GeDiPNet Cluster 635 -- Enriched Pathways

Pathway enrichment: KEGG + Reactome, upper-tail hypergeometric test, Benjamini-Hochberg FDR-corrected. Fold enrichment = (overlap / cluster gene count) / (pathway gene count / universe size). Top 15 pathways per cluster by g-value. See
scripts/build_cluster_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-20 03:30:09. - Rows: 8 - Generated: 2026-10-20 00:02:57

Pathway

Signaling by BMP

TGF-beta signaling pathway

Fluid shear stress and atherosclerosis

Signaling pathways regulating pluripotency of stem cells
Hippo signaling pathway

Axon guidance

Cytokine-cytokine receptor interaction

MicroRNAs in cancer

Source
Reactome
KEGG
KEGG
KEGG
KEGG
KEGG
KEGG

KEGG

Overlap Genes
1

1

Overlap Gene Names
BMPR2
BMPR2
BMPR2
BMPR2
BMPR2
BMPR2
BMPR2

BMPR2

Pathway Gene Count
28

108

141

144

157

183

298

311

Cluster Gene Count

Fold Enrichment
428.93

111.20

85.18

83.40

76.50

65.63

40.30

38.62

P-value

2.331e-3
8.993e-3
1.174e-2
1.199e-2
1.307e-2
1.524e-2
2.481e-2

2.590e-2

FDR Q-value
2.130e-2
5.323e-2
6.269e-2
6.340e-2
6.683e-2
7.323e-2
9.697e-2

9.95%-2



