179445 1902 galectin 1 gene biological_process-&-1&-GO:0031295-&&-T cell costimulation-%%-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0006915-&&-apoptotic process-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0007165-&&-signal transduction-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0046598-&&-positive regulation of viral entry into host cell-%%-GO:2001200-&&-positive regulation of dendritic cell differentiation-%%-GO:0002317-&&-plasma cell differentiation-%%-GO:0045445-&&-myoblast differentiation-%%-GO:0034120-&&-positive regulation of erythrocyte aggregation-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0071407-&&-cellular response to organic cyclic compound-%%-GO:0048678-&&-response to axon injury-%%-GO:0010812-&&-negative regulation of cell-substrate adhesion-%%-GO:0035900-&&-response to isolation stress-%%-GO:0042493-&&-response to drug|cellular_component-&-1&-GO:0031012-&&-extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:000G:9606:LGALS1 LGALS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LGALS1LGALS1 FALSE LGALS1
taxon:9606 163064 1902 aprataxin and PNKP like factorgene biological_process-&-1&-GO:0090305-&&-nucleic acid phosphodiester bond hydrolysis-%%-GO:0000012-&&-single strand break repair-%%-GO:0051106-&&-positive regulation of DNA ligation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0045191-&&-regulation of isotype switching-%%-GO:0006302-&&-double-strand break repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035861-&&-site of double-strand break|molecular_function-&-1&-GO:0008408-&&-3'-5' exonuclease activity-%%-GO:0003906-&&-DNA-(apurinic or apyrimidinic site) lyase activity-%%-GO:0000166-&&-nucleotide binding-%%-GO:0004520-&&-endodeoxyribonuclease activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:APLF APLF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-APLFAPLF FALSE APLF
taxon:9606 179454 1902 lactate dehydrogenase Bgene biological_process-&-1&-GO:0006089-&&-lactate metabolic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0006090-&&-pyruvate metabolic process-%%-GO:0005975-&&-carbohydrate metabolic process-%%-GO:0019674-&&-NAD metabolic process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0043209-&&-myelin sheath-%%-GO:0045121-&&-membrane raft-%%-GO:0005739-&&-mitochondrion-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0051287-&&-NAD binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0004459-&&-L-lactate dehydrogenase activity-%%-GO:0019900-&&-kinase bindingG:9606:LDHB KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa00270-&&-Cysteine and methionine metabolism-%%-hsa00640-&&-Propanoate metabolismLDHB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LDHBLDHB FALSE LDHB
taxon:9606 171261 1902 shisa family member 5gene biological_process-&-1&-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0005515-&&-protein bindingG:9606:SHISA5 KEGG-&-1&-hsa04115-&&-p53 signaling pathwaySHISA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHISA5SHISA5 FALSE SHISA5
taxon:9606 179456 1902 lactate dehydrogenase Agene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0048569-&&-post-embryonic animal organ development-%%-GO:0006096-&&-glycolytic process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0007584-&&-response to nutrient-%%-GO:0006090-&&-pyruvate metabolic process-%%-GO:0009749-&&-response to glucose-%%-GO:0051591-&&-response to cAMP-%%-GO:0043627-&&-response to estrogen-%%-GO:0019674-&&-NAD metabolic process-%%-GO:0042493-&&-response to drug-%%-GO:0001666-&&-response to hypoxia-%%-GO:0006089-&&-lactate metabolic process-%%-GO:0043065-&&-positive regulation of apoptotic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004459-&&-L-lactate dehydrogenase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0019900-&&-kinase binding-%%-GO:0051287-&&-NAD bindingG:9606:LDHA KEGG-&-1&-hsa04066-&&-HIF-1 signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00620-&&-Pyruvate metabolism-%%-hsa04922-&&-Glucagon signaling pathway-%%-hsa00010-&&-Glycolysis / Gluconeogenesis-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa00270-&&-Cysteine and methionine metabolism-%%-hsa00640-&&-Propanoate metabolismLDHA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LDHALDHA FALSE LDHA
taxon:9606 179462 1902 LCK proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0050900-&&-leukocyte migration-%%-GO:0030097-&&-hemopoiesis-%%-GO:0050690-&&-regulation of defense response to virus by virus-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0051249-&&-regulation of lymphocyte activation-%%-GO:0006882-&&-cellular zinc ion homeostasis-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:2001244-&&-positive regulation of intrinsic apoptotic signaling pathway-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0050862-&&-positive regulation of T cell receptor signaling pathway-%%-GO:0016032-&&-viral process-%%-GO:0030217-&&-T cell differentiation-%%-GO:0031295-&&-T cell costimulation-%%-GO:0030168-&&-platelet activation-%%-GOG:9606:LCK KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04660-&&-T cell receptor signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04064-&&-NF-kappa B signaling pathwayLCK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LCKLCK FALSE LCK
taxon:9606 171271 1902 PHD finger protein 20gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0043984-&&-histone H4-K16 acetylation|cellular_component-&-1&-GO:0000123-&&-histone acetyltransferase complex-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0071339-&&-MLL1 complex|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0046972-&&-histone acetyltransferase activity (H4-K16 specific)-%%-GO:0043995-&&-histone acetyltransferase activity (H4-K5 specific)-%%-GO:0005515-&&-protein binding-%%-GO:0043996-&&-histone acetyltransferase activity (H4-K8 specific)-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specG:9606:PHF20 PHF20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHF20PHF20 FALSE PHF20
taxon:9606 179460 1902 lipocalin 2 gene biological_process-&-1&-GO:0009615-&&-response to virus-%%-GO:0010046-&&-response to mycotoxin-%%-GO:0006811-&&-ion transport-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0009635-&&-response to herbicide-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0031346-&&-positive regulation of cell projection organization-%%-GO:0045087-&&-innate immune response-%%-GO:0042493-&&-response to drug-%%-GO:0015891-&&-siderophore transport-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0070207-&&-protein homotrimerization-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0031669-&&-cellular response to nutrient levels|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0035580-&&-specific G:9606:LCN2 KEGG-&-1&-hsa04657-&&-IL-17 signaling pathwayLCN2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LCN2LCN2 FALSE LCN2
taxon:9606 163082 1902 CREB regulated transcription coactivator 2gene biological_process-&-1&-GO:0043970-&&-histone H3-K9 acetylation-%%-GO:0032793-&&-positive regulation of CREB transcription factor activity-%%-GO:0006094-&&-gluconeogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016032-&&-viral process-%%-GO:0051289-&&-protein homotetramerization-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1901998-&&-toxin transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0008140-&&-cAMP response element binding protein bindingG:9606:CRTC2 KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04931-&&-Insulin resistance-%%-hsa04922-&&-Glucagon signaling pathwayCRTC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CRTC2CRTC2 FALSE CRTC2
taxon:9606 175374 1902 nuclear receptor corepressor 2gene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:1903799-&&-negative regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0072365-&&-regulation of cellular ketone metabolic process by negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0017053-&&-transcriptional repressor complex-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0016363-&&-nuclear matrix-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0000118-&&-histone deacetylase complex|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0003677-&&-DNA binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0005515-&&-protein binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0005112-&&-Notch binding-%%-GO:0016922-&&-ligand-dependent nucG:9606:NCOR2 KEGG-&-1&-hsa04330-&&-Notch signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infectionNCOR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOR2NCOR2 FALSE NCOR2
taxon:9606 175375 1902 nuclear receptor corepressor 1gene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0046329-&&-negative regulation of JNK cascade-%%-GO:0072368-&&-regulation of lipid transport by negative regulation of transcription from RNA polymerase II promoter-%%-GO:1903799-&&-negative regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051225-&&-spindle assembly-%%-GO:0072362-&&-regulation of glycolytic process by negative regulation of transcription from RNA polymerase II promoter-%%-GO:2000191-&&-regulation of fatty acid transport-%%-GO:0007623-&&-circadian rhythm-%%-GO:0016569-&&-covalent chromatin modification|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0016580-&&-Sin3 complex-%%-GO:0005634-&&-nucleus-%%-GO:0005876-&&-spindle microtubule-%%-GO:0005829-&&-cytosol-%%-GO:0017053-&&-transcriptional repressor G:9606:NCOR1 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa01522-&&-Endocrine resistance-%%-hsa05202-&&-Transcriptional misregulation in cancerNCOR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOR1NCOR1 FALSE NCOR1
taxon:9606 179474 1902 necdin, MAGE family membergene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0001764-&&-neuron migration-%%-GO:0048675-&&-axon extension-%%-GO:0007399-&&-nervous system development-%%-GO:0071514-&&-genetic imprinting-%%-GO:0007413-&&-axonal fasciculation-%%-GO:0008347-&&-glial cell migration-%%-GO:0048011-&&-neurotrophin TRK receptor signaling pathway-%%-GO:0003016-&&-respiratory system process-%%-GO:0019233-&&-sensory perception of pain-%%-GO:0007417-&&-central nervous system development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0040008-&&-regulation of growth-%%-GO:0048871-&&-multicellular organismal homeostasis-%%-GO:0009791-&&-post-embryonic development|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0043204-&&-perikaryon-%%-GO:0042995-&&-cell projection-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0000978-&&-RNA polymerase II core promoter prG:9606:NDN NDN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NDNNDN FALSE NDN
taxon:9606 179475 1902 nucleolin gene biological_process-&-1&-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0001525-&&-angiogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1901838-&&-positive regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter|cellular_component-&-1&-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:0005938-&&-cell cortex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein binding-%%-GO:0042162-&&-telomeric DNA binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0000166-&&-nucleotide bindingG:9606:NCL KEGG-&-1&-hsa05130-&&-Pathogenic Escherichia coli infectionNCL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCLNCL FALSE NCL
taxon:9606 175380 1902 ring finger protein 14gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:0060765-&&-regulation of androgen receptor signaling pathway-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0050681-&&-androgen receptor binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0019787-&&-ubiquitin-like protein transferase activiG:9606:RNF14 RNF14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF14RNF14 FALSE RNF14
taxon:9606 179482 1902 nibrin gene biological_process-&-1&-GO:0006302-&&-double-strand break repair-%%-GO:0090656-&&-t-circle formation-%%-GO:1904354-&&-negative regulation of telomere capping-%%-GO:0000731-&&-DNA synthesis involved in DNA repair-%%-GO:0006260-&&-DNA replication-%%-GO:0000729-&&-DNA double-strand break processing-%%-GO:0032206-&&-positive regulation of telomere maintenance-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0001832-&&-blastocyst growth-%%-GO:0030174-&&-regulation of DNA-dependent DNA replication initiation-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0000732-&&-strand displacement-%%-GO:0008283-&&-cell proliferation-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:1904357-&&-negative regulation of telomere maintenance via telomere lengthening-%%-GOG:9606:NBN KEGG-&-1&-hsa03440-&&-Homologous recombination-%%-hsa04218-&&-Cellular senescenceNBN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NBNNBN FALSE NBN
taxon:9606 171291 1902 ninein gene biological_process-&-1&-GO:0051642-&&-centrosome localization-%%-GO:0034454-&&-microtubule anchoring at centrosome-%%-GO:0090222-&&-centrosome-templated microtubule nucleation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0097539-&&-ciliary transition fiber-%%-GO:0005814-&&-centriole-%%-GO:0000242-&&-pericentriolar material-%%-GO:0005730-&&-nucleolus-%%-GO:0005813-&&-centrosome-%%-GO:0036449-&&-microtubule minus-end-%%-GO:0000922-&&-spindle pole-%%-GO:0097431-&&-mitotic spindle pole|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:NIN NIN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NINNIN FALSE NIN
taxon:9606 167195 1902 Cdk5 and Abl enzyme substrate 2gene biological_process-&-1&-GO:0051726-&&-regulation of cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0007049-&&-cell cycleG:9606:CABLES2 CABLES2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CABLES2CABLES2 FALSE CABLES2
taxon:9606 179481 1902 neural cell adhesion molecule 1gene biological_process-&-1&-GO:0000165-&&-MAPK cascade-%%-GO:0007155-&&-cell adhesion-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0007411-&&-axon guidance|cellular_component-&-1&-GO:0009897-&&-external side of plasma membrane-%%-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0009986-&&-cell surface-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0031225-&&-anchored component of membrane|molecular_function-&-1&-GO:0001618-&&-virus receptor activity-%%-GO:0005088-&&-Ras guanyl-nucleotide exchange factor activityG:9606:NCAM1 KEGG-&-1&-hsa05020-&&-Prion diseases-%%-hsa04514-&&-Cell adhesion molecules (CAMs)NCAM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCAM1NCAM1 FALSE NCAM1
taxon:9606 175390 1902 peroxiredoxin 6gene biological_process-&-1&-GO:0042744-&&-hydrogen peroxide catabolic process-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0000302-&&-response to reactive oxygen species-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0016042-&&-lipid catabolic process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004602-&&-glutathione peroxidase activity-%%-GO:0016787-&&-hydrolase activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0051920-&&-peroxiredoxin activity-%%-GO:0031625-&&-ubiquitin protein ligase bindingG:9606:PRDX6 KEGG-&-1&-hsa01100-&&-Metabolic pathwaysPRDX6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRDX6PRDX6 FALSE PRDX6
taxon:9606 175391 1902 MAD2L1 binding proteingene biological_process-&-1&-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0007096-&&-regulation of exit from mitosis|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005819-&&-spindle-%%-GO:0005737-&&-cytoplasm-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MAD2L1BP MAD2L1BP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAD2L1BPMAD2L1BP FALSE MAD2L1BP
taxon:9606 171295 1902 importin 11 gene biological_process-&-1&-GO:0006610-&&-ribosomal protein import into nucleus|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0001650-&&-fibrillar center|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005515-&&-protein bindingG:9606:IPO11 IPO11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IPO11IPO11 FALSE IPO11
taxon:9606 175388 1902 A-kinase anchoring protein 12gene biological_process-&-1&-GO:0030819-&&-positive regulation of cAMP biosynthetic process-%%-GO:0090036-&&-regulation of protein kinase C signaling-%%-GO:0006605-&&-protein targeting-%%-GO:0010739-&&-positive regulation of protein kinase A signaling-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0005938-&&-cell cortex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005856-&&-cytoskeleton-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0051018-&&-protein kinase A binding-%%-GO:0008179-&&-adenylate cyclase binding-%%-GO:0005515-&&-protein bindingG:9606:AKAP12 AKAP12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKAP12AKAP12 FALSE AKAP12
taxon:9606 171298 1902 HECT and RLD domain containing E3 ubiquitin protein ligase 5gene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0050688-&&-regulation of defense response to virus-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0000079-&&-regulation of cyclin-dependent protein serine/threonine kinase activity-%%-GO:0032020-&&-ISG15-protein conjugation-%%-GO:0051607-&&-defense response to virus|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0042296-&&-ISG15 transferase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:HERC5 HERC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HERC5HERC5 FALSE HERC5
taxon:9606 175394 1902 RNA binding motif protein 39gene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0008380-&&-RNA splicing-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006397-&&-mRNA processing-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0016607-&&-nuclear speck-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:RBM39 RBM39 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RBM39RBM39 FALSE RBM39
taxon:9606 179491 1902 nucleosome assembly protein 1 like 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0006260-&&-DNA replication-%%-GO:0006334-&&-nucleosome assembly|cellular_component-&-1&-GO:0042470-&&-melanosome-%%-GO:0005634-&&-nucleus-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:NAP1L1 NAP1L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NAP1L1NAP1L1 FALSE NAP1L1
taxon:9606 179493 1902 heterogeneous nuclear ribonucleoprotein Mgene biological_process-&-1&-GO:0010467-&&-gene expression-%%-GO:0000380-&&-alternative mRNA splicing, via spliceosome-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0008543-&&-fibroblast growth factor receptor signaling pathway|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031012-&&-extracellular matrix-%%-GO:0042382-&&-paraspeckles-%%-GO:0016363-&&-nuclear matrix-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA binding-%%-GO:0000166-&&-nucleotide bindingG:9606:HNRNPM KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPMHNRNPM FALSE HNRNPM
taxon:9606 163114 1902 THAP domain containing 8gene molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:THAP8 THAP8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THAP8THAP8 FALSE THAP8
taxon:9606 175402 1902 clock circadian regulatorgene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0016573-&&-histone acetylation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0000077-&&-DNA damage checkpoint-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0042634-&&-regulation of hair cycle-%%-GO:0051775-&&-response to redox state-%%-GO:0007623-&&-circadian rhythm-%%-GO:0009648-&&-photoperiodism-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:2000323-&&-negative regulation of glucocorticoid receptor signaling pathway-%%-GO:2000074-&&-regulation of type B pancreatic cell development-%%-GO:0006366-&&-transcription from RNA polymG:9606:CLOCK KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04728-&&-Dopaminergic synapse-%%-hsa04710-&&-Circadian rhythmCLOCK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLOCKCLOCK FALSE CLOCK
taxon:9606 175400 1902 brain and reproductive organ-expressed (TNFRSF1A modulator)gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0006915-&&-apoptotic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0070536-&&-protein K63-linked deubiquitination-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0051301-&&-cell division-%%-GO:0007165-&&-signal transduction-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0006302-&&-double-strand break repair-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0031572-&&-G2 DNA damage checkpoint|cellular_component-&-1&-GO:0000152-&&-nuclear ubiquitin ligase complex-%%-GO:0070531-&&-BRCA1-A complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0070552-&&-BRISC complex-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0031593-&&-polyubiquitin binding-%%-GO:0005515-&&-protein binding-%%-GO:0000268-&&-peroxisome targeting sequence binding-%%-GO:00G:9606:BRE KEGG-&-1&-hsa03440-&&-Homologous recombinationBRE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BREBRE FALSE BRE
taxon:9606 167215 1902 SHANK associated RH domain interactorgene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0007005-&&-mitochondrion organization-%%-GO:0030262-&&-apoptotic nuclear changes-%%-GO:0031424-&&-keratinization-%%-GO:0007420-&&-brain development-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0097039-&&-protein linear polyubiquitination-%%-GO:2000348-&&-regulation of CD40 signaling pathway-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0051260-&&-protein homooligomerization|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0014069-&&-postsynaptic density-%%-GO:0071797-&&-LUBAC complex-%%-GO:0005829-&&-cytosol-%%-GO:0030425-&&-dendrite|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0031593-&&-polyubiquitin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identicG:9606:SHARPIN KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04621-&&-NOD-like receptor signaling pathwaySHARPIN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SHARPINSHARPIN FALSE SHARPIN
taxon:9606 179501 1902 protein phosphatase 1 regulatory subunit 12Agene biological_process-&-1&-GO:0035508-&&-positive regulation of myosin-light-chain-phosphatase activity-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0035507-&&-regulation of myosin-light-chain-phosphatase activity-%%-GO:0035690-&&-cellular response to drug-%%-GO:0007165-&&-signal transduction-%%-GO:0051297-&&-centrosome organization-%%-GO:1903140-&&-regulation of establishment of endothelial barrier-%%-GO:0000086-&&-G2/M transition of mitotic cell cycle-%%-GO:0043086-&&-negative regulation of catalytic activity-%%-GO:0046822-&&-regulation of nucleocytoplasmic transport-%%-GO:0006470-&&-protein dephosphorylation-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0031672-&&-A band-%%-GO:0000776-&&-kinetochore-%%-GO:0072357-&&-PTW/PP1 phosphatase complex-%%-GO:0015629-&&-actin cytoskeleton-%%-GO:0043292-&&-contractile fiber-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosoG:9606:PPP1R12A KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa05205-&&-Proteoglycans in cancer-%%-hsa04024-&&-cAMP signaling pathwayPPP1R12A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PPP1R12APPP1R12A FALSE PPP1R12A
taxon:9606 179506 1902 myogenic differentiation 1gene biological_process-&-1&-GO:0048743-&&-positive regulation of skeletal muscle fiber development-%%-GO:0014904-&&-myotube cell development-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:2000818-&&-negative regulation of myoblast proliferation-%%-GO:0014908-&&-myotube differentiation involved in skeletal muscle regeneration-%%-GO:0043415-&&-positive regulation of skeletal muscle tissue regeneration-%%-GO:1901741-&&-positive regulation of myoblast fusion-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0051149-&&-positive regulation of muscle cell differentiation-%%-GO:0035914-&&-skeletal muscle cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007518-&&-myoblast fate determination-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043484-&&-regulation of RNA splicing-%%-GO:0071392-&&-cellular responG:9606:MYOD1 MYOD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYOD1MYOD1 FALSE MYOD1
taxon:9606 167218 1902 sideroflexin 3gene biological_process-&-1&-GO:0055072-&&-iron ion homeostasis-%%-GO:0034220-&&-ion transmembrane transport|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0031966-&&-mitochondrial membrane-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0015075-&&-ion transmembrane transporter activityG:9606:SFXN3 SFXN3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SFXN3SFXN3 FALSE SFXN3
taxon:9606 167216 1902 mediator complex subunit 25gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:2001178-&&-positive regulation of mediator complex assembly-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0071158-&&-positive regulation of cell cycle arrest-%%-GO:0035563-&&-positive regulation of chromatin binding-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048147-&&-negative regulation of fibroblast proliferation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0044798-&&-nuclear transcription factor complex|molecular_function-&-1&-GO:0042974-&&-retinoic acid receptor binding-%%-GO:0046965-&&-retinoid X receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor bindingG:9606:MED25 MED25 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED25MED25 FALSE MED25
taxon:9606 175415 1902 chromodomain helicase DNA binding protein 1 likegene biological_process-&-1&-GO:0000717-&&-nucleotide-excision repair, DNA duplex unwinding-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0006296-&&-nucleotide-excision repair, DNA incision, 5'-to lesion-%%-GO:0033683-&&-nucleotide-excision repair, DNA incision-%%-GO:0006293-&&-nucleotide-excision repair, preincision complex stabilization-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0006294-&&-nucleotide-excision repair, preincision complex assembly-%%-GO:0070911-&&-global genome nucleotide-excision repair-%%-GO:0006281-&&-DNA repair-%%-GO:0006295-&&-nucleotide-excision repair, DNA incision, 3'-to lesion|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0016887-&&-ATPase activity-%%-GO:0000166-&&-nucleotide binding-%%-GO:0003676-&&-nucleic acid binding-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0005515-&&-protein bindingG:9606:CHD1L CHD1L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD1LCHD1L FALSE CHD1L
taxon:9606 154932 1902 histone cluster 2 H3 family member dgene biological_process-&-1&-GO:0006325-&&-chromatin organization-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone bindingG:9606:HIST2H3D KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST2H3D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H3DHIST2H3D FALSE HIST2H3D
taxon:9606 154936 1902 pleckstrin homology like domain family B member 3gene molecular_function-&-1&-GO:0019899-&&-enzyme bindingG:9606:PHLDB3 PHLDB3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PHLDB3PHLDB3 FALSE PHLDB3
taxon:9606 179513 1902 myosin VI gene biological_process-&-1&-GO:0030048-&&-actin filament-based movement-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0006897-&&-endocytosis-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0042493-&&-response to drug-%%-GO:0051046-&&-regulation of secretion|cellular_component-&-1&-GO:0045334-&&-clathrin-coated endocytic vesicle-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0031941-&&-filamentous actin-%%-GO:0005905-&&-clathrin-coated pit-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0030665-&&-clathrin-coated vesicle membrane-%%-GO:0016020-&&-membrane-%%-GO:0030139-&&-endocytic vesicle-%%-GO:0001726-&&-ruffle-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0045177-&&-apical part of cell-%%-GO:0016461-&&-uncoG:9606:MYO6 MYO6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYO6MYO6 FALSE MYO6
taxon:9606 175417 1902 H2A histone family member Ygene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0007549-&&-dosage compensation-%%-GO:0006342-&&-chromatin silencing-%%-GO:1901837-&&-negative regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter-%%-GO:0001558-&&-regulation of cell growth-%%-GO:1902882-&&-regulation of response to oxidative stress-%%-GO:1902750-&&-negative regulation of cell cycle G2/M phase transition-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0019216-&&-regulation of lipid metabolic process-%%-GO:0051572-&&-negative regulation of histone H3-K4 methylation-%%-GO:0071901-&&-negative regulation of protein serine/threonine kinase activity-%%-GO:0061187-&&-regulation of chromatin silencing at rDNA-%%-GO:0033128-&&-negative regulation of histG:9606:H2AFY KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismH2AFY Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-H2AFYH2AFY FALSE H2AFY
taxon:9606 167225 1902 ring finger protein 146gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0072572-&&-poly-ADP-D-ribose binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:RNF146 RNF146 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF146RNF146 FALSE RNF146
taxon:9606 179518 1902 myosin IC gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:2000810-&&-regulation of bicellular tight junction assembly-%%-GO:0051028-&&-mRNA transport-%%-GO:0090314-&&-positive regulation of protein targeting to membrane-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006612-&&-protein targeting to membrane-%%-GO:1900078-&&-positive regulation of cellular response to insulin stimulus-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:1900748-&&-positive regulation of vascular endothelial growth factor signaling pathway-%%-GO:0006605-&&-protein targeting-%%-GO:0038089-&&-positive regulation of cell migration by vascular endothelial growth factor signaling pathway-%%-GO:0030838-&&-positive regulation of actin filament polymerization|cellular_component-&-1&-GO:0005902-&&-microvillus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005643-&&-nuclear pore-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045121-&&-membrane raft-%%-GO:0016328-&&-G:9606:MYO1C MYO1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYO1CMYO1C FALSE MYO1C
taxon:9606 171331 1902 inhibitor of growth family member 4gene biological_process-&-1&-GO:0006260-&&-DNA replication-%%-GO:0006915-&&-apoptotic process-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043982-&&-histone H4-K8 acetylation-%%-GO:0043966-&&-histone H3 acetylation-%%-GO:0043981-&&-histone H4-K5 acetylation-%%-GO:0045926-&&-negative regulation of growth-%%-GO:0043983-&&-histone H4-K12 acetylation-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0006473-&&-protein acetylation-%%-GO:0043984-&&-histone H4-K16 acetylation-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator|cellular_component-&-1&-GO:0000123-&&-histone acetyltransferase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone binding-%%-GO:00082G:9606:ING4 ING4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ING4ING4 FALSE ING4
taxon:9606 179523 1902 myosin light chain 4gene biological_process-&-1&-GO:0030049-&&-muscle filament sliding-%%-GO:0032781-&&-positive regulation of ATPase activity-%%-GO:0060048-&&-cardiac muscle contraction-%%-GO:0002026-&&-regulation of the force of heart contraction|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016459-&&-myosin complex-%%-GO:0031672-&&-A band|molecular_function-&-1&-GO:0003785-&&-actin monomer binding-%%-GO:0032038-&&-myosin II heavy chain binding-%%-GO:0051015-&&-actin filament binding-%%-GO:0005509-&&-calcium ion bindingG:9606:MYL4 KEGG-&-1&-hsa04371-&&-Apelin signaling pathway-%%-hsa04260-&&-Cardiac muscle contraction-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytesMYL4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYL4MYL4 FALSE MYL4
taxon:9606 179520 1902 myosin light chain kinasegene biological_process-&-1&-GO:0014820-&&-tonic smooth muscle contraction-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0006939-&&-smooth muscle contraction-%%-GO:0090303-&&-positive regulation of wound healing-%%-GO:0032060-&&-bleb assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0060414-&&-aorta smooth muscle tissue morphogenesis-%%-GO:0071476-&&-cellular hypotonic response-%%-GO:0006936-&&-muscle contraction-%%-GO:0051928-&&-positive regulation of calcium ion transport|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0001725-&&-stress fiber-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0005737-&&-cytoplasm-%%-GO:0032154-&&-cleavage furrow|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005524-&&-ATP binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0004687-&&-myosin light chain kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0005516-&&-calmodulin bindingG:9606:MYLK KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04020-&&-Calcium signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04611-&&-Platelet activation-%%-hsa04921-&&-Oxytocin signaling pathwayMYLK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYLKMYLK FALSE MYLK
taxon:9606 179521 1902 myosin light chain 6gene biological_process-&-1&-GO:0007519-&&-skeletal muscle tissue development-%%-GO:0030049-&&-muscle filament sliding-%%-GO:0006936-&&-muscle contraction|cellular_component-&-1&-GO:0005903-&&-brush border-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016459-&&-myosin complex-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016020-&&-membrane-%%-GO:0031982-&&-vesicle-%%-GO:0016461-&&-unconventional myosin complex|molecular_function-&-1&-GO:0003774-&&-motor activity-%%-GO:0008307-&&-structural constituent of muscle-%%-GO:0030898-&&-actin-dependent ATPase activity-%%-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:MYL6 KEGG-&-1&-hsa04270-&&-Vascular smooth muscle contraction-%%-hsa04530-&&-Tight junction-%%-hsa04921-&&-Oxytocin signaling pathwayMYL6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYL6MYL6 FALSE MYL6
taxon:9606 179526 1902 myosin light chain 1gene biological_process-&-1&-GO:0030049-&&-muscle filament sliding-%%-GO:0006936-&&-muscle contraction-%%-GO:0060048-&&-cardiac muscle contraction|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0030017-&&-sarcomere-%%-GO:0005859-&&-muscle myosin complex-%%-GO:0030016-&&-myofibril|molecular_function-&-1&-GO:0008307-&&-structural constituent of muscle-%%-GO:0005509-&&-calcium ion bindingG:9606:MYL1 MYL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYL1MYL1 FALSE MYL1
taxon:9606 171338 1902 COP9 signalosome subunit 4gene biological_process-&-1&-GO:0000338-&&-protein deneddylation-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030054-&&-cell junction-%%-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0016607-&&-nuclear speck-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008021-&&-synaptic vesicle|molecular_function-&-1&-GO:0019784-&&-NEDD8-specific protease activity-%%-GO:0005515-&&-protein bindingG:9606:COPS4 COPS4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS4COPS4 FALSE COPS4
taxon:9606 171336 1902 coiled-coil-helix-coiled-coil-helix domain containing 2gene biological_process-&-1&-GO:0007005-&&-mitochondrion organization-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1900037-&&-regulation of cellular response to hypoxia-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005758-&&-mitochondrial intermembrane space-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor bindingG:9606:CHCHD2 CHCHD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHCHD2CHCHD2 FALSE CHCHD2
taxon:9606 179528 1902 myosin heavy chain 10gene biological_process-&-1&-GO:0031032-&&-actomyosin structure organization-%%-GO:0030048-&&-actin filament-based movement-%%-GO:0007512-&&-adult heart development-%%-GO:0001764-&&-neuron migration-%%-GO:0021680-&&-cerebellar Purkinje cell layer development-%%-GO:0006930-&&-substrate-dependent cell migration, cell extension-%%-GO:0001778-&&-plasma membrane repair-%%-GO:0007411-&&-axon guidance-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0008283-&&-cell proliferation-%%-GO:0098885-&&-modification of postsynaptic actin cytoskeleton-%%-GO:0007155-&&-cell adhesion-%%-GO:0021678-&&-third ventricle development-%%-GO:0055015-&&-ventricular cardiac muscle cell development-%%-GO:0003279-&&-cardiac septum development-%%-GO:0007097-&&-nuclear migration-%%-GO:0035904-&&-aorta development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0050885-&&-neuromuscular process controlling balance-%%-GO:0055003-&&-cardiac myofibril assG:9606:MYH10 KEGG-&-1&-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05132-&&-Salmonella infectionMYH10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYH10MYH10 FALSE MYH10
taxon:9606 179529 1902 myosin heavy chain 9gene biological_process-&-1&-GO:0030048-&&-actin filament-based movement-%%-GO:0015031-&&-protein transport-%%-GO:0030224-&&-monocyte differentiation-%%-GO:1903923-&&-positive regulation of protein processing in phagocytic vesicle-%%-GO:0070527-&&-platelet aggregation-%%-GO:0051295-&&-establishment of meiotic spindle localization-%%-GO:0001525-&&-angiogenesis-%%-GO:0032796-&&-uropod organization-%%-GO:1903919-&&-negative regulation of actin filament severing-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0000212-&&-meiotic spindle organization-%%-GO:0050900-&&-leukocyte migration-%%-GO:0000910-&&-cytokinesis-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0031532-&&-actin cytoskeleton reorganization-%%-GO:0030220-&&-platelet formation-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0001768-&&-establishment of T cell polarity-%%-GO:0031032-&&-actomyosin structure organization-%%-GO:0007520-&&-myoblast fusion-%%-GO:0006911-&&-phagocytosis, enG:9606:MYH9 KEGG-&-1&-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05132-&&-Salmonella infectionMYH9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYH9MYH9 FALSE MYH9
taxon:9606 175439 1902 BCL2 associated athanogene 5gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0070997-&&-neuron death-%%-GO:0090083-&&-regulation of inclusion body assembly-%%-GO:0051438-&&-regulation of ubiquitin-protein transferase activity-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0051444-&&-negative regulation of ubiquitin-protein transferase activity-%%-GO:0007030-&&-Golgi organization-%%-GO:0061084-&&-negative regulation of protein refolding-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:1902176-&&-negative regulation of oxidative stress-induced intrinsic apoptotic signaling pathway-%%-GO:0031397-&&-negative regulation of protein ubiquitination|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0016234-&&-inclusion body-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019901-&&-protG:9606:BAG5 BAG5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAG5BAG5 FALSE BAG5
taxon:9606 175436 1902 BCL2 associated athanogene 2gene biological_process-&-1&-GO:0006457-&&-protein folding-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0019538-&&-protein metabolic process-%%-GO:1900034-&&-regulation of cellular response to heat|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0000774-&&-adenyl-nucleotide exchange factor activity-%%-GO:0051087-&&-chaperone binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:BAG2 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumBAG2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAG2BAG2 FALSE BAG2
