
GeDiPNet Cluster 646 -- 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: 2026-10-21 12:16:30. · Rows: 6 · Generated: 2026-10-21 08:36:31

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

RUNX1 regulates transcription of genes involved in WNT signaling Reactome 1 FOXP3 6 3 667.22 1.498e-3 1.466e-2

RUNX1 and FOXP3 control the development of regulatory T lymphocytes (Tregs) Reactome 1 FOXP3 10 3 400.33 2.496e-3 2.143e-2

Inflammatory bowel disease KEGG 1 FOXP3 66 3 60.66 1.640e-2 7.412e-2

Factors involved in megakaryocyte development and platelet production Reactome 1 DOCK8 99 3 40.44 2.453e-2 9.446e-2

Th17 cell differentiation KEGG 1 FOXP3 109 3 36.73 2.698e-2 9.969e-2

Neddylation Reactome 1 CCDC22 234 3 17.11 5.732e-2 1.543e-1


