
GeDiPNet Cluster 472 -- 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 q-value. See
scripts/build_cluster_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-20 03:30:09. · Rows: 7 · Generated: 2026-10-20 00:02:53

Pathway Source Overlap Genes Overlap Gene Names Pathway Gene Count Cluster Gene Count Fold Enrichment P-value FDR Q-value

Other semaphorin interactions Reactome 1 PLXND1 14 6 142.98 6.975e-3 4.528e-2

NOTCH3 Intracellular Domain Regulates Transcription Reactome 1 PLXND1 18 6 111.20 8.961e-3 5.313e-2

Maturity onset diabetes of the young KEGG 1 PDX1 26 6 76.99 1.292e-2 6.623e-2

Surfactant metabolism Reactome 1 GATA6 29 6 69.02 1.440e-2 7.092e-2

Type II diabetes mellitus KEGG 1 PDX1 47 6 42.59 2.326e-2 9.352e-2

Insulin secretion KEGG 1 PDX1 86 6 23.28 4.221e-2 1.315e-1

Factors involved in megakaryocyte development and platelet production Reactome 1 GATA6 99 6 20.22 4.846e-2 1.421e-1


