GeDiPNet Cluster 456 -- 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: 6 - Generated: 2026-10-20 00:03:13

Pathway

Chromatin modifying enzymes

Other types of O-glycan biosynthesis

Lysine degradation

Collagen biosynthesis and modifying enzymes
NOD-like receptor signaling pathway

Metabolic pathways

Source

Reactome

KEGG

KEGG

Reactome

KEGG

KEGG

Overlap Genes
1

1

Overlap Gene Names
PADI6
PLOD3
PLOD3
PLOD3
NLRP7

PLOD3

Pathway Gene Count
20

47

63

67

187

1563

Cluster Gene Count

5

Fold Enrichment
120.10

51.11

38.13

35.85

12.84

1.54

P-value

8.300e-3
1.942e-2
2.596e-2
2.759e-2
7.548e-2

5.020e-1

FDR Q-value
5.062e-2
8.427e-2
9.965e-2
1.031e-1
1.837e-1

6.204e-1



