
GeDiPNet Cluster 596 -- 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 23:18:26

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

Unblocking of NMDA receptors, glutamate binding and activation Reactome 1 ACTN2 22 1 545.91 1.832e-3 1.781e-2

Striated Muscle Contraction Reactome 1 ACTN2 36 1 333.61 2.998e-3 2.538e-2

Arrhythmogenic right ventricular cardiomyopathy KEGG 1 ACTN2 86 1 139.65 7.161e-3 4.610e-2

Platelet degranulation Reactome 1 ACTN2 123 1 97.64 1.024e-2 5.775e-2

RAF/MAP kinase cascade Reactome 1 ACTN2 124 1 96.85 1.032e-2 5.810e-2

Cytoskeleton in muscle cells KEGG 1 ACTN2 232 1 51.77 1.932e-2 8.398e-2


