GeDiPNet Cluster 510 -- 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: 5 - Generated: 2026-10-20 00:03:50

Pathway

CRMPs in Sema3A signaling
Axon guidance

Neddylation

Endocytosis

Neutrophil degranulation

Source

Reactome

KEGG

Reactome

KEGG

Reactome

Overlap Genes
1

1

Overlap Gene Names
DPYSL5

DPYSL5

CCDC22

WASHC5

VPS35L

Pathway Gene Count Cluster Gene Count

16 4
183 4
234 4
250 4
480 4

Fold Enrichment

187.66

16.41

12.83

12.01

6.26

P-value

5.319e-3
5.958e-2
7.570e-2
8.071e-2

1.506e-1

FDR Q-value
3.801le-2
1.598e-1
1.840e-1
1.905e-1

2.763e-1



