
GeDiPNet Cluster 643 -- 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: 7 · Generated: 2026-10-20 00:02:37

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

Processing of Intronless Pre-mRNAs Reactome 1 CPSF3 19 3 210.70 4.739e-3 3.521e-2

Transport of Mature mRNA Derived from an Intronless Transcript Reactome 1 CPSF3 41 3 97.64 1.021e-2 5.758e-2

mRNA 3'-end processing Reactome 1 CPSF3 58 3 69.02 1.442e-2 7.094e-2

RNA Polymerase II Transcription Termination Reactome 1 CPSF3 67 3 59.75 1.664e-2 7.705e-2

mRNA surveillance pathway KEGG 1 CPSF3 103 3 38.87 2.551e-2 9.859e-2

Spliceosome KEGG 1 RNU4-2 162 3 24.71 3.993e-2 1.273e-1

mRNA Splicing - Major Pathway Reactome 1 CPSF3 183 3 21.88 4.502e-2 1.364e-1