taxon:9606 175437 1902 BCL2 associated athanogene 3gene biological_process-&-1&-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0042993-&&-positive regulation of transcription factor import into nucleus-%%-GO:0050790-&&-regulation of catalytic activity-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0008625-&&-extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0007420-&&-brain development-%%-GO:0050821-&&-protein stabilization-%%-GO:0034605-&&-cellular response to heat-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:0021510-&&-spinal cord development-%%-GO:0010664-&&-negative regulation of striated muscle cell apoptotic process-%%-GO:1900034-&&-regulation of cellular response to heat-%%-GO:0097201-&&-negative regulation of transcription from RNA polymerase II promoter in response to stress-%%-GO:0006457-&&-protein folding|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0043005-&&-neuron projection-%%-GO:G:9606:BAG3 BAG3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BAG3BAG3 FALSE BAG3
taxon:9606 175447 1902 aminopeptidase puromycin sensitivegene biological_process-&-1&-GO:0006508-&&-proteolysis-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0043171-&&-peptide catabolic process-%%-GO:0071456-&&-cellular response to hypoxia|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0070006-&&-metalloaminopeptidase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0042277-&&-peptide binding-%%-GO:0004177-&&-aminopeptidase activityG:9606:NPEPPS NPEPPS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NPEPPSNPEPPS FALSE NPEPPS
taxon:9606 175444 1902 trans-2,3-enoyl-CoA reductasegene biological_process-&-1&-GO:0055114-&&-oxidation-reduction process-%%-GO:0030497-&&-fatty acid elongation-%%-GO:0042761-&&-very long-chain fatty acid biosynthetic process-%%-GO:0035338-&&-long-chain fatty-acyl-CoA biosynthetic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0017099-&&-very-long-chain-acyl-CoA dehydrogenase activity-%%-GO:0016491-&&-oxidoreductase activity-%%-GO:0005515-&&-protein bindingG:9606:TECR KEGG-&-1&-hsa01212-&&-Fatty acid metabolism-%%-hsa01040-&&-Biosynthesis of unsaturated fatty acids-%%-hsa01100-&&-Metabolic pathways-%%-hsa00062-&&-Fatty acid elongationTECR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TECRTECR FALSE TECR
taxon:9606 175445 1902 secretory carrier membrane protein 1gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:0015031-&&-protein transport|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0055038-&&-recycling endosome membrane-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0030672-&&-synaptic vesicle membrane-%%-GO:0042589-&&-zymogen granule membrane-%%-GO:0005802-&&-trans-Golgi network|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:SCAMP1 SCAMP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SCAMP1SCAMP1 FALSE SCAMP1
taxon:9606 179541 1902 v-myc avian myelocytomatosis viral oncogene neuroblastoma derived homologgene biological_process-&-1&-GO:0001502-&&-cartilage condensation-%%-GO:0010942-&&-positive regulation of cell death-%%-GO:2000378-&&-negative regulation of reactive oxygen species metabolic process-%%-GO:0048704-&&-embryonic skeletal system morphogenesis-%%-GO:0048712-&&-negative regulation of astrocyte differentiation-%%-GO:0002053-&&-positive regulation of mesenchymal cell proliferation-%%-GO:0030324-&&-lung development-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045607-&&-regulation of auditory receptor cell differentiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:1903800-&&-positive regulation of production of miRNAs involved in gene silencing by miRNA-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0048754-&&-branching morphogenesis of an epithelial tube-%%-GO:0006357-&&-regulation of transcription from RNA polymG:9606:MYCN KEGG-&-1&-hsa05202-&&-Transcriptional misregulation in cancerMYCN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYCNMYCN FALSE MYCN
taxon:9606 171354 1902 ribosomal protein L26 like 1gene biological_process-&-1&-GO:0006412-&&-translation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0015934-&&-large ribosomal subunit|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:RPL26L1 KEGG-&-1&-hsa03010-&&-RibosomeRPL26L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL26L1RPL26L1 FALSE RPL26L1
taxon:9606 179545 1902 v-myc avian myelocytomatosis viral oncogene homologgene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0035690-&&-cellular response to drug-%%-GO:0000165-&&-MAPK cascade-%%-GO:0050679-&&-positive regulation of epithelial cell proliferation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:2000573-&&-positive regulation of DNA biosynthetic process-%%-GO:0045656-&&-negative regulation of monocyte differentiation-%%-GO:0006112-&&-energy reserve metabolic process-%%-GO:0051276-&&-chromosome organization-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0002053-&&-positive regulation of mesenchymal cell proliferation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0010468-&&-regulation of gene expression-%%-GO:0090096-&&-positive regulation of metanephric cap mesenchymal cell proliferation-%%-GO:0070848-&&-response to growth factor-%%-GO:G:9606:MYC KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04218-&&-Cellular senescence-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05224-&&-Breast cancer-%%-hsa05230-&&-Central carbon metabolism in cancer-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05216-&&-Thyroid cancer-%%-hsa04012-&&-ErbB signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa05219-&&-Bladder cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt sMYC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYCMYC FALSE MYC
taxon:9606 171358 1902 mitochondrial ribosomal protein S2gene biological_process-&-1&-GO:0032543-&&-mitochondrial translation-%%-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS2 KEGG-&-1&-hsa03010-&&-RibosomeMRPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS2MRPS2 FALSE MRPS2
taxon:9606 179549 1902 MYB proto-oncogene like 2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0030154-&&-cell differentiation-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0031523-&&-Myb complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0001135-&&-transcription factor activity, RNA polymerase II transcription factor recruiting-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific bindingG:9606:MYBL2 KEGG-&-1&-hsa04218-&&-Cellular senescenceMYBL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYBL2MYBL2 FALSE MYBL2
taxon:9606 179552 1902 MYB proto-oncogene, transcription factorgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045624-&&-positive regulation of T-helper cell differentiation-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:2000491-&&-positive regulation of hepatic stellate cell activation-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:1904899-&&-positive regulation of hepatic stellate cell proliferation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0051574-&&-positive regulation of histone H3-K9 methylation-%%-GO:0032967-&&-positive regulation of collagen biosynthetic process-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0060252-&&-positive regulation of glial cell proliferation-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:2000845-&&-positive regulation of testosterone secretion-%%-GO:0000278-G:9606:MYB KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathwayMYB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MYBMYB FALSE MYB
taxon:9606 179557 1902 mevalonate diphosphate decarboxylasegene biological_process-&-1&-GO:0008299-&&-isoprenoid biosynthetic process-%%-GO:0019287-&&-isopentenyl diphosphate biosynthetic process, mevalonate pathway-%%-GO:0006695-&&-cholesterol biosynthetic process-%%-GO:0006489-&&-dolichyl diphosphate biosynthetic process-%%-GO:0008284-&&-positive regulation of cell proliferation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005777-&&-peroxisome|molecular_function-&-1&-GO:0004163-&&-diphosphomevalonate decarboxylase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0030544-&&-Hsp70 protein binding-%%-GO:0042803-&&-protein homodimerization activityG:9606:MVD KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00900-&&-Terpenoid backbone biosynthesisMVD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MVDMVD FALSE MVD
taxon:9606 175475 1902 SLC9A3 regulator 1gene biological_process-&-1&-GO:0007191-&&-adenylate cyclase-activating dopamine receptor signaling pathway-%%-GO:0070293-&&-renal absorption-%%-GO:0030033-&&-microvillus assembly-%%-GO:0030643-&&-cellular phosphate ion homeostasis-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0051898-&&-negative regulation of protein kinase B signaling-%%-GO:0007605-&&-sensory perception of sound-%%-GO:0044062-&&-regulation of excretion-%%-GO:0032415-&&-regulation of sodium:proton antiporter activity-%%-GO:0030336-&&-negative regulation of cell migration-%%-GO:0045859-&&-regulation of protein kinase activity-%%-GO:0006461-&&-protein complex assembly-%%-GO:0097291-&&-renal phosphate ion absorption-%%-GO:0032416-&&-negative regulation of sodium:proton antiporter activity-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0003096-&&-renal sodium ion transport-%%-GO:0045198-&&-establishment of epithelial cell apical/basal polarity-%%-GO:0008361-&&-regulation of cell size-%%-GO:0090002-&&-establishment of protein localG:9606:SLC9A3R1 KEGG-&-1&-hsa05165-&&-Human papillomavirus infection-%%-hsa04530-&&-Tight junction-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and actionSLC9A3R1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC9A3R1SLC9A3R1 FALSE SLC9A3R1
taxon:9606 179568 1902 mucin 1, cell surface associatedgene biological_process-&-1&-GO:0016266-&&-O-glycan processing-%%-GO:0090240-&&-positive regulation of histone H4 acetylation-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0036003-&&-positive regulation of transcription from RNA polymerase II promoter in response to stress-%%-GO:0033629-&&-negative regulation of cell adhesion mediated by integrin-%%-GO:0043618-&&-regulation of transcription from RNA polymerase II promoter in response to stress-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0010944-&&-negative regulation of transcription by competitive promoter binding-%%-GO:0006977-&&-DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:G:9606:MUC1 MUC1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MUC1MUC1 FALSE MUC1
taxon:9606 163192 1902 argonaute 3, RISC catalytic componentgene biological_process-&-1&-GO:0035279-&&-mRNA cleavage involved in gene silencing by miRNA-%%-GO:0090625-&&-mRNA cleavage involved in gene silencing by siRNA-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0035278-&&-miRNA mediated inhibition of translation-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:1901224-&&-positive regulation of NIK/NF-kappaB signaling-%%-GO:0072091-&&-regulation of stem cell proliferation-%%-GO:0035196-&&-production of miRNAs involved in gene silencing by miRNA-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0035194-&&-posttranscriptional gene silencing by RNA-%%-GO:0006402-&&-mRNA catabolic process-%%-GO:0031054-&&-pre-miRNA processing-%%-GO:0035280-&&-miRNA loading onto RISC involved in gene silencing by miRNA-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway|cellular_component-&-1&-GO:0000794-&&-condensed nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0016442-&&-RISC complex-%%-GO:0005829-&&-cytoG:9606:AGO3 AGO3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGO3AGO3 FALSE AGO3
taxon:9606 171398 1902 Sec61 translocon alpha 1 subunitgene biological_process-&-1&-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0045047-&&-protein targeting to ER-%%-GO:0006620-&&-posttranslational protein targeting to membrane-%%-GO:0016049-&&-cell growth-%%-GO:0039019-&&-pronephric nephron development-%%-GO:0007029-&&-endoplasmic reticulum organization-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0034341-&&-response to interferon-gamma|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0030176-&&-integral component of endoplasmic reticulum membrane-%%-GO:0005791-&&-rough endoplasmic reticulum-%%-GO:0016020-&&-membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0043022-&&-ribosome binding-%%-GO:0005515-&&-protein bindingG:9606:SEC61A1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulum-%%-hsa04145-&&-Phagosome-%%-hsa03060-&&-Protein export-%%-hsa05110-&&-Vibrio cholerae infectionSEC61A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SEC61A1SEC61A1 FALSE SEC61A1
taxon:9606 167303 1902 coiled-coil domain containing 8gene biological_process-&-1&-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0010923-&&-negative regulation of phosphatase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:1990393-&&-3M complex-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CCDC8 CCDC8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCDC8CCDC8 FALSE CCDC8
taxon:9606 175493 1902 IST1, ESCRT-III associated factorgene biological_process-&-1&-GO:0045184-&&-establishment of protein localization-%%-GO:0036258-&&-multivesicular body assembly-%%-GO:0051301-&&-cell division-%%-GO:0019076-&&-viral release from host cell-%%-GO:1904903-&&-ESCRT III complex disassembly-%%-GO:0015031-&&-protein transport-%%-GO:0045862-&&-positive regulation of proteolysis-%%-GO:0000910-&&-cytokinesis-%%-GO:0048672-&&-positive regulation of collateral sprouting-%%-GO:0009838-&&-abscission-%%-GO:0046745-&&-viral capsid secondary envelopment-%%-GO:0008104-&&-protein localization-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005793-&&-endoplasmic reticulum-Golgi intermediate compartment-%%-GO:0005635-&&-nuclear envelope-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0005813-&&-centrosome-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0090543-&&-Flemming body|molecular_function-&-1&-GO:0019G:9606:IST1 KEGG-&-1&-hsa04144-&&-EndocytosisIST1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IST1IST1 FALSE IST1
taxon:9606 171401 1902 epsin 1 gene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0061024-&&-membrane organization-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0006897-&&-endocytosis-%%-GO:0007565-&&-female pregnancy-%%-GO:0048568-&&-embryonic organ development|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005905-&&-clathrin-coated pit|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0008289-&&-lipid bindingG:9606:EPN1 KEGG-&-1&-hsa04144-&&-EndocytosisEPN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPN1EPN1 FALSE EPN1
taxon:9606 179598 1902 melatonin receptor 1Agene biological_process-&-1&-GO:0007617-&&-mating behavior-%%-GO:0007623-&&-circadian rhythm-%%-GO:0007187-&&-G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger-%%-GO:0030828-&&-positive regulation of cGMP biosynthetic process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0043235-&&-receptor complex-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0008502-&&-melatonin receptor activity-%%-GO:0042562-&&-hormone binding-%%-GO:0005515-&&-protein binding-%%-GO:0097159-&&-organic cyclic compound bindingG:9606:MTNR1A KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04713-&&-Circadian entrainmentMTNR1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTNR1AMTNR1A FALSE MTNR1A
taxon:9606 171407 1902 host cell factor C2gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activityG:9606:HCFC2 KEGG-&-1&-hsa05168-&&-Herpes simplex infectionHCFC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HCFC2HCFC2 FALSE HCFC2
taxon:9606 171404 1902 pyrroline-5-carboxylate reductase family member 2gene biological_process-&-1&-GO:0055129-&&-L-proline biosynthetic process-%%-GO:0006561-&&-proline biosynthetic process-%%-GO:0008652-&&-cellular amino acid biosynthetic process-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0005759-&&-mitochondrial matrix-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0004735-&&-pyrroline-5-carboxylate reductase activityG:9606:PYCR2 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00330-&&-Arginine and proline metabolism-%%-hsa01230-&&-Biosynthesis of amino acidsPYCR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PYCR2PYCR2 FALSE PYCR2
taxon:9606 179597 1902 melatonin receptor 1Bgene biological_process-&-1&-GO:0007268-&&-chemical synaptic transmission-%%-GO:0050796-&&-regulation of insulin secretion-%%-GO:0007623-&&-circadian rhythm-%%-GO:0007187-&&-G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger-%%-GO:0042593-&&-glucose homeostasis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0004930-&&-G-protein coupled receptor activity-%%-GO:0005515-&&-protein binding-%%-GO:0008502-&&-melatonin receptor activityG:9606:MTNR1B KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04713-&&-Circadian entrainmentMTNR1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTNR1BMTNR1B FALSE MTNR1B
taxon:9606 167312 1902 Fc fragment of IgA and IgM receptorgene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0002250-&&-adaptive immune response|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membraneG:9606:FCAMR FCAMR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FCAMRFCAMR FALSE FCAMR
taxon:9606 171408 1902 UbiA prenyltransferase domain containing 1gene biological_process-&-1&-GO:0042371-&&-vitamin K biosynthetic process-%%-GO:0042373-&&-vitamin K metabolic process-%%-GO:0032194-&&-ubiquinone biosynthetic process via 3,4-dihydroxy-5-polyprenylbenzoate-%%-GO:0098869-&&-cellular oxidant detoxification-%%-GO:0006744-&&-ubiquinone biosynthetic process-%%-GO:0009234-&&-menaquinone biosynthetic process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031966-&&-mitochondrial membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0030173-&&-integral component of Golgi membrane-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0004659-&&-prenyltransferase activity-%%-GO:0016209-&&-antioxidant activityG:9606:UBIAD1 UBIAD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBIAD1UBIAD1 FALSE UBIAD1
taxon:9606 171414 1902 coiled-coil domain containing 106gene cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CCDC106 CCDC106 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CCDC106CCDC106 FALSE CCDC106
taxon:9606 175515 1902 eukaryotic translation initiation factor 4A3gene biological_process-&-1&-GO:0000289-&&-nuclear-transcribed mRNA poly(A) tail shortening-%%-GO:1990416-&&-cellular response to brain-derived neurotrophic factor stimulus-%%-GO:0008306-&&-associative learning-%%-GO:1904574-&&-negative regulation of selenocysteine insertion sequence binding-%%-GO:0006364-&&-rRNA processing-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0072715-&&-cellular response to selenite ion-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:1904570-&&-negative regulation of selenocysteine incorporation-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0048026-&&-positive regulation of mRNA splicing, via spliceosome-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesisG:9606:EIF4A3 KEGG-&-1&-hsa03040-&&-Spliceosome-%%-hsa03015-&&-mRNA surveillance pathway-%%-hsa03013-&&-RNA transportEIF4A3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF4A3EIF4A3 FALSE EIF4A3
taxon:9606 179612 1902 methylenetetrahydrofolate dehydrogenase, cyclohydrolase and formyltetrahydrofolate synthetase 1gene biological_process-&-1&-GO:0009257-&&-10-formyltetrahydrofolate biosynthetic process-%%-GO:0009086-&&-methionine biosynthetic process-%%-GO:0048702-&&-embryonic neurocranium morphogenesis-%%-GO:0019346-&&-transsulfuration-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0007507-&&-heart development-%%-GO:0006164-&&-purine nucleotide biosynthetic process-%%-GO:0001780-&&-neutrophil homeostasis-%%-GO:0009113-&&-purine nucleobase biosynthetic process-%%-GO:0035999-&&-tetrahydrofolate interconversion-%%-GO:0048703-&&-embryonic viscerocranium morphogenesis-%%-GO:0061053-&&-somite development-%%-GO:0009069-&&-serine family amino acid metabolic process-%%-GO:0001843-&&-neural tube closure-%%-GO:0006730-&&-one-carbon metabolic process-%%-GO:0006555-&&-methionine metabolic process-%%-GO:0000105-&&-histidine biosynthetic process-%%-GO:0009070-&&-serine family amino acid biosynthetic process-%%-GO:0046655-&&-folic acid metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosG:9606:MTHFD1 KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00670-&&-One carbon pool by folateMTHFD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTHFD1MTHFD1 FALSE MTHFD1
taxon:9606 171421 1902 PSMC3 interacting proteingene biological_process-&-1&-GO:1903506-&&-regulation of nucleic acid-templated transcription-%%-GO:0006310-&&-DNA recombination-%%-GO:0051321-&&-meiotic cell cycle|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activityG:9606:PSMC3IP PSMC3IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PSMC3IPPSMC3IP FALSE PSMC3IP
taxon:9606 179619 1902 ribosomal protein SAgene biological_process-&-1&-GO:0000461-&&-endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0007155-&&-cell adhesion-%%-GO:0000447-&&-endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006413-&&-translational initiation-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0006407-&&-rRNA export from nucleus-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0000028-&&-ribosomal small subunit assembly|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030686-&&-90S preribosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0022627-&&-cytosolic small ribosomal subunit-%%-GO:0005737-&&-cyG:9606:RPSA KEGG-&-1&-hsa03010-&&-RibosomeRPSA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPSARPSA FALSE RPSA
taxon:9606 179616 1902 stathmin 1 gene biological_process-&-1&-GO:0035556-&&-intracellular signal transduction-%%-GO:0009615-&&-response to virus-%%-GO:0007420-&&-brain development-%%-GO:0007019-&&-microtubule depolymerization-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0031115-&&-negative regulation of microtubule polymerization-%%-GO:0007409-&&-axonogenesis-%%-GO:0007052-&&-mitotic spindle organization-%%-GO:0051272-&&-positive regulation of cellular component movement-%%-GO:0051493-&&-regulation of cytoskeleton organization-%%-GO:0007165-&&-signal transduction-%%-GO:0031175-&&-neuron projection development|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005622-&&-intracellular-%%-GO:0005737-&&-cytoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:0005874-&&-microtubule-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004871-&&-signal transducer activity-%%-GO:0015631-&&-tubulin binding-%%-GO:0005515-&&-protein bindingG:9606:STMN1 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa05206-&&-MicroRNAs in cancerSTMN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-STMN1STMN1 FALSE STMN1
taxon:9606 175527 1902 ribosomal protein L23gene biological_process-&-1&-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006412-&&-translation-%%-GO:0006610-&&-ribosomal protein import into nucleus-%%-GO:0006413-&&-translational initiation-%%-GO:0019083-&&-viral transcription-%%-GO:0006364-&&-rRNA processing-%%-GO:0006614-&&-SRP-dependent cotranslational protein targeting to membrane|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005840-&&-ribosome-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0022625-&&-cytosolic large ribosomal subunit-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0070180-&&-large ribosomal subunit rRNA binding-%%-GO:0003735-&&-structural constituent of ribosome-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:RPL23 KEGG-&-1&-hsa03010-&&-RibosomeRPL23 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPL23RPL23 FALSE RPL23
taxon:9606 179620 1902 lysosomal associated membrane protein 2gene biological_process-&-1&-GO:0017038-&&-protein import-%%-GO:0050821-&&-protein stabilization-%%-GO:0046716-&&-muscle cell cellular homeostasis-%%-GO:0061740-&&-protein targeting to lysosome involved in chaperone-mediated autophagy-%%-GO:0097352-&&-autophagosome maturation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0009267-&&-cellular response to starvation-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006605-&&-protein targeting-%%-GO:1905146-&&-lysosomal protein catabolic process-%%-GO:0061684-&&-chaperone-mediated autophagy|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0030670-&&-phagocytic vesicle membrane-%%-GO:0098857-&&-membrane microdomain-%%-GO:0031902-&&-late endosome membrane-%%-GO:0044754-&&-autolysosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0005770-&&-late endosome-%%-GO:0097637-&&-integral component of autophagosome membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0035577-&&-azurophilG:9606:LAMP2 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa05152-&&-Tuberculosis-%%-hsa04145-&&-Phagosome-%%-hsa04142-&&-LysosomeLAMP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LAMP2LAMP2 FALSE LAMP2
taxon:9606 175525 1902 SLC9A3 regulator 2gene biological_process-&-1&-GO:0006461-&&-protein complex assembly|cellular_component-&-1&-GO:0005925-&&-focal adhesion-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005634-&&-nucleus-%%-GO:0012505-&&-endomembrane system-%%-GO:0016324-&&-apical plasma membrane|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0032947-&&-protein complex scaffold-%%-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0008013-&&-beta-catenin binding-%%-GO:0019902-&&-phosphatase bindingG:9606:SLC9A3R2 KEGG-&-1&-hsa04960-&&-Aldosterone-regulated sodium reabsorptionSLC9A3R2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC9A3R2SLC9A3R2 FALSE SLC9A3R2
taxon:9606 175530 1902 elongation factor Tu GTP binding domain containing 2gene biological_process-&-1&-GO:0008380-&&-RNA splicing-%%-GO:0035690-&&-cellular response to drug-%%-GO:0006397-&&-mRNA processing-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0042220-&&-response to cocaine|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005681-&&-spliceosomal complex-%%-GO:0031012-&&-extracellular matrix-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:EFTUD2 KEGG-&-1&-hsa03040-&&-SpliceosomeEFTUD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EFTUD2EFTUD2 FALSE EFTUD2
taxon:9606 171435 1902 SUMO1/sentrin specific peptidase 1gene biological_process-&-1&-GO:0016926-&&-protein desumoylation-%%-GO:0010724-&&-regulation of definitive erythrocyte differentiation-%%-GO:0097190-&&-apoptotic signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006508-&&-proteolysis-%%-GO:0016925-&&-protein sumoylation-%%-GO:0032435-&&-negative regulation of proteasomal ubiquitin-dependent protein catabolic process-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0070139-&&-SUMO-specific endopeptidase activity-%%-GO:0004175-&&-endopeptidase activity-%%-GO:0016929-&&-SUMO-specific protease activity-%%-GO:0005515-&&-protein bindingG:9606:SENP1 SENP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SENP1SENP1 FALSE SENP1
taxon:9606 175531 1902 synaptosome associated protein 29gene biological_process-&-1&-GO:0061025-&&-membrane fusion-%%-GO:0015031-&&-protein transport-%%-GO:0006887-&&-exocytosis-%%-GO:0016082-&&-synaptic vesicle priming-%%-GO:0097352-&&-autophagosome maturation-%%-GO:0016240-&&-autophagosome docking-%%-GO:0060271-&&-cilium assembly-%%-GO:0031629-&&-synaptic vesicle fusion to presynaptic active zone membrane-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006903-&&-vesicle targeting|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0098793-&&-presynapse-%%-GO:0005886-&&-plasma membrane-%%-GO:0000421-&&-autophagosome membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0020018-&&-ciliary pocket membrane-%%-GO:0005776-&&-autophagosome-%%-GO:0031201-&&-SNARE complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0019905-&&-syntaxin binding-%%-GO:0005484-&&-SNAP receptor activity-%%-GO:0005515-&&-protein bindingG:9606:SNAP29 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa04130-&&-SNARE interactions in vesicular transportSNAP29 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNAP29SNAP29 FALSE SNAP29



taxon:9606 171432 1902 inducible T-cell costimulatorgene biological_process-&-1&-GO:0031295-&&-T cell costimulation-%%-GO:0002517-&&-T cell tolerance induction-%%-GO:0006955-&&-immune response-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0016337-&&-single organismal cell-cell adhesion-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005886-&&-plasma membrane-%%-GO:0009897-&&-external side of plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0046934-&&-phosphatidylinositol-4,5-bisphosphate 3-kinase activityG:9606:ICOS KEGG-&-1&-hsa04660-&&-T cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa04672-&&-Intestinal immune network for IgA productionICOS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ICOSICOS FALSE ICOS
taxon:9606 175534 1902 transcription elongation factor A like 1gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:TCEAL1 TCEAL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCEAL1TCEAL1 FALSE TCEAL1
taxon:9606 179628 1902 laminin subunit alpha 4gene biological_process-&-1&-GO:0030334-&&-regulation of cell migration-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0007155-&&-cell adhesion-%%-GO:0045995-&&-regulation of embryonic development|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0031012-&&-extracellular matrix-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005604-&&-basement membrane-%%-GO:0005605-&&-basal lamina|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0005201-&&-extracellular matrix structural constituent-%%-GO:0005515-&&-protein bindingG:9606:LAMA4 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05143-&&-African trypanosomiasis-%%-hsa05200-&&-Pathways in cancer-%%-hsa05222-&&-Small cell lung cancerLAMA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LAMA4LAMA4 FALSE LAMA4
taxon:9606 179629 1902 laminin subunit alpha 3gene biological_process-&-1&-GO:0030334-&&-regulation of cell migration-%%-GO:0008544-&&-epidermis development-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0031581-&&-hemidesmosome assembly-%%-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0007155-&&-cell adhesion-%%-GO:0045995-&&-regulation of embryonic development|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005604-&&-basement membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005610-&&-laminin-5 complex|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0005198-&&-structural molecule activityG:9606:LAMA3 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa01100-&&-Metabolic pathways-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05200-&&-Pathways in cancerLAMA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LAMA3LAMA3 FALSE LAMA3
taxon:9606 155053 1902 testis specific protein, Y-linked 3gene biological_process-&-1&-GO:0007506-&&-gonadal mesoderm development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleusG:9606:TSPY3 TSPY3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TSPY3TSPY3 FALSE TSPY3
taxon:9606 175536 1902 beta-1,4-galactosyltransferase 5gene biological_process-&-1&-GO:0016266-&&-O-glycan processing-%%-GO:0018146-&&-keratan sulfate biosynthetic process-%%-GO:0005975-&&-carbohydrate metabolic process|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0032580-&&-Golgi cisterna membrane|molecular_function-&-1&-GO:0003831-&&-beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0008378-&&-galactosyltransferase activityG:9606:B4GALT5 KEGG-&-1&-hsa00512-&&-Mucin type O-glycan biosynthesis-%%-hsa01100-&&-Metabolic pathwaysB4GALT5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-B4GALT5B4GALT5 FALSE B4GALT5
taxon:9606 175543 1902 zinc finger HIT-type containing 3gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005622-&&-intracellular|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0046966-&&-thyroid hormone receptor bindingG:9606:ZNHIT3 ZNHIT3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNHIT3ZNHIT3 FALSE ZNHIT3
taxon:9606 175540 1902 general transcription factor IIIC subunit 3gene biological_process-&-1&-GO:0006383-&&-transcription from RNA polymerase III promoter-%%-GO:0042797-&&-tRNA transcription from RNA polymerase III promoter-%%-GO:0006359-&&-regulation of transcription from RNA polymerase III promoter-%%-GO:0042791-&&-5S class rRNA transcription from RNA polymerase III type 1 promoter-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000127-&&-transcription factor TFIIIC complex-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0000995-&&-transcription factor activity, core RNA polymerase III binding-%%-GO:0005515-&&-protein bindingG:9606:GTF3C3 GTF3C3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF3C3GTF3C3 FALSE GTF3C3
taxon:9606 175541 1902 general transcription factor IIIC subunit 4gene biological_process-&-1&-GO:0006384-&&-transcription initiation from RNA polymerase III promoter-%%-GO:0006383-&&-transcription from RNA polymerase III promoter-%%-GO:0016573-&&-histone acetylation-%%-GO:0042797-&&-tRNA transcription from RNA polymerase III promoter-%%-GO:0042791-&&-5S class rRNA transcription from RNA polymerase III type 1 promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0043085-&&-positive regulation of catalytic activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000127-&&-transcription factor TFIIIC complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0008047-&&-enzyme activator activity-%%-GO:0005515-&&-protein binding-%%-GO:0004402-&&-histone acetyltransferase activityG:9606:GTF3C4 GTF3C4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GTF3C4GTF3C4 FALSE GTF3C4
taxon:9606 175544 1902 thyroid hormone receptor interactor 4gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0030520-&&-intracellular estrogen receptor signaling pathway-%%-GO:0045661-&&-regulation of myoblast differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:1901998-&&-toxin transport|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005815-&&-microtubule organizing center-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0031594-&&-neuromuscular junction-%%-GO:0099053-&&-activating signal cointegrator 1 complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0016922-&&-ligand-dependent nuclear receptor binding-%%-GO:0002020-&&-protease binding-%%-GO:0030331-&&-estrogen receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0035035-&&-histone acetyltransferase binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0044389-&&-ubiquitin-like protein ligG:9606:TRIP4 TRIP4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIP4TRIP4 FALSE TRIP4
taxon:9606 179640 1902 kinectin 1 gene biological_process-&-1&-GO:0007018-&&-microtubule-based movement|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0019894-&&-kinesin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin bindingG:9606:KTN1 KTN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KTN1KTN1 FALSE KTN1
taxon:9606 175550 1902 COP9 signalosome subunit 2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0007165-&&-signal transduction-%%-GO:0008283-&&-cell proliferation-%%-GO:0022008-&&-neurogenesis-%%-GO:0000338-&&-protein deneddylation-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0030182-&&-neuron differentiation-%%-GO:0035914-&&-skeletal muscle cell differentiation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0008180-&&-COP9 signalosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0005515-&&-protein binding-%%-GO:0004871-&&-signal transducer activityG:9606:COPS2 COPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS2COPS2 FALSE COPS2
taxon:9606 175548 1902 thyroid hormone receptor interactor 12gene biological_process-&-1&-GO:2000780-&&-negative regulation of double-strand break repair-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:1901315-&&-negative regulation of histone H2A K63-linked ubiquitination-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0009790-&&-embryo development-%%-GO:0006281-&&-DNA repair-%%-GO:0006974-&&-cellular response to DNA damage stimulus|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0005515-&&-protein bindingG:9606:TRIP12 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisTRIP12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIP12TRIP12 FALSE TRIP12
taxon:9606 175553 1902 Kruppel like factor 4gene biological_process-&-1&-GO:0031077-&&-post-embryonic camera-type eye development-%%-GO:0014067-&&-negative regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0071300-&&-cellular response to retinoic acid-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043551-&&-regulation of phosphatidylinositol 3-kinase activity-%%-GO:0032088-&&-negative regulation of NF-kappaB transcription factor activity-%%-GO:0045415-&&-negative regulation of interleukin-8 biosynthetic process-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:2000342-&&-negative regulation of chemokine (C-X-C motif) ligand 2 production-%%-GO:0007500-&&-mesodermal cell fate determination-%%-GO:0060070-&&-canonical Wnt signaling pathway-%%-GO:1904798-&&-positive regulation of core promoter binding-%%-GO:0048679-&&-regulation of axon regeneration-%%-GO:0045429-&&-positive regulatG:9606:KLF4 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsKLF4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLF4KLF4 FALSE KLF4
taxon:9606 175559 1902 suppressor of cytokine signaling 6gene biological_process-&-1&-GO:0006952-&&-defense response-%%-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0050868-&&-negative regulation of T cell activation-%%-GO:0040008-&&-regulation of growth-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0010498-&&-proteasomal protein catabolic process-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007259-&&-JAK-STAT cascade|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0001772-&&-immunological synapse|molecular_function-&-1&-GO:0004860-&&-protein kinase inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:SOCS6 KEGG-&-1&-hsa04917-&&-Prolactin signaling pathway-%%-hsa04630-&&-JAK-STAT signaling pathwaySOCS6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SOCS6SOCS6 FALSE SOCS6
taxon:9606 179653 1902 keratin 19 gene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0031424-&&-keratinization-%%-GO:0070268-&&-cornification-%%-GO:0016032-&&-viral process-%%-GO:0060706-&&-cell differentiation involved in embryonic placenta development-%%-GO:0045214-&&-sarcomere organization-%%-GO:0043627-&&-response to estrogen|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0016010-&&-dystrophin-associated glycoprotein complex-%%-GO:0071944-&&-cell periphery-%%-GO:0070062-&&-extracellular exosome-%%-GO:1990357-&&-terminal web-%%-GO:0043034-&&-costamere-%%-GO:0005882-&&-intermediate filament-%%-GO:0016327-&&-apicolateral plasma membrane-%%-GO:0042383-&&-sarcolemma-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0008307-&&-structural constituent of muscle-%%-GO:0005515-&&-protein binding-%%-GO:0032403-&&-protein complex bindingG:9606:KRT19 KEGG-&-1&-hsa04915-&&-Estrogen signaling pathwayKRT19 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT19KRT19 FALSE KRT19
taxon:9606 171466 1902 ubiquitin like with PHD and ring finger domains 1gene biological_process-&-1&-GO:0010390-&&-histone monoubiquitination-%%-GO:0032270-&&-positive regulation of cellular protein metabolic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0010216-&&-maintenance of DNA methylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:2000373-&&-positive regulation of DNA topoisomerase (ATP-hydrolyzing) activity-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0090308-&&-regulation of methylation-dependent chromatin silencing-%%-GO:0016574-&&-histone ubiquitination-%%-GO:0007049-&&-cell cycle-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0005657-&&-replication fork-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0005720-&&-nuclear heterochromatin-%%-GO:0000792-&&-heterochromatin-%%-GO:0005634-&&-nucleG:9606:UHRF1 UHRF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UHRF1UHRF1 FALSE UHRF1
