GeDiPNet Cluster 325 -- 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 g-value. See
scripts/build_cluster_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-07 03:30:09. - Rows: 15 - Generated: 2026-10-07 14:48:31

Pathway

ABO blood group biosynthesis

Biosynthesis of protectins

Synthesis of 5-eicosatetraenoic acids

Synthesis of epoxy (EET) and dihydroxyeicosatrienoic acids (DHET)

Synthesis of (16-20)-hydroxyeicosatetraenoic acids (HETE)

Gamma-carboxylation of protein precursors

Transport of gamma-carboxylated protein precursors from the endoplasmic reticulum to the Golgi
apparatus

Removal of aminoterminal propeptides from gamma-carboxylated proteins

Glycosphingolipid biosynthesis - globo and isoglobo series

Common Pathway of Fibrin Clot Formation

Intrinsic Pathway of Fibrin Clot Formation

Xenobiotics

Glycosphingolipid biosynthesis - lacto and neolacto series

SMAD2/SMAD3:SMAD4 heterotrimer regulates transcription

Oncogene Induced Senescence
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