GeDiPNet Cluster 80 -- 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 13:19:06
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Overlap Gene Names

RELA, CDKN2A, DNMT1, HES1, HSPA1A, HSPA1B, KRAS, NFE2L2, NOTCH1,
VEGFA, NGF, MAPK14

DTX1, DTX4, HES1, HEY1, HEY2, JAG1, JAG2, NOTCH1, NOTCH3, NOTCH4, TGFB1,
NR1H4

HEY1, HEY2, JAG1, NOTCH1, NOS3, TGFB1, ADAMTS5, NPPA, SNAI1

RELA, CDKN2A, HES1, HEY1, HEY2, JAG1, NFE2L2, NOTCH1, NOTCH3, NOTCH4,
OSM, VEGFA

AGTR1, CXCL11, DNMT1, JAG1, JAG2, NOTCH1, CXCL10, CXCL9, SIRT1, NOS2,
TGFB1, NR5A2

HEY1, HEY2, JAG1, NOTCH1, NOS3, ADAMTSS5, TGFB2

MAP3K7, VEGFA, CYGB, NOS2, TGFB1, CYBA, CYP1A1l, LEP, PPARA, EDN1, NPPA,
NPPC

DNMT1, HES1, HEY2, MAP3K7, NOTCH1, VEGFA, SIRT1, NOS2, TGFB1, AKT1,
GPERL, IFNA2

RELA, HES1, MAP3K7, NFE2L2, SIRT1, MAPK14, AKT1, CYBA, GPER1, CCL2, EDN1

SIPA1, CDKN2A, HSPA1A, HSPA1B, STK11, TGFB1, SESN2, NPPA, NPPB, SMAD3,
TGFB2

RELA, AGTR1, CXCL11, MAP3K7, NFE2L2, TLR5, CXCL10, CXCL9, ITCH, MTOR,
NOS2, TGFB1

RELA, CDKN2A, DNMT1, HES1, HEY1, HEY2, HSPA1A, NOTCH1, NOTCH3,
NOTCH4, VEGFA, YEATS2

HEY1, HEY2, NOTCH1, NOS3, TGFB1

AGTR1, NOS3, AGT, EDN1, NPPA, NPPB, NPPC

AHR, NR1H2, NR1H4, NR1I2, NR1I3, NR5A2, PPARA
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