taxon:9606 179656 1902 keratin 18 gene biological_process-&-1&-GO:0043000-&&-Golgi to plasma membrane CFTR protein transport-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0031424-&&-keratinization-%%-GO:0007049-&&-cell cycle-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045104-&&-intermediate filament cytoskeleton organization-%%-GO:0097284-&&-hepatocyte apoptotic process-%%-GO:0098609-&&-cell-cell adhesion-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0070268-&&-cornification-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0071944-&&-cell periphery-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005882-&&-intermediate filament-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0045095-&&-keratin filament-%%-GO:0005730-&&-nucleolus-%%-GO:0034451-&&-centriolar satellite-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005815-&&-microtubule organizing center|molecular_functG:9606:KRT18 KEGG-&-1&-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04915-&&-Estrogen signaling pathwayKRT18 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT18KRT18 FALSE KRT18
taxon:9606 171465 1902 B-cell linker gene biological_process-&-1&-GO:0006959-&&-humoral immune response-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0030183-&&-B cell differentiation-%%-GO:0006954-&&-inflammatory response|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005622-&&-intracellular-%%-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005068-&&-transmembrane receptor protein tyrosine kinase adaptor activity-%%-GO:0005515-&&-protein bindingG:9606:BLNK KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05340-&&-Primary immunodeficiency-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04064-&&-NF-kappa B signaling pathwayBLNK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BLNKBLNK FALSE BLNK
taxon:9606 179663 1902 keratin 10 gene biological_process-&-1&-GO:0030216-&&-keratinocyte differentiation-%%-GO:0031424-&&-keratinization-%%-GO:0070268-&&-cornification|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005882-&&-intermediate filament-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0030280-&&-structural constituent of epidermisG:9606:KRT10 KEGG-&-1&-hsa05150-&&-Staphylococcus aureus infection-%%-hsa04915-&&-Estrogen signaling pathwayKRT10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT10KRT10 FALSE KRT10
taxon:9606 167379 1902 tubulin beta 1 class VIgene biological_process-&-1&-GO:0051225-&&-spindle assembly|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005874-&&-microtubule-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0005525-&&-GTP binding-%%-GO:0003924-&&-GTPase activityG:9606:TUBB1 KEGG-&-1&-hsa04540-&&-Gap junction-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa04145-&&-PhagosomeTUBB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TUBB1TUBB1 FALSE TUBB1
taxon:9606 171472 1902 protease, serine 50gene biological_process-&-1&-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0004298-&&-threonine-type endopeptidase activity-%%-GO:0004252-&&-serine-type endopeptidase activityG:9606:PRSS50 PRSS50 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRSS50PRSS50 FALSE PRSS50
taxon:9606 179664 1902 keratin 9 gene biological_process-&-1&-GO:0043588-&&-skin development-%%-GO:0008544-&&-epidermis development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0031424-&&-keratinization-%%-GO:0070268-&&-cornification-%%-GO:0045109-&&-intermediate filament organization|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane-%%-GO:0005882-&&-intermediate filament|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeletonG:9606:KRT9 KEGG-&-1&-hsa04915-&&-Estrogen signaling pathwayKRT9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT9KRT9 FALSE KRT9
taxon:9606 179665 1902 keratin 8 gene biological_process-&-1&-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0031424-&&-keratinization-%%-GO:0060706-&&-cell differentiation involved in embryonic placenta development-%%-GO:0097284-&&-hepatocyte apoptotic process-%%-GO:0051707-&&-response to other organism-%%-GO:0051599-&&-response to hydrostatic pressure-%%-GO:0045214-&&-sarcomere organization-%%-GO:0070268-&&-cornification-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0016010-&&-dystrophin-associated glycoprotein complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005911-&&-cell-cell junction-%%-GO:0005882-&&-intermediate filament-%%-GO:0043034-&&-costamere-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016327-&&-apicolateral plasma membrane-%%-GO:0042383-&&-sarcolemma-%%-GO:0005634-&&-nucleus-%%-GO:0030018-&&-Z disc-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0045095-&&-keratin filament-%%-GO:0016363-&G:9606:KRT8 KRT8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT8KRT8 FALSE KRT8
taxon:9606 171476 1902 bromodomain containing 7gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:2000134-&&-negative regulation of G1/S transition of mitotic cell cycle-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0007049-&&-cell cycle-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0090544-&&-BAF-type complex|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0042393-&&-histone binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0044212-&&-transcription regulatorG:9606:BRD7 KEGG-&-1&-hsa05225-&&-Hepatocellular carcinomaBRD7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BRD7BRD7 FALSE BRD7
taxon:9606 163284 1902 tripartite motif containing 65gene biological_process-&-1&-GO:0010508-&&-positive regulation of autophagy|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008270-&&-zinc ion bindingG:9606:TRIM65 TRIM65 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM65TRIM65 FALSE TRIM65
taxon:9606 175579 1902 mediator complex subunit 14gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030521-&&-androgen receptor signaling pathway|cellular_component-&-1&-GO:0070847-&&-core mediator complex-%%-GO:0016592-&&-mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004872-&&-receptor activity-%%-GO:0005515-&&-protein binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-G:9606:MED14 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED14MED14 FALSE MED14
taxon:9606 179672 1902 keratin 2 gene biological_process-&-1&-GO:0051546-&&-keratinocyte migration-%%-GO:0008544-&&-epidermis development-%%-GO:0043616-&&-keratinocyte proliferation-%%-GO:0031424-&&-keratinization-%%-GO:0032980-&&-keratinocyte activation-%%-GO:0070268-&&-cornification-%%-GO:0003334-&&-keratinocyte development-%%-GO:0045109-&&-intermediate filament organization|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0045095-&&-keratin filament-%%-GO:0005882-&&-intermediate filament-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005200-&&-structural constituent of cytoskeleton-%%-GO:0008092-&&-cytoskeletal protein binding-%%-GO:0005515-&&-protein bindingG:9606:KRT2 KRT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT2KRT2 FALSE KRT2
taxon:9606 171481 1902 TANK binding kinase 1gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0032727-&&-positive regulation of interferon-alpha production-%%-GO:0033138-&&-positive regulation of peptidyl-serine phosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0009615-&&-response to virus-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0032606-&&-type I interferon production-%%-GO:0032728-&&-positive regulation of interferon-beta production-%%-GO:0050830-&&-defense response to Gram-positive bacterium-%%-GO:0032480-&&-negative regulation of type I interferon production-%%-GO:0044565-&&-dendritic cell proliferation-%%-GO:0032479-&&-regulation of type I interferon production-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:1901214-&&-regulation of neuron death-%%-GO:1904417-&&-positive regulation of xenophagy-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045359-&&G:9606:TBK1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05164-&&-Influenza A-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa04137-&&-Mitophagy - animalTBK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TBK1TBK1 FALSE TBK1
taxon:9606 179673 1902 keratin 1 gene biological_process-&-1&-GO:0001895-&&-retina homeostasis-%%-GO:0042730-&&-fibrinolysis-%%-GO:0061436-&&-establishment of skin barrier-%%-GO:0045765-&&-regulation of angiogenesis-%%-GO:0031424-&&-keratinization-%%-GO:0070268-&&-cornification-%%-GO:0001867-&&-complement activation, lectin pathway-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0006979-&&-response to oxidative stress-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0072562-&&-blood microparticle-%%-GO:0045095-&&-keratin filament-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005615-&&-extracellular space-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0030246-&&-carbohydrate binding-%%-GO:00048G:9606:KRT1 KRT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KRT1KRT1 FALSE KRT1
taxon:9606 167391 1902 SET domain containing lysine methyltransferase 7gene biological_process-&-1&-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045471-&&-response to ethanol-%%-GO:0018026-&&-peptidyl-lysine monomethylation-%%-GO:0051570-&&-regulation of histone H3-K9 methylation-%%-GO:0018027-&&-peptidyl-lysine dimethylation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0070828-&&-heterochromatin organization-%%-GO:0006325-&&-chromatin organization-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0034968-&&-histone lysine methylation|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0002039-&&-p53 binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0016279-&&-protein-lysine N-methyltransferase activityG:9606:SETD7 KEGG-&-1&-hsa00310-&&-Lysine degradation-%%-hsa04068-&&-FoxO signaling pathwaySETD7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SETD7SETD7 FALSE SETD7
taxon:9606 179677 1902 importin 5 gene biological_process-&-1&-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0006610-&&-ribosomal protein import into nucleus-%%-GO:0042307-&&-positive regulation of protein import into nucleus-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0016032-&&-viral process|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0031965-&&-nuclear membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005730-&&-nucleolus-%%-GO:0034399-&&-nuclear periphery|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0008536-&&-Ran GTPase binding-%%-GO:0005095-&&-GTPase inhibitor activity-%%-GO:0005515-&&-protein binding-%%-GO:0008139-&&-nuclear localization sequence binding-%%-GO:0003723-&&-RNA bindingG:9606:IPO5 IPO5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IPO5IPO5 FALSE IPO5
taxon:9606 179682 1902 karyopherin subunit alpha 2gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0000018-&&-regulation of DNA recombination-%%-GO:0006259-&&-DNA metabolic process-%%-GO:0019054-&&-modulation by virus of host process-%%-GO:0006607-&&-NLS-bearing protein import into nucleus|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005643-&&-nuclear pore-%%-GO:0016020-&&-membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0008139-&&-nuclear localization sequence binding-%%-GO:0042826-&&-histone deacetylase binding-%%-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:KPNA2 KEGG-&-1&-hsa05164-&&-Influenza AKPNA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KPNA2KPNA2 FALSE KPNA2
taxon:9606 179683 1902 karyopherin subunit beta 1gene biological_process-&-1&-GO:0040001-&&-establishment of mitotic spindle localization-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0007079-&&-mitotic chromosome movement towards spindle pole-%%-GO:0000060-&&-protein import into nucleus, translocation-%%-GO:0031291-&&-Ran protein signal transduction-%%-GO:0007080-&&-mitotic metaphase plate congression-%%-GO:0006606-&&-protein import into nucleus-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006309-&&-apoptotic DNA fragmentation-%%-GO:0019054-&&-modulation by virus of host process-%%-GO:0030953-&&-astral microtubule organization-%%-GO:0045184-&&-establishment of protein localization-%%-GO:0075733-&&-intracellular transport of virus-%%-GO:0006610-&&-ribosomal protein import into nucleus|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0031965-&&-nuclear membrane-%%-GO:0035580-&&-specific granule lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005737-&&-cG:9606:KPNB1 KEGG-&-1&-hsa03013-&&-RNA transportKPNB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KPNB1KPNB1 FALSE KPNB1
taxon:9606 179680 1902 karyopherin subunit alpha 4gene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0075733-&&-intracellular transport of virus-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0019054-&&-modulation by virus of host process|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005643-&&-nuclear pore|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0008139-&&-nuclear localization sequence bindingG:9606:KPNA4 KPNA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KPNA4KPNA4 FALSE KPNA4
taxon:9606 171489 1902 drosha ribonuclease IIIgene biological_process-&-1&-GO:0031053-&&-primary miRNA processing-%%-GO:0050829-&&-defense response to Gram-negative bacterium-%%-GO:0045589-&&-regulation of regulatory T cell differentiation-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0010586-&&-miRNA metabolic process-%%-GO:2000628-&&-regulation of miRNA metabolic process-%%-GO:0050830-&&-defense response to Gram-positive bacterium-%%-GO:0031054-&&-pre-miRNA processing-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0042254-&&-ribosome biogenesis-%%-GO:0016075-&&-rRNA catabolic process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0070877-&&-microprocessor complex|molecular_function-&-1&-GO:0004525-&&-ribonuclease III activity-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0001530-&&-lipopolG:9606:DROSHA KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotes-%%-hsa05205-&&-Proteoglycans in cancerDROSHA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DROSHADROSHA FALSE DROSHA
taxon:9606 175585 1902 piwi like RNA-mediated gene silencing 1gene biological_process-&-1&-GO:0007286-&&-spermatid development-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0006417-&&-regulation of translation-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0051321-&&-meiotic cell cycle-%%-GO:0007275-&&-multicellular organism development-%%-GO:0010529-&&-negative regulation of transposition-%%-GO:0034587-&&-piRNA metabolic process-%%-GO:0007283-&&-spermatogenesis|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0043186-&&-P granule-%%-GO:0033391-&&-chromatoid body-%%-GO:0005737-&&-cytoplasm-%%-GO:0005845-&&-mRNA cap binding complex-%%-GO:0005844-&&-polysome-%%-GO:0097433-&&-dense body|molecular_function-&-1&-GO:0034584-&&-piRNA binding-%%-GO:0019901-&&-protein kinase binding-%%-GO:0005515-&&-protein binding-%%-GO:0004521-&&-endoribonuclease activity-%%-GO:0003727-&&-single-stranded RNA binding-%%-GO:0003729-&&-mRNA bindingG:9606:PIWIL1 PIWIL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIWIL1PIWIL1 FALSE PIWIL1
taxon:9606 179681 1902 karyopherin subunit alpha 3gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0006607-&&-NLS-bearing protein import into nucleus-%%-GO:0019054-&&-modulation by virus of host process-%%-GO:0006461-&&-protein complex assembly-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0075732-&&-viral penetration into host nucleus|cellular_component-&-1&-GO:0005643-&&-nuclear pore-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0008139-&&-nuclear localization sequence binding-%%-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein bindingG:9606:KPNA3 KPNA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KPNA3KPNA3 FALSE KPNA3
taxon:9606 175593 1902 PDZ and LIM domain 7gene biological_process-&-1&-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0007411-&&-axon guidance-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0001503-&&-ossification|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0001725-&&-stress fiber-%%-GO:0001726-&&-ruffle-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0015629-&&-actin cytoskeleton|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein bindingG:9606:PDLIM7 PDLIM7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDLIM7PDLIM7 FALSE PDLIM7
taxon:9606 167407 1902 centrosomal protein 44gene cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0000922-&&-spindle pole-%%-GO:0030496-&&-midbody-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:CEP44 CEP44 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP44CEP44 FALSE CEP44
taxon:9606 175599 1902 ribosomal protein S6 kinase A5gene biological_process-&-1&-GO:0043988-&&-histone H3-S28 phosphorylation-%%-GO:0070498-&&-interleukin-1-mediated signaling pathway-%%-GO:0033129-&&-positive regulation of histone phosphorylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0032793-&&-positive regulation of CREB transcription factor activity-%%-GO:0043987-&&-histone H3-S10 phosphorylation-%%-GO:0043990-&&-histone H2A-S1 phosphorylation-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0016572-&&-histone phosphorylation-%%-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0007411-&&-axon guidance-%%-GO:0001818-&&-negative regulation of cytokine production-%%-GO:0035066-&&-positive regulation of histone acetylation-%%-GO:0006954-&&-inflammatory response-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0045944-&&-positive regulation of transcription from RNAG:9606:RPS6KA5 KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05219-&&-Bladder cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04261-&&-Adrenergic signaling in cardiomyocytes-%%-hsa04713-&&-Circadian entrainmentRPS6KA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RPS6KA5RPS6KA5 FALSE RPS6KA5
taxon:9606 167410 1902 integrator complex subunit 5gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0016180-&&-snRNA processing|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0031965-&&-nuclear membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0032039-&&-integrator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:INTS5 INTS5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-INTS5INTS5 FALSE INTS5
taxon:9606 167411 1902 collagen type XVIII alpha 1 chaingene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0009887-&&-animal organ morphogenesis-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0030574-&&-collagen catabolic process-%%-GO:0001886-&&-endothelial cell morphogenesis-%%-GO:0007155-&&-cell adhesion-%%-GO:0001525-&&-angiogenesis-%%-GO:2000353-&&-positive regulation of endothelial cell apoptotic process-%%-GO:0042493-&&-response to drug-%%-GO:0007601-&&-visual perception-%%-GO:0051599-&&-response to hydrostatic pressure|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0005581-&&-collagen trimer-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0005788-&&-endoplasmic reticulum lumen|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0005198-&&-structural molecule activityG:9606:COL18A1 KEGG-&-1&-hsa04974-&&-Protein digestion and absorptionCOL18A1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COL18A1COL18A1 FALSE COL18A1
taxon:9606 179697 1902 kallikrein related peptidase 2gene biological_process-&-1&-GO:0022617-&&-extracellular matrix disassembly-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activityG:9606:KLK2 KEGG-&-1&-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04614-&&-Renin-angiotensin systemKLK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KLK2KLK2 FALSE KLK2
taxon:9606 171510 1902 mediator complex subunit 4gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0030521-&&-androgen receptor signaling pathway|cellular_component-&-1&-GO:0070847-&&-core mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016592-&&-mediator complex-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0004872-&&-receptor activity-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activity-%%-GO:0042809-&&-vitamin D receptor bindingG:9606:MED4 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED4MED4 FALSE MED4
taxon:9606 179700 1902 KiSS-1 metastasis-suppressorgene biological_process-&-1&-GO:0051482-&&-positive regulation of cytosolic calcium ion concentration involved in phospholipase C-activating G-protein coupled signaling pathway-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0046697-&&-decidualization-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0060124-&&-positive regulation of growth hormone secretion-%%-GO:0033686-&&-positive regulation of luteinizing hormone secretion-%%-GO:0007010-&&-cytoskeleton organization-%%-GO:0050806-&&-positive regulation of synaptic transmission-%%-GO:0060112-&&-generation of ovulation cycle rhythm|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005615-&&-extracellular space-%%-GO:0043005-&&-neuron projection-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0043025-&&-neuronal cell body-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0031773-&&-kisspeptin receptor binding-%%-GO:0005515-&&-protein bindingG:9606:KISS1 KEGG-&-1&-hsa04080-&&-Neuroactive ligand-receptor interactionKISS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KISS1KISS1 FALSE KISS1
taxon:9606 171514 1902 SET domain containing 2gene biological_process-&-1&-GO:0048332-&&-mesoderm morphogenesis-%%-GO:0048864-&&-stem cell development-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0097198-&&-histone H3-K36 trimethylation-%%-GO:0097676-&&-histone H3-K36 dimethylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0010793-&&-regulation of mRNA export from nucleus-%%-GO:0001525-&&-angiogenesis-%%-GO:0060039-&&-pericardium development-%%-GO:0034728-&&-nucleosome organization-%%-GO:0006298-&&-mismatch repair-%%-GO:0035441-&&-cell migration involved in vasculogenesis-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0060977-&&-coronary vasculature morphogenesis-%%-GO:0001763-&&-morphogenesis of a branching structure-%%-GO:0001843-&&-neural tube closure-%%-GO:0030900-&&-forebrain development-%%-GO:0060669-&&-embryonic placenta morphogenesis|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0018024-&&-histone-lysine N-methyltransfG:9606:SETD2 KEGG-&-1&-hsa00310-&&-Lysine degradationSETD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SETD2SETD2 FALSE SETD2
taxon:9606 175612 1902 pituitary tumor-transforming 1gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0051276-&&-chromosome organization-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0007283-&&-spermatogenesis-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0045143-&&-homologous chromosome segregation-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006281-&&-DNA repair|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0030414-&&-peptidase inhibitor activity-%%-GO:0005515-&&-protein binding-%%-GO:0004869-&&-cysteine-type endopeptidase inhibitor activity-%%-GO:0017124-&&-SH3 domain bindingG:9606:PTTG1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycle-%%-hsa04114-&&-Oocyte meiosisPTTG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PTTG1PTTG1 FALSE PTTG1
taxon:9606 167426 1902 inter-alpha-trypsin inhibitor heavy chain family member 5gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0030212-&&-hyaluronan metabolic process|cellular_component-&-1&-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activityG:9606:ITIH5 ITIH5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITIH5ITIH5 FALSE ITIH5
taxon:9606 179714 1902 kinesin family member 5Bgene biological_process-&-1&-GO:0043268-&&-positive regulation of potassium ion transport-%%-GO:0042391-&&-regulation of membrane potential-%%-GO:0090316-&&-positive regulation of intracellular protein transport-%%-GO:1905152-&&-positive regulation of voltage-gated sodium channel activity-%%-GO:0072383-&&-plus-end-directed vesicle transport along microtubule-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0035774-&&-positive regulation of insulin secretion involved in cellular response to glucose stimulus-%%-GO:0031340-&&-positive regulation of vesicle fusion-%%-GO:0032230-&&-positive regulation of synaptic transmission, GABAergic-%%-GO:0047496-&&-vesicle transport along microtubule-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0007028-&&-cytoplasm organization-%%-GO:0035617-&&-stress granule disassembly-%%-GO:0007411-&&-axon guidance-%%-GO:0090004-&&-positive regulation of establishment of protein localization to plasma membrane-%%-GO:0051642-&&-centrosome localization|cellular_componentG:9606:KIF5B KEGG-&-1&-hsa04728-&&-Dopaminergic synapse-%%-hsa04144-&&-EndocytosisKIF5B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIF5BKIF5B FALSE KIF5B
taxon:9606 179713 1902 kinesin family member 5Cgene biological_process-&-1&-GO:0006996-&&-organelle organization-%%-GO:0008045-&&-motor neuron axon guidance-%%-GO:0051028-&&-mRNA transport-%%-GO:0007411-&&-axon guidance-%%-GO:0007018-&&-microtubule-based movement-%%-GO:0030705-&&-cytoskeleton-dependent intracellular transport-%%-GO:0008104-&&-protein localization|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0043005-&&-neuron projection-%%-GO:0035253-&&-ciliary rootlet-%%-GO:0005871-&&-kinesin complex-%%-GO:0005874-&&-microtubule|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003777-&&-microtubule motor activity-%%-GO:0008574-&&-ATP-dependent microtubule motor activity, plus-end-directed-%%-GO:0008017-&&-microtubule binding-%%-GO:0005515-&&-protein bindingG:9606:KIF5C KEGG-&-1&-hsa04728-&&-Dopaminergic synapse-%%-hsa04144-&&-EndocytosisKIF5C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIF5CKIF5C FALSE KIF5C
taxon:9606 175622 1902 VAMP associated protein Agene biological_process-&-1&-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0030148-&&-sphingolipid biosynthetic process-%%-GO:0008219-&&-cell death-%%-GO:0044828-&&-negative regulation by host of viral genome replication-%%-GO:0007165-&&-signal transduction-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0090114-&&-COPII-coated vesicle budding-%%-GO:0031175-&&-neuron projection development-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0007029-&&-endoplasmic reticulum organization-%%-GO:0044829-&&-positive regulation by host of viral genome replication-%%-GO:0034975-&&-protein folding in endoplasmic reticulum-%%-GO:0044791-&&-positive regulation by host of viral release from host cell-%%-GO:0070972-&&-protein localization to endoplasmic reticulum-%%-GO:0061025-&&-membrane fusion|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0015630-&G:9606:VAPA KEGG-&-1&-hsa04979-&&-Cholesterol metabolismVAPA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAPAVAPA FALSE VAPA
taxon:9606 175621 1902 metastasis associated 1 family member 2gene biological_process-&-1&-GO:0043044-&&-ATP-dependent chromatin remodeling-%%-GO:0010762-&&-regulation of fibroblast migration-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0006306-&&-DNA methylation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006333-&&-chromatin assembly or disassembly-%%-GO:0016575-&&-histone deacetylation|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0016020-&&-membrane-%%-GO:0000118-&&-histone deacetylase complex-%%-GO:0016581-&&-NuRD complex-%%-GO:0005667-&&-transcription factor complex-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0001103-&&-RNA polymerase II repressing transcription factor binding-%%-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:00428G:9606:MTA2 MTA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTA2MTA2 FALSE MTA2
taxon:9606 175627 1902 aurora kinase Bgene biological_process-&-1&-GO:0051256-&&-mitotic spindle midzone assembly-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0036089-&&-cleavage furrow formation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0031577-&&-spindle checkpoint-%%-GO:0008608-&&-attachment of spindle microtubules to kinetochore-%%-GO:0051983-&&-regulation of chromosome segregation-%%-GO:0016570-&&-histone modification-%%-GO:0008283-&&-cell proliferation-%%-GO:0016925-&&-protein sumoylation-%%-GO:0032467-&&-positive regulation of cytokinesis-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0009838-&&-abscission-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0034501-&&-protein localization to kinetochore-%%-GO:0007051-&&-spindle organization-%%-GO:0043988-&&-histone H3-S28 phosphorylation-%%-GO:0032466-&&-negative regulation ofG:9606:AURKB AURKB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AURKBAURKB FALSE AURKB
taxon:9606 179720 1902 kinase insert domain receptorgene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0010595-&&-positive regulation of endothelial cell migration-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0051894-&&-positive regulation of focal adhesion assembly-%%-GO:0023014-&&-signal transduction by protein phosphorylation-%%-GO:0008360-&&-regulation of cell shape-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0001525-&&-angiogenesis-%%-GO:0070374-&&-positive regulation of ERK1 and ERK2 cascade-%%-GO:0035584-&&-calcium-mediated signaling using intracellular calcium source-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0035924-&&-cellular response to vascular endothelial growth factor stimulus-%%-GO:0018108-&&-peptidyl-tyrosine phosphorylation-%%-GO:2000352-&&-negative regulation of endothelG:9606:KDR KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04510-&&-Focal adhesion-%%-hsa04370-&&-VEGF signaling pathway-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05205-&&-Proteoglycans in cancerKDR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KDRKDR FALSE KDR
taxon:9606 171534 1902 homeodomain interacting protein kinase 2gene biological_process-&-1&-GO:0043388-&&-positive regulation of DNA binding-%%-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007628-&&-adult walking behavior-%%-GO:0030578-&&-PML body organization-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0030182-&&-neuron differentiation-%%-GO:0060235-&&-lens induction in camera-type eye-%%-GO:0019048-&&-modulation by virus of host morphology or physiology-%%-GO:0006978-&&-DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator-%%-GO:0048596-&&-embryonic camera-type eye morphogenesis-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0010842-&&-retina layer formation-%%-GOG:9606:HIPK2 KEGG-&-1&-hsa04218-&&-Cellular senescenceHIPK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIPK2HIPK2 FALSE HIPK2
taxon:9606 175630 1902 LRR binding FLII interacting protein 2gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0030275-&&-LRR domain binding-%%-GO:0005515-&&-protein bindingG:9606:LRRFIP2 LRRFIP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LRRFIP2LRRFIP2 FALSE LRRFIP2
taxon:9606 171536 1902 MACRO domain containing 1gene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0051725-&&-protein de-ADP-ribosylation-%%-GO:0042278-&&-purine nucleoside metabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0016798-&&-hydrolase activity, acting on glycosyl bonds-%%-GO:0019213-&&-deacetylase activity-%%-GO:0005515-&&-protein bindingG:9606:MACROD1 MACROD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MACROD1MACROD1 FALSE MACROD1
taxon:9606 175638 1902 doublecortin like kinase 1gene biological_process-&-1&-GO:0001764-&&-neuron migration-%%-GO:0030900-&&-forebrain development-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0048675-&&-axon extension-%%-GO:0009615-&&-response to virus-%%-GO:0007399-&&-nervous system development-%%-GO:0048812-&&-neuron projection morphogenesis-%%-GO:1900181-&&-negative regulation of protein localization to nucleus-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0016197-&&-endosomal transport-%%-GO:0048813-&&-dendrite morphogenesis-%%-GO:0021952-&&-central nervous system projection neuron axonogenesis-%%-GO:0007417-&&-central nervous system development-%%-GO:0018107-&&-peptidyl-threonine phosphorylation|cellular_component-&-1&-GO:0005622-&&-intracellular-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0014069-&&-postsynaptic density|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005057-&&-signal transducer activity, downstream of receptor-%%-GO:0004674-&&-protein serine/threonine G:9606:DCLK1 DCLK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DCLK1DCLK1 FALSE DCLK1
taxon:9606 175646 1902 DExD-box helicase 21gene biological_process-&-1&-GO:0009615-&&-response to virus-%%-GO:0043330-&&-response to exogenous dsRNA-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006364-&&-rRNA processing|cellular_component-&-1&-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0097322-&&-7SK snRNA binding-%%-GO:0004004-&&-ATP-dependent RNA helicase activity-%%-GO:0030515-&&-snoRNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0019843-&&-rRNA binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0003723-&&-RNA bindingG:9606:DDX21 DDX21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DDX21DDX21 FALSE DDX21
taxon:9606 171552 1902 mitochondrial ribosomal protein S18Bgene biological_process-&-1&-GO:0032543-&&-mitochondrial translation-%%-GO:0006412-&&-translation-%%-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003735-&&-structural constituent of ribosomeG:9606:MRPS18B KEGG-&-1&-hsa05203-&&-Viral carcinogenesisMRPS18B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS18BMRPS18B FALSE MRPS18B
taxon:9606 167456 1902 ring finger protein 39gene biological_process-&-1&-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005575-&&-cellular_component|molecular_function-&-1&-GO:0008270-&&-zinc ion bindingG:9606:RNF39 RNF39 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF39RNF39 FALSE RNF39
taxon:9606 175648 1902 RALBP1 associated Eps domain containing 2gene biological_process-&-1&-GO:0007173-&&-epidermal growth factor receptor signaling pathway-%%-GO:0061024-&&-membrane organization-%%-GO:0006461-&&-protein complex assembly|cellular_component-&-1&-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:REPS2 REPS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-REPS2REPS2 FALSE REPS2
taxon:9606 175649 1902 BUB3, mitotic checkpoint proteingene biological_process-&-1&-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0071173-&&-spindle assembly checkpoint-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0051301-&&-cell division-%%-GO:0008608-&&-attachment of spindle microtubules to kinetochore-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0051983-&&-regulation of chromosome segregation-%%-GO:0000070-&&-mitotic sister chromatid segregation-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0051321-&&-meiotic cell cycle|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0000776-&&-kinetochore-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000777-&&-condensed chromosome kinetochore|molecular_function-&-1&-GO:0005G:9606:BUB3 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycleBUB3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BUB3BUB3 FALSE BUB3
taxon:9606 179750 1902 potassium voltage-gated channel subfamily J member 1gene biological_process-&-1&-GO:0010107-&&-potassium ion import-%%-GO:0007588-&&-excretion-%%-GO:0034765-&&-regulation of ion transmembrane transport-%%-GO:0006813-&&-potassium ion transport|cellular_component-&-1&-GO:0008076-&&-voltage-gated potassium channel complex-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005546-&&-phosphatidylinositol-4,5-bisphosphate binding-%%-GO:0015272-&&-ATP-activated inward rectifier potassium channel activity-%%-GO:0005242-&&-inward rectifier potassium channel activityG:9606:KCNJ1 KEGG-&-1&-hsa04971-&&-Gastric acid secretion-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorptionKCNJ1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KCNJ1KCNJ1 FALSE KCNJ1
taxon:9606 175659 1902 lysophosphatidic acid receptor 2gene biological_process-&-1&-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:0007202-&&-activation of phospholipase C activity-%%-GO:0007186-&&-G-protein coupled receptor signaling pathway|cellular_component-&-1&-GO:0009986-&&-cell surface-%%-GO:0030139-&&-endocytic vesicle-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane|molecular_function-&-1&-GO:0004930-&&-G-protein coupled receptor activity-%%-GO:0070915-&&-lysophosphatidic acid receptor activity-%%-GO:0005515-&&-protein binding-%%-GO:0008289-&&-lipid bindingG:9606:LPAR2 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04080-&&-Neuroactive ligand-receptor interaction-%%-hsa04072-&&-Phospholipase D signaling pathwayLPAR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LPAR2LPAR2 FALSE LPAR2
taxon:9606 171565 1902 mitochondrial ribosomal protein S28gene biological_process-&-1&-GO:0070125-&&-mitochondrial translational elongation-%%-GO:0070126-&&-mitochondrial translational termination-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005763-&&-mitochondrial small ribosomal subunit-%%-GO:0005739-&&-mitochondrion-%%-GO:0005743-&&-mitochondrial inner membrane|molecular_function-&-1&-GO:0003723-&&-RNA bindingG:9606:MRPS28 MRPS28 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MRPS28MRPS28 FALSE MRPS28
taxon:9606 167469 1902 WD repeat domain 82gene biological_process-&-1&-GO:0080182-&&-histone H3-K4 trimethylation-%%-GO:0051568-&&-histone H3-K4 methylation|cellular_component-&-1&-GO:0048188-&&-Set1C/COMPASS complex-%%-GO:0005730-&&-nucleolus-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0072357-&&-PTW/PP1 phosphatase complex-%%-GO:0000785-&&-chromatin-%%-GO:0035097-&&-histone methyltransferase complex|molecular_function-&-1&-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein bindingG:9606:WDR82 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayWDR82 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR82WDR82 FALSE WDR82
taxon:9606 138803 1902 LOC400927-CSNK1E readthroughgene biological_process-&-1&-GO:1902004-&&-positive regulation of beta-amyloid formation-%%-GO:1903827-&&-regulation of cellular protein localization-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:2000052-&&-positive regulation of non-canonical Wnt signaling pathway-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0034613-&&-cellular protein localization-%%-GO:0007165-&&-signal transduction-%%-GO:0006364-&&-rRNA processing-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0042752-&&-regulation of circadian rhythm-%%-GO:1905426-&&-positive regulation of Wnt-mediated midbrain dopaminergic neuron differentiation-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:1990090-&&-cellular response to nerve growth factor stimulus-%%-GO:0006281-&&-DNA repair-%%-GO:0000086-&&-G2/M traG:9606:LOC400927-CSNK1E KEGG-&-1&-hsa04340-&&-Hedgehog signaling pathway-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04392-&&-Hippo signaling pathway - multiple species-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04710-&&-Circadian rhythm-%%-hsa04068-&&-FoxO signaling pathwayLOC400927-CSNK1EHomo sapiens (Human)-&&-9606Gene Symbol-&-1&-LOC400927-CSNK1ELOC400927-CSNK1EFALSE LOC400927-CSNK1E
