GeDiPNet Cluster 34 -- 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 01:43:25

GO Term

positive regulation of transcription by RNA polymerase Il

regulation of blood pressure

response to xenobiotic stimulus

angiogenesis

negative regulation of apoptotic process

positive regulation of phosphatidylinositol 3-kinase/protein
kinase B signal transduction

positive regulation of DNA-templated transcription

response to hypoxia

heart development

positive regulation of MAPK cascade

negative regulation of cell population proliferation

regulation of heart rate by cardiac conduction

blood coagulation

positive regulation of angiogenesis

negative regulation of transcription by RNA polymerase I
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Overlap
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407
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Overlap Gene Names

ABLIM1, ACVR2A, AGRN, AKIRIN2, AP3D1, ARNT2, ASH1L, ATXN1, BAZ1B,
BCAS3, BCL3, BSX

ACE, ADRALA, AGT, ATP2B1, CORIN, EDN1, EMILIN2, EXT1, GNA12, KCNQ1,
MYH6, NOS3

ADRA1A, DNMT3A, EDN1, GATA4, GNA12, HDAC3, HDACS5, HSPG2, MTHFR,
MYO6, NPC1, P2RX7

ADAM15, ANGPT1, APOLD1, ARHGAP24, BCAM, BCAS3, CAV1, ENPEP,
EPAS1, FGFR2, GJA5, HAND2

ANGPT1, ANXA4, ARHGAP10, ARNT2, BCL3, BNIP1, CCND2, DSG2, ERBB2,
ERBB4, FOXO1, HDAC3

AGT, ANGPT1, ERBB4, EXTL3, FERMT2, FGFR3, HBEGF, IGF1R, INSR,
MERTK, PRKD1, PTK2

AGT, ARNT2, BCL3, BICRA, CAND2, CASZ1, CHD4, CREB5, CREBBP, DOTIL,
DTX3L, EBF2

ARNT2, CAV1, CIAO3, CREBBP, EDN1, EPAS1, HIGD1C, HSPG2, ITPR2,
KCNAS5, MTHFR, MYOCD

BBS7, CDKN1A, CXADR, EDN1, EEF1AKMT4-ECE2, ERBB2, ERBB4, GATA4,
GATAS5, GJAL, GJA5, HAND2

ADRA1A, BANK1, CAV2, EDN1, ERBB2, ERBB4, FGF5, FGFR2, FGFR3, FRS2,
GHR, IGF1R

ADGRBL, ADRALA, AGBL4, ALDH1A2, ARID2, CAV1, CDH13, CDK6, CDKN1A,
DLC1, DLEC1, DLG5

ACE, ANK2, CACNA1D, CAMK2D, CAV1, CTNNA3, DSG2, GJAS5, HCN4, ISL1,
KCNAS, KCND3

ANGPT1, F5, GNA12, HPS6, ITPK1, JMID1C, PTPRJ, VWF, HGFAC, PLG,
FGB, GNAQ

EMILIN2, GATA4, HMGA2, ISL1, NOS3, PIK3CD, PLCG1, PRKD1, RUNX1,
SIRT1, STIM1, TNFSF12

ANXA4, ATXN1, CAV1, CBX6, CBX8, CDK6, CHD4, CREBBP, CUX1, CUX2,
DNMT3A, E2F6
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1.66
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value
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1.449e-
21
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17
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FDR Q-
value

9.872e-26

6.722e-20

2.847e-18

2.754e-14

4.800e-14

1.026e-13

7.715e-13

8.323e-13

2.579%e-12

3.060e-12

4.509e-12

1.853e-10

2.585e-10

4.775e-10

9.001e-10



