GeDiPNet Cluster 435 -- 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: 2026-10-20 03:23:13. - Rows: 15 - Generated: 2026-10-20 00:01:20
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13
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Overlap Gene Names

BICC1, PKD1, PKD2, DYNC2H1, IFT88, NPHP3, PKHD1, ANKS6, AQP11, CC2D2A,
CEP290, CTNNB1

ALGS5, BICC1, IFT140, NEK8, PKD2, DYNC2H1, NPHP3, ANKS6, CC2D2A, MKKS,
MKS1

IFT140, DYNC2H1, IFT88, NPHP3, CC2D2A, CEP290, MKKS, MKS1

IFT140, DYNC2H1, DZIP1L, IFT88, NPHP3, PKHD1, CC2D2A, CEP290, MKKS, MKS1,
ONECUT2, ONECUT1

PKD1, PKD2, PIK3CA, PRKCSH, SEC63, ONECUT2, HNF1B, ONECUT1

BICC1, IFT140, NEKS8, PKD1, PKD2, DYNC2H1, TSC2, ANKS6, CC2D2A, MKKS,
CTNNB1

PKD1, PKD2, NPHP3, LRP5, MYC, DKK3, LRP6, CTNNB1, HHEX

IFT140, CC2D2A, MKS1, CTNNB1

IFT140, DYNC2H1, IFT88, CC2D2A, CEP290, DEUP1, MKS1, MTOR

PKD1, PKD2, HNF1B

PKD1, PKD2, HNF1B

SEC61B, SEC63, SEC61A1

EGFR, SRC, PIK3CA, PLCE1, CTNNB1

PKD1, PKHD1, MKS1, HNF1B

ONECUTZ2, CTNNB1, HNF1B, ONECUT1

Term Gene
Count

146

83

57

237

87

273

232

20

214

64

29

30

Cluster Gene
Count

63

63

63

63

63

63

63

63

63

63

63

63

63

63

63

Fold
Enrichment

26.41

39.31

41.63

15.02

27.28

11.95
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