taxon:9606 167472 1902 DnaJ heat shock protein family (Hsp40) member C5gene biological_process-&-1&-GO:0016079-&&-synaptic vesicle exocytosis-%%-GO:0006887-&&-exocytosis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0045055-&&-regulated exocytosis-%%-GO:0007269-&&-neurotransmitter secretion|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0035579-&&-specific granule membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0035577-&&-azurophil granule membrane-%%-GO:0061202-&&-clathrin-sculpted gamma-aminobutyric acid transport vesicle membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0008021-&&-synaptic vesicle-%%-GO:0043195-&&-terminal bouton-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0042470-&&-melanosome|molecular_function-&-1&-GO:0001948-&&-glycoprotein binding-%%-GO:0043008-&&-ATP-dependent protein bindingG:9606:DNAJC5 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumDNAJC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DNAJC5DNAJC5 FALSE DNAJC5
taxon:9606 179767 1902 potassium voltage-gated channel subfamily A member 5gene biological_process-&-1&-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0086052-&&-membrane repolarization during SA node cell action potential-%%-GO:2000288-&&-positive regulation of myoblast proliferation-%%-GO:0042391-&&-regulation of membrane potential-%%-GO:0086014-&&-atrial cardiac muscle cell action potential-%%-GO:0006813-&&-potassium ion transport-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0060081-&&-membrane hyperpolarization-%%-GO:0043266-&&-regulation of potassium ion transport-%%-GO:0055093-&&-response to hyperoxia-%%-GO:0010033-&&-response to organic substance-%%-GO:0071435-&&-potassium ion export-%%-GO:0051481-&&-negative regulation of cytosolic calcium ion concentration-%%-GO:0019229-&&-regulation of vasoconstriction-%%-GO:0071805-&&-potassium ion transmembrane transport-%%-GO:0098914-&&-membrane repolarization during atrial cardiac muscle cell action potential-%%-GO:0060372-&&-regulation of atrial cardiac muscle cell membrane repolarization-%%-GO:0007219-&&-Notch signaling pathway-%G:9606:KCNA5 KCNA5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KCNA5KCNA5 FALSE KCNA5
taxon:9606 179768 1902 potassium voltage-gated channel subfamily A member 4gene biological_process-&-1&-GO:0071805-&&-potassium ion transmembrane transport-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0034765-&&-regulation of ion transmembrane transport-%%-GO:0006813-&&-potassium ion transport|cellular_component-&-1&-GO:0030424-&&-axon-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0008076-&&-voltage-gated potassium channel complex-%%-GO:0016021-&&-integral component of membrane|molecular_function-&-1&-GO:0005249-&&-voltage-gated potassium channel activity-%%-GO:0030955-&&-potassium ion binding-%%-GO:0005515-&&-protein bindingG:9606:KCNA4 KEGG-&-1&-hsa04934-&&-Cushing syndrome-%%-hsa04927-&&-Cortisol synthesis and secretionKCNA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KCNA4KCNA4 FALSE KCNA4
taxon:9606 175676 1902 hepatocyte growth factor-regulated tyrosine kinase substrategene biological_process-&-1&-GO:0010628-&&-positive regulation of gene expression-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0061024-&&-membrane organization-%%-GO:0016236-&&-macroautophagy-%%-GO:0007165-&&-signal transduction-%%-GO:0042176-&&-regulation of protein catabolic process-%%-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0072657-&&-protein localization to membrane-%%-GO:0016197-&&-endosomal transport-%%-GO:0006622-&&-protein targeting to lysosome-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0010324-&&-membrane invagination-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:0036258-&&-multivesicular body assembly-%%-GO:0043405-&&-regulation of MAP kinase activity|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0033565-&&-ESCRT-0 complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005768-&&-endosome-%%-GO:0043231-&&-intracellular membrane-bounG:9606:HGS KEGG-&-1&-hsa04145-&&-Phagosome-%%-hsa04144-&&-EndocytosisHGS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HGSHGS FALSE HGS
taxon:9606 179778 1902 JunB proto-oncogene, AP-1 transcription factor subunitgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0001570-&&-vasculogenesis-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0033687-&&-osteoblast proliferation-%%-GO:0010941-&&-regulation of cell death-%%-GO:0034097-&&-response to cytokine-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0001829-&&-trophectodermal cell differentiation-%%-GO:0051591-&&-response to cAMP-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0060136-&&-embryonic process involved in female pregnancy-%%-GO:0046697-&&-decidualization-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0042493-&&-response to drug-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0009314-&&-response to radiation-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0060716-&&-labyrinthine layer blood vessel development-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0051726-&&G:9606:JUNB KEGG-&-1&-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathwayJUNB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JUNBJUNB FALSE JUNB
taxon:9606 179779 1902 Jun proto-oncogene, AP-1 transcription factor subunitgene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:1990441-&&-negative regulation of transcription from RNA polymerase II promoter in response to endoplasmic reticulum stress-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:1902895-&&-positive regulation of pri-miRNA transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0061029-&&-eyelid development in camera-type eye-%%-GO:0031103-&&-axon regeneration-%%-GO:0034097-&&-response to cytokine-%%-GO:0043922-&&-negative regulation by host of viral transcription-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0001889-&&-liver development-%%-GO:0042493-&&-response to drug-%%-GO:0031953-&&-negative regulation of protein autophosphorylation-%%-G:9606:JUN KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04921-&&-Oxytocin signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05133-&&-Pertussis-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04210-&&-Apoptosis-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa05132-&&-Salmonella infection-%%-hsa05168-&&-Herpes simplex infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05140-&&JUN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JUNJUN FALSE JUN
taxon:9606 175681 1902 programmed cell death 5gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0043280-&&-positive regulation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:1903645-&&-negative regulation of chaperone-mediated protein folding-%%-GO:1903638-&&-positive regulation of protein import into mitochondrial outer membrane-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0090200-&&-positive regulation of release of cytochrome c from mitochondria-%%-GO:0008285-&&-negative regulation of cell proliferation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0010698-&&-acetyltransferase activator activity-%%-GO:0048487-&&-beta-tubulin binding-%%-GO:0008201-&&-heparin bindingG:9606:PDCD5 PDCD5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDCD5PDCD5 FALSE PDCD5
taxon:9606 179777 1902 JunD proto-oncogene, AP-1 transcription factor subunitgene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0009416-&&-response to light stimulus-%%-GO:0010941-&&-regulation of cell death-%%-GO:0034097-&&-response to cytokine-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0002076-&&-osteoblast development-%%-GO:0051591-&&-response to cAMP-%%-GO:0007568-&&-aging-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007623-&&-circadian rhythm-%%-GO:0042493-&&-response to drug-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0009314-&&-response to radiation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0009612-&&-response to mechanical stimulus-%%-GO:0071277-&&-cellular response to calcium ion-%%-GO:0051726-&&-regulation of cell cycle-%%-GO:0006366-&&-transcription from RNA polymerase IG:9606:JUND KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04380-&&-Osteoclast differentiationJUND Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JUNDJUND FALSE JUND
taxon:9606 179783 1902 Janus kinase 2gene biological_process-&-1&-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0007204-&&-positive regulation of cytosolic calcium ion concentration-%%-GO:1904707-&&-positive regulation of vascular smooth muscle cell proliferation-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0045822-&&-negative regulation of heart contraction-%%-GO:1902728-&&-positive regulation of growth factor dependent skeletal muscle satellite cell proliferation-%%-GO:0042977-&&-activation of JAK2 kinase activity-%%-GO:0060399-&&-positive regulation of growth hormone receptor signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0031103-&&-axon regeneration-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0007260-&&-tyrosine phosphorylation of STAT protein-%%-GO:0045429-&&-positive regulation of nitric oxide biosynthetic process-%%-GO:0007167-&&-enzyme linked receptor protein signaling pathway-%%-GO:0032516-&&-positive regulation of phosphoproteG:9606:JAK2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04217-&&-Necroptosis-%%-hsa05164-&&-Influenza A-%%-hsa05140-&&-Leishmaniasis-%%-hsa05162-&&-Measles-%%-hsa04725-&&-Cholinergic synapse-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04630-&&-JAK-STAT signaling pathwayJAK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JAK2JAK2 FALSE JAK2
taxon:9606 175690 1902 apoptosis inducing factor mitochondria associated 1gene biological_process-&-1&-GO:0002931-&&-response to ischemia-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0070059-&&-intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress-%%-GO:1904045-&&-cellular response to aldosterone-%%-GO:1902510-&&-regulation of apoptotic DNA fragmentation-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:0070301-&&-cellular response to hydrogen peroxide-%%-GO:0051402-&&-neuron apoptotic process-%%-GO:0006915-&&-apoptotic process-%%-GO:0045454-&&-cell redox homeostasis-%%-GO:0009636-&&-response to toxic substance-%%-GO:0043525-&&-positive regulation of neuron apoptotic process-%%-GO:0071392-&&-cellular response to estradiol stimulus-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0090650-&&-cellular response to oxygen-glucose deprivation-%%-GO:1902065-&&-response to L-glutamate-%%-GO:0030261-&&-chromosome condensation-%%-GO:0071732-&&-cellular response to nitric oxide|cellular_componentG:9606:AIFM1 KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04210-&&-ApoptosisAIFM1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AIFM1AIFM1 FALSE AIFM1
taxon:9606 179784 1902 Janus kinase 1gene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:1903672-&&-positive regulation of sprouting angiogenesis-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0016477-&&-cell migration-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0000165-&&-MAPK cascade-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0060338-&&-regulation of type I interferon-mediated signaling pathway-%%-GO:0030154-&&-cell differentiation-%%-GO:0038110-&&-interleukin-2-mediated signaling pathway-%%-GO:0060337-&&-type I interferon signaling pathway-%%-GO:0046677-&&-response to antibiotic-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GOG:9606:JAK1 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05140-&&-Leishmaniasis-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05164-&&-Influenza A-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05152-&&-Tuberculosis-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05160-&&-Hepatitis CJAK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-JAK1JAK1 FALSE JAK1
taxon:9606 179793 1902 inositol-tetrakisphosphate 1-kinasegene biological_process-&-1&-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0007165-&&-signal transduction-%%-GO:0007596-&&-blood coagulation-%%-GO:0016310-&&-phosphorylation-%%-GO:0016311-&&-dephosphorylation-%%-GO:0021915-&&-neural tube development-%%-GO:0032957-&&-inositol trisphosphate metabolic process|cellular_component-&-1&-GO:0016324-&&-apical plasma membrane-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0052835-&&-inositol-3,4,6-trisphosphate 1-kinase activity-%%-GO:0016853-&&-isomerase activity-%%-GO:0052725-&&-inositol-1,3,4-trisphosphate 6-kinase activity-%%-GO:0047325-&&-inositol tetrakisphosphate 1-kinase activity-%%-GO:0052825-&&-inositol-1,3,4,5,6-pentakisphosphate 1-phosphatase activity-%%-GO:0052726-&&-inositol-1,3,4-trisphosphate 5-kinase activity-%%-GO:0003824-&&-catalytic activity-%%-GO:0000287-&&-magnesium ion binding-%%-GO:0052659-&&-inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity-%%-GO:0052831-&&-inositol-1,3,4,6-tetrakisphosphate 1-phoG:9606:ITPK1 KEGG-&-1&-hsa00562-&&-Inositol phosphate metabolism-%%-hsa01100-&&-Metabolic pathways-%%-hsa04070-&&-Phosphatidylinositol signaling systemITPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITPK1ITPK1 FALSE ITPK1
taxon:9606 163415 1902 torsin 1A interacting protein 2gene biological_process-&-1&-GO:0090435-&&-protein localization to nuclear envelope-%%-GO:0007029-&&-endoplasmic reticulum organization-%%-GO:0032781-&&-positive regulation of ATPase activity|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0001671-&&-ATPase activator activity-%%-GO:0051117-&&-ATPase bindingG:9606:TOR1AIP2 TOR1AIP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TOR1AIP2TOR1AIP2 FALSE TOR1AIP2
taxon:9606 179797 1902 integrin subunit alpha 4gene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:1990771-&&-clathrin-dependent extracellular exosome endocytosis-%%-GO:0035987-&&-endodermal cell differentiation-%%-GO:0098657-&&-import into cell-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0003366-&&-cell-matrix adhesion involved in ameboidal cell migration-%%-GO:0030183-&&-B cell differentiation-%%-GO:0050904-&&-diapedesis-%%-GO:1903238-&&-positive regulation of leukocyte tethering or rolling-%%-GO:0050901-&&-leukocyte tethering or rolling-%%-GO:0007159-&&-leukocyte cell-cell adhesion-%%-GO:0034113-&&-heterotypic cell-cell adhesion-%%-GO:0050776-&&-regulation of immune response-%%-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:0090074-&&-negative regulation of protein homodimerization activity-%%-GO:2000406-&&-positive regulation of T cell migration-%%-GO:0043113-&&-recG:9606:ITGA4 KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05140-&&-Leishmaniasis-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa04640-&&-Hematopoietic cell lineage-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa04514-&&-Cell adhesion molecules (CAMs)ITGA4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITGA4ITGA4 FALSE ITGA4
taxon:9606 175707 1902 synaptosome associated protein 23gene biological_process-&-1&-GO:0061025-&&-membrane fusion-%%-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:0015031-&&-protein transport-%%-GO:0002479-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent-%%-GO:0002553-&&-histamine secretion by mast cell-%%-GO:0031629-&&-synaptic vesicle fusion to presynaptic active zone membrane-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0006903-&&-vesicle targeting-%%-GO:0016082-&&-synaptic vesicle priming|cellular_component-&-1&-GO:0035579-&&-specific granule membrane-%%-GO:0030670-&&-phagocytic vesicle membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0042582-&&-azurophil granule-%%-GO:0098793-&&-presynapse-%%-GO:0043005-&&-neuron projection-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005913-&&-cell-cell adherens junction-%%-GO:0042581-&&-specific granule-%%-GO:0042629-&&-mast cell granule-%%-GO:0005925-&&-focal adhesion-%%-GO:0031201-&&-SNARE complex-%%-GO:0005737-&&-cytoplasm-%%-GO:007G:9606:SNAP23 KEGG-&-1&-hsa04130-&&-SNARE interactions in vesicular transport-%%-hsa04611-&&-Platelet activationSNAP23 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNAP23SNAP23 FALSE SNAP23
taxon:9606 179806 1902 interferon regulatory factor 7gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0060340-&&-positive regulation of type I interferon-mediated signaling pathway-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016064-&&-immunoglobulin mediated immune response-%%-GO:0032728-&&-positive regulation of interferon-beta production-%%-GO:2000110-&&-negative regulation of macrophage apoptotic process-%%-GO:0002819-&&-regulation of adaptive immune response-%%-GO:0032479-&&-regulation of type I interferon production-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0039530-&&-MDA-5 signaling pathway-%%-GO:0034127-&&-regulation of MyD88-independent toll-like receptor signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA poG:9606:IRF7 KEGG-&-1&-hsa05161-&&-Hepatitis B-%%-hsa05168-&&-Herpes simplex infection-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05164-&&-Influenza A-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05169-&&-Epstein-Barr virus infectionIRF7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IRF7IRF7 FALSE IRF7
taxon:9606 175711 1902 RAB11A, member RAS oncogene familygene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0048227-&&-plasma membrane to endosome transport-%%-GO:0090307-&&-mitotic spindle assembly-%%-GO:0032402-&&-melanosome transport-%%-GO:0010634-&&-positive regulation of epithelial cell migration-%%-GO:1990182-&&-exosomal secretion-%%-GO:0072594-&&-establishment of protein localization to organelle-%%-GO:0051650-&&-establishment of vesicle localization-%%-GO:1903078-&&-positive regulation of protein localization to plasma membrane-%%-GO:0045773-&&-positive regulation of axon extension-%%-GO:0097711-&&-ciliary basal body docking-%%-GO:0016192-&&-vesicle-mediated transport-%%-GO:0030953-&&-astral microtubule organization-%%-GO:0000910-&&-cytokinesis-%%-GO:0010971-&&-positive regulation of G2/M transition of mitotic cell cycle-%%-GO:0060627-&&-regulation of vesicle-mediated transport-%%-GO:0051223-&&-regulation of protein transport-%%-GO:0010796-&&-regulation of multivesicular body size-%%-GO:0098887-&&-neurotransmitter receptor transport, endosomeG:9606:RAB11A KEGG-&-1&-hsa04972-&&-Pancreatic secretion-%%-hsa04962-&&-Vasopressin-regulated water reabsorption-%%-hsa04961-&&-Endocrine and other factor-regulated calcium reabsorption-%%-hsa04144-&&-EndocytosisRAB11A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RAB11ARAB11A FALSE RAB11A
taxon:9606 175708 1902 Fas associated via death domaingene biological_process-&-1&-GO:0033077-&&-T cell differentiation in thymus-%%-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:2000454-&&-positive regulation of CD8-positive, alpha-beta cytotoxic T cell extravasation-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0048535-&&-lymph node development-%%-GO:0070236-&&-negative regulation of activation-induced cell death of T cells-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0097202-&&-activation of cysteine-type endopeptidase activity-%%-GO:0071550-&&-death-inducing signaling complex assembly-%%-GO:0032757-&&-positive regulation of interleukin-8 production-%%-GO:0001916-&&-positive regulation of T cell mediated cytotoxicity-%%-GO:0036462-&&-TRAIL-activated apoptotic signaling pathway-%%-GO:0002821-&&-positive regulation of adaptive immune response-%%-GO:0048538-&&-thymus development-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activG:9606:FADD KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05010-&&-Alzheimer disease-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa01524-&&-Platinum drug resistance-%%-hsa04215-&&-Apoptosis - multiple speciesFADD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FADDFADD FALSE FADD
taxon:9606 179805 1902 insulin receptor substrate 1gene biological_process-&-1&-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0036092-&&-phosphatidylinositol-3-phosphate biosynthetic process-%%-GO:0014065-&&-phosphatidylinositol 3-kinase signaling-%%-GO:0043434-&&-response to peptide hormone-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0042593-&&-glucose homeostasis-%%-GO:0046676-&&-negative regulation of insulin secretion-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0046326-&&-positive regulation of glucose import-%%-GO:0045725-&&-positive regulation of glycogen biosynthetic process-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0048009-&&-insulin-like growth factor receptor signaling pathway-%%-GO:0032000-&&-positive regulation of fatty acid beta-oxidation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0043552-&&-positive regulation of phosphatidylinositol 3-kinase activity-%%-GO:0043547-&&-positive reG:9606:IRS1 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04931-&&-Insulin resistance-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04722-&&-Neurotrophin signaling pathway-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04960-&&-Aldosterone-regulated sodium reabsorption-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa04930-&&-Type II diabetes mellitusIRS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IRS1IRS1 FALSE IRS1
taxon:9606 175719 1902 ADAM metallopeptidase domain 9gene biological_process-&-1&-GO:0000186-&&-activation of MAPKK activity-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0042542-&&-response to hydrogen peroxide-%%-GO:0016477-&&-cell migration-%%-GO:0033631-&&-cell-cell adhesion mediated by integrin-%%-GO:0051549-&&-positive regulation of keratinocyte migration-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0051044-&&-positive regulation of membrane protein ectodomain proteolysis-%%-GO:0006509-&&-membrane protein ectodomain proteolysis-%%-GO:0034612-&&-response to tumor necrosis factor-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0007155-&&-cell adhesion-%%-GO:0010042-&&-response to manganese ion-%%-GO:0033630-&&-positive regulation of cell adhesion mediated by integrin-%%-GO:0034616-&&-response to laminar fluid shear stress-%%-GO:0042117-&&-monocyte activation-%%-GO:0051384-&&-response to glucocorticoid-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0033627-G:9606:ADAM9 ADAM9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAM9ADAM9 FALSE ADAM9
taxon:9606 171620 1902 zinc finger HIT-type containing 6gene biological_process-&-1&-GO:0000492-&&-box C/D snoRNP assembly-%%-GO:0042254-&&-ribosome biogenesis-%%-GO:0048254-&&-snoRNA localization-%%-GO:0051259-&&-protein oligomerization|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0070761-&&-pre-snoRNP complex|molecular_function-&-1&-GO:0001094-&&-TFIID-class transcription factor binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0051117-&&-ATPase binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:ZNHIT6 ZNHIT6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNHIT6ZNHIT6 FALSE ZNHIT6
taxon:9606 167531 1902 WD repeat domain 76gene biological_process-&-1&-GO:0006974-&&-cellular response to DNA damage stimulusG:9606:WDR76 WDR76 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-WDR76WDR76 FALSE WDR76
taxon:9606 175725 1902 tumor necrosis factor superfamily member 9gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006915-&&-apoptotic process-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0045585-&&-positive regulation of cytotoxic T cell differentiation-%%-GO:0042104-&&-positive regulation of activated T cell proliferation-%%-GO:0008283-&&-cell proliferation-%%-GO:0007165-&&-signal transduction-%%-GO:0006955-&&-immune response|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005615-&&-extracellular space-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0005102-&&-receptor binding-%%-GO:0005164-&&-tumor necrosis factor receptor binding-%%-GO:0032813-&&-tumor necrosis factor receptor superfamily binding-%%-GO:0005125-&&-cytokine activityG:9606:TNFSF9 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interactionTNFSF9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFSF9TNFSF9 FALSE TNFSF9
taxon:9606 179821 1902 eukaryotic translation initiation factor 3 subunit Egene biological_process-&-1&-GO:0045947-&&-negative regulation of translational initiation-%%-GO:1902416-&&-positive regulation of mRNA binding-%%-GO:0000184-&&-nuclear-transcribed mRNA catabolic process, nonsense-mediated decay-%%-GO:0006413-&&-translational initiation-%%-GO:0006446-&&-regulation of translational initiation-%%-GO:0045727-&&-positive regulation of translation|cellular_component-&-1&-GO:0000785-&&-chromatin-%%-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016604-&&-nuclear body-%%-GO:0016605-&&-PML body-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0047485-&&-protein N-terminus binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0003723-&&-RNA bindingG:9606:EIF3E KEGG-&-1&-hsa05160-&&-Hepatitis C-%%-hsa03013-&&-RNA transportEIF3E Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3EEIF3E FALSE EIF3E
taxon:9606 179831 1902 minichromosome maintenance complex component 7gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0006268-&&-DNA unwinding involved in DNA replication-%%-GO:0071466-&&-cellular response to xenobiotic stimulus-%%-GO:0006270-&&-DNA replication initiation-%%-GO:0042493-&&-response to drug-%%-GO:0042325-&&-regulation of phosphorylation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0042555-&&-MCM complex-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0000785-&&-chromatin-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0003697-&&-single-stranded DNA bindingG:9606:MCM7 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM7MCM7 FALSE MCM7
taxon:9606 175732 1902 receptor interacting serine/threonine kinase 1gene biological_process-&-1&-GO:0097527-&&-necroptotic signaling pathway-%%-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0036289-&&-peptidyl-serine autophosphorylation-%%-GO:2000379-&&-positive regulation of reactive oxygen species metabolic process-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:1901026-&&-ripoptosome assembly involved in necroptotic process-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0043068-&&-positive regulation of programmed cell death-%%-GO:0032757-&&-positive regulation of interleukin-8 production-%%-GO:1990000-&&-amyloid fibril formation-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0006915-&&-apoptG:9606:RIPK1 KEGG-&-1&-hsa04620-&&-Toll-like receptor signaling pathway-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa05160-&&-Hepatitis C-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04064-&&-NF-kappa B signaling pathwayRIPK1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RIPK1RIPK1 FALSE RIPK1
taxon:9606 179828 1902 inositol polyphosphate phosphatase like 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0006661-&&-phosphatidylinositol biosynthetic process-%%-GO:0097178-&&-ruffle assembly-%%-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0032868-&&-response to insulin-%%-GO:0046856-&&-phosphatidylinositol dephosphorylation-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0007015-&&-actin filament organization-%%-GO:0010629-&&-negative regulation of gene expression-%%-GO:0009791-&&-post-embryonic development-%%-GO:0002376-&&-immune system process-%%-GO:0007155-&&-cell adhesion-%%-GO:0001958-&&-endochondral ossification-%%-GO:0006897-&&-endocytosis|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0030175-&&-filopodium-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005829-&&-cytosol-%%-GO:0030027-&&-lamellipodium-%%-GO:0005856-&&-cytoskeleton|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0042169-&&-SH2 domain binding-%%-GO:0005515-&&-protein binding-%%-GO:0017124-&&-SH3 domain binding-%%-GO:0052659-&&-G:9606:INPPL1 KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa04070-&&-Phosphatidylinositol signaling systemINPPL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-INPPL1INPPL1 FALSE INPPL1
taxon:9606 179834 1902 minichromosome maintenance complex component 4gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0006268-&&-DNA unwinding involved in DNA replication-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0042555-&&-MCM complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0003697-&&-single-stranded DNA bindingG:9606:MCM4 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM4MCM4 FALSE MCM4
taxon:9606 171643 1902 INO80 complex subunitgene biological_process-&-1&-GO:0006338-&&-chromatin remodeling-%%-GO:0000070-&&-mitotic sister chromatid segregation-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0010571-&&-positive regulation of nuclear cell cycle DNA replication-%%-GO:0051301-&&-cell division-%%-GO:0006302-&&-double-strand break repair-%%-GO:2000045-&&-regulation of G1/S transition of mitotic cell cycle-%%-GO:0051225-&&-spindle assembly-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0071479-&&-cellular response to ionizing radiation-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0034644-&&-cellular response to UV-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0070914-&&-UV-damage excision repair|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005886-&&-plasma membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005874-&G:9606:INO80 INO80 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-INO80INO80 FALSE INO80
taxon:9606 179835 1902 minichromosome maintenance complex component 3gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0042555-&&-MCM complex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005658-&&-alpha DNA polymerase:primase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003678-&&-DNA helicase activityG:9606:MCM3 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM3MCM3 FALSE MCM3
taxon:9606 179832 1902 minichromosome maintenance complex component 6gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0006268-&&-DNA unwinding involved in DNA replication-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0042555-&&-MCM complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0004003-&&-ATP-dependent DNA helicase activity-%%-GO:0042802-&&-identical protein binding-%%-GO:0003697-&&-single-stranded DNA bindingG:9606:MCM6 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM6MCM6 FALSE MCM6
taxon:9606 179833 1902 minichromosome maintenance complex component 5gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006260-&&-DNA replication-%%-GO:0006270-&&-DNA replication initiation|cellular_component-&-1&-GO:0042555-&&-MCM complex-%%-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0003678-&&-DNA helicase activity-%%-GO:0003688-&&-DNA replication origin bindingG:9606:MCM5 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM5MCM5 FALSE MCM5
taxon:9606 175740 1902 ADAM metallopeptidase with thrombospondin type 1 motif 1gene biological_process-&-1&-GO:0060347-&&-heart trabecula formation-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0001822-&&-kidney development-%%-GO:0006508-&&-proteolysis-%%-GO:0001542-&&-ovulation from ovarian follicle-%%-GO:0007229-&&-integrin-mediated signaling pathway|cellular_component-&-1&-GO:0005604-&&-basement membrane-%%-GO:0005829-&&-cytosol-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0008237-&&-metallopeptidase activity-%%-GO:0008201-&&-heparin binding-%%-GO:0004222-&&-metalloendopeptidase activityG:9606:ADAMTS1 ADAMTS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ADAMTS1ADAMTS1 FALSE ADAMTS1
taxon:9606 179836 1902 minichromosome maintenance complex component 2gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0006270-&&-DNA replication initiation-%%-GO:0006260-&&-DNA replication-%%-GO:0006334-&&-nucleosome assembly-%%-GO:0090102-&&-cochlea development-%%-GO:0006915-&&-apoptotic process-%%-GO:0071353-&&-cellular response to interleukin-4-%%-GO:0006268-&&-DNA unwinding involved in DNA replication|cellular_component-&-1&-GO:0042555-&&-MCM complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0000785-&&-chromatin-%%-GO:0015630-&&-microtubule cytoskeleton-%%-GO:0005634-&&-nucleus-%%-GO:0005664-&&-nuclear origin of replication recognition complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042393-&&-histone binding-%%-GO:0003678-&&-DNA helicase activity-%%-GO:0003688-&&-DNA replication origin binding-%%-GO:0046872-&&-metal ion bindingG:9606:MCM2 KEGG-&-1&-hsa04110-&&-Cell cycle-%%-hsa03030-&&-DNA replicationMCM2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCM2MCM2 FALSE MCM2
taxon:9606 179837 1902 BCL2 family apoptosis regulatorgene biological_process-&-1&-GO:0071806-&&-protein transmembrane transport-%%-GO:0034097-&&-response to cytokine-%%-GO:0008637-&&-apoptotic mitochondrial changes-%%-GO:0001709-&&-cell fate determination-%%-GO:0010507-&&-negative regulation of autophagy-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0007275-&&-multicellular organism development-%%-GO:0019725-&&-cellular homeostasis-%%-GO:0097192-&&-extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:2001240-&&-negative regulation of extrinsic apoptotic signaling pathway in absence of ligand-%%-GO:1903378-&&-positive regulation of oxidative stress-induced neuron intrinsic apoptotic signaling pathway-%%-GO:2001020-&&-regulation of response to DNA damage stimulus-%%-GO:0008630-&&-intrinsic apoptotic signaling pathway in response to DNA damage|cellular_component-&-1&-GO:0097136-&&-Bcl-2 family protein complex-%%-GO:0005741-&&-mitochondrial outer membrane-%%-GO:0005654-&&-nucleoplasm-%%-GO:000G:9606:MCL1 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04210-&&-Apoptosis-%%-hsa04630-&&-JAK-STAT signaling pathwayMCL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MCL1MCL1 FALSE MCL1
taxon:9606 167558 1902 microtubule associated protein 1 light chain 3 betagene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0097352-&&-autophagosome maturation-%%-GO:0000422-&&-mitophagy-%%-GO:0016236-&&-macroautophagy|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0000421-&&-autophagosome membrane-%%-GO:0012505-&&-endomembrane system-%%-GO:0005622-&&-intracellular-%%-GO:0005776-&&-autophagosome-%%-GO:0031090-&&-organelle membrane-%%-GO:0005930-&&-axoneme-%%-GO:0005739-&&-mitochondrion-%%-GO:0005874-&&-microtubule-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:MAP1LC3B KEGG-&-1&-hsa04216-&&-FerroptosisMAP1LC3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP1LC3BMAP1LC3B FALSE MAP1LC3B
taxon:9606 175750 1902 solute carrier family 4 member 7gene biological_process-&-1&-GO:0015701-&&-bicarbonate transport-%%-GO:0098656-&&-anion transmembrane transport-%%-GO:0015698-&&-inorganic anion transport-%%-GO:0035725-&&-sodium ion transmembrane transport-%%-GO:0060117-&&-auditory receptor cell development-%%-GO:0051453-&&-regulation of intracellular pH|cellular_component-&-1&-GO:0032420-&&-stereocilium-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0045202-&&-synapse-%%-GO:0005886-&&-plasma membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0016324-&&-apical plasma membrane-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0008509-&&-anion transmembrane transporter activity-%%-GO:0005452-&&-inorganic anion exchanger activity-%%-GO:0008510-&&-sodium:bicarbonate symporter activityG:9606:SLC4A7 SLC4A7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC4A7SLC4A7 FALSE SLC4A7
taxon:9606 175749 1902 solute carrier family 4 member 8gene biological_process-&-1&-GO:0015701-&&-bicarbonate transport-%%-GO:0098656-&&-anion transmembrane transport-%%-GO:0015698-&&-inorganic anion transport-%%-GO:0051453-&&-regulation of intracellular pH-%%-GO:0006814-&&-sodium ion transport|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0043005-&&-neuron projection-%%-GO:0032809-&&-neuronal cell body membrane-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0015301-&&-anion:anion antiporter activity-%%-GO:0008509-&&-anion transmembrane transporter activity-%%-GO:0005452-&&-inorganic anion exchanger activityG:9606:SLC4A8 SLC4A8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC4A8SLC4A8 FALSE SLC4A8
taxon:9606 179850 1902 muscleblind like splicing regulator 1gene biological_process-&-1&-GO:0030326-&&-embryonic limb morphogenesis-%%-GO:0007399-&&-nervous system development-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0045445-&&-myoblast differentiation-%%-GO:0006397-&&-mRNA processing-%%-GO:0043484-&&-regulation of RNA splicing-%%-GO:0008380-&&-RNA splicing|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome-%%-GO:0005634-&&-nucleus-%%-GO:0010494-&&-cytoplasmic stress granule|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0001069-&&-regulatory region RNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0005515-&&-protein bindingG:9606:MBNL1 MBNL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MBNL1MBNL1 FALSE MBNL1
taxon:9606 167563 1902 diaphanous related formin 3gene biological_process-&-1&-GO:0030036-&&-actin cytoskeleton organization-%%-GO:0007283-&&-spermatogenesis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0017048-&&-Rho GTPase binding-%%-GO:0045296-&&-cadherin bindingG:9606:DIAPH3 KEGG-&-1&-hsa04810-&&-Regulation of actin cytoskeletonDIAPH3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DIAPH3DIAPH3 FALSE DIAPH3
taxon:9606 163471 1902 zinc finger protein 483gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:ZNF483 ZNF483 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF483ZNF483 FALSE ZNF483
taxon:9606 179859 1902 megakaryocyte-associated tyrosine kinasegene biological_process-&-1&-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0030154-&&-cell differentiation-%%-GO:0008283-&&-cell proliferation-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0038128-&&-ERBB2 signaling pathway-%%-GO:0007498-&&-mesoderm development-%%-GO:0006468-&&-protein phosphorylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004715-&&-non-membrane spanning protein tyrosine kinase activity-%%-GO:0005102-&&-receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0004713-&&-protein tyrosine kinase activityG:9606:MATK KEGG-&-1&-hsa04722-&&-Neurotrophin signaling pathwayMATK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MATKMATK FALSE MATK
taxon:9606 175767 1902 autophagy related 5gene biological_process-&-1&-GO:0000045-&&-autophagosome assembly-%%-GO:0045087-&&-innate immune response-%%-GO:0006915-&&-apoptotic process-%%-GO:0009620-&&-response to fungus-%%-GO:0016236-&&-macroautophagy-%%-GO:0043687-&&-post-translational protein modification-%%-GO:0060047-&&-heart contraction-%%-GO:0042311-&&-vasodilation-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0070257-&&-positive regulation of mucus secretion-%%-GO:0044804-&&-nucleophagy-%%-GO:0071500-&&-cellular response to nitrosative stress-%%-GO:0006914-&&-autophagy-%%-GO:0006995-&&-cellular response to nitrogen starvation-%%-GO:0019883-&&-antigen processing and presentation of endogenous antigen-%%-GO:0035973-&&-aggrephagy-%%-GO:1902017-&&-regulation of cilium assembly-%%-GO:0039689-&&-negative stranded viral RNA replication-%%-GO:0045060-&&-negative thymic T cell selection-%%-GO:0000422-&&-mitophagy-%%-GO:0002739-&&-regulation of cytokine secretion involved in immune response-%%-GO:0051279-&&-regulation of release of sequestered calcG:9606:ATG5 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa04136-&&-Autophagy - other-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04137-&&-Mitophagy - animal-%%-hsa04216-&&-FerroptosisATG5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ATG5ATG5 FALSE ATG5
