
GeDiPNet Cluster 602 -- 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 00:02:43

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

cGMP effects Reactome 1 PDE10A 11 2 545.91 1.831e-3 1.781e-2

Morphine addiction KEGG 1 PDE10A 91 2 65.99 1.510e-2 7.280e-2

Purine metabolism KEGG 1 PDE10A 128 2 46.91 2.120e-2 8.861e-2

G alpha (s) signalling events Reactome 1 PDE10A 140 2 42.89 2.318e-2 9.328e-2

cAMP signaling pathway KEGG 1 PDE10A 226 2 26.57 3.728e-2 1.224e-1

Metabolic pathways KEGG 1 PDE10A 1563 2 3.84 2.434e-1 3.756e-1


