GeDiPNet Cluster 511 -- 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: 2026-10-20 03:30:09. - Rows: 15 - Generated: 2026-10-19 23:20:29

Pathway

Transport of connexons to the plasma membrane

OAS antiviral response

Cell-extracellular matrix interactions

GP1b-I1X-V activation signalling

RHO GTPases activate PAKs

Non-integrin membrane-ECM interactions

MET activates PTK2 signaling

Collagen chain trimerization

Assembly of collagen fibrils and other multimeric structures

Collagen degradation

Collagen biosynthesis and modifying enzymes

Recruitment and ATM-mediated phosphorylation of repair and signaling proteins at DNA double strand
breaks

Protein digestion and absorption

Platelet degranulation

Transcriptional misregulation in cancer
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