taxon:9606 179863 1902 methionyl-tRNA synthetasegene biological_process-&-1&-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0006431-&&-methionyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0004825-&&-methionine-tRNA ligase activity-%%-GO:0000049-&&-tRNA bindingG:9606:MARS KEGG-&-1&-hsa00450-&&-Selenocompound metabolism-%%-hsa00970-&&-Aminoacyl-tRNA biosynthesisMARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MARSMARS FALSE MARS
taxon:9606 175764 1902 mediator complex subunit 20gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003713-&&-transcription coactivator activity-%%-GO:0003899-&&-DNA-directed 5'-3' RNA polymerase activity-%%-GO:0005515-&&-protein binding-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activityG:9606:MED20 MED20 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED20MED20 FALSE MED20
taxon:9606 175770 1902 eukaryotic translation initiation factor 4E family member 2gene biological_process-&-1&-GO:0001701-&&-in utero embryonic development-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0006413-&&-translational initiation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005845-&&-mRNA cap binding complex|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0008135-&&-translation factor activity, RNA binding-%%-GO:0000339-&&-RNA cap binding-%%-GO:0005515-&&-protein bindingG:9606:EIF4E2 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa03013-&&-RNA transportEIF4E2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF4E2EIF4E2 FALSE EIF4E2
taxon:9606 179866 1902 microtubule associated protein taugene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0033673-&&-negative regulation of kinase activity-%%-GO:1902474-&&-positive regulation of protein localization to synapse-%%-GO:0098930-&&-axonal transport-%%-GO:0000226-&&-microtubule cytoskeleton organization-%%-GO:0007165-&&-signal transduction-%%-GO:0072386-&&-plus-end-directed organelle transport along microtubule-%%-GO:1901216-&&-positive regulation of neuron death-%%-GO:0001774-&&-microglial cell activation-%%-GO:0048143-&&-astrocyte activation-%%-GO:0031113-&&-regulation of microtubule polymerization-%%-GO:1905689-&&-positive regulation of diacylglycerol kinase activity-%%-GO:0031116-&&-positive regulation of microtubule polymerization-%%-GO:0019896-&&-axonal transport of mitochondrion-%%-GO:0031175-&&-neuron projection development-%%-GO:0045773-&&-positive regulation of axon extension-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0050808-&&-synapse organization-%%-GO:1902988-&G:9606:MAPT KEGG-&-1&-hsa04010-&&-MAPK signaling pathway-%%-hsa05010-&&-Alzheimer diseaseMAPT Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPTMAPT FALSE MAPT
taxon:9606 171675 1902 G protein nucleolar 3 likegene biological_process-&-1&-GO:1904816-&&-positive regulation of protein localization to chromosome, telomeric region-%%-GO:0032211-&&-negative regulation of telomere maintenance via telomerase-%%-GO:0042254-&&-ribosome biogenesis-%%-GO:0031647-&&-regulation of protein stability-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0032091-&&-negative regulation of protein binding-%%-GO:0090073-&&-positive regulation of protein homodimerization activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005525-&&-GTP binding-%%-GO:0005515-&&-protein bindingG:9606:GNL3L KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesGNL3L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GNL3LGNL3L FALSE GNL3L
taxon:9606 175769 1902 A-kinase anchoring protein 6gene biological_process-&-1&-GO:0010738-&&-regulation of protein kinase A signaling-%%-GO:0030307-&&-positive regulation of cell growth-%%-GO:0060306-&&-regulation of membrane repolarization-%%-GO:0051281-&&-positive regulation of release of sequestered calcium ion into cytosol-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0071320-&&-cellular response to cAMP-%%-GO:0019933-&&-cAMP-mediated signaling-%%-GO:0060316-&&-positive regulation of ryanodine-sensitive calcium-release channel activity-%%-GO:0030818-&&-negative regulation of cAMP biosynthetic process-%%-GO:1901381-&&-positive regulation of potassium ion transmembrane transport-%%-GO:0001508-&&-action potential-%%-GO:1902261-&&-positive regulation of delayed rectifier potassium channel activity-%%-GO:0070886-&&-positive regulation of calcineurin-NFAT signaling cascade-%%-GO:0032516-&&-positive regulation of phosphoprotein phosphatase activity-%%-GO:0010880-&&-regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticuluG:9606:AKAP6 AKAP6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AKAP6AKAP6 FALSE AKAP6
taxon:9606 179870 1902 microtubule associated protein 1Bgene biological_process-&-1&-GO:0016358-&&-dendrite development-%%-GO:0047497-&&-mitochondrion transport along microtubule-%%-GO:0048675-&&-axon extension-%%-GO:0001578-&&-microtubule bundle formation-%%-GO:0045773-&&-positive regulation of axon extension-%%-GO:0032387-&&-negative regulation of intracellular transport-%%-GO:0061162-&&-establishment of monopolar cell polarity-%%-GO:0009987-&&-cellular process|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0001750-&&-photoreceptor outer segment-%%-GO:0005829-&&-cytosol-%%-GO:0030054-&&-cell junction-%%-GO:0043197-&&-dendritic spine-%%-GO:0014069-&&-postsynaptic density-%%-GO:0005874-&&-microtubule-%%-GO:0005875-&&-microtubule associated complex|molecular_function-&-1&-GO:0008017-&&-microtubule binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0005515-&&-protein bindingG:9606:MAP1B MAP1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP1BMAP1B FALSE MAP1B
taxon:9606 167581 1902 tripartite motif containing 8gene biological_process-&-1&-GO:0010508-&&-positive regulation of autophagy-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0045087-&&-innate immune response-%%-GO:0051092-&&-positive regulation of NF-kappaB transcription factor activity-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0046597-&&-negative regulation of viral entry into host cell-%%-GO:0016567-&&-protein ubiquitination-%%-GO:1902187-&&-negative regulation of viral release from host cell-%%-GO:0032897-&&-negative regulation of viral transcription-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway-%%-GO:1900182-&&-positive regulation of protein localization to nucleus-%%-GO:0051091-&&-positive regulation of sequence-specific DNA binding transcription factor activity|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0016740-&&-transferase activity-%%-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimerizatioG:9606:TRIM8 TRIM8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRIM8TRIM8 FALSE TRIM8
taxon:9606 155298 1902 glucuronidase, beta pseudogene 3gene G:9606:GUSBP3 GUSBP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GUSBP3GUSBP3 FALSE GUSBP3
taxon:9606 179881 1902 male germ cell associated kinasegene biological_process-&-1&-GO:0007283-&&-spermatogenesis-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development-%%-GO:0045494-&&-photoreceptor cell maintenance-%%-GO:0042073-&&-intraciliary transport-%%-GO:0060271-&&-cilium assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0010468-&&-regulation of gene expression-%%-GO:1902856-&&-negative regulation of non-motile cilium assembly-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005930-&&-axoneme-%%-GO:0030496-&&-midbody-%%-GO:0001917-&&-photoreceptor inner segment-%%-GO:0005929-&&-cilium-%%-GO:0072686-&&-mitotic spindle-%%-GO:0031514-&&-motile cilium-%%-GO:0001750-&&-photoreceptor outer segment-%%-GO:0005634-&&-nucleus-%%-GO:0005813-&&-centrosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0032391-&&-photoreceptor connecting cilium-%%-GO:0097542-&&-ciliaryG:9606:MAK MAK Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAKMAK FALSE MAK
taxon:9606 171689 1902 exocyst complex component 6gene biological_process-&-1&-GO:0006904-&&-vesicle docking involved in exocytosis-%%-GO:0015031-&&-protein transport|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005886-&&-plasma membrane-%%-GO:0000145-&&-exocyst|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:EXOC6 EXOC6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EXOC6EXOC6 FALSE EXOC6
taxon:9606 155314 1902 zinc finger and BTB domain containing 8Agene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0008150-&&-biological_process-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003674-&&-molecular_function-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein bindingG:9606:ZBTB8A ZBTB8A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB8AZBTB8A FALSE ZBTB8A
taxon:9606 171699 1902 REV1, DNA directed polymerasegene biological_process-&-1&-GO:0009411-&&-response to UV-%%-GO:0042276-&&-error-prone translesion synthesis-%%-GO:0006260-&&-DNA replication-%%-GO:0019985-&&-translesion synthesis|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003684-&&-damaged DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0017125-&&-deoxycytidyl transferase activity-%%-GO:0005515-&&-protein bindingG:9606:REV1 KEGG-&-1&-hsa03460-&&-Fanconi anemia pathwayREV1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-REV1REV1 FALSE REV1
taxon:9606 179888 1902 MAGE family member A11gene cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:MAGEA11 MAGEA11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGEA11MAGEA11 FALSE MAGEA11
taxon:9606 175793 1902 mediator complex subunit 7gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0019827-&&-stem cell population maintenance-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0016604-&&-nuclear body-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0061630-&&-ubiquitin protein ligase activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activityG:9606:MED7 MED7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED7MED7 FALSE MED7
taxon:9606 175796 1902 mediator complex subunit 17gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0030518-&&-intracellular steroid hormone receptor signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0016592-&&-mediator complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005667-&&-transcription factor complex-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003712-&&-transcription cofactor activity-%%-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0004872-&&-receptor activity-%%-GO:0046966-&&-thyroid hormone receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0030374-&&-ligand-dependent nuclear receptor transcription coactivator activG:9606:MED17 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathwayMED17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED17MED17 FALSE MED17
taxon:9606 175797 1902 mediator complex subunit 23gene biological_process-&-1&-GO:0006367-&&-transcription initiation from RNA polymerase II promoter-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005667-&&-transcription factor complex|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003713-&&-transcription coactivator activityG:9606:MED23 MED23 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED23MED23 FALSE MED23
taxon:9606 171707 1902 YTH N6-methyladenosine RNA binding protein 2gene biological_process-&-1&-GO:1903679-&&-positive regulation of cap-independent translational initiation-%%-GO:0006959-&&-humoral immune response-%%-GO:0043488-&&-regulation of mRNA stability|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000932-&&-P-body-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:1990247-&&-N6-methyladenosine-containing RNA binding-%%-GO:0005515-&&-protein bindingG:9606:YTHDF2 YTHDF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YTHDF2YTHDF2 FALSE YTHDF2
taxon:9606 171704 1902 inositol hexakisphosphate kinase 2gene biological_process-&-1&-GO:0030308-&&-negative regulation of cell growth-%%-GO:0006817-&&-phosphate ion transport-%%-GO:0060337-&&-type I interferon signaling pathway-%%-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0046854-&&-phosphatidylinositol phosphorylation|cellular_component-&-1&-GO:0045111-&&-intermediate filament cytoskeleton-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0052836-&&-inositol 5-diphosphate pentakisphosphate 5-kinase activity-%%-GO:0052839-&&-inositol diphosphate tetrakisphosphate kinase activity-%%-GO:0000828-&&-inositol hexakisphosphate kinase activity-%%-GO:0008440-&&-inositol-1,4,5-trisphosphate 3-kinase activity-%%-GO:0000829-&&-inositol heptakisphosphate kinase activity-%%-GO:0000827-&&-inositol-1,3,4,5,6-pentakisphosphate kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0000832-&&-inositol hexakisphosphate 5-kinase activity-%%-GO:0052723-&&-inG:9606:IP6K2 KEGG-&-1&-hsa04070-&&-Phosphatidylinositol signaling systemIP6K2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IP6K2IP6K2 FALSE IP6K2
taxon:9606 179897 1902 MAGE family member A2gene biological_process-&-1&-GO:0090398-&&-cellular senescence-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:1901984-&&-negative regulation of protein acetylation-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity-%%-GO:0072331-&&-signal transduction by p53 class mediator-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0033234-&&-negative regulation of protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0016605-&&-PML body|molecular_function-&-1&-GO:0042826-&&-histone deacetylase binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0070491-&&-repressing transcription factor binding-%%-GO:0005515-&&-protein bindingG:9606:MAGEA2 MAGEA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGEA2MAGEA2 FALSE MAGEA2
taxon:9606 171710 1902 MAGE family member C2gene biological_process-&-1&-GO:0044257-&&-cellular protein catabolic process-%%-GO:0051443-&&-positive regulation of ubiquitin-protein transferase activity|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein bindingG:9606:MAGEC2 MAGEC2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAGEC2MAGEC2 FALSE MAGEC2
taxon:9606 175807 1902 chromodomain Y-likegene biological_process-&-1&-GO:0016573-&&-histone acetylation-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007283-&&-spermatogenesis-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0003714-&&-transcription corepressor activity-%%-GO:0005515-&&-protein binding-%%-GO:0004402-&&-histone acetyltransferase activity-%%-GO:0035064-&&-methylated histone bindingG:9606:CDYL CDYL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDYLCDYL FALSE CDYL
taxon:9606 163516 1902 additional sex combs like 1, transcriptional regulatorgene biological_process-&-1&-GO:0032526-&&-response to retinoic acid-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0048538-&&-thymus development-%%-GO:0048872-&&-homeostasis of number of cells-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045599-&&-negative regulation of fat cell differentiation-%%-GO:0060430-&&-lung saccule development-%%-GO:0048386-&&-positive regulation of retinoic acid receptor signaling pathway-%%-GO:0048387-&&-negative regulation of retinoic acid receptor signaling pathway-%%-GO:0048539-&&-bone marrow development-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0035522-&&-monoubiquitinated histone H2A deubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030097-&&-hemopoiesis-%%-GO:0000902-&&-cell morphogenesis-%%-GO:0003007-&&-heart morphogenesis-%%-GO:0035359-&&-negative regulation of peroxisome proliferator activated receptor signaling pathway|cellular_component-&-1&-GO:0000790-&&-nG:9606:ASXL1 ASXL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ASXL1ASXL1 FALSE ASXL1
taxon:9606 179900 1902 MAF bZIP transcription factor Ggene biological_process-&-1&-GO:0030534-&&-adult behavior-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0030641-&&-regulation of cellular pH-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045604-&&-regulation of epidermal cell differentiation-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0007596-&&-blood coagulation-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003700-&&-transcription factor activity, sequence-specific DNA binding-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0043565-&&-sequence-specific DNA bindingG:9606:MAFG MAFG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAFGMAFG FALSE MAFG
taxon:9606 171715 1902 sorting nexin 9gene biological_process-&-1&-GO:0060988-&&-lipid tube assembly-%%-GO:0061024-&&-membrane organization-%%-GO:0045860-&&-positive regulation of protein kinase activity-%%-GO:0000281-&&-mitotic cytokinesis-%%-GO:0036089-&&-cleavage furrow formation-%%-GO:0032461-&&-positive regulation of protein oligomerization-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0097320-&&-plasma membrane tubulation-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051044-&&-positive regulation of membrane protein ectodomain proteolysis-%%-GO:0016197-&&-endosomal transport-%%-GO:0006897-&&-endocytosis-%%-GO:0007067-&&-mitotic nuclear division|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005802-&&-trans-Golgi network-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-G:9606:SNX9 SNX9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNX9SNX9 FALSE SNX9
taxon:9606 179905 1902 SMAD family member 7gene biological_process-&-1&-GO:0034333-&&-adherens junction assembly-%%-GO:0055010-&&-ventricular cardiac muscle tissue morphogenesis-%%-GO:0060412-&&-ventricular septum morphogenesis-%%-GO:0030514-&&-negative regulation of BMP signaling pathway-%%-GO:0017015-&&-regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0010801-&&-negative regulation of peptidyl-threonine phosphorylation-%%-GO:0031398-&&-positive regulation of protein ubiquitination-%%-GO:0050821-&&-protein stabilization-%%-GO:0022409-&&-positive regulation of cell-cell adhesion-%%-GO:0051444-&&-negative regulation of ubiquitin-protein transferase activity-%%-GO:0055117-&&-regulation of cardiac muscle contraction-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0033137-&&-negative regulation of peptidyl-serine phosphorylation-%%-GO:0031397-&&-negative regulation of protein ubiquitination-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060373-&&-regulation of ventricuG:9606:SMAD7 KEGG-&-1&-hsa04350-&&-TGF-beta signaling pathway-%%-hsa04390-&&-Hippo signaling pathwaySMAD7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAD7SMAD7 FALSE SMAD7
taxon:9606 179910 1902 SMAD family member 2gene biological_process-&-1&-GO:0035265-&&-organ growth-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:1900224-&&-positive regulation of nodal signaling pathway involved in determination of lateral mesoderm left/right asymmetry-%%-GO:0045165-&&-cell fate commitment-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0070723-&&-response to cholesterol-%%-GO:0007369-&&-gastrulation-%%-GO:0060021-&&-palate development-%%-GO:0048340-&&-paraxial mesoderm morphogenesis-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0030324-&&-lung development-%%-GO:0009749-&&-response to glucose-%%-GO:0030512-&&-negative regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0035019-&&-somatic stem cell population maintenance-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0048617-&&-embryonic foregut morphogenesis-%%-GG:9606:SMAD2 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04520-&&-Adherens junction-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04218-&&-Cellular senescence-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa05210-&&-Colorectal cancer-%%-hsa04110-&&-Cell cycle-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04144-&&-Endocytosis-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05205-&&-Proteoglycans in cancerSMAD2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAD2SMAD2 FALSE SMAD2
taxon:9606 179911 1902 SMAD family member 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:0030902-&&-hindbrain development-%%-GO:0030509-&&-BMP signaling pathway-%%-GO:0000165-&&-MAPK cascade-%%-GO:0060348-&&-bone development-%%-GO:0007183-&&-SMAD protein complex assembly-%%-GO:0060038-&&-cardiac muscle cell proliferation-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0051216-&&-cartilage development-%%-GO:0030901-&&-midbrain development-%%-GO:0006954-&&-inflammatory response-%%-GO:0009880-&&-embryonic pattern specification-%%-GO:0042592-&&-homeostatic process-%%-GO:1901522-&&-positive regulation of transcription from RNA polymerase II promoter involved in cellular response to chemical stimulus-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0061036-&&-positive regulation of cartilage development-%%-GOG:9606:SMAD1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05202-&&-Transcriptional misregulation in cancerSMAD1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAD1SMAD1 FALSE SMAD1
taxon:9606 179908 1902 SMAD family member 4gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0032909-&&-regulation of transforming growth factor beta2 production-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0007492-&&-endoderm development-%%-GO:0060412-&&-ventricular septum morphogenesis-%%-GO:0048859-&&-formation of anatomical boundary-%%-GO:1905305-&&-negative regulation of cardiac myofibril assembly-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0048663-&&-neuron fate commitment-%%-GO:0006879-&&-cellular iron ion homeostasis-%%-GO:0060956-&&-endocardial cell differentiation-%%-GO:0051098-&&-regulation of binding-%%-GO:0003148-&&-outflow tract septum morphogenesis-%%-GO:0014033-&&-neural crest cell differentiation-%%-GO:0007411-&&-axon guidance-%%-GO:0007179-&&-transforming growth factor beta receptor signaling pathway-%%-GO:2000617-&&-positive regulation of histone H3-K9 acetylation-%%-GO:0007283-&&-spermaG:9606:SMAD4 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04520-&&-Adherens junction-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05210-&&-Colorectal cancer-%%-hsa04110-&&-Cell cycle-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa05226-&&-Gastric cancer-%%-hsa05220-&&-Chronic myeloid leukemiaSMAD4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAD4SMAD4 FALSE SMAD4
taxon:9606 179909 1902 SMAD family member 3gene biological_process-&-1&-GO:0030501-&&-positive regulation of bone mineralization-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0032909-&&-regulation of transforming growth factor beta2 production-%%-GO:0007492-&&-endoderm development-%%-GO:0045216-&&-cell-cell junction organization-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0051496-&&-positive regulation of stress fiber assembly-%%-GO:0030878-&&-thyroid gland development-%%-GO:0050678-&&-regulation of epithelial cell proliferation-%%-GO:0051098-&&-regulation of binding-%%-GO:0050927-&&-positive regulation of positive chemotaxis-%%-GO:1903243-&&-negative regulation of cardiac muscle hypertrophy in response to stress-%%-GO:0035413-&&-positive regulation of catenin import into nucleus-%%-GO:0048701-&&-embryonic cranial skeleton morphogenesis-%%-GO:0010718-&&-positive regulation of epithelial to mesenchymal transition-%%-GO:0007050-&&-cell cycle arrest-%%-GO:0042G:9606:SMAD3 KEGG-&-1&-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04520-&&-Adherens junction-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04218-&&-Cellular senescence-%%-hsa04390-&&-Hippo signaling pathway-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05212-&&-Pancreatic cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04371-&&-Apelin signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa05210-&&-Colorectal cancer-%%-hsa04310-&&-Wnt signaling pathway-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04110-&&-Cell cycle-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa04350-&&-TGF-beta signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04144-&&-Endocytosis-%%-hsa04926-&&-Relaxin signaling pathway-%%-hsa05226-&&-Gastric cancer-%%-hsa05220-&&-Chronic myeloid leukemiaSMAD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SMAD3SMAD3 FALSE SMAD3
taxon:9606 175818 1902 mediator complex subunit 21gene biological_process-&-1&-GO:0019827-&&-stem cell population maintenance-%%-GO:0001824-&&-blastocyst development-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0016592-&&-mediator complex|molecular_function-&-1&-GO:0001104-&&-RNA polymerase II transcription cofactor activity-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0005515-&&-protein binding-%%-GO:0003899-&&-DNA-directed 5'-3' RNA polymerase activity-%%-GO:0061630-&&-ubiquitin protein ligase activityG:9606:MED21 MED21 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MED21MED21 FALSE MED21
taxon:9606 175819 1902 Rho GTPase activating protein 29gene biological_process-&-1&-GO:0007266-&&-Rho protein signal transduction-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0051056-&&-regulation of small GTPase mediated signal transduction|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0046872-&&-metal ion binding-%%-GO:0030165-&&-PDZ domain binding-%%-GO:0005096-&&-GTPase activator activityG:9606:ARHGAP29 ARHGAP29 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ARHGAP29ARHGAP29 FALSE ARHGAP29
taxon:9606 179912 1902 MAD2 mitotic arrest deficient-like 1 (yeast)gene biological_process-&-1&-GO:0007094-&&-mitotic spindle assembly checkpoint-%%-GO:0090267-&&-positive regulation of mitotic cell cycle spindle assembly checkpoint-%%-GO:0051301-&&-cell division-%%-GO:0007093-&&-mitotic cell cycle checkpoint-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0000070-&&-mitotic sister chromatid segregation-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0007062-&&-sister chromatid cohesion-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0051436-&&-negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:0045930-&&-negative regulation of mitotic cell cycle-%%-GO:1904667-&&-negative regulation of ubiquitin protein ligase activity-%%-GO:0031145-&G:9606:MAD2L1 KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04110-&&-Cell cycle-%%-hsa04114-&&-Oocyte meiosis-%%-hsa04914-&&-Progesterone-mediated oocyte maturationMAD2L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAD2L1MAD2L1 FALSE MAD2L1
taxon:9606 175816 1902 tight junction protein 2gene biological_process-&-1&-GO:0090559-&&-regulation of membrane permeability-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:2001205-&&-negative regulation of osteoclast development-%%-GO:0046037-&&-GMP metabolic process-%%-GO:0035329-&&-hippo signaling-%%-GO:0046710-&&-GDP metabolic process-%%-GO:0071847-&&-TNFSF11-mediated signaling pathway-%%-GO:0050892-&&-intestinal absorption|cellular_component-&-1&-GO:0030054-&&-cell junction-%%-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005912-&&-adherens junction-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0004385-&&-guanylate kinase activity-%%-GO:0005515-&&-protein binding-%%-GO:0030674-&&-protein binding, bridging-%%-GO:0045296-&&-cadherin binding-%%-GO:0008022-&&-protein C-terminus bindingG:9606:TJP2 KEGG-&-1&-hsa04530-&&-Tight junction-%%-hsa05110-&&-Vibrio cholerae infectionTJP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TJP2TJP2 FALSE TJP2
taxon:9606 175826 1902 GRB2-related adaptor protein 2gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0038095-&&-Fc-epsilon receptor signaling pathway-%%-GO:0031295-&&-T cell costimulation-%%-GO:0016477-&&-cell migration-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0045087-&&-innate immune response-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0007265-&&-Ras protein signal transduction-%%-GO:0030154-&&-cell differentiation|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005768-&&-endosome-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0004715-&&-non-membrane spanning protein tyrosine kinase activity-%%-GO:0005102-&&-receptor binding-%%-GO:0005515-&&-protein bindingG:9606:GRAP2 KEGG-&-1&-hsa04660-&&-T cell receptor signaling pathwayGRAP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-GRAP2GRAP2 FALSE GRAP2
taxon:9606 175827 1902 RecQ like helicase 4gene biological_process-&-1&-GO:1904354-&&-negative regulation of telomere capping-%%-GO:0006260-&&-DNA replication-%%-GO:0032508-&&-DNA duplex unwinding-%%-GO:0006284-&&-base-excision repair-%%-GO:0000733-&&-DNA strand renaturation-%%-GO:0007275-&&-multicellular organism development-%%-GO:0006281-&&-DNA repair-%%-GO:0061820-&&-telomeric D-loop disassembly-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0032204-&&-regulation of telomere maintenance|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0000781-&&-chromosome, telomeric region|molecular_function-&-1&-GO:0036310-&&-annealing helicase activity-%%-GO:0061821-&&-telomeric D-loop binding-%%-GO:0043140-&&-ATP-dependent 3'-5' DNA helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0032357-&&-oxidized purine DNA binding-%%-GO:0000405-&&-bubble DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0009378-&&-four-way junction helicase activity-%%-GO:000G:9606:RECQL4 RECQL4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RECQL4RECQL4 FALSE RECQL4
taxon:9606 179921 1902 epithelial cell adhesion moleculegene biological_process-&-1&-GO:0050900-&&-leukocyte migration-%%-GO:2000147-&&-positive regulation of cell motility-%%-GO:2000648-&&-positive regulation of stem cell proliferation-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0023019-&&-signal transduction involved in regulation of gene expression-%%-GO:2000048-&&-negative regulation of cell-cell adhesion mediated by cadherin-%%-GO:0001657-&&-ureteric bud development-%%-GO:0098742-&&-cell-cell adhesion via plasma-membrane adhesion molecules|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0016328-&&-lateral plasma membrane-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0016324-&&-apical plasma membrane-%%-GO:000G:9606:EPCAM EPCAM Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EPCAMEPCAM FALSE EPCAM
taxon:9606 179926 1902 LYN proto-oncogene, Src family tyrosine kinasegene biological_process-&-1&-GO:0009743-&&-response to carbohydrate-%%-GO:0070447-&&-positive regulation of oligodendrocyte progenitor proliferation-%%-GO:0002576-&&-platelet degranulation-%%-GO:0007169-&&-transmembrane receptor protein tyrosine kinase signaling pathway-%%-GO:0090025-&&-regulation of monocyte chemotaxis-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0070668-&&-positive regulation of mast cell proliferation-%%-GO:0034136-&&-negative regulation of toll-like receptor 2 signaling pathway-%%-GO:0045087-&&-innate immune response-%%-GO:0090330-&&-regulation of platelet aggregation-%%-GO:0023014-&&-signal transduction by protein phosphorylation-%%-GO:0034144-&&-negative regulation of toll-like receptor 4 signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0030889-&&-negative regulation of B cell proliferation-%%-GO:0002762-&&-negative regulation of myeloid leukocyte differentiation-%%-GO:0032868-&&-response to insulin-%%-GO:0043552-&&-positive regulation of phoG:9606:LYN KEGG-&-1&-hsa04662-&&-B cell receptor signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04611-&&-Platelet activation-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04730-&&-Long-term depression-%%-hsa04666-&&-Fc gamma R-mediated phagocytosis-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayLYN Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LYNLYN FALSE LYN
taxon:9606 175831 1902 N-myristoyltransferase 2gene biological_process-&-1&-GO:0075733-&&-intracellular transport of virus-%%-GO:0018008-&&-N-terminal peptidyl-glycine N-myristoylation-%%-GO:0022400-&&-regulation of rhodopsin mediated signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005829-&&-cytosol-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0005737-&&-cytoplasm-%%-GO:0005794-&&-Golgi apparatus|molecular_function-&-1&-GO:0004379-&&-glycylpeptide N-tetradecanoyltransferase activityG:9606:NMT2 NMT2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NMT2NMT2 FALSE NMT2
taxon:9606 179924 1902 lysozyme gene biological_process-&-1&-GO:0042742-&&-defense response to bacterium-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0001895-&&-retina homeostasis-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:0019835-&&-cytolysis-%%-GO:0019730-&&-antimicrobial humoral response-%%-GO:0006954-&&-inflammatory response|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:1904724-&&-tertiary granule lumen-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0035578-&&-azurophil granule lumen-%%-GO:0035580-&&-specific granule lumen|molecular_function-&-1&-GO:0003796-&&-lysozyme activity-%%-GO:0042802-&&-identical protein bindingG:9606:LYZ KEGG-&-1&-hsa04970-&&-Salivary secretionLYZ Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LYZLYZ FALSE LYZ
taxon:9606 179925 1902 SH2 domain containing 1Agene biological_process-&-1&-GO:0045087-&&-innate immune response-%%-GO:0006959-&&-humoral immune response-%%-GO:0006968-&&-cellular defense response-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0045954-&&-positive regulation of natural killer cell mediated cytotoxicity-%%-GO:0050776-&&-regulation of immune response-%%-GO:0002250-&&-adaptive immune response|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005515-&&-protein bindingG:9606:SH2D1A KEGG-&-1&-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05162-&&-MeaslesSH2D1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SH2D1ASH2D1A FALSE SH2D1A
taxon:9606 171733 1902 eukaryotic translation initiation factor 3 subunit Lgene biological_process-&-1&-GO:0075525-&&-viral translational termination-reinitiation-%%-GO:0006413-&&-translational initiation|cellular_component-&-1&-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0005829-&&-cytosol-%%-GO:0016020-&&-membrane-%%-GO:0001650-&&-fibrillar center-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0005515-&&-protein bindingG:9606:EIF3L EIF3L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3LEIF3L FALSE EIF3L
taxon:9606 175838 1902 embryonic ectoderm developmentgene biological_process-&-1&-GO:0006349-&&-regulation of gene expression by genetic imprinting-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0021510-&&-spinal cord development-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:2000011-&&-regulation of adaxial/abaxial pattern formation-%%-GO:0061087-&&-positive regulation of histone H3-K27 methylation-%%-GO:0016571-&&-histone methylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035098-&&-ESC/E(Z) complex-%%-GO:0001739-&&-sex chromatin-%%-GO:0045120-&&-pronucleus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0042054-&&-histone methyltransferase activity-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identicalG:9606:EED EED Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EEDEED FALSE EED
taxon:9606 179938 1902 lymphotoxin beta receptorgene biological_process-&-1&-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0006915-&&-apoptotic process-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0006955-&&-immune response-%%-GO:0007275-&&-multicellular organism development-%%-GO:0043011-&&-myeloid dendritic cell differentiation-%%-GO:0071260-&&-cellular response to mechanical stimulus-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0007165-&&-signal transduction-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0016032-&&-viral process-%%-GO:2001238-&&-positive regulation of extrinsic apoptotic signaling pathway-%%-GO:0006954-&&-inflammatory response|cellular_component-&-1&-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005886-&&-plasma membrane|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0005031-&&-tumor necrosis factor-activated receptor activity-%%-GO:0031625-&&-ubG:9606:LTBR KEGG-&-1&-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa04064-&&-NF-kappa B signaling pathwayLTBR Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LTBRLTBR FALSE LTBR
taxon:9606 175840 1902 sorting nexin 3gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:2000642-&&-negative regulation of early endosome to late endosome transport-%%-GO:0050765-&&-negative regulation of phagocytosis-%%-GO:0015031-&&-protein transport-%%-GO:0030111-&&-regulation of Wnt signaling pathway-%%-GO:0010976-&&-positive regulation of neuron projection development-%%-GO:0046597-&&-negative regulation of viral entry into host cell-%%-GO:0010324-&&-membrane invagination-%%-GO:0042177-&&-negative regulation of protein catabolic process-%%-GO:0009617-&&-response to bacterium-%%-GO:0022615-&&-protein to membrane docking-%%-GO:0051224-&&-negative regulation of protein transport-%%-GO:0016055-&&-Wnt signaling pathway-%%-GO:0070676-&&-intralumenal vesicle formation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0031901-&&-early endosome membrane-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0032009-&&-early phagosome-%%-GO:0005829-&&-cytosol-%%-GO:0030904-&&-rG:9606:SNX3 KEGG-&-1&-hsa04144-&&-EndocytosisSNX3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNX3SNX3 FALSE SNX3
taxon:9606 175841 1902 sorting nexin 4gene biological_process-&-1&-GO:0015031-&&-protein transport-%%-GO:1903595-&&-positive regulation of histamine secretion by mast cell-%%-GO:0016050-&&-vesicle organization-%%-GO:0006897-&&-endocytosis-%%-GO:0032456-&&-endocytic recycling|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0031201-&&-SNARE complex-%%-GO:0005868-&&-cytoplasmic dynein complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0031901-&&-early endosome membrane-%%-GO:0043234-&&-protein complex-%%-GO:0019898-&&-extrinsic component of membrane-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0005158-&&-insulin receptor binding-%%-GO:1990459-&&-transferrin receptor binding-%%-GO:1990460-&&-leptin receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0005154-&&-epidermal growth factor receptor binding-%%-GO:0035091-&&-phosphatidylinositol bindingG:9606:SNX4 KEGG-&-1&-hsa04144-&&-EndocytosisSNX4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SNX4SNX4 FALSE SNX4
taxon:9606 175846 1902 TNFRSF1A associated via death domaingene biological_process-&-1&-GO:1902041-&&-regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0060544-&&-regulation of necroptotic process-%%-GO:0097191-&&-extrinsic apoptotic signaling pathway-%%-GO:0071550-&&-death-inducing signaling complex assembly-%%-GO:0007165-&&-signal transduction-%%-GO:0051798-&&-positive regulation of hair follicle development-%%-GO:0097296-&&-activation of cysteine-type endopeptidase activity involved in apoptotic signaling pathway-%%-GO:0010803-&&-regulation of tumor necrosis factor-mediated signaling pathway-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:1902042-&&-negative regulation of extrinsic apoptotic signaling pathway via death domain receptors-%%-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%G:9606:TRADD KEGG-&-1&-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05170-&&-Human immunodeficiency virus 1 infection-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04210-&&-Apoptosis-%%-hsa04071-&&-Sphingolipid signaling pathway-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05152-&&-Tuberculosis-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa05163-&&-Human cytomegalovirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05160-&&-Hepatitis C-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayTRADD Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TRADDTRADD FALSE TRADD
