
GeDiPNet Cluster 465 -- 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: 6 · Generated: 2026-10-20 00:03:13

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

ATF6 (ATF6-alpha) activates chaperones Reactome 1 MBTPS2 4 2 1501.25 6.660e-4 8.310e-3

CREB3 factors activate genes Reactome 1 MBTPS2 5 2 1201.00 8.325e-4 9.853e-3

Regulation of cholesterol biosynthesis by SREBP (SREBF) Reactome 1 MBTPS2 7 2 857.86 1.165e-3 1.272e-2

Polycomb repressive complex KEGG 1 YY2 83 2 72.35 1.377e-2 6.915e-2

ATP-dependent chromatin remodeling KEGG 1 YY2 117 2 51.32 1.939e-2 8.417e-2

Protein processing in endoplasmic reticulum KEGG 1 MBTPS2 171 2 35.12 2.827e-2 1.045e-1


