GeDiPNet Cluster 315 -- 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 14:47:45

Pathway

Anchoring of the basal body to the plasma membrane

Hedgehog 'off' state

ARL13B-mediated ciliary trafficking of INPP5E

Chylomicron assembly

Synthesis of PIPs at the Golgi membrane

Antigen Presentation: Folding, assembly and peptide loading of class | MHC

Cargo concentration in the ER

Legionellosis

COPIl-mediated vesicle transport

Loss of NIp from mitotic centrosomes

Loss of proteins required for interphase microtubule organization from the
centrosome

Inositol phosphate metabolism

AURKA Activation by TPX2

Recruitment of mitotic centrosome proteins and complexes

Regulation of PLK1 Activity at G2/M Transition
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