taxon:9606 171748 1902 ubiquitin protein ligase E3 component n-recognin 5gene biological_process-&-1&-GO:0050847-&&-progesterone receptor signaling pathway-%%-GO:2000780-&&-negative regulation of double-strand break repair-%%-GO:1901315-&&-negative regulation of histone H2A K63-linked ubiquitination-%%-GO:0033160-&&-positive regulation of protein import into nucleus, translocation-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0010628-&&-positive regulation of gene expression-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0035413-&&-positive regulation of catenin import into nucleus-%%-GO:0006281-&&-DNA repair-%%-GO:0090263-&&-positive regulation of canonical Wnt signaling pathway-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0043234-&&-protein complex-%%-GO:0016020-&&-membrane-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0034450-&&-ubiquitin-ubiquitin ligase activity-%%-GO:00055G:9606:UBR5 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysisUBR5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-UBR5UBR5 FALSE UBR5
taxon:9606 175844 1902 membrane bound transcription factor peptidase, site 1gene biological_process-&-1&-GO:0042990-&&-regulation of transcription factor import into nucleus-%%-GO:0036500-&&-ATF6-mediated unfolded protein response-%%-GO:0006508-&&-proteolysis-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0008203-&&-cholesterol metabolic process-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0031293-&&-membrane protein intracellular domain proteolysis-%%-GO:0007040-&&-lysosome organization|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005795-&&-Golgi stack-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005788-&&-endoplasmic reticulum lumen-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0004222-&&-metalloendopeptidase activityG:9606:MBTPS1 KEGG-&-1&-hsa04141-&&-Protein processing in endoplasmic reticulumMBTPS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MBTPS1MBTPS1 FALSE MBTPS1
taxon:9606 179944 1902 lymphotoxin alphagene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0006915-&&-apoptotic process-%%-GO:0032729-&&-positive regulation of interferon-gamma production-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0050830-&&-defense response to Gram-positive bacterium-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0048535-&&-lymph node development-%%-GO:0007584-&&-response to nutrient-%%-GO:0007165-&&-signal transduction-%%-GO:0060252-&&-positive regulation of glial cell proliferation-%%-GO:0042493-&&-response to drug-%%-GO:0001666-&&-response to hypoxia-%%-GO:0002876-&&-positive regulation of chronic inflammatory response to antigenic stimulus-%%-GO:0006959-&&-humoral immune response-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0044130-&&-negative regulation of growth of symbiont in host-%%-GO:0002925-&&-positive regulation of humoral immune response mediated by circulating immunoglobulin|cellular_coG:9606:LTA KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04940-&&-Type I diabetes mellitus-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayLTA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LTALTA FALSE LTA
taxon:9606 179945 1902 leukotriene A4 hydrolasegene biological_process-&-1&-GO:0019370-&&-leukotriene biosynthetic process-%%-GO:0006508-&&-proteolysis-%%-GO:0006691-&&-leukotriene metabolic process-%%-GO:0043171-&&-peptide catabolic process-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005576-&&-extracellular region-%%-GO:1904724-&&-tertiary granule lumen-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0004463-&&-leukotriene-A4 hydrolase activity-%%-GO:0070006-&&-metalloaminopeptidase activity-%%-GO:0004301-&&-epoxide hydrolase activity-%%-GO:0042277-&&-peptide binding-%%-GO:0005515-&&-protein binding-%%-GO:0004177-&&-aminopeptidase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0008233-&&-peptidase activity-%%-GO:0008270-&&-zinc ion bindingG:9606:LTA4H KEGG-&-1&-hsa01100-&&-Metabolic pathways-%%-hsa00590-&&-Arachidonic acid metabolismLTA4H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LTA4HLTA4H FALSE LTA4H
taxon:9606 171762 1902 zinc finger and BTB domain containing 7Agene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0030154-&&-cell differentiation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0035035-&&-histone acetyltransferase binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0005515-&&-protein binding-%%-GO:0003677-&&-DNA bindingG:9606:ZBTB7A ZBTB7A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB7AZBTB7A FALSE ZBTB7A
taxon:9606 179955 1902 LDL receptor related protein 1gene biological_process-&-1&-GO:0032374-&&-regulation of cholesterol transport-%%-GO:0043524-&&-negative regulation of neuron apoptotic process-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0010875-&&-positive regulation of cholesterol efflux-%%-GO:0032370-&&-positive regulation of lipid transport-%%-GO:0007568-&&-aging-%%-GO:0008283-&&-cell proliferation-%%-GO:0001523-&&-retinoid metabolic process-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:0035909-&&-aorta morphogenesis-%%-GO:0010977-&&-negative regulation of neuron projection development-%%-GO:0042157-&&-lipoprotein metabolic process-%%-GO:0043277-&&-apoptotic cell clearance-%%-GO:2000587-&&-negative regulation of platelet-derived growth factor receptor-beta signaling pathway-%%-GO:0014912-&&-negative regulation of smooth muscle cell migration-%%-GO:0051222-&&-positive regulation of protein transport-%%-GO:0010715-&&-regulation of extracellular matrix disassembly-%%-GO:0030178-&&-negative regulation of Wnt signaling pathway-%%-GO:0032429-&&-regulaG:9606:LRP1 KEGG-&-1&-hsa05144-&&-Malaria-%%-hsa05010-&&-Alzheimer disease-%%-hsa04979-&&-Cholesterol metabolismLRP1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LRP1LRP1 FALSE LRP1
taxon:9606 171761 1902 fizzy and cell division cycle 20 related 1gene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0070979-&&-protein K11-linked ubiquitination-%%-GO:0051301-&&-cell division-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0031145-&&-anaphase-promoting complex-dependent catabolic process-%%-GO:0051437-&&-positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition-%%-GO:0070306-&&-lens fiber cell differentiation-%%-GO:0090344-&&-negative regulation of cell aging-%%-GO:0042787-&&-protein ubiquitination involved in ubiquitin-dependent protein catabolic process-%%-GO:0006281-&&-DNA repair-%%-GO:0040020-&&-regulation of meiotic nuclear division-%%-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0051439-&&-regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle-%%-GO:1904668-&&-positive regulation of ubiquitin protein ligase activity-%%-GO:0051436-&&-negative regulation of ubiquitin-protein G:9606:FZR1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04110-&&-Cell cycle-%%-hsa04914-&&-Progesterone-mediated oocyte maturationFZR1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FZR1FZR1 FALSE FZR1
taxon:9606 171766 1902 thioesterase superfamily member 6gene cellular_component-&-1&-GO:0005576-&&-extracellular regionG:9606:THEM6 THEM6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THEM6THEM6 FALSE THEM6
taxon:9606 179970 1902 leucyl and cystinyl aminopeptidasegene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0007165-&&-signal transduction-%%-GO:0008217-&&-regulation of blood pressure-%%-GO:0002480-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-independent-%%-GO:0061024-&&-membrane organization-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0006508-&&-proteolysis-%%-GO:0030163-&&-protein catabolic process-%%-GO:0060395-&&-SMAD protein signal transduction-%%-GO:0007565-&&-female pregnancy-%%-GO:0043171-&&-peptide catabolic process|cellular_component-&-1&-GO:0005765-&&-lysosomal membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005622-&&-intracellular-%%-GO:0016020-&&-membrane-%%-GO:0031905-&&-early endosome lumen-%%-GO:0005576-&&-extracellular region-%%-GO:0005829-&&-cytosol-%%-GO:0030659-&&-cytoplasmic vesicle membrane|molecular_function-&-1&-GO:0008237-&&-metallopeptidase activity-%%-GO:0070006-&&-metalloG:9606:LNPEP KEGG-&-1&-hsa04614-&&-Renin-angiotensin systemLNPEP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LNPEPLNPEP FALSE LNPEP
taxon:9606 175872 1902 serine and arginine rich splicing factor 9gene biological_process-&-1&-GO:0009636-&&-response to toxic substance-%%-GO:0006376-&&-mRNA splice site selection-%%-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006405-&&-RNA export from nucleus-%%-GO:0043279-&&-response to alkaloid-%%-GO:0006397-&&-mRNA processing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome-%%-GO:0006406-&&-mRNA export from nucleus|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:SRSF9 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa03040-&&-SpliceosomeSRSF9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SRSF9SRSF9 FALSE SRSF9
taxon:9606 163585 1902 family with sequence similarity 84 member Bgene cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:FAM84B FAM84B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FAM84BFAM84B FALSE FAM84B
taxon:9606 179973 1902 LIM domain 7gene biological_process-&-1&-GO:0016567-&&-protein ubiquitination-%%-GO:0030155-&&-regulation of cell adhesion-%%-GO:0000209-&&-protein polyubiquitination-%%-GO:0023051-&&-regulation of signaling|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005925-&&-focal adhesion-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004842-&&-ubiquitin-protein transferase activityG:9606:LMO7 KEGG-&-1&-hsa04520-&&-Adherens junctionLMO7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LMO7LMO7 FALSE LMO7
taxon:9606 179978 1902 lamin A/C gene biological_process-&-1&-GO:0007084-&&-mitotic nuclear envelope reassembly-%%-GO:0071456-&&-cellular response to hypoxia-%%-GO:0090201-&&-negative regulation of release of cytochrome c from mitochondria-%%-GO:0035105-&&-sterol regulatory element binding protein import into nucleus-%%-GO:0030951-&&-establishment or maintenance of microtubule cytoskeleton polarity-%%-GO:0034504-&&-protein localization to nucleus-%%-GO:2001237-&&-negative regulation of extrinsic apoptotic signaling pathway-%%-GO:0036498-&&-IRE1-mediated unfolded protein response-%%-GO:0055015-&&-ventricular cardiac muscle cell development-%%-GO:0030334-&&-regulation of cell migration-%%-GO:0090343-&&-positive regulation of cell aging-%%-GO:1900180-&&-regulation of protein localization to nucleus-%%-GO:0007077-&&-mitotic nuclear envelope disassembly-%%-GO:0072201-&&-negative regulation of mesenchymal cell proliferation|cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0031012-&&-extracellular matrix-%%-GO:0005635-&&-nuclear envelope-%%-G:9606:LMNA KEGG-&-1&-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04210-&&-ApoptosisLMNA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LMNALMNA FALSE LMNA
taxon:9606 175880 1902 vesicle associated membrane protein 8gene biological_process-&-1&-GO:0061024-&&-membrane organization-%%-GO:0006892-&&-post-Golgi vesicle-mediated transport-%%-GO:0015031-&&-protein transport-%%-GO:0016240-&&-autophagosome docking-%%-GO:0043308-&&-eosinophil degranulation-%%-GO:0065009-&&-regulation of molecular function-%%-GO:1903531-&&-negative regulation of secretion by cell-%%-GO:0043312-&&-neutrophil degranulation-%%-GO:1903595-&&-positive regulation of histamine secretion by mast cell-%%-GO:0002479-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent-%%-GO:0006906-&&-vesicle fusion-%%-GO:0070254-&&-mucus secretion-%%-GO:1903076-&&-regulation of protein localization to plasma membrane-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0097352-&&-autophagosome maturation|cellular_component-&-1&-GO:0031901-&&-early endosome membrane-%%-GO:0005765-&&-lysosomal membrane-%%-GO:0035579-&&-specific granule membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0031902-&&-late endosome membrane-%%-GO:0070062-&&-extrG:9606:VAMP8 KEGG-&-1&-hsa04140-&&-Autophagy - animal-%%-hsa04130-&&-SNARE interactions in vesicular transport-%%-hsa04611-&&-Platelet activationVAMP8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VAMP8VAMP8 FALSE VAMP8
taxon:9606 179977 1902 lamin B1 gene cellular_component-&-1&-GO:0031965-&&-nuclear membrane-%%-GO:0005637-&&-nuclear inner membrane-%%-GO:0005638-&&-lamin filament-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016363-&&-nuclear matrix-%%-GO:0016020-&&-membrane-%%-GO:0005635-&&-nuclear envelope|molecular_function-&-1&-GO:0043274-&&-phospholipase binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0005515-&&-protein bindingG:9606:LMNB1 KEGG-&-1&-hsa04210-&&-ApoptosisLMNB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LMNB1LMNB1 FALSE LMNB1
taxon:9606 175884 1902 eukaryotic translation initiation factor 3 subunit Igene biological_process-&-1&-GO:0006413-&&-translational initiation|cellular_component-&-1&-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0005829-&&-cytosol-%%-GO:0071541-&&-eukaryotic translation initiation factor 3 complex, eIF3m-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0003743-&&-translation initiation factor activity-%%-GO:0005515-&&-protein bindingG:9606:EIF3I KEGG-&-1&-hsa03013-&&-RNA transportEIF3I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3IEIF3I FALSE EIF3I
taxon:9606 175890 1902 eukaryotic translation initiation factor 3 subunit Bgene biological_process-&-1&-GO:0006446-&&-regulation of translational initiation-%%-GO:0075525-&&-viral translational termination-reinitiation-%%-GO:0006413-&&-translational initiation-%%-GO:0075522-&&-IRES-dependent viral translational initiation|cellular_component-&-1&-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0005829-&&-cytosol-%%-GO:0071541-&&-eukaryotic translation initiation factor 3 complex, eIF3m-%%-GO:0070062-&&-extracellular exosome|molecular_function-&-1&-GO:0032947-&&-protein complex scaffold-%%-GO:0003723-&&-RNA binding-%%-GO:0031369-&&-translation initiation factor binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0005515-&&-protein binding-%%-GO:0000166-&&-nucleotide bindingG:9606:EIF3B KEGG-&-1&-hsa03013-&&-RNA transportEIF3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3BEIF3B FALSE EIF3B
taxon:9606 175891 1902 eukaryotic translation initiation factor 3 subunit Agene biological_process-&-1&-GO:0075525-&&-viral translational termination-reinitiation-%%-GO:0006413-&&-translational initiation-%%-GO:0070373-&&-negative regulation of ERK1 and ERK2 cascade-%%-GO:0075522-&&-IRES-dependent viral translational initiation-%%-GO:0002188-&&-translation reinitiation-%%-GO:0001732-&&-formation of cytoplasmic translation initiation complex|cellular_component-&-1&-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0071541-&&-eukaryotic translation initiation factor 3 complex, eIF3m-%%-GO:0005874-&&-microtubule-%%-GO:0043614-&&-multi-eIF complex-%%-GO:0071540-&&-eukaryotic translation initiation factor 3 complex, eIF3e-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0003743-&&-translation initiation factor activity-%%-GO:0003729-&&-mRNA binding-%%-GO:0005198-&&-structural molecule activity-%%-GO:0005515-&&-protein binding-%%-GO:0030971-&&-receptor tyrosine kinasG:9606:EIF3A KEGG-&-1&-hsa03013-&&-RNA transportEIF3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3AEIF3A FALSE EIF3A
taxon:9606 175888 1902 eukaryotic translation initiation factor 3 subunit Dgene biological_process-&-1&-GO:0045727-&&-positive regulation of translation-%%-GO:0002191-&&-cap-dependent translational initiation-%%-GO:0075525-&&-viral translational termination-reinitiation-%%-GO:1902416-&&-positive regulation of mRNA binding-%%-GO:0006413-&&-translational initiation-%%-GO:0075522-&&-IRES-dependent viral translational initiation-%%-GO:0001732-&&-formation of cytoplasmic translation initiation complex|cellular_component-&-1&-GO:0005852-&&-eukaryotic translation initiation factor 3 complex-%%-GO:0005829-&&-cytosol-%%-GO:0071541-&&-eukaryotic translation initiation factor 3 complex, eIF3m-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0098808-&&-mRNA cap binding-%%-GO:0003723-&&-RNA binding-%%-GO:0003743-&&-translation initiation factor activity-%%-GO:0005515-&&-protein bindingG:9606:EIF3D KEGG-&-1&-hsa03013-&&-RNA transportEIF3D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF3DEIF3D FALSE EIF3D
taxon:9606 163606 1902 anterior gradient 3, protein disulphide isomerase family membergene biological_process-&-1&-GO:0030154-&&-cell differentiation-%%-GO:0060548-&&-negative regulation of cell death-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005575-&&-cellular_component-%%-GO:0005783-&&-endoplasmic reticulum|molecular_function-&-1&-GO:0002162-&&-dystroglycan binding-%%-GO:0005515-&&-protein bindingG:9606:AGR3 AGR3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGR3AGR3 FALSE AGR3
taxon:9606 167702 1902 KIAA0319 likegene cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031410-&&-cytoplasmic vesicle|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:KIAA0319L KIAA0319L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KIAA0319LKIAA0319L FALSE KIAA0319L
taxon:9606 175892 1902 insulin receptor substrate 2gene biological_process-&-1&-GO:0071333-&&-cellular response to glucose stimulus-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0036092-&&-phosphatidylinositol-3-phosphate biosynthetic process-%%-GO:0030879-&&-mammary gland development-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0007411-&&-axon guidance-%%-GO:0032869-&&-cellular response to insulin stimulus-%%-GO:0006006-&&-glucose metabolic process-%%-GO:0032024-&&-positive regulation of insulin secretion-%%-GO:0046326-&&-positive regulation of glucose import-%%-GO:0045725-&&-positive regulation of glycogen biosynthetic process-%%-GO:0008283-&&-cell proliferation-%%-GO:0014066-&&-regulation of phosphatidylinositol 3-kinase signaling-%%-GO:0019216-&&-regulation of lipid metabolic process-%%-GO:0046854-&&-phosphatidylinositol phosphorylation-%%-GO:0009749-&&-response to glucose-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0032000-&&-positive regulation of fatty acid beta-oxidation-%%-GO:0055088-&&-lipid homeostasis-G:9606:IRS2 KEGG-&-1&-hsa04022-&&-cGMP-PKG signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa04152-&&-AMPK signaling pathway-%%-hsa04931-&&-Insulin resistance-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa04923-&&-Regulation of lipolysis in adipocytes-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa04140-&&-Autophagy - animal-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04930-&&-Type II diabetes mellitusIRS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IRS2IRS2 FALSE IRS2
taxon:9606 175898 1902 suppressor of cytokine signaling 1gene biological_process-&-1&-GO:0071230-&&-cellular response to amino acid stimulus-%%-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0010534-&&-regulation of activation of JAK2 kinase activity-%%-GO:0050707-&&-regulation of cytokine secretion-%%-GO:0001932-&&-regulation of protein phosphorylation-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0042512-&&-negative regulation of tyrosine phosphorylation of Stat1 protein-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0040008-&&-regulation of growth-%%-GO:0042518-&&-negative regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0007259-&&-JAK-STAT cascade|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0031410-&&-cytoplasmic vesicle-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cG:9606:SOCS1 KEGG-&-1&-hsa05145-&&-Toxoplasmosis-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa05206-&&-MicroRNAs in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04930-&&-Type II diabetes mellitus-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa04630-&&-JAK-STAT signaling pathwaySOCS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SOCS1SOCS1 FALSE SOCS1
taxon:9606 179994 1902 DNA ligase 3 gene biological_process-&-1&-GO:0006302-&&-double-strand break repair-%%-GO:0000724-&&-double-strand break repair via homologous recombination-%%-GO:0006288-&&-base-excision repair, DNA ligation-%%-GO:0051301-&&-cell division-%%-GO:0071897-&&-DNA biosynthetic process-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair-%%-GO:0007049-&&-cell cycle-%%-GO:0006273-&&-lagging strand elongation-%%-GO:0006297-&&-nucleotide-excision repair, DNA gap filling-%%-GO:0090298-&&-negative regulation of mitochondrial DNA replication-%%-GO:0033151-&&-V(D)J recombination|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0003909-&&-DNA ligase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0003910-&&-DNA ligase (ATP) activityG:9606:LIG3 KEGG-&-1&-hsa03410-&&-Base excision repairLIG3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-LIG3LIG3 FALSE LIG3
taxon:9606 175899 1902 NUMB, endocytic adaptor proteingene biological_process-&-1&-GO:0050769-&&-positive regulation of neurogenesis-%%-GO:1903077-&&-negative regulation of protein localization to plasma membrane-%%-GO:0021670-&&-lateral ventricle development-%%-GO:0034332-&&-adherens junction organization-%%-GO:0045746-&&-negative regulation of Notch signaling pathway-%%-GO:0007409-&&-axonogenesis-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0030862-&&-positive regulation of polarized epithelial cell differentiation-%%-GO:0060487-&&-lung epithelial cell differentiation-%%-GO:0021849-&&-neuroblast division in subventricular zone|cellular_component-&-1&-GO:0019897-&&-extrinsic component of plasma membrane-%%-GO:0016323-&&-basolateral plasma membrane-%%-GO:0030136-&&-clathrin-coated vesicle-%%-GO:0005886-&&-plasma membrane-%%-GO:0005634-&&-nucleus-%%-GO:0045177-&&-apical part of cell-%%-GO:0005769-&&-early endosome-%%-GO:0005925-&&-focal adhesion|molecular_function-&-1&-GO:0045294-&&-alpha-catenin binding-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&G:9606:NUMB KEGG-&-1&-hsa04330-&&-Notch signaling pathwayNUMB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NUMBNUMB FALSE NUMB
taxon:9606 167711 1902 transcription elongation factor A like 4gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleusG:9606:TCEAL4 TCEAL4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TCEAL4TCEAL4 FALSE TCEAL4
taxon:9606 175901 1902 nuclear receptor coactivator 1gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0060713-&&-labyrinthine layer morphogenesis-%%-GO:0021766-&&-hippocampus development-%%-GO:0021549-&&-cerebellum development-%%-GO:0044849-&&-estrous cycle-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0007595-&&-lactation-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0000435-&&-positive regulation of transcription from RNA polymerase II promoter by galactose-%%-GO:0045925-&&-positive regulation of female receptivity-%%-GO:0032870-&&-cellular response to hormone stimulus-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030522-&&-intracellular receptor signaling pathway-%%-GO:0032570-&&-response to progesterone-%%-GO:0002155-&&-regulation of thyroid hormone mediated signaling pathway-%%-GO:0045666-&&-positive reguG:9606:NCOA1 KEGG-&-1&-hsa04919-&&-Thyroid hormone signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04915-&&-Estrogen signaling pathway-%%-hsa05224-&&-Breast cancerNCOA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NCOA1NCOA1 FALSE NCOA1
taxon:9606 180006 1902 inhibitor of growth family member 1gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0010941-&&-regulation of cell death-%%-GO:0030308-&&-negative regulation of cell growth-%%-GO:0007049-&&-cell cycle|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone bindingG:9606:ING1 ING1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ING1ING1 FALSE ING1
taxon:9606 180005 1902 inhibitor of growth family member 2gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:2000772-&&-regulation of cellular senescence-%%-GO:0007286-&&-spermatid development-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0007141-&&-male meiosis I-%%-GO:0007165-&&-signal transduction-%%-GO:0030511-&&-positive regulation of transforming growth factor beta receptor signaling pathway-%%-GO:0048133-&&-male germ-line stem cell asymmetric division-%%-GO:2001020-&&-regulation of response to DNA damage stimulus-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0040008-&&-regulation of growth-%%-GO:0007283-&&-spermatogenesis-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0031065-&&-positive regulation of histone deacetylation-%%-GO:0072520-&&-seminiferous tubule development-%%-GO:0030317-&&-flagellated sperm motility-%%-GO:0006351-&&-transcription,G:9606:ING2 ING2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ING2ING2 FALSE ING2
taxon:9606 180015 1902 interleukin enhancer binding factor 3gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0017148-&&-negative regulation of translation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0051607-&&-defense response to virus-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0016020-&&-membrane-%%-GO:0005739-&&-mitochondrion-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:ILF3 ILF3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ILF3ILF3 FALSE ILF3
taxon:9606 175920 1902 tumor protein p63gene biological_process-&-1&-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0031571-&&-mitotic G1 DNA damage checkpoint-%%-GO:0010332-&&-response to gamma radiation-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006338-&&-chromatin remodeling-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0042771-&&-intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator-%%-GO:0060529-&&-squamous basal epithelial stem cell differentiation involved in prostate gland acinus development-%%-GO:0030216-&&-keratinocyte differentiation-%%-GO:0030859-&&-polarized epithelial cell differentiation-%%-GO:0031069-&&-hair follicle morphogenesis-%%-GO:0051289-&&-protein homotetramerization-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0048807-&&-female genitalia morphogenesis-%%-GO:0060513-&&-prostatic bud formation-%%-GO:0007283-&&-spermatogenesis-%%-GO:2000381-&&-negative regulation of mesoderm developmG:9606:TP63 KEGG-&-1&-hsa05206-&&-MicroRNAs in cancerTP63 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TP63TP63 FALSE TP63
taxon:9606 163632 1902 vitamin K epoxide reductase complex subunit 1 like 1gene biological_process-&-1&-GO:0017187-&&-peptidyl-glutamic acid carboxylation-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:0042373-&&-vitamin K metabolic process-%%-GO:0055114-&&-oxidation-reduction process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0047057-&&-vitamin-K-epoxide reductase (warfarin-sensitive) activity-%%-GO:0048038-&&-quinone bindingG:9606:VKORC1L1 KEGG-&-1&-hsa00130-&&-Ubiquinone and other terpenoid-quinone biosynthesis-%%-hsa01100-&&-Metabolic pathwaysVKORC1L1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VKORC1L1VKORC1L1 FALSE VKORC1L1
taxon:9606 180016 1902 interleukin enhancer binding factor 2gene biological_process-&-1&-GO:0043312-&&-neutrophil degranulation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:1904724-&&-tertiary granule lumen-%%-GO:0030529-&&-intracellular ribonucleoprotein complex-%%-GO:1904813-&&-ficolin-1-rich granule lumen-%%-GO:0005730-&&-nucleolus-%%-GO:0035580-&&-specific granule lumen-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003723-&&-RNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA binding-%%-GO:0016740-&&-transferase activity-%%-GO:0003725-&&-double-stranded RNA binding-%%-GO:0005515-&&-protein bindingG:9606:ILF2 ILF2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ILF2ILF2 FALSE ILF2
taxon:9606 180017 1902 forkhead box K2gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0016579-&&-protein deubiquitination-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0000287-&&-magnesium ion binding-%%-GO:0043565-&&-sequence-specific DNA binding-%%-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:FOXK2 FOXK2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FOXK2FOXK2 FALSE FOXK2
taxon:9606 180026 1902 interleukin 13gene biological_process-&-1&-GO:0007267-&&-cell-cell signaling-%%-GO:0035094-&&-response to nicotine-%%-GO:0048661-&&-positive regulation of smooth muscle cell proliferation-%%-GO:1903660-&&-negative regulation of complement-dependent cytotoxicity-%%-GO:0030890-&&-positive regulation of B cell proliferation-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0050714-&&-positive regulation of protein secretion-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0051281-&&-positive regulation of release of sequestered calcium ion into cytosol-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0033861-&&-negative regulation of NAD(P)H oxidase activity-%%-GO:0043306-&&-positive regulation of mast cell degranulation-%%-GO:0043032-&&-positive regulation of macrophage activation-%%-GO:1901247-&&-negative regulation of lung ciliated cell differentiation-%%-GO:0001774-&&-microglial cell activation-%%-GO:0007165-&&-signal transduction-%%-GO:0045471-&&-response to ethanol-%%-GO:0032723-&&-positive rG:9606:IL13 KEGG-&-1&-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05162-&&-Measles-%%-hsa05200-&&-Pathways in cancer-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05310-&&-Asthma-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa04664-&&-Fc epsilon RI signaling pathway-%%-hsa04630-&&-JAK-STAT signaling pathwayIL13 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL13IL13 FALSE IL13
taxon:9606 167739 1902 microtubule associated protein 9gene biological_process-&-1&-GO:0000910-&&-cytokinesis-%%-GO:0007088-&&-regulation of mitotic nuclear division-%%-GO:0090307-&&-mitotic spindle assembly|cellular_component-&-1&-GO:0000235-&&-astral microtubule-%%-GO:1990023-&&-mitotic spindle midzoneG:9606:MAP9 MAP9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAP9MAP9 FALSE MAP9
taxon:9606 175928 1902 USO1 vesicle transport factorgene biological_process-&-1&-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0007030-&&-Golgi organization-%%-GO:0048211-&&-Golgi vesicle docking-%%-GO:0061025-&&-membrane fusion-%%-GO:0045056-&&-transcytosis-%%-GO:0048208-&&-COPII vesicle coating-%%-GO:0006886-&&-intracellular protein transport-%%-GO:0048280-&&-vesicle fusion with Golgi apparatus|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0012507-&&-ER to Golgi transport vesicle membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0001650-&&-fibrillar center-%%-GO:0016020-&&-membrane-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0030133-&&-transport vesicle-%%-GO:0005829-&&-cytosol-%%-GO:0005795-&&-Golgi stack|molecular_function-&-1&-GO:0008565-&&-protein transporter activity-%%-GO:0005515-&&-protein binding-%%-GO:0045296-&&-cadherin binding-%%-GO:0003723-&&-RNA bindingG:9606:USO1 USO1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USO1USO1 FALSE USO1
taxon:9606 180024 1902 interleukin 13 receptor subunit alpha 2gene biological_process-&-1&-GO:0002638-&&-negative regulation of immunoglobulin production-%%-GO:0016064-&&-immunoglobulin mediated immune response-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0043305-&&-negative regulation of mast cell degranulation|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0016021-&&-integral component of membrane-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0004896-&&-cytokine receptor activity-%%-GO:0004871-&&-signal transducer activityG:9606:IL13RA2 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04630-&&-JAK-STAT signaling pathwayIL13RA2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL13RA2IL13RA2 FALSE IL13RA2
taxon:9606 175935 1902 RuvB like AAA ATPase 1gene biological_process-&-1&-GO:0032508-&&-DNA duplex unwinding-%%-GO:0043968-&&-histone H2A acetylation-%%-GO:0051301-&&-cell division-%%-GO:1903146-&&-regulation of mitophagy-%%-GO:0006310-&&-DNA recombination-%%-GO:0043967-&&-histone H4 acetylation-%%-GO:0040008-&&-regulation of growth-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0006357-&&-regulation of transcription from RNA polymerase II promoter-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0007283-&&-spermatogenesis-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0006281-&&-DNA repair-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016579-&&-protein deubiquitination-%%-GO:1904874-&&-positive regulation of telomerase RNA localization to Cajal body-%%-GO:1903955-&&-positive regulation of protein targeting to mitochondrion|cellular_component-&-1&-GO:0097255-&&-R2TP complex-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035267-&&-NuA4 histone acetyltransferase complex-%%-GO:0005634-&&-nucleus-%%-GO:00G:9606:RUVBL1 KEGG-&-1&-hsa04310-&&-Wnt signaling pathwayRUVBL1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RUVBL1RUVBL1 FALSE RUVBL1
taxon:9606 167746 1902 rabaptin, RAB GTPase binding effector protein 2gene biological_process-&-1&-GO:0006897-&&-endocytosis-%%-GO:0015031-&&-protein transport-%%-GO:0043547-&&-positive regulation of GTPase activity|cellular_component-&-1&-GO:0005769-&&-early endosome-%%-GO:0005829-&&-cytosol-%%-GO:0043231-&&-intracellular membrane-bounded organelle|molecular_function-&-1&-GO:0008083-&&-growth factor activity-%%-GO:0005096-&&-GTPase activator activityG:9606:RABEP2 RABEP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RABEP2RABEP2 FALSE RABEP2
taxon:9606 175939 1902 NOP14 nucleolar proteingene biological_process-&-1&-GO:0000472-&&-endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0006364-&&-rRNA processing-%%-GO:0030490-&&-maturation of SSU-rRNA-%%-GO:0000480-&&-endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0000447-&&-endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0000462-&&-maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)-%%-GO:0042274-&&-ribosomal small subunit biogenesis|cellular_component-&-1&-GO:0030692-&&-Noc4p-Nop14p complex-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0030686-&&-90S preribosome-%%-GO:0005634-&&-nucleus-%%-GO:0032040-&&-small-subunit processome-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%-GO:0003723-&&-RNA binding-%%-GO:0030515-&&-snoG:9606:NOP14 NOP14 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOP14NOP14 FALSE NOP14
taxon:9606 163651 1902 membrane bound O-acyltransferase domain containing 1gene biological_process-&-1&-GO:0036150-&&-phosphatidylserine acyl-chain remodeling-%%-GO:0036152-&&-phosphatidylethanolamine acyl-chain remodeling-%%-GO:0008654-&&-phospholipid biosynthetic process|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0047144-&&-2-acylglycerol-3-phosphate O-acyltransferase activity-%%-GO:0003841-&&-1-acylglycerol-3-phosphate O-acyltransferase activityG:9606:MBOAT1 KEGG-&-1&-hsa00561-&&-Glycerolipid metabolism-%%-hsa00564-&&-Glycerophospholipid metabolism-%%-hsa01100-&&-Metabolic pathwaysMBOAT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MBOAT1MBOAT1 FALSE MBOAT1
taxon:9606 167751 1902 cleavage and polyadenylation specific factor 7gene biological_process-&-1&-GO:0031124-&&-mRNA 3'-end processing-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0051262-&&-protein tetramerization-%%-GO:0000398-&&-mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005849-&&-mRNA cleavage factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane|molecular_function-&-1&-GO:0000166-&&-nucleotide binding-%%-GO:0003723-&&-RNA binding-%%-GO:0005515-&&-protein bindingG:9606:CPSF7 KEGG-&-1&-hsa03015-&&-mRNA surveillance pathwayCPSF7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CPSF7CPSF7 FALSE CPSF7
taxon:9606 163653 1902 solute carrier family 2 member 12gene biological_process-&-1&-GO:0015992-&&-proton transport-%%-GO:0046323-&&-glucose import-%%-GO:0035428-&&-hexose transmembrane transport-%%-GO:1904659-&&-glucose transmembrane transport|cellular_component-&-1&-GO:0016021-&&-integral component of membrane-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005886-&&-plasma membrane-%%-GO:0012505-&&-endomembrane system|molecular_function-&-1&-GO:0055056-&&-D-glucose transmembrane transporter activity-%%-GO:0005351-&&-sugar:proton symporter activity-%%-GO:0005355-&&-glucose transmembrane transporter activityG:9606:SLC2A12 SLC2A12 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SLC2A12SLC2A12 FALSE SLC2A12
taxon:9606 175941 1902 tumor necrosis factor superfamily member 11gene biological_process-&-1&-GO:1902533-&&-positive regulation of intracellular signal transduction-%%-GO:0071812-&&-positive regulation of fever generation by positive regulation of prostaglandin secretion-%%-GO:0033209-&&-tumor necrosis factor-mediated signaling pathway-%%-GO:0006955-&&-immune response-%%-GO:0055074-&&-calcium ion homeostasis-%%-GO:0030316-&&-osteoclast differentiation-%%-GO:0045780-&&-positive regulation of bone resorption-%%-GO:0060749-&&-mammary gland alveolus development-%%-GO:0002158-&&-osteoclast proliferation-%%-GO:0051260-&&-protein homooligomerization-%%-GO:0033598-&&-mammary gland epithelial cell proliferation-%%-GO:0045672-&&-positive regulation of osteoclast differentiation-%%-GO:0002548-&&-monocyte chemotaxis-%%-GO:0051466-&&-positive regulation of corticotropin-releasing hormone secretion-%%-GO:0050870-&&-positive regulation of T cell activation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:00G:9606:TNFSF11 KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04928-&&-Parathyroid hormone synthesis, secretion and action-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05224-&&-Breast cancer-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathwayTNFSF11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TNFSF11TNFSF11 FALSE TNFSF11
taxon:9606 180041 1902 C-X-C motif chemokine ligand 8gene biological_process-&-1&-GO:0050930-&&-induction of positive chemotaxis-%%-GO:0042119-&&-neutrophil activation-%%-GO:0035556-&&-intracellular signal transduction-%%-GO:0045766-&&-positive regulation of angiogenesis-%%-GO:0006928-&&-movement of cell or subcellular component-%%-GO:0007165-&&-signal transduction-%%-GO:0034976-&&-response to endoplasmic reticulum stress-%%-GO:0001525-&&-angiogenesis-%%-GO:0071347-&&-cellular response to interleukin-1-%%-GO:0090023-&&-positive regulation of neutrophil chemotaxis-%%-GO:0071222-&&-cellular response to lipopolysaccharide-%%-GO:0031623-&&-receptor internalization-%%-GO:0006935-&&-chemotaxis-%%-GO:0036499-&&-PERK-mediated unfolded protein response-%%-GO:0019722-&&-calcium-mediated signaling-%%-GO:0006955-&&-immune response-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0002237-&&-response to molecule of bacterial origin-%%-GO:0045091-&&-regulation of single stranded viral RNA replication via double stranded DNA intermediate-%%-GO:0070098-&&-chemokine-G:9606:CXCL8 KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04218-&&-Cellular senescence-%%-hsa05144-&&-Malaria-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa05131-&&-Shigellosis-%%-hsa05133-&&-Pertussis-%%-hsa05164-&&-Influenza A-%%-hsa05134-&&-Legionellosis-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa05219-&&-Bladder cancer-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04072-&&-Phospholipase D signaling pathway-%%-hsa05161-&&-Hepatitis B-%%-hsa04620-&&-Toll-like receptor signalinCXCL8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CXCL8CXCL8 FALSE CXCL8
taxon:9606 155470 1902 POU class 5 homeobox 1 pseudogene 4gene G:9606:POU5F1P4 POU5F1P4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-POU5F1P4POU5F1P4 FALSE POU5F1P4
