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Biological Process
GO:0030225:macrophage differentiation
GO:0033077:T cell differentiation in thymus
GO:0030183:B cell differentiation
GO:0006171:cAMP biosynthetic process
GO:0033085:negative regulation of T cell differentiation in thymus

Cellular Component
GO:0070603:SWI/SNF superfamily−type complex
GO:1904949:ATPase complex
GO:0031011:Ino80 complex
GO:0000939:inner kinetochore
GO:0071004:U2−type prespliceosome

Molecular Function
GO:0097677:STAT family protein binding
GO:0004016:adenylate cyclase activity
GO:0050135:NADP+ nucleosidase activity
GO:0061809:NAD+ nucleotidase, cyclic ADP−ribose generating
GO:0009975:cyclase activity
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hsa04540:Gap junction
hsa04727:GABAergic synapse
hsa04912:GnRH signaling pathway
hsa04723:Retrograde endocannabinoid signaling
hsa04714:Thermogenesis
hsa04136:Autophagy − other
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Biological Process
GO:0006171:cAMP biosynthetic process
GO:0032754:positive regulation of interleukin−5 production
GO:0042048:olfactory behavior
GO:0072173:metanephric tubule morphogenesis
GO:0048103:somatic stem cell division

Cellular Component
GO:0044232:organelle membrane contact site
GO:0070603:SWI/SNF superfamily−type complex
GO:0005925:focal adhesion
GO:0030055:cell−substrate junction
GO:1904949:ATPase complex

Molecular Function
GO:0004896:cytokine receptor activity
GO:0019955:cytokine binding
GO:0140375:immune receptor activity
GO:0008499:UDP−galactose:beta−N−acetylglucosamine 
beta−1,3−galactosyltransferase activity
GO:0048531:beta−1,3−galactosyltransferase activity
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KEGG
hsa04540:Gap junction
hsa04727:GABAergic synapse
hsa04912:GnRH signaling pathway
hsa04072:Phospholipase D signaling pathway
hsa04723:Retrograde endocannabinoid signaling
hsa00533:Glycosaminoglycan biosynthesis − keratan sulfate
hsa04062:Chemokine signaling pathway
hsa00601:Glycosphingolipid biosynthesis − lacto and neolacto series
hsa05163:Human cytomegalovirus infection
hsa04714:Thermogenesis
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