
GeDiPNet Cluster 501 -- 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: 2026-10-19 23:21:21

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

Stimuli-sensing channels Reactome 2 WNK4, WNK1 79 3 101.35 1.276e-4 2.297e-3

Parathyroid hormone synthesis, secretion and action KEGG 2 WNK4, WNK1 115 3 69.62 2.710e-4 4.169e-3

SUMOylation of intracellular receptors Reactome 1 NR3C2 27 3 148.27 6.730e-3 4.425e-2

Aldosterone-regulated sodium reabsorption KEGG 1 NR3C2 38 3 105.35 9.463e-3 5.493e-2

Nuclear Receptor transcription pathway Reactome 1 NR3C2 52 3 76.99 1.293e-2 6.626e-2

HSP90 chaperone cycle for steroid hormone receptors (SHR) Reactome 1 NR3C2 55 3 72.79 1.368e-2 6.873e-2