taxon:9606 180045 1902 interleukin 6 signal transducergene biological_process-&-1&-GO:0045669-&&-positive regulation of osteoblast differentiation-%%-GO:0038165-&&-oncostatin-M-mediated signaling pathway-%%-GO:0002821-&&-positive regulation of adaptive immune response-%%-GO:0038154-&&-interleukin-11-mediated signaling pathway-%%-GO:0005977-&&-glycogen metabolic process-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0048711-&&-positive regulation of astrocyte differentiation-%%-GO:0008593-&&-regulation of Notch signaling pathway-%%-GO:0042102-&&-positive regulation of T cell proliferation-%%-GO:0042511-&&-positive regulation of tyrosine phosphorylation of Stat1 protein-%%-GO:0048861-&&-leukemia inhibitory factor signaling pathway-%%-GO:0010613-&&-positive regulation of cardiac muscle hypertrophy-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0019221-&&-cytokine-mediated signaling pathway-%%-GO:0042517-&&-positive regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0016032-&&-viral process-%%-GO:0002675-&&-positive regulatioG:9606:IL6ST KEGG-&-1&-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04630-&&-JAK-STAT signaling pathwayIL6ST Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL6STIL6ST FALSE IL6ST
taxon:9606 175958 1902 protein activator of interferon induced protein kinase EIF2AK2gene biological_process-&-1&-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0030422-&&-production of siRNA involved in RNA interference-%%-GO:0009615-&&-response to virus-%%-GO:0048705-&&-skeletal system morphogenesis-%%-GO:0034599-&&-cellular response to oxidative stress-%%-GO:2001244-&&-positive regulation of intrinsic apoptotic signaling pathway-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0006955-&&-immune response-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0042474-&&-middle ear morphogenesis-%%-GO:0031054-&&-pre-miRNA processing-%%-GO:0042473-&&-outer ear morphogenesis-%%-GO:0035196-&&-production of miRNAs involved in gene silencing by miRNA|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0042803-&&-protein homodimeG:9606:PRKRA PRKRA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PRKRAPRKRA FALSE PRKRA
taxon:9606 175962 1902 KH-type splicing regulatory proteingene biological_process-&-1&-GO:0051028-&&-mRNA transport-%%-GO:0071345-&&-cellular response to cytokine stimulus-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006397-&&-mRNA processing-%%-GO:0061158-&&-3'-UTR-mediated mRNA destabilization-%%-GO:2000628-&&-regulation of miRNA metabolic process-%%-GO:0000375-&&-RNA splicing, via transesterification reactions-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0045019-&&-negative regulation of nitric oxide biosynthetic process-%%-GO:0006402-&&-mRNA catabolic process-%%-GO:0043488-&&-regulation of mRNA stability-%%-GO:0008380-&&-RNA splicing-%%-GO:0061014-&&-positive regulation of mRNA catabolic process|cellular_component-&-1&-GO:0000178-&&-exosome (RNase complex)-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosol-%%-GO:0010494-&&-cytoplasmic stress granule|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0035925-&&-mRNA 3'-UTR AU-rich region binding-%%-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:KHSRP KHSRP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KHSRPKHSRP FALSE KHSRP
taxon:9606 167768 1902 PDZ domain containing 3gene biological_process-&-1&-GO:0019934-&&-cGMP-mediated signaling-%%-GO:0009636-&&-response to toxic substance-%%-GO:0006833-&&-water transport-%%-GO:0031283-&&-negative regulation of guanylate cyclase activity-%%-GO:0006811-&&-ion transport-%%-GO:0007168-&&-receptor guanylyl cyclase signaling pathway-%%-GO:0030827-&&-negative regulation of cGMP biosynthetic process|cellular_component-&-1&-GO:0005903-&&-brush border-%%-GO:0005829-&&-cytosol-%%-GO:0045177-&&-apical part of cell-%%-GO:0035003-&&-subapical complex|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0008200-&&-ion channel inhibitor activity-%%-GO:0030251-&&-guanylate cyclase inhibitor activity-%%-GO:0005515-&&-protein bindingG:9606:PDZD3 PDZD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PDZD3PDZD3 FALSE PDZD3
taxon:9606 180063 1902 inhibitor of nuclear factor kappa B kinase subunit betagene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:1903347-&&-negative regulation of bicellular tight junction assembly-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0007252-&&-I-kappaB phosphorylation-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0042325-&&-regulation of phosphorylation-%%-GO:0030866-&&-cortical actin cytoskeleton organization-%%-GO:0042501-&&-serine phosphorylation of STAT protein-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006954-&&-inflammatory response-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0002479-G:9606:IKBKB KEGG-&-1&-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa05220-&&-Chronic myeloid leukemia-%%-hsa01523-&&-Antifolate resistance-%%-hsa05120-&&-Epithelial cell signaling in Helicobacter pylori infection-%%-hsa04210-&&-Apoptosis-%%-hsa05212-&&-Pancreatic cancer-%%-hsa05169-&&-Epstein-Barr virus infection-%%-hsa05161-&&-Hepatitis B-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04621-&&-NOD-like receptor signaling pathway-%%-hsa04930-&&-Type II diaIKBKB Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IKBKBIKBKB FALSE IKBKB
taxon:9606 175967 1902 tyrosyl-tRNA synthetasegene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0006418-&&-tRNA aminoacylation for protein translation-%%-GO:0007165-&&-signal transduction-%%-GO:0006437-&&-tyrosyl-tRNA aminoacylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0017101-&&-aminoacyl-tRNA synthetase multienzyme complex-%%-GO:0005615-&&-extracellular space-%%-GO:0016604-&&-nuclear body-%%-GO:0017102-&&-methionyl glutamyl tRNA synthetase complex-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0000049-&&-tRNA binding-%%-GO:0005153-&&-interleukin-8 receptor binding-%%-GO:0005515-&&-protein binding-%%-GO:0004831-&&-tyrosine-tRNA ligase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0004871-&&-signal transducer activityG:9606:YARS KEGG-&-1&-hsa00970-&&-Aminoacyl-tRNA biosynthesisYARS Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YARSYARS FALSE YARS
taxon:9606 167775 1902 zinc finger and BTB domain containing 3gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion bindingG:9606:ZBTB3 ZBTB3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZBTB3ZBTB3 FALSE ZBTB3
taxon:9606 180061 1902 interleukin 1 betagene biological_process-&-1&-GO:0001934-&&-positive regulation of protein phosphorylation-%%-GO:0007267-&&-cell-cell signaling-%%-GO:0009743-&&-response to carbohydrate-%%-GO:0035690-&&-cellular response to drug-%%-GO:0000165-&&-MAPK cascade-%%-GO:0032308-&&-positive regulation of prostaglandin secretion-%%-GO:1903140-&&-regulation of establishment of endothelial barrier-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0032757-&&-positive regulation of interleukin-8 production-%%-GO:0031622-&&-positive regulation of fever generation-%%-GO:0032611-&&-interleukin-1 beta production-%%-GO:0032755-&&-positive regulation of interleukin-6 production-%%-GO:0046827-&&-positive regulation of protein export from nucleus-%%-GO:0051781-&&-positive regulation of cell division-%%-GO:0035505-&&-positive regulation of myosin light chain kinase activity-%%-GO:0060355-&&-positive regulation of cell adhesion molecule production-%%-GO:0043407-&&-negative regulation of MAP kinase activity-%%-GO:0031663-&&-lipoG:9606:IL1B KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05168-&&-Herpes simplex infection-%%-hsa04933-&&-AGE-RAGE signaling pathway in diabetic complications-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa05144-&&-Malaria-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa05010-&&-Alzheimer disease-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa05133-&&-Pertussis-%%-hsa04217-&&-Necroptosis-%%-hsa05134-&&-Legionellosis-%%-hsa05164-&&-Influenza A-%%-hsa01523-&&-Antifolate resistance-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa05020-&&-Prion diseases-%%-hsaIL1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IL1BIL1B FALSE IL1B
taxon:9606 167776 1902 ATP/GTP binding protein like 2gene biological_process-&-1&-GO:0035610-&&-protein side chain deglutamylation-%%-GO:0006508-&&-proteolysis|cellular_component-&-1&-GO:0005814-&&-centriole-%%-GO:0036064-&&-ciliary basal body-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0004181-&&-metallocarboxypeptidase activityG:9606:AGBL2 AGBL2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGBL2AGBL2 FALSE AGBL2
taxon:9606 175969 1902 THO complex 5gene biological_process-&-1&-GO:0006405-&&-RNA export from nucleus-%%-GO:0008380-&&-RNA splicing-%%-GO:2000002-&&-negative regulation of DNA damage checkpoint-%%-GO:0006369-&&-termination of RNA polymerase II transcription-%%-GO:0006406-&&-mRNA export from nucleus-%%-GO:0030224-&&-monocyte differentiation-%%-GO:0046784-&&-viral mRNA export from host cell nucleus-%%-GO:0060215-&&-primitive hemopoiesis-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0031124-&&-mRNA 3'-end processing|cellular_component-&-1&-GO:0000445-&&-THO complex part of transcription export complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000346-&&-transcription export complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region-%%-GO:0000347-&&-THO complex-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0003729-&&-mRNA binding-%%-GO:0005515-&&-protein bindingG:9606:THOC5 KEGG-&-1&-hsa03013-&&-RNA transportTHOC5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-THOC5THOC5 FALSE THOC5
taxon:9606 175975 1902 cell division cycle 14Agene biological_process-&-1&-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0060271-&&-cilium assembly-%%-GO:0051301-&&-cell division-%%-GO:0051256-&&-mitotic spindle midzone assembly-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0007096-&&-regulation of exit from mitosis-%%-GO:0008283-&&-cell proliferation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0072686-&&-mitotic spindle-%%-GO:0005813-&&-centrosome-%%-GO:0000922-&&-spindle pole-%%-GO:0005737-&&-cytoplasm-%%-GO:0060091-&&-kinocilium-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0004725-&&-protein tyrosine phosphatase activity-%%-GO:0008138-&&-protein tyrosine/serine/threonine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004721-&&-phosphoprotein phosphatase activityG:9606:CDC14A KEGG-&-1&-hsa04110-&&-Cell cycleCDC14A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC14ACDC14A FALSE CDC14A
taxon:9606 175978 1902 basic helix-loop-helix family member e40gene biological_process-&-1&-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0043433-&&-negative regulation of sequence-specific DNA binding transcription factor activity-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod|cellular_component-&-1&-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0019904-&&-protein domain specific binding-%%-GO:0070888-&&-E-box binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0000981-&&-RNA polymerase II transcription factor activity, sequence-specific DNA binding-%%-GO:0042803-&&-protein homodimerization activity-%%-GO:0005515-&&-protein binding-%%-GO:0001078-&&-transcriptional repressor activity, RNA polymerase II core promoter pG:9606:BHLHE40 KEGG-&-1&-hsa04710-&&-Circadian rhythmBHLHE40 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-BHLHE40BHLHE40 FALSE BHLHE40
taxon:9606 163691 1902 centrosomal protein 120gene biological_process-&-1&-GO:0010825-&&-positive regulation of centrosome duplication-%%-GO:0022027-&&-interkinetic nuclear migration-%%-GO:0030953-&&-astral microtubule organization-%%-GO:0051297-&&-centrosome organization-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0021987-&&-cerebral cortex development-%%-GO:0022008-&&-neurogenesis-%%-GO:0045724-&&-positive regulation of cilium assembly|cellular_component-&-1&-GO:0005813-&&-centrosome-%%-GO:0005814-&&-centriole|molecular_function-&-1&-GO:0008022-&&-protein C-terminus binding-%%-GO:0005515-&&-protein bindingG:9606:CEP120 CEP120 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CEP120CEP120 FALSE CEP120
taxon:9606 175976 1902 cell division cycle 14Bgene biological_process-&-1&-GO:0006470-&&-protein dephosphorylation-%%-GO:0071850-&&-mitotic cell cycle arrest-%%-GO:0060271-&&-cilium assembly-%%-GO:0051256-&&-mitotic spindle midzone assembly-%%-GO:0035335-&&-peptidyl-tyrosine dephosphorylation-%%-GO:0006281-&&-DNA repair-%%-GO:1904668-&&-positive regulation of ubiquitin protein ligase activity-%%-GO:0031572-&&-G2 DNA damage checkpoint-%%-GO:0007096-&&-regulation of exit from mitosis|cellular_component-&-1&-GO:0005813-&&-centrosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0072686-&&-mitotic spindle-%%-GO:0005730-&&-nucleolus-%%-GO:0000922-&&-spindle pole-%%-GO:0005737-&&-cytoplasm-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004722-&&-protein serine/threonine phosphatase activity-%%-GO:0008138-&&-protein tyrosine/serine/threonine phosphatase activity-%%-GO:0005515-&&-protein binding-%%-GO:0004725-&&-protein tyrosine phosphatase activityG:9606:CDC14B KEGG-&-1&-hsa04110-&&-Cell cycleCDC14B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CDC14BCDC14B FALSE CDC14B
taxon:9606 175977 1902 protein inhibitor of activated STAT 1gene biological_process-&-1&-GO:0000082-&&-G1/S transition of mitotic cell cycle-%%-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0065004-&&-protein-DNA complex assembly-%%-GO:0051152-&&-positive regulation of smooth muscle cell differentiation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045444-&&-fat cell differentiation-%%-GO:0033235-&&-positive regulation of protein sumoylation-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0042127-&&-regulation of cell proliferation-%%-GO:0008542-&&-visual learning-%%-GO:0016925-&&-protein sumoylation-%%-GO:0007283-&&-spermatogenesis-%%-GO:0007259-&&-JAK-STAT cascade-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0032436-&&-positive regulation of proteasomal ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0016605-&&-PML body-%%-GO:G:9606:PIAS1 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05160-&&-Hepatitis C-%%-hsa04630-&&-JAK-STAT signaling pathwayPIAS1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIAS1PIAS1 FALSE PIAS1
taxon:9606 175981 1902 mitogen-activated protein kinase-activated protein kinase 5gene biological_process-&-1&-GO:0006417-&&-regulation of translation-%%-GO:1904355-&&-positive regulation of telomere capping-%%-GO:0032007-&&-negative regulation of TOR signaling-%%-GO:0000165-&&-MAPK cascade-%%-GO:0007165-&&-signal transduction-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0018105-&&-peptidyl-serine phosphorylation-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0051973-&&-positive regulation of telomerase activity-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0032212-&&-positive regulation of telomere maintenance via telomerase-%%-GO:0090400-&&-stress-induced premature senescence-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007265-&&-Ras protein signal transduction|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0002039-&&-p53 binding-%%-GO:0009931-&&-calcium-dependent protein serine/threonine kinase acG:9606:MAPKAPK5 KEGG-&-1&-hsa04010-&&-MAPK signaling pathwayMAPKAPK5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MAPKAPK5MAPKAPK5 FALSE MAPKAPK5
taxon:9606 163697 1902 DAB2 interacting proteingene biological_process-&-1&-GO:0045732-&&-positive regulation of protein catabolic process-%%-GO:0071902-&&-positive regulation of protein serine/threonine kinase activity-%%-GO:0036324-&&-vascular endothelial growth factor receptor-2 signaling pathway-%%-GO:0090129-&&-positive regulation of synapse maturation-%%-GO:0050680-&&-negative regulation of epithelial cell proliferation-%%-GO:0016525-&&-negative regulation of angiogenesis-%%-GO:0040008-&&-regulation of growth-%%-GO:1900006-&&-positive regulation of dendrite development-%%-GO:0034260-&&-negative regulation of GTPase activity-%%-GO:0006954-&&-inflammatory response-%%-GO:0042059-&&-negative regulation of epidermal growth factor receptor signaling pathway-%%-GO:0071364-&&-cellular response to epidermal growth factor stimulus-%%-GO:0043497-&&-regulation of protein heterodimerization activity-%%-GO:0044257-&&-cellular protein catabolic process-%%-GO:0046330-&&-positive regulation of JNK cascade-%%-GO:0010633-&&-negative regulation of epithelial cell migration-G:9606:DAB2IP KEGG-&-1&-hsa04668-&&-TNF signaling pathway-%%-hsa04210-&&-ApoptosisDAB2IP Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-DAB2IPDAB2IP FALSE DAB2IP
taxon:9606 167800 1902 euchromatic histone lysine methyltransferase 1gene biological_process-&-1&-GO:0006306-&&-DNA methylation-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0018026-&&-peptidyl-lysine monomethylation-%%-GO:1901796-&&-regulation of signal transduction by p53 class mediator-%%-GO:0009790-&&-embryo development-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0060992-&&-response to fungicide-%%-GO:0070734-&&-histone H3-K27 methylation-%%-GO:0006325-&&-chromatin organization-%%-GO:0016571-&&-histone methylation-%%-GO:0051567-&&-histone H3-K9 methylation-%%-GO:0018027-&&-peptidyl-lysine dimethylation|cellular_component-&-1&-GO:0005694-&&-chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046974-&&-histone methyltransferase activity (H3-K9 specific)-%%-GO:0005515-&&-protein binding-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0070742-&&-C2H2 zinc finger domain binding-%%-GO:0008270-&&-zinc ion binding-%%-GO:0G:9606:EHMT1 KEGG-&-1&-hsa04211-&&-Longevity regulating pathway-%%-hsa00310-&&-Lysine degradationEHMT1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EHMT1EHMT1 FALSE EHMT1
taxon:9606 175998 1902 COP9 signalosome subunit 3gene biological_process-&-1&-GO:0001701-&&-in utero embryonic development-%%-GO:0000338-&&-protein deneddylation-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0007165-&&-signal transduction-%%-GO:0009416-&&-response to light stimulus-%%-GO:0000715-&&-nucleotide-excision repair, DNA damage recognition-%%-GO:0006283-&&-transcription-coupled nucleotide-excision repair|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0008180-&&-COP9 signalosome|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:COPS3 COPS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-COPS3COPS3 FALSE COPS3
taxon:9606 175996 1902 chromobox 4 gene biological_process-&-1&-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0016569-&&-covalent chromatin modification|cellular_component-&-1&-GO:0031519-&&-PcG protein complex-%%-GO:0035102-&&-PRC1 complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0032183-&&-SUMO binding-%%-GO:0019789-&&-SUMO transferase activity-%%-GO:0035064-&&-methylated histone binding-%%-GO:0003682-&&-chromatin binding-%%-GO:0016874-&&-ligase activity-%%-GO:0019899-&&-enzyme binding-%%-GO:0005515-&&-protein binding-%%-GO:0003714-&&-transcription corepressor activity-%%-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0003727-&&-single-stranded RNA binding-%%-GO:0051219-&&-phosphoprG:9606:CBX4 CBX4 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CBX4CBX4 FALSE CBX4
taxon:9606 180099 1902 immunoglobulin heavy constant gamma 1 (G1m marker)gene biological_process-&-1&-GO:0038096-&&-Fc-gamma receptor signaling pathway involved in phagocytosis-%%-GO:0006958-&&-complement activation, classical pathway-%%-GO:0006911-&&-phagocytosis, engulfment-%%-GO:0006956-&&-complement activation-%%-GO:0045087-&&-innate immune response-%%-GO:0042742-&&-defense response to bacterium-%%-GO:0006508-&&-proteolysis-%%-GO:0050853-&&-B cell receptor signaling pathway-%%-GO:0006910-&&-phagocytosis, recognition-%%-GO:0050871-&&-positive regulation of B cell activation|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0009897-&&-external side of plasma membrane-%%-GO:0042571-&&-immunoglobulin complex, circulating-%%-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space|molecular_function-&-1&-GO:0003823-&&-antigen binding-%%-GO:0004252-&&-serine-type endopeptidase activity-%%-GO:0005515-&&-protein binding-%%-GO:0034987-&&-immunoglobulin receptor bindingG:9606:IGHG1 IGHG1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGHG1IGHG1 FALSE IGHG1
taxon:9606 176000 1902 Y-box binding protein 3gene biological_process-&-1&-GO:1902219-&&-negative regulation of intrinsic apoptotic signaling pathway in response to osmotic stress-%%-GO:0009409-&&-response to cold-%%-GO:0048642-&&-negative regulation of skeletal muscle tissue development-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0071474-&&-cellular hyperosmotic response-%%-GO:0046622-&&-positive regulation of organ growth-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060546-&&-negative regulation of necroptotic process-%%-GO:0008584-&&-male gonad development-%%-GO:0007283-&&-spermatogenesis-%%-GO:0070935-&&-3'-UTR-mediated mRNA stabilization-%%-GO:0009566-&&-fertilization-%%-GO:2000767-&&-positive regulation of cytoplasmic translation|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005923-&&-bicellular tight junction-%%-GO:0005737-&&-cytoplasm-%%-GO:0005844-&&-polysomeG:9606:YBX3 KEGG-&-1&-hsa04530-&&-Tight junctionYBX3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-YBX3YBX3 FALSE YBX3
taxon:9606 176015 1902 potassium voltage-gated channel subfamily A regulatory beta subunit 2gene biological_process-&-1&-GO:2000008-&&-regulation of protein localization to cell surface-%%-GO:0050905-&&-neuromuscular process-%%-GO:0055114-&&-oxidation-reduction process-%%-GO:1901379-&&-regulation of potassium ion transmembrane transport-%%-GO:0002244-&&-hematopoietic progenitor cell differentiation-%%-GO:0070995-&&-NADPH oxidation-%%-GO:0071805-&&-potassium ion transmembrane transport-%%-GO:0065009-&&-regulation of molecular function-%%-GO:0043312-&&-neutrophil degranulation|cellular_component-&-1&-GO:0008076-&&-voltage-gated potassium channel complex-%%-GO:0035579-&&-specific granule membrane-%%-GO:0005874-&&-microtubule-%%-GO:0031234-&&-extrinsic component of cytoplasmic side of plasma membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0030054-&&-cell junction-%%-GO:0014069-&&-postsynaptic density-%%-GO:0070821-&&-tertiary granule membrane-%%-GO:1990031-&&-pinceau fiber-%%-GO:0005829-&&-cytosol-%%-GO:0043679-&&-axon terminus-%%-GO:0016020-&&-membrane-%%-GO:0044224-&&-juxtaparanode region of axon|molecularG:9606:KCNAB2 KCNAB2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KCNAB2KCNAB2 FALSE KCNAB2
taxon:9606 176012 1902 inhibitor of nuclear factor kappa B kinase subunit gammagene biological_process-&-1&-GO:0043123-&&-positive regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:1901215-&&-negative regulation of neuron death-%%-GO:0050852-&&-T cell receptor signaling pathway-%%-GO:0051403-&&-stress-activated MAPK cascade-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0043276-&&-anoikis-%%-GO:0035666-&&-TRIF-dependent toll-like receptor signaling pathway-%%-GO:0051650-&&-establishment of vesicle localization-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006954-&&-inflammatory response-%%-GO:0000187-&&-activation of MAPK activity-%%-GO:0007249-&&-I-kappaB kinase/NF-kappaB signaling-%%-GO:0006955-&&-immune response-%%-GO:0002223-&&-stimulatory C-type lectin receptor signaling pathway-%%-GO:0002479-&&-antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006915-&&-apoptotic process-%%-GO:0016239-&&-positive regulation of macroautoG:9606:IKBKG KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04622-&&-RIG-I-like receptor signaling pathway-%%-hsa05166-&&-Human T-cell leukemia virus 1 infection-%%-hsa04662-&&-B cell receptor signaling pathway-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa04623-&&-Cytosolic DNA-sensing pathway-%%-hsa05222-&&-Small cell lung cancer-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04062-&&-Chemokine signaling pathway-%%-hsa05167-&&-Kaposi sarcoma-associated herpesvirus infection-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05200-&&-Pathways in cancer-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04064-&&-NF-kappa B signaling pathway-%%-hsa05221-&&-Acute myeloid leukemia-%%-hsa0IKBKG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IKBKGIKBKG FALSE IKBKG
taxon:9606 180109 1902 insulin like growth factor binding protein 7gene biological_process-&-1&-GO:0050810-&&-regulation of steroid biosynthetic process-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0009408-&&-response to heat-%%-GO:0051414-&&-response to cortisol-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0007566-&&-embryo implantation-%%-GO:0007155-&&-cell adhesion-%%-GO:0032526-&&-response to retinoic acid-%%-GO:0032870-&&-cellular response to hormone stimulus|cellular_component-&-1&-GO:0005576-&&-extracellular region-%%-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0031012-&&-extracellular matrix|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0005520-&&-insulin-like growth factor bindingG:9606:IGFBP7 IGFBP7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGFBP7IGFBP7 FALSE IGFBP7
taxon:9606 180113 1902 insulin like growth factor binding protein 3gene biological_process-&-1&-GO:0001933-&&-negative regulation of protein phosphorylation-%%-GO:0010906-&&-regulation of glucose metabolic process-%%-GO:0006915-&&-apoptotic process-%%-GO:0042981-&&-regulation of apoptotic process-%%-GO:0043567-&&-regulation of insulin-like growth factor receptor signaling pathway-%%-GO:0044342-&&-type B pancreatic cell proliferation-%%-GO:0043085-&&-positive regulation of catalytic activity-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0008285-&&-negative regulation of cell proliferation-%%-GO:0014912-&&-negative regulation of smooth muscle cell migration-%%-GO:0043410-&&-positive regulation of MAPK cascade-%%-GO:0043568-&&-positive regulation of insulin-like growth factor receptor signaling pathway-%%-GO:0001558-&&-regulation of cell growth-%%-GO:0006468-&&-protein phosphorylation-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0009968-&&-negative regulation of signal transduction-%%-GO:0045663-&&-positive regulation of myoblast differentiation-%%-GO:G:9606:IGFBP3 KEGG-&-1&-hsa04218-&&-Cellular senescence-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04115-&&-p53 signaling pathwayIGFBP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGFBP3IGFBP3 FALSE IGFBP3
taxon:9606 176022 1902 histone cluster 1 H4 family member fgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4F KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4F Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4FHIST1H4F FALSE HIST1H4F
taxon:9606 180119 1902 insulin like growth factor 1 receptorgene biological_process-&-1&-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0014065-&&-phosphatidylinositol 3-kinase signaling-%%-GO:0045740-&&-positive regulation of DNA replication-%%-GO:0048015-&&-phosphatidylinositol-mediated signaling-%%-GO:0007165-&&-signal transduction-%%-GO:0038083-&&-peptidyl-tyrosine autophosphorylation-%%-GO:0030335-&&-positive regulation of cell migration-%%-GO:0046777-&&-protein autophosphorylation-%%-GO:0006955-&&-immune response-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0051389-&&-inactivation of MAPKK activity-%%-GO:0046328-&&-regulation of JNK cascade-%%-GO:0051262-&&-protein tetramerization-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0048009-&&-insulin-like growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005886-&&-plasma membrane-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0035867-&&-alphav-beta3 integrin-IGF-1-IGF1R complex-%%-GO:0043235-&&-receptor complex-%%-GO:0016020-&&-membrane-%%-GO:00G:9606:IGF1R KEGG-&-1&-hsa04152-&&-AMPK signaling pathway-%%-hsa04913-&&-Ovarian steroidogenesis-%%-hsa01522-&&-Endocrine resistance-%%-hsa05225-&&-Hepatocellular carcinoma-%%-hsa04114-&&-Oocyte meiosis-%%-hsa05224-&&-Breast cancer-%%-hsa04068-&&-FoxO signaling pathway-%%-hsa05214-&&-Glioma-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04010-&&-MAPK signaling pathway-%%-hsa04014-&&-Ras signaling pathway-%%-hsa04211-&&-Longevity regulating pathway-%%-hsa04550-&&-Signaling pathways regulating pluripotency of stem cells-%%-hsa05200-&&-Pathways in cancer-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04520-&&-Adherens junction-%%-hsa04213-&&-Longevity regulating pathway - multiple species-%%-hsa05218-&&-Melanoma-%%-hsa04140-&&-Autophagy - animal-%%-hsa01521-&&-EGFR tyrosine kinase inhibitor resistance-%%-hsa04510-&&-Focal adhesion-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa04150-&&-mTOR signaling pathway-%%-hsa04144-&&-Endocytosis-%%-hsa04914-&&-Progesterone-mediated oocIGF1R Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IGF1RIGF1R FALSE IGF1R
taxon:9606 176023 1902 histone cluster 1 H4 family member dgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4D KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H4D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4DHIST1H4D FALSE HIST1H4D
taxon:9606 176020 1902 histone cluster 1 H4 family member jgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4J KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4J Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4JHIST1H4J FALSE HIST1H4J
taxon:9606 176021 1902 histone cluster 1 H4 family member kgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4K KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H4K Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4KHIST1H4K FALSE HIST1H4K
taxon:9606 176026 1902 histone cluster 1 H3 family member hgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3H KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3H Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3HHIST1H3H FALSE HIST1H3H
taxon:9606 176027 1902 histone cluster 1 H3 family member jgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3J KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3J Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3JHIST1H3J FALSE HIST1H3J
taxon:9606 176024 1902 histone cluster 1 H4 family member agene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006352-&&-DNA-templated transcription, initiation-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0006336-&&-DNA replication-independent nucleosome assembly-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0016233-&&-telomere capping-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0034080-&&-CENP-A containing nucleosome assembly-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0045653-&&-negative regulation of megakaryocyte differentiation|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0031012-&G:9606:HIST1H4A KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05203-&&-Viral carcinogenesisHIST1H4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H4AHIST1H4A FALSE HIST1H4A
taxon:9606 176025 1902 histone cluster 1 H3 family member bgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3B KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3BHIST1H3B FALSE HIST1H3B
taxon:9606 176030 1902 histone cluster 1 H3 family member egene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3E KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3E Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3EHIST1H3E FALSE HIST1H3E
taxon:9606 167839 1902 zinc finger protein 668gene biological_process-&-1&-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:ZNF668 ZNF668 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ZNF668ZNF668 FALSE ZNF668
taxon:9606 176031 1902 histone cluster 1 H3 family member cgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3C KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3CHIST1H3C FALSE HIST1H3C
taxon:9606 176028 1902 histone cluster 1 H3 family member ggene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3G KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3G Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3GHIST1H3G FALSE HIST1H3G
taxon:9606 176029 1902 histone cluster 1 H3 family member igene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3I KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3I Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3IHIST1H3I FALSE HIST1H3I
taxon:9606 180131 1902 interferon gammagene biological_process-&-1&-GO:0051712-&&-positive regulation of killing of cells of other organism-%%-GO:0010508-&&-positive regulation of autophagy-%%-GO:0030857-&&-negative regulation of epithelial cell differentiation-%%-GO:0032760-&&-positive regulation of tumor necrosis factor production-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0033141-&&-positive regulation of peptidyl-serine phosphorylation of STAT protein-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0002026-&&-regulation of the force of heart contraction-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:0006959-&&-humoral immune response-%%-GO:0048147-&&-negative regulation of fibroblast proliferation-%%-GO:0060550-&&-positive regulation of fructose 1,6-bisphosphate 1-phosphatase activity-%%-GO:0060552-&&-positive regulation of fructose 1,6-bisphosphate metabolic process-%%-GO:0071351-&&-cellular response to interleukin-18-%%-GO:0071222-&&-cellular response to lipopolysG:9606:IFNG KEGG-&-1&-hsa05146-&&-Amoebiasis-%%-hsa05168-&&-Herpes simplex infection-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05140-&&-Leishmaniasis-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05418-&&-Fluid shear stress and atherosclerosis-%%-hsa05330-&&-Allograft rejection-%%-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05332-&&-Graft-versus-host disease-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa05144-&&-Malaria-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04630-&&-JAK-STAT signaling pathway-%%-hsa04217-&&-Necroptosis-%%-hsa05164-&&-Influenza A-%%-hsa05323-&&-Rheumatoid arthritis-%%-hsa04657-&&-IL-17 signaling pathway-%%-hsa03050-&&-Proteasome-%%-hsa04940-&&-Type I diabetes mellitus-%%-hsa04612-&&-Antigen processing and presentation-%%-hIFNG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IFNGIFNG FALSE IFNG
taxon:9606 176032 1902 histone cluster 1 H3 family member dgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3D KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3D Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3DHIST1H3D FALSE HIST1H3D
taxon:9606 176033 1902 histone cluster 1 H3 family member agene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0006335-&&-DNA replication-dependent nucleosome assembly-%%-GO:0032200-&&-telomere organization-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:0045814-&&-negative regulation of gene expression, epigenetic-%%-GO:0000183-&&-chromatin silencing at rDNA-%%-GO:0007596-&&-blood coagulation-%%-GO:0044267-&&-cellular protein metabolic process-%%-GO:0006325-&&-chromatin organization-%%-GO:0051290-&&-protein heterotetramerization-%%-GO:0060968-&&-regulation of gene silencing-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic|cellular_component-&-1&-GO:0000786-&&-nucleosome-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000228-&&-nuclear chromosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016020-&&-membrane-%%-GO:0005576-&&-extracellular region-%%-GO:0005634-&&-nucleus-%%-GO:0043234-&&-protein complex-%%-GO:0000784-&&-nuclear chromosome, telomeric region|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:004G:9606:HIST1H3A KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05034-&&-Alcoholism-%%-hsa05202-&&-Transcriptional misregulation in cancerHIST1H3A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H3AHIST1H3A FALSE HIST1H3A
taxon:9606 180129 1902 interferon gamma receptor 2gene biological_process-&-1&-GO:0009615-&&-response to virus-%%-GO:0007166-&&-cell surface receptor signaling pathway-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0060333-&&-interferon-gamma-mediated signaling pathway|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0005886-&&-plasma membrane-%%-GO:0030659-&&-cytoplasmic vesicle membrane-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005887-&&-integral component of plasma membrane-%%-GO:0005789-&&-endoplasmic reticulum membrane|molecular_function-&-1&-GO:0004906-&&-interferon-gamma receptor activity-%%-GO:0004920-&&-interleukin-10 receptor activityG:9606:IFNGR2 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04217-&&-Necroptosis-%%-hsa04650-&&-Natural killer cell mediated cytotoxicity-%%-hsa05140-&&-Leishmaniasis-%%-hsa05164-&&-Influenza A-%%-hsa05142-&&-Chagas disease (American trypanosomiasis)-%%-hsa05162-&&-Measles-%%-hsa04659-&&-Th17 cell differentiation-%%-hsa04658-&&-Th1 and Th2 cell differentiation-%%-hsa05145-&&-Toxoplasmosis-%%-hsa05321-&&-Inflammatory bowel disease (IBD)-%%-hsa05152-&&-Tuberculosis-%%-hsa04060-&&-Cytokine-cytokine receptor interaction-%%-hsa04066-&&-HIF-1 signaling pathway-%%-hsa05200-&&-Pathways in cancer-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa05132-&&-Salmonella infection-%%-hsa04630-&&-JAK-STAT signaling pathwayIFNGR2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IFNGR2IFNGR2 FALSE IFNGR2
taxon:9606 176039 1902 histone cluster 1 H2B family member egene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H2BE KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BEHIST1H2BE FALSE HIST1H2BE
taxon:9606 176036 1902 histone cluster 1 H2B family member cgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H2BC KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BCHIST1H2BC FALSE HIST1H2BC
taxon:9606 176037 1902 histone cluster 1 H2B family member igene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H2BI KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BI Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BIHIST1H2BI FALSE HIST1H2BI
taxon:9606 176040 1902 histone cluster 1 H2B family member fgene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H2BF KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BF Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BFHIST1H2BF FALSE HIST1H2BF
taxon:9606 176046 1902 histone cluster 2 H2A family member a3gene biological_process-&-1&-GO:0006342-&&-chromatin silencing-%%-GO:0008150-&&-biological_process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000790-&&-nuclear chromatin-%%-GO:0070062-&&-extracellular exosome-%%-GO:0000786-&&-nucleosome|molecular_function-&-1&-GO:0003674-&&-molecular_function-%%-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA bindingG:9606:HIST2H2AA3 KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa04217-&&-Necroptosis-%%-hsa05034-&&-AlcoholismHIST2H2AA3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST2H2AA3HIST2H2AA3 FALSE HIST2H2AA3
taxon:9606 176044 1902 histone cluster 1 H2B family member ggene biological_process-&-1&-GO:0006334-&&-nucleosome assembly-%%-GO:0019731-&&-antibacterial humoral response-%%-GO:0002227-&&-innate immune response in mucosa-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0050830-&&-defense response to Gram-positive bacterium|cellular_component-&-1&-GO:0005615-&&-extracellular space-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000786-&&-nucleosome-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0046982-&&-protein heterodimerization activity-%%-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:HIST1H2BG KEGG-&-1&-hsa05322-&&-Systemic lupus erythematosus-%%-hsa05203-&&-Viral carcinogenesis-%%-hsa05034-&&-AlcoholismHIST1H2BG Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIST1H2BGHIST1H2BG FALSE HIST1H2BG
