GeDiPNet Cluster 73 -- 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 00:26:34
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Overlap Gene Names

APOB, BCL3, CCL2, CCL3, CLU, CRP, HSPA1A, HSPA1B, IFNG, IL6,
LDLR, NOS3

ABCAL, ABCGS5, ADIPOQ, AHR, CYBA, MTHFR, NPC1, SOD1, SOD2,
TNF, EDN1, KCNK3

AHR, BCL3, ESR1, IFNG, IGF2, IL6, NEUROG3, NR1H4, PARP1,
PPARG, SIRT1, SMARCA4

AGT, EDNRA, NOS3, NPPB, PPARG, PTGS2, SOD1, SOD2, EDN1, ACE,
ATP2B1, GNB3

AGER, ALOX15, ALOX5, CCL2, CCL3, CCL4, CNR2, CRP, CYBA,
HDAC9, HP, HRH1

AGT, VEGFA, ACE, AGTR1, TCF21, BICC1, HAS2, LRP2, OVOL1,
SLC34A1, SOX11, UMOD

ACACA, ABCAL, AIG1, ALOX15, ALOX5, APOA1, APOB, APOC1, APOE,
CETP, CLU, CYP27A1

AGT, CCL3, IGF2, SIRT1, TCF7L2, TNF, VEGFA, F2, IL1B, PIK3CA,
TGFB1, IL17A

AGT, IL6, PPARG, SMARCA4, STAT3, TNF, NOTCH3, TGFB1, IL10,
NR3C1, SREBF1, TERT

ABCAL, ABCGS5, ADIPOQ, AGL, PPARG, VCAM1, ABCG8, BCHE, EPO,
LIPG, LTA, NOD2

ABCA1, CCL2, GBP3, IL6, NOS2, NR1H4, SERPINEL, TLR4, TNF, VIM,
IL1B, PRPF8

CNR2, FASLG, LOXL1, MPO, NOS2, NOS3, NQO1, SOD2, TLR4, TNF,
VCAM1, EDN1

PLAT, F2, F5, FGA, ITGB3, PLAU, VKORC1, P2RY12, ANGPTL4, F7,
FGB, GGCX

BCL3, HSPA1A, HSPA1B, IL6, MPO, NR1H4, PTGS2, SIRT1, SOCS3,
SOD1, SOD2, TNF

ADIPOQ, AGER, CBFA2T3, CYBA, EDNRA, MTHFR, NOS2, PLAT,
SOD2, STAT3, TNF, VCAM1
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