
GeDiPNet Cluster 600 -- 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 00:02:43

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

FCGR3A-mediated phagocytosis Reactome 1 MYO5A 59 3 67.85 1.467e-2 7.167e-2

Regulation of actin dynamics for phagocytic cup formation Reactome 1 MYO5A 60 3 66.72 1.491e-2 7.221e-2

RAB geranylgeranylation Reactome 1 RAB27A 65 3 61.59 1.615e-2 7.583e-2

RAB GEFs exchange GTP for GDP on RABs Reactome 1 RAB27A 90 3 44.48 2.232e-2 9.119e-2

Motor proteins KEGG 1 MYO5A 194 3 20.64 4.768e-2 1.409e-1

Pathogenic Escherichia coli infection KEGG 1 MYO5A 200 3 20.02 4.914e-2 1.433e-1

Neutrophil degranulation Reactome 1 RAB27A 480 3 8.34 1.152e-1 2.351e-1