taxon:9606 167859 1902 potassium channel tetramerization domain containing 17gene biological_process-&-1&-GO:0051260-&&-protein homooligomerization-%%-GO:0030030-&&-cell projection organization-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0032469-&&-endoplasmic reticulum calcium ion homeostasis-%%-GO:0045724-&&-positive regulation of cilium assembly|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0031463-&&-Cul3-RING ubiquitin ligase complex|molecular_function-&-1&-GO:0097602-&&-cullin family protein binding-%%-GO:0032403-&&-protein complex binding-%%-GO:0005515-&&-protein binding-%%-GO:0042802-&&-identical protein bindingG:9606:KCTD17 KCTD17 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-KCTD17KCTD17 FALSE KCTD17
taxon:9606 176053 1902 metastasis associated 1gene biological_process-&-1&-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:1902499-&&-positive regulation of protein autoubiquitination-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007165-&&-signal transduction-%%-GO:0006302-&&-double-strand break repair-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0016575-&&-histone deacetylation-%%-GO:0045475-&&-locomotor rhythm-%%-GO:0016925-&&-protein sumoylation-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:1903507-&&-negative regulation of nucleic acid-templated transcription-%%-GO:0050727-&&-regulation of inflammatory response-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005874-&&-microtubule-%%-GO:0005634-&&-nucleus-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytG:9606:MTA1 MTA1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MTA1MTA1 FALSE MTA1
taxon:9606 176062 1902 ubiquitin specific peptidase 2gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0007517-&&-muscle organ development-%%-GO:0050821-&&-protein stabilization-%%-GO:0045931-&&-positive regulation of mitotic cell cycle-%%-GO:0048512-&&-circadian behavior-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0007049-&&-cell cycle-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0043153-&&-entrainment of circadian clock by photoperiod-%%-GO:0045475-&&-locomotor rhythm|cellular_component-&-1&-GO:0005938-&&-cell cortex-%%-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005813-&&-centrosome|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0005515-&&-protein binding-%%-GO:0030332-&&-cyclin binding-%%-GO:0042802-&&-identical protein binding-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0031625-&&-ubiquitin protein G:9606:USP2 USP2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP2USP2 FALSE USP2
taxon:9606 180156 1902 interferon gamma inducible protein 16gene biological_process-&-1&-GO:0032481-&&-positive regulation of type I interferon production-%%-GO:0032731-&&-positive regulation of interleukin-1 beta production-%%-GO:0045087-&&-innate immune response-%%-GO:0000122-&&-negative regulation of transcription from RNA polymerase II promoter-%%-GO:0030097-&&-hemopoiesis-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0040029-&&-regulation of gene expression, epigenetic-%%-GO:0097202-&&-activation of cysteine-type endopeptidase activity-%%-GO:0008283-&&-cell proliferation-%%-GO:0045824-&&-negative regulation of innate immune response-%%-GO:0045071-&&-negative regulation of viral genome replication-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0043392-&&-negative regulation of DNA binding-%%-GO:0051607-&&-defense response to virus-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:2000117-&&-negative regulation of cysteine-type endopeptidase activity-%%-GO:0042149-&&-cellular response to glucose starvation-%%-GO:0045944-&&-positive regulatG:9606:IFI16 KEGG-&-1&-hsa04621-&&-NOD-like receptor signaling pathwayIFI16 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IFI16IFI16 FALSE IFI16
taxon:9606 176061 1902 ubiquitin specific peptidase 10gene biological_process-&-1&-GO:0016579-&&-protein deubiquitination-%%-GO:0006914-&&-autophagy-%%-GO:0010506-&&-regulation of autophagy-%%-GO:0019985-&&-translesion synthesis-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0030330-&&-DNA damage response, signal transduction by p53 class mediator-%%-GO:0043124-&&-negative regulation of I-kappaB kinase/NF-kappaB signaling-%%-GO:0071347-&&-cellular response to interleukin-1|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005737-&&-cytoplasm-%%-GO:0005769-&&-early endosome-%%-GO:0043234-&&-protein complex|molecular_function-&-1&-GO:0004843-&&-thiol-dependent ubiquitin-specific protease activity-%%-GO:0044325-&&-ion channel binding-%%-GO:0005515-&&-protein binding-%%-GO:0036459-&&-thiol-dependent ubiquitinyl hydrolase activity-%%-GO:0003723-&&-RNA binding-%%-GO:0002039-&&-p53 binding-%%-GO:0004197-&&-cysteine-type endopeptidase activG:9606:USP10 USP10 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-USP10USP10 FALSE USP10
taxon:9606 180163 1902 isocitrate dehydrogenase 3 (NAD(+)) betagene biological_process-&-1&-GO:0006099-&&-tricarboxylic acid cycle-%%-GO:0006102-&&-isocitrate metabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005759-&&-mitochondrial matrix-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0051287-&&-NAD binding-%%-GO:0009055-&&-electron carrier activity-%%-GO:0004449-&&-isocitrate dehydrogenase (NAD+) activity-%%-GO:0000287-&&-magnesium ion bindingG:9606:IDH3B KEGG-&-1&-hsa01210-&&-2-Oxocarboxylic acid metabolism-%%-hsa01200-&&-Carbon metabolism-%%-hsa00020-&&-Citrate cycle (TCA cycle)-%%-hsa01100-&&-Metabolic pathways-%%-hsa01230-&&-Biosynthesis of amino acidsIDH3B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IDH3BIDH3B FALSE IDH3B
taxon:9606 167879 1902 HECT domain E3 ubiquitin protein ligase 3gene biological_process-&-1&-GO:0043161-&&-proteasome-mediated ubiquitin-dependent protein catabolic process-%%-GO:0016567-&&-protein ubiquitination|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0019905-&&-syntaxin binding-%%-GO:0005515-&&-protein bindingG:9606:HECTD3 HECTD3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HECTD3HECTD3 FALSE HECTD3
taxon:9606 180167 1902 insulin degrading enzymegene biological_process-&-1&-GO:0010815-&&-bradykinin catabolic process-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0042447-&&-hormone catabolic process-%%-GO:0006508-&&-proteolysis-%%-GO:0008340-&&-determination of adult lifespan-%%-GO:0008286-&&-insulin receptor signaling pathway-%%-GO:0032461-&&-positive regulation of protein oligomerization-%%-GO:0050435-&&-beta-amyloid metabolic process-%%-GO:0051260-&&-protein homooligomerization-%%-GO:1901143-&&-insulin catabolic process-%%-GO:0051603-&&-proteolysis involved in cellular protein catabolic process-%%-GO:0045861-&&-negative regulation of proteolysis-%%-GO:0051289-&&-protein homotetramerization-%%-GO:1901142-&&-insulin metabolic process-%%-GO:0010992-&&-ubiquitin homeostasis|cellular_component-&-1&-GO:0005777-&&-peroxisome-%%-GO:0005634-&&-nucleus-%%-GO:0005615-&&-extracellular space-%%-GO:0031597-&&-cytosolic proteasome complex-%%-GO:0005737-&&-cytoplasm-%%-GO:0009986-&&-cell surface-%%-GO:0005829-&&-cytosolG:9606:IDE KEGG-&-1&-hsa05010-&&-Alzheimer diseaseIDE Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-IDEIDE FALSE IDE
taxon:9606 176069 1902 squamous cell carcinoma antigen recognized by T-cells 1gene biological_process-&-1&-GO:0007050-&&-cell cycle arrest-%%-GO:0045292-&&-mRNA cis splicing, via spliceosome-%%-GO:0000387-&&-spliceosomal snRNP assembly-%%-GO:0000481-&&-maturation of 5S rRNA-%%-GO:0045585-&&-positive regulation of cytotoxic T cell differentiation-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0097193-&&-intrinsic apoptotic signaling pathway|cellular_component-&-1&-GO:0015030-&&-Cajal body-%%-GO:0005829-&&-cytosol-%%-GO:0046540-&&-U4/U6 x U5 tri-snRNP complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016607-&&-nuclear speck-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0005737-&&-cytoplasm|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0003723-&&-RNA bindingG:9606:SART1 KEGG-&-1&-hsa03040-&&-SpliceosomeSART1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SART1SART1 FALSE SART1
taxon:9606 159691 1902 notch 2 N-terminal likegene biological_process-&-1&-GO:0007219-&&-Notch signaling pathway-%%-GO:0030154-&&-cell differentiation-%%-GO:0007275-&&-multicellular organism development|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0005509-&&-calcium ion binding-%%-GO:0005515-&&-protein bindingG:9606:NOTCH2NL NOTCH2NL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-NOTCH2NLNOTCH2NL FALSE NOTCH2NL
taxon:9606 176082 1902 claudin 1 gene biological_process-&-1&-GO:0061772-&&-drug transport across blood-nerve barrier-%%-GO:0071560-&&-cellular response to transforming growth factor beta stimulus-%%-GO:0045216-&&-cell-cell junction organization-%%-GO:0071346-&&-cellular response to interferon-gamma-%%-GO:0097421-&&-liver regeneration-%%-GO:0032496-&&-response to lipopolysaccharide-%%-GO:0090557-&&-establishment of endothelial intestinal barrier-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0061436-&&-establishment of skin barrier-%%-GO:0071356-&&-cellular response to tumor necrosis factor-%%-GO:0009636-&&-response to toxic substance-%%-GO:0071548-&&-response to dexamethasone-%%-GO:0007568-&&-aging-%%-GO:0008065-&&-establishment of blood-nerve barrier-%%-GO:0045471-&&-response to ethanol-%%-GO:0016338-&&-calcium-independent cell-cell adhesion via plasma membrane cell-adhesion molecules-%%-GO:0051291-&&-protein heterooligomerization-%%-GO:0070673-&&-response to interleukin-18-%%-GO:0071284-&&-cellular response to lead ion-%%-GO:1903348-&&-posiG:9606:CLDN1 KEGG-&-1&-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05160-&&-Hepatitis C-%%-hsa04530-&&-Tight junction-%%-hsa04514-&&-Cell adhesion molecules (CAMs)CLDN1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CLDN1CLDN1 FALSE CLDN1
taxon:9606 176087 1902 ASH2 like histone lysine methyltransferase complex subunitgene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0030097-&&-hemopoiesis-%%-GO:0043627-&&-response to estrogen-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:1904837-&&-beta-catenin-TCF complex assembly-%%-GO:0051568-&&-histone H3-K4 methylation-%%-GO:0006974-&&-cellular response to DNA damage stimulus|cellular_component-&-1&-GO:0035097-&&-histone methyltransferase complex-%%-GO:0005634-&&-nucleus-%%-GO:0071339-&&-MLL1 complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0044666-&&-MLL3/4 complex-%%-GO:0005719-&&-nuclear euchromatin-%%-GO:0048188-&&-Set1C/COMPASS complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0042800-&&-histone methyltransferase activity (H3-K4 specific)-%%-GO:0018024-&&-histone-lysine N-methyltransferase activity-%%-GO:0044212-&&-transcripG:9606:ASH2L KEGG-&-1&-hsa04934-&&-Cushing syndromeASH2L Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ASH2LASH2L FALSE ASH2L
taxon:9606 171988 1902 vacuolar protein sorting 4 homolog Agene biological_process-&-1&-GO:0036258-&&-multivesicular body assembly-%%-GO:1903902-&&-positive regulation of viral life cycle-%%-GO:0090611-&&-ubiquitin-independent protein catabolic process via the multivesicular body sorting pathway-%%-GO:0015031-&&-protein transport-%%-GO:0032466-&&-negative regulation of cytokinesis-%%-GO:0019058-&&-viral life cycle-%%-GO:1903076-&&-regulation of protein localization to plasma membrane-%%-GO:0006997-&&-nucleus organization-%%-GO:0039702-&&-viral budding via host ESCRT complex-%%-GO:1904896-&&-ESCRT complex disassembly-%%-GO:0031122-&&-cytoplasmic microtubule organization-%%-GO:0016197-&&-endosomal transport-%%-GO:1903543-&&-positive regulation of exosomal secretion-%%-GO:0000920-&&-cell separation after cytokinesis-%%-GO:0016192-&&-vesicle-mediated transport-%%-GO:0009838-&&-abscission-%%-GO:0032880-&&-regulation of protein localization-%%-GO:0061738-&&-late endosomal microautophagy-%%-GO:0016236-&&-macroautophagy-%%-GO:0032367-&&-intracellular cholesterol transport-%%-GO:0G:9606:VPS4A KEGG-&-1&-hsa04217-&&-Necroptosis-%%-hsa04144-&&-EndocytosisVPS4A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-VPS4AVPS4A FALSE VPS4A
taxon:9606 167899 1902 inositol-trisphosphate 3-kinase Cgene biological_process-&-1&-GO:0043647-&&-inositol phosphate metabolic process-%%-GO:0016310-&&-phosphorylation|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0016607-&&-nuclear speck|molecular_function-&-1&-GO:0005524-&&-ATP binding-%%-GO:0008440-&&-inositol-1,4,5-trisphosphate 3-kinase activity-%%-GO:0005516-&&-calmodulin bindingG:9606:ITPKC KEGG-&-1&-hsa04020-&&-Calcium signaling pathway-%%-hsa01100-&&-Metabolic pathways-%%-hsa00562-&&-Inositol phosphate metabolism-%%-hsa04070-&&-Phosphatidylinositol signaling systemITPKC Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITPKCITPKC FALSE ITPKC
taxon:9606 180187 1902 homeobox B5gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0045446-&&-endothelial cell differentiation-%%-GO:0048704-&&-embryonic skeletal system morphogenesis-%%-GO:0009653-&&-anatomical structure morphogenesis-%%-GO:0009952-&&-anterior/posterior pattern specification|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0001650-&&-fibrillar center|molecular_function-&-1&-GO:0000980-&&-RNA polymerase II distal enhancer sequence-specific DNA binding-%%-GO:0001205-&&-transcriptional activator activity, RNA polymerase II distal enhancer sequence-specific binding-%%-GO:0005515-&&-protein bindingG:9606:HOXB5 HOXB5 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HOXB5HOXB5 FALSE HOXB5
taxon:9606 180185 1902 homeobox B7gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0007275-&&-multicellular organism development-%%-GO:0048704-&&-embryonic skeletal system morphogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0030099-&&-myeloid cell differentiation-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0090190-&&-positive regulation of branching involved in ureteric bud morphogenesis|cellular_component-&-1&-GO:0005829-&&-cytosol-%%-GO:0005654-&&-nucleoplasm-%%-GO:0016604-&&-nuclear body-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0005515-&&-protein binding-%%-GO:0000978-&&-RNA polymerase II core promoter proximal region sequence-specific DNA binding-%%-GO:0001077-&&-transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding-%%-GO:0003700-&&-transcription factor activity, sequence-specific DNA bindingG:9606:HOXB7 HOXB7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HOXB7HOXB7 FALSE HOXB7
taxon:9606 180191 1902 homeobox B1gene biological_process-&-1&-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0021612-&&-facial nerve structural organization-%%-GO:0021571-&&-rhombomere 5 development-%%-GO:0007275-&&-multicellular organism development-%%-GO:0048704-&&-embryonic skeletal system morphogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0007389-&&-pattern specification process-%%-GO:0021570-&&-rhombomere 4 development-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0009952-&&-anterior/posterior pattern specification-%%-GO:0021754-&&-facial nucleus development-%%-GO:0048646-&&-anatomical structure formation involved in morphogenesis|cellular_component-&-1&-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0000977-&&-RNA polymerase II regulatory region sequence-specific DNA binding-%%-GO:0001228-&&-transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific binding-%%-GO:0003677-&&-DNA binding-%%-GO:0019904-&&G:9606:HOXB1 KEGG-&-1&-hsa04550-&&-Signaling pathways regulating pluripotency of stem cellsHOXB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HOXB1HOXB1 FALSE HOXB1
taxon:9606 176092 1902 protein inhibitor of activated STAT 2gene biological_process-&-1&-GO:0030521-&&-androgen receptor signaling pathway-%%-GO:0045667-&&-regulation of osteoblast differentiation-%%-GO:0045893-&&-positive regulation of transcription, DNA-templated-%%-GO:0016925-&&-protein sumoylation-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0060766-&&-negative regulation of androgen receptor signaling pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0016605-&&-PML body-%%-GO:0016607-&&-nuclear speck-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0061665-&&-SUMO ligase activity-%%-GO:0003677-&&-DNA binding-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0003713-&&-transcription coactivator activity-%%-GO:0050681-&&-androgen receptor binding-%%-GO:0019789-&&-SUMO transferase activity-%%-GO:0016874-&&-ligase activity-%%-GO:0005515-&&-protein binding-%%-GO:0008134-&&-transcription factor binding-%%-GO:0008270-&&-zinc ion bindingG:9606:PIAS2 KEGG-&-1&-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa04630-&&-JAK-STAT signaling pathwayPIAS2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-PIAS2PIAS2 FALSE PIAS2
taxon:9606 180194 1902 hippocalcin gene biological_process-&-1&-GO:0019722-&&-calcium-mediated signaling-%%-GO:0045762-&&-positive regulation of adenylate cyclase activity-%%-GO:0048839-&&-inner ear development-%%-GO:1901986-&&-response to ketamine-%%-GO:0031584-&&-activation of phospholipase D activity-%%-GO:0090314-&&-positive regulation of protein targeting to membrane-%%-GO:0007420-&&-brain development-%%-GO:0071257-&&-cellular response to electrical stimulus-%%-GO:1902065-&&-response to L-glutamate-%%-GO:1904009-&&-cellular response to monosodium glutamate-%%-GO:1904010-&&-response to Aroclor 1254-%%-GO:0060041-&&-retina development in camera-type eye-%%-GO:0031283-&&-negative regulation of guanylate cyclase activity|cellular_component-&-1&-GO:0032809-&&-neuronal cell body membrane-%%-GO:0044327-&&-dendritic spine head-%%-GO:0030424-&&-axon-%%-GO:0032590-&&-dendrite membrane-%%-GO:0043204-&&-perikaryon-%%-GO:0032839-&&-dendrite cytoplasm|molecular_function-&-1&-GO:0003779-&&-actin binding-%%-GO:0005509-&&-calcium ion binding-%%-GO:0019900-&&-kG:9606:HPCA HPCA Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HPCAHPCA FALSE HPCA
taxon:9606 172001 1902 argonaute 2, RISC catalytic componentgene biological_process-&-1&-GO:0035279-&&-mRNA cleavage involved in gene silencing by miRNA-%%-GO:0006412-&&-translation-%%-GO:0035278-&&-miRNA mediated inhibition of translation-%%-GO:0006413-&&-translational initiation-%%-GO:0090625-&&-mRNA cleavage involved in gene silencing by siRNA-%%-GO:0090502-&&-RNA phosphodiester bond hydrolysis, endonucleolytic-%%-GO:0010501-&&-RNA secondary structure unwinding-%%-GO:0035194-&&-posttranscriptional gene silencing by RNA-%%-GO:0031054-&&-pre-miRNA processing-%%-GO:0035196-&&-production of miRNAs involved in gene silencing by miRNA-%%-GO:0007223-&&-Wnt signaling pathway, calcium modulating pathway-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0035087-&&-siRNA loading onto RISC involved in RNA interference-%%-GO:0031047-&&-gene silencing by RNA-%%-GO:1900153-&&-positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay-%%-GO:0048015-&&-phosphatidG:9606:AGO2 AGO2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-AGO2AGO2 FALSE AGO2
taxon:9606 167910 1902 elongation factor for RNA polymerase II 3gene biological_process-&-1&-GO:0042795-&&-snRNA transcription from RNA polymerase II promoter-%%-GO:0007283-&&-spermatogenesis-%%-GO:0045944-&&-positive regulation of transcription from RNA polymerase II promoter-%%-GO:0048863-&&-stem cell differentiation-%%-GO:0032786-&&-positive regulation of DNA-templated transcription, elongation-%%-GO:0050769-&&-positive regulation of neurogenesis-%%-GO:2000179-&&-positive regulation of neural precursor cell proliferation-%%-GO:0010717-&&-regulation of epithelial to mesenchymal transition-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006368-&&-transcription elongation from RNA polymerase II promoter-%%-GO:0006354-&&-DNA-templated transcription, elongation-%%-GO:1902166-&&-negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator|cellular_component-&-1&-GO:0008023-&&-transcription elongation factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_functiG:9606:ELL3 ELL3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ELL3ELL3 FALSE ELL3
taxon:9606 176106 1902 SH2 domain containing 2Agene biological_process-&-1&-GO:0008283-&&-cell proliferation-%%-GO:0009967-&&-positive regulation of signal transduction-%%-GO:0007165-&&-signal transduction-%%-GO:0001525-&&-angiogenesis-%%-GO:0030154-&&-cell differentiation-%%-GO:0048010-&&-vascular endothelial growth factor receptor signaling pathway|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol|molecular_function-&-1&-GO:0005070-&&-SH3/SH2 adaptor activity-%%-GO:0005515-&&-protein binding-%%-GO:0017124-&&-SH3 domain bindingG:9606:SH2D2A KEGG-&-1&-hsa04370-&&-VEGF signaling pathwaySH2D2A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SH2D2ASH2D2A FALSE SH2D2A
taxon:9606 180210 1902 heterogeneous nuclear ribonucleoprotein Lgene biological_process-&-1&-GO:0045727-&&-positive regulation of translation-%%-GO:0006396-&&-RNA processing-%%-GO:1902416-&&-positive regulation of mRNA binding-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0034198-&&-cellular response to amino acid starvation-%%-GO:0007623-&&-circadian rhythm-%%-GO:1901652-&&-response to peptide-%%-GO:0010467-&&-gene expression-%%-GO:0000381-&&-regulation of alternative mRNA splicing, via spliceosome-%%-GO:0048025-&&-negative regulation of mRNA splicing, via spliceosome|cellular_component-&-1&-GO:0048471-&&-perinuclear region of cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0035770-&&-ribonucleoprotein granule-%%-GO:0045120-&&-pronucleus-%%-GO:0016020-&&-membrane-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0044212-&&-transcription regulatory region DNA binding-%%-GO:0097157-&&-pre-mRNA intronic binding-%%-GO:0005515-&&-protein binding-%%-GO:000G:9606:HNRNPL HNRNPL Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPLHNRNPL FALSE HNRNPL
taxon:9606 176114 1902 huntingtin interacting protein 1 relatedgene biological_process-&-1&-GO:0006919-&&-activation of cysteine-type endopeptidase activity involved in apoptotic process-%%-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:2000588-&&-positive regulation of platelet-derived growth factor receptor-beta signaling pathway-%%-GO:0006915-&&-apoptotic process-%%-GO:0061024-&&-membrane organization-%%-GO:0032956-&&-regulation of actin cytoskeleton organization-%%-GO:0030837-&&-negative regulation of actin filament polymerization-%%-GO:0050821-&&-protein stabilization-%%-GO:1905445-&&-positive regulation of clathrin coat assembly-%%-GO:2000369-&&-regulation of clathrin-dependent endocytosis-%%-GO:0060453-&&-regulation of gastric acid secretion-%%-GO:0006898-&&-receptor-mediated endocytosis-%%-GO:1901030-&&-positive regulation of mitochondrial outer membrane permeabilization involved in apoptotic signaling pathway-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0030100-&&-regulation of endocytosis-%%-GO:0032092-&&-positive regulation of proteG:9606:HIP1R HIP1R Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HIP1RHIP1R FALSE HIP1R
taxon:9606 172019 1902 XIAP associated factor 1gene biological_process-&-1&-GO:0006915-&&-apoptotic process-%%-GO:0060337-&&-type I interferon signaling pathway-%%-GO:0031333-&&-negative regulation of protein complex assembly-%%-GO:0035456-&&-response to interferon-beta|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005829-&&-cytosol-%%-GO:0005739-&&-mitochondrion|molecular_function-&-1&-GO:0008270-&&-zinc ion bindingG:9606:XAF1 XAF1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-XAF1XAF1 FALSE XAF1
taxon:9606 176115 1902 ring finger protein 8gene biological_process-&-1&-GO:0006302-&&-double-strand break repair-%%-GO:0007286-&&-spermatid development-%%-GO:0070534-&&-protein K63-linked ubiquitination-%%-GO:0033523-&&-histone H2B ubiquitination-%%-GO:0045190-&&-isotype switching-%%-GO:0045739-&&-positive regulation of DNA repair-%%-GO:0051301-&&-cell division-%%-GO:0010212-&&-response to ionizing radiation-%%-GO:0006303-&&-double-strand break repair via nonhomologous end joining-%%-GO:0034244-&&-negative regulation of transcription elongation from RNA polymerase II promoter-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process-%%-GO:0043486-&&-histone exchange-%%-GO:0070535-&&-histone H2A K63-linked ubiquitination-%%-GO:0070936-&&-protein K48-linked ubiquitination-%%-GO:0006974-&&-cellular response to DNA damage stimulus-%%-GO:0007067-&&-mitotic nuclear division-%%-GO:0033522-&&-histone H2A ubiquitination-%%-GO:0036297-&&-interstrand cross-link repair-%%-GO:0051865-&&-protein autoubiquitination|cellular_component-&-1&-GO:0030496-&&-midbody-%%-GOG:9606:RNF8 RNF8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-RNF8RNF8 FALSE RNF8
taxon:9606 180209 1902 heterogeneous nuclear ribonucleoprotein Ugene biological_process-&-1&-GO:0006396-&&-RNA processing-%%-GO:0001649-&&-osteoblast differentiation-%%-GO:0032922-&&-circadian regulation of gene expression-%%-GO:0070934-&&-CRD-mediated mRNA stabilization-%%-GO:0000398-&&-mRNA splicing, via spliceosome-%%-GO:0032211-&&-negative regulation of telomere maintenance via telomerase-%%-GO:0010467-&&-gene expression|cellular_component-&-1&-GO:0005654-&&-nucleoplasm-%%-GO:0031012-&&-extracellular matrix-%%-GO:0071013-&&-catalytic step 2 spliceosome-%%-GO:0016020-&&-membrane-%%-GO:0036464-&&-cytoplasmic ribonucleoprotein granule-%%-GO:0070937-&&-CRD-mediated mRNA stability complex-%%-GO:0005697-&&-telomerase holoenzyme complex-%%-GO:0005634-&&-nucleus-%%-GO:0009986-&&-cell surface-%%-GO:0030529-&&-intracellular ribonucleoprotein complex|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005524-&&-ATP binding-%%-GO:0005515-&&-protein binding-%%-GO:0001047-&&-core promoter binding-%%-GO:0003723-&&-RNA binding-%%-GO:0070034-&&-telomerase RNA bindingG:9606:HNRNPU KEGG-&-1&-hsa03040-&&-SpliceosomeHNRNPU Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-HNRNPUHNRNPU FALSE HNRNPU
taxon:9606 172017 1902 tight junction protein 3gene cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005886-&&-plasma membrane-%%-GO:0005923-&&-bicellular tight junction|molecular_function-&-1&-GO:0005515-&&-protein bindingG:9606:TJP3 KEGG-&-1&-hsa04530-&&-Tight junctionTJP3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TJP3TJP3 FALSE TJP3
taxon:9606 167927 1902 TM2 domain containing 3gene cellular_component-&-1&-GO:0016021-&&-integral component of membraneG:9606:TM2D3 TM2D3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TM2D3TM2D3 FALSE TM2D3
taxon:9606 176119 1902 suppressor of cytokine signaling 3gene biological_process-&-1&-GO:0046426-&&-negative regulation of JAK-STAT cascade-%%-GO:0046627-&&-negative regulation of insulin receptor signaling pathway-%%-GO:0060674-&&-placenta blood vessel development-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0043066-&&-negative regulation of apoptotic process-%%-GO:0007259-&&-JAK-STAT cascade-%%-GO:0060670-&&-branching involved in labyrinthine layer morphogenesis-%%-GO:0060708-&&-spongiotrophoblast differentiation-%%-GO:0045597-&&-positive regulation of cell differentiation-%%-GO:0050728-&&-negative regulation of inflammatory response-%%-GO:0060334-&&-regulation of interferon-gamma-mediated signaling pathway-%%-GO:0042512-&&-negative regulation of tyrosine phosphorylation of Stat1 protein-%%-GO:0060707-&&-trophoblast giant cell differentiation-%%-GO:0006469-&&-negative regulation of protein kinase activity-%%-GO:0040008-&&-regulation of growth-%%-GO:0042518-&&-negative regulation of tyrosine phosphorylation of Stat3 protein-%%-GO:0019221-&&-cytokine-mediated signalingG:9606:SOCS3 KEGG-&-1&-hsa05168-&&-Herpes simplex infection-%%-hsa04932-&&-Non-alcoholic fatty liver disease (NAFLD)-%%-hsa05164-&&-Influenza A-%%-hsa04931-&&-Insulin resistance-%%-hsa04920-&&-Adipocytokine signaling pathway-%%-hsa04910-&&-Insulin signaling pathway-%%-hsa04917-&&-Prolactin signaling pathway-%%-hsa04120-&&-Ubiquitin mediated proteolysis-%%-hsa05160-&&-Hepatitis C-%%-hsa04380-&&-Osteoclast differentiation-%%-hsa04668-&&-TNF signaling pathway-%%-hsa04930-&&-Type II diabetes mellitus-%%-hsa04630-&&-JAK-STAT signaling pathwaySOCS3 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-SOCS3SOCS3 FALSE SOCS3
taxon:9606 180213 1902 inter-alpha-trypsin inhibitor heavy chain 2gene biological_process-&-1&-GO:0010951-&&-negative regulation of endopeptidase activity-%%-GO:0030212-&&-hyaluronan metabolic process|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0072562-&&-blood microparticle-%%-GO:0005576-&&-extracellular region|molecular_function-&-1&-GO:0004867-&&-serine-type endopeptidase inhibitor activity-%%-GO:0004866-&&-endopeptidase inhibitor activityG:9606:ITIH2 ITIH2 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITIH2ITIH2 FALSE ITIH2
taxon:9606 172021 1902 M-phase phosphoprotein 8gene biological_process-&-1&-GO:0044030-&&-regulation of DNA methylation-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0045892-&&-negative regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005886-&&-plasma membrane-%%-GO:0000788-&&-nuclear nucleosome-%%-GO:0005720-&&-nuclear heterochromatin-%%-GO:0005737-&&-cytoplasm-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus-%%-GO:0005634-&&-nucleus|molecular_function-&-1&-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0031625-&&-ubiquitin protein ligase binding-%%-GO:0005515-&&-protein binding-%%-GO:0035064-&&-methylated histone bindingG:9606:MPHOSPH8 MPHOSPH8 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-MPHOSPH8MPHOSPH8 FALSE MPHOSPH8
taxon:9606 176123 1902 TATA-box binding protein associated factor, RNA polymerase I subunit Agene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006360-&&-transcription from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006363-&&-termination of RNA polymerase I transcription|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0005654-&&-nucleoplasm-%%-GO:0000120-&&-RNA polymerase I transcription factor complex-%%-GO:0043231-&&-intracellular membrane-bounded organelle-%%-GO:0015630-&&-microtubule cytoskeleton|molecular_function-&-1&-GO:0003677-&&-DNA binding-%%-GO:0005515-&&-protein bindingG:9606:TAF1A TAF1A Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF1ATAF1A FALSE TAF1A
taxon:9606 180219 1902 eukaryotic translation initiation factor 6gene biological_process-&-1&-GO:0032868-&&-response to insulin-%%-GO:2000377-&&-regulation of reactive oxygen species metabolic process-%%-GO:0006110-&&-regulation of glycolytic process-%%-GO:0035278-&&-miRNA mediated inhibition of translation-%%-GO:1902626-&&-assembly of large subunit precursor of preribosome-%%-GO:0006413-&&-translational initiation-%%-GO:0000460-&&-maturation of 5.8S rRNA-%%-GO:0000470-&&-maturation of LSU-rRNA-%%-GO:0000054-&&-ribosomal subunit export from nucleus-%%-GO:0045727-&&-positive regulation of translation-%%-GO:0035195-&&-gene silencing by miRNA-%%-GO:0042304-&&-regulation of fatty acid biosynthetic process-%%-GO:0045652-&&-regulation of megakaryocyte differentiation-%%-GO:0042256-&&-mature ribosome assembly|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005634-&&-nucleus-%%-GO:0030687-&&-preribosome, large subunit precursor-%%-GO:0005737-&&-cytoplasm-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:000374G:9606:EIF6 KEGG-&-1&-hsa03008-&&-Ribosome biogenesis in eukaryotesEIF6 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-EIF6EIF6 FALSE EIF6
taxon:9606 172024 1902 transmembrane p24 trafficking protein 9gene biological_process-&-1&-GO:0032527-&&-protein exit from endoplasmic reticulum-%%-GO:0048205-&&-COPI coating of Golgi vesicle-%%-GO:0006890-&&-retrograde vesicle-mediated transport, Golgi to ER-%%-GO:0007030-&&-Golgi organization-%%-GO:0006888-&&-ER to Golgi vesicle-mediated transport-%%-GO:0034498-&&-early endosome to Golgi transport-%%-GO:0010638-&&-positive regulation of organelle organization|cellular_component-&-1&-GO:0000139-&&-Golgi membrane-%%-GO:0030140-&&-trans-Golgi network transport vesicle-%%-GO:0070062-&&-extracellular exosome-%%-GO:0005783-&&-endoplasmic reticulum-%%-GO:0005789-&&-endoplasmic reticulum membrane-%%-GO:0005793-&&-endoplasmic reticulum-Golgi intermediate compartment-%%-GO:0005794-&&-Golgi apparatus-%%-GO:0033116-&&-endoplasmic reticulum-Golgi intermediate compartment membrane-%%-GO:0016021-&&-integral component of membrane-%%-GO:0030133-&&-transport vesicle|molecular_function-&-1&-GO:0019905-&&-syntaxin binding-%%-GO:0005515-&&-protein bindingG:9606:TMED9 TMED9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TMED9TMED9 FALSE TMED9
taxon:9606 180216 1902 integrin subunit beta 7gene biological_process-&-1&-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0043113-&&-receptor clustering-%%-GO:0007160-&&-cell-matrix adhesion-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0007155-&&-cell adhesion-%%-GO:0034113-&&-heterotypic cell-cell adhesion-%%-GO:0050776-&&-regulation of immune response-%%-GO:0034446-&&-substrate adhesion-dependent cell spreading-%%-GO:0046718-&&-viral entry into host cell-%%-GO:0003366-&&-cell-matrix adhesion involved in ameboidal cell migration-%%-GO:0050901-&&-leukocyte tethering or rolling-%%-GO:0072678-&&-T cell migration|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0005886-&&-plasma membrane-%%-GO:0008305-&&-integrin complex-%%-GO:0043235-&&-receptor complex-%%-GO:0016020-&&-membrane-%%-GO:0034669-&&-integrin alpha4-beta7 complex-%%-GO:0009986-&&-cell surface|molecular_function-&-1&-GO:0001618-&&-virus receptor activity-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0050839-&&-cell adhesion molecule biG:9606:ITGB7 KEGG-&-1&-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04510-&&-Focal adhesion-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa05202-&&-Transcriptional misregulation in cancer-%%-hsa04672-&&-Intestinal immune network for IgA production-%%-hsa04514-&&-Cell adhesion molecules (CAMs)ITGB7 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITGB7ITGB7 FALSE ITGB7
taxon:9606 167934 1902 chromodomain helicase DNA binding protein 9gene biological_process-&-1&-GO:0044255-&&-cellular lipid metabolic process-%%-GO:0016569-&&-covalent chromatin modification-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0006351-&&-transcription, DNA-templated|cellular_component-&-1&-GO:0005737-&&-cytoplasm-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0004386-&&-helicase activity-%%-GO:0005524-&&-ATP binding-%%-GO:0003677-&&-DNA bindingG:9606:CHD9 CHD9 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-CHD9CHD9 FALSE CHD9
taxon:9606 167935 1902 F-box protein 11gene biological_process-&-1&-GO:0007605-&&-sensory perception of sound-%%-GO:0016567-&&-protein ubiquitination-%%-GO:0006464-&&-cellular protein modification process-%%-GO:0035246-&&-peptidyl-arginine N-methylation-%%-GO:0006511-&&-ubiquitin-dependent protein catabolic process|cellular_component-&-1&-GO:0005634-&&-nucleus-%%-GO:0000151-&&-ubiquitin ligase complex-%%-GO:0005694-&&-chromosome-%%-GO:0005737-&&-cytoplasm-%%-GO:0005829-&&-cytosol-%%-GO:0005730-&&-nucleolus|molecular_function-&-1&-GO:0008270-&&-zinc ion binding-%%-GO:0016274-&&-protein-arginine N-methyltransferase activity-%%-GO:0004842-&&-ubiquitin-protein transferase activity-%%-GO:0005515-&&-protein bindingG:9606:FBXO11 FBXO11 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-FBXO11FBXO11 FALSE FBXO11
taxon:9606 180223 1902 integrin subunit beta 1gene biological_process-&-1&-GO:0043065-&&-positive regulation of apoptotic process-%%-GO:0016477-&&-cell migration-%%-GO:0071404-&&-cellular response to low-density lipoprotein particle stimulus-%%-GO:0030198-&&-extracellular matrix organization-%%-GO:0048675-&&-axon extension-%%-GO:0030183-&&-B cell differentiation-%%-GO:0002042-&&-cell migration involved in sprouting angiogenesis-%%-GO:2000811-&&-negative regulation of anoikis-%%-GO:0043547-&&-positive regulation of GTPase activity-%%-GO:0055007-&&-cardiac muscle cell differentiation-%%-GO:0034113-&&-heterotypic cell-cell adhesion-%%-GO:0001708-&&-cell fate specification-%%-GO:0048333-&&-mesodermal cell differentiation-%%-GO:0007229-&&-integrin-mediated signaling pathway-%%-GO:0008284-&&-positive regulation of cell proliferation-%%-GO:0021943-&&-formation of radial glial scaffolds-%%-GO:0007161-&&-calcium-independent cell-matrix adhesion-%%-GO:0001701-&&-in utero embryonic development-%%-GO:0035024-&&-negative regulation of Rho protein signal transduction-%%-GOG:9606:ITGB1 KEGG-&-1&-hsa05131-&&-Shigellosis-%%-hsa05133-&&-Pertussis-%%-hsa05414-&&-Dilated cardiomyopathy (DCM)-%%-hsa05140-&&-Leishmaniasis-%%-hsa05410-&&-Hypertrophic cardiomyopathy (HCM)-%%-hsa05222-&&-Small cell lung cancer-%%-hsa05412-&&-Arrhythmogenic right ventricular cardiomyopathy (ARVC)-%%-hsa04360-&&-Axon guidance-%%-hsa05145-&&-Toxoplasmosis-%%-hsa04015-&&-Rap1 signaling pathway-%%-hsa04151-&&-PI3K-Akt signaling pathway-%%-hsa04512-&&-ECM-receptor interaction-%%-hsa04670-&&-Leukocyte transendothelial migration-%%-hsa05130-&&-Pathogenic Escherichia coli infection-%%-hsa05165-&&-Human papillomavirus infection-%%-hsa04145-&&-Phagosome-%%-hsa04510-&&-Focal adhesion-%%-hsa04530-&&-Tight junction-%%-hsa04810-&&-Regulation of actin cytoskeleton-%%-hsa05200-&&-Pathways in cancer-%%-hsa04611-&&-Platelet activation-%%-hsa04514-&&-Cell adhesion molecules (CAMs)-%%-hsa05100-&&-Bacterial invasion of epithelial cells-%%-hsa05205-&&-Proteoglycans in cancerITGB1 Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-ITGB1ITGB1 FALSE ITGB1
taxon:9606 176124 1902 TATA-box binding protein associated factor, RNA polymerase I subunit Bgene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006351-&&-transcription, DNA-templated-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0001189-&&-RNA polymerase I transcriptional preinitiation complex assembly at the promoter for the nuclear large rRNA transcript-%%-GO:0006355-&&-regulation of transcription, DNA-templated-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006363-&&-termination of RNA polymerase I transcription|cellular_component-&-1&-GO:0070062-&&-extracellular exosome-%%-GO:0070860-&&-RNA polymerase I core factor complex-%%-GO:0005654-&&-nucleoplasm-%%-GO:0005634-&&-nucleus-%%-GO:0005668-&&-RNA polymerase transcription factor SL1 complex|molecular_function-&-1&-GO:0001164-&&-RNA polymerase I CORE element sequence-specific DNA binding-%%-GO:0046872-&&-metal ion binding-%%-GO:0005515-&&-protein binding-%%-GO:0001187-&&-transcription factor activity, RNA polymerase I CORE element binding G:9606:TAF1B TAF1B Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF1BTAF1B FALSE TAF1B
taxon:9606 176125 1902 TATA-box binding protein associated factor, RNA polymerase I subunit Cgene biological_process-&-1&-GO:0006362-&&-transcription elongation from RNA polymerase I promoter-%%-GO:0006360-&&-transcription from RNA polymerase I promoter-%%-GO:0006366-&&-transcription from RNA polymerase II promoter-%%-GO:0006361-&&-transcription initiation from RNA polymerase I promoter-%%-GO:0006356-&&-regulation of transcription from RNA polymerase I promoter-%%-GO:0045815-&&-positive regulation of gene expression, epigenetic-%%-GO:0006363-&&-termination of RNA polymerase I transcription|cellular_component-&-1&-GO:0000120-&&-RNA polymerase I transcription factor complex-%%-GO:0001650-&&-fibrillar center-%%-GO:0005730-&&-nucleolus-%%-GO:0005654-&&-nucleoplasm|molecular_function-&-1&-GO:0001164-&&-RNA polymerase I CORE element sequence-specific DNA binding-%%-GO:0005515-&&-protein bindingG:9606:TAF1C TAF1C Homo sapiens (Human)-&&-9606Gene Symbol-&-1&-TAF1CTAF1C FALSE TAF1C


