GeDiPNet Cluster 332 -- Enriched GO Terms (Biological Process)

GO term enrichment: Biological Process terms (gene2go, human/tax_id=9606 only), upper-tail hypergeometric test, fold enrichment = (overlap / cluster gene count) / (term gene count / universe size), Benjamini-Hochberg FDR-corrected. Top 15 terms per
cluster by g-value. See scripts/build_cluster_go_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-07 03:23:06. - Rows: 15 - Generated: 2026-10-07 19:41:13

GO Term GO ID Overlap Overlap Gene Term Gene Cluster Gene Folt_i Pl FDR Q-
Genes Names Count Count Enrichment value

cell motility 502004887 2 DST, SCN11A 48 9 86.51 ‘2"2999' 5.569¢-3
reflex EO:OOGOOO 1 SCN11A 1 9 2076.33 2'8166_ 9.305e-3
small intestine smooth muscle contraction 50:199077 1 SCN11A 1 9 2076.33 2'8166- 9.305e-3
negative regulation of growth rate 50:004596 1 TMPRSS4 1 9 2076.33 2'8166_ 9.305e-3
guanosine metabolic process 50:000861 1 DGUOK 1 9 2076.33 2'8169_ 9.305e-3
dGTP metabolic process 50:004607 1 DGUOK 1 9 2076.33 2'8169' 9.305e-3
purine deoxyribonucleoside metabolic process (230:004612 1 DGUOK 1 9 2076.33 3'8166' 9.305e-3
response to wounding (130:000961 2 TMPRSS4, DST 81 9 51.27 2'5506' 1.143e-2
chromosomal DNA methylation maintenance following DNA replication 50:014111 1 DNMT1 2 9 1038.17 2'6306- 1.467e-2
negative regulation of vascular associated smooth muscle cell differentiation involved in phenotypic G0:190593 1 DNMT1 2 9 1038.17 9.630e- 1.467e-2
switching 1 ’ 4 ’
thermosensory behavior 501004004 1 SCN11A 2 9 1038.17 2'6309' 1.467e-2
behavioral response to acetic acid induced pain (730:006136 1 SCN11A 2 9 1038.17 2'6306' 1.467e-2
GDP-D-mannose biosynthetic process from fructose-6-phosphate 50:006172 1 PMM2 2 9 1038.17 2'6306' 1.467e-2
dAMP salvage 201010638 1 DGUOK 3 9 692.11 ;'4446' 1.871e-2
GDP-mannose biosynthetic process from mannose G0:006172 1 PMM2 3 9 692.11 L.44de- 1.871e-2
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