GeDiPNet Cluster 636 -- 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 00:03:00

Pathway

Cytosolic sensors of pathogen-associated DNA
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Cytosolic DNA-sensing pathway

Source

Reactome

Reactome

Reactome

Reactome

KEGG

KEGG

Overlap Genes
2

2

Overlap Gene Names
POLR3A, POLR3B
POLR3A, POLR3B
POLR3A, POLR3B
POLR3A, POLR3B
POLR3A, POLR3B

POLR3A, POLR3B

Pathway Gene Count
22
27
28
28
34

83

Cluster Gene Count

2

Fold Enrichment

545.91

44481

428.93

428.93

353.24

144.70

P-value

3.203e-6
4.867e-6
5.242e-6
5.242e-6
7.779e-6

4.719e-5

FDR Q-value
1.128e-4
1.608e-4
1.707e-4
1.707e-4
2.369e-4

1.042e-3



