GeDiPNet Cluster 508 -- 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: 9 - Generated: 2026-10-20 00:02:41

Pathway

Scavenging by Class H Receptors
Iron uptake and transport
Ferroptosis

Porphyrin metabolism

Golgi Associated Vesicle Biogenesis
Mineral absorption

Efferocytosis

Necroptosis

Neutrophil degranulation

Source
Reactome
Reactome
KEGG
KEGG
Reactome
KEGG
KEGG
KEGG

Reactome

Overlap Genes
1

1

Overlap Gene Names
STAB1

FTL

FTL

FTL

FTL

FTL

STAB1

FTL

FTL

Pathway Gene Count
4

28

42

46

56

61

157

159

480

Cluster Gene Count

2

Fold Enrichment
1501.25

214.46

142.98

130.54

107.23

98.44

38.25

37.77

12.51

P-value

6.660e-4
4.658e-3
6.982e-3
7.646e-3
9.304e-3
1.013e-2
2.598e-2
2.630e-2

7.834e-2

FDR Q-value
8.310e-3
3.479e-2
4.529e-2
4.806e-2
5.433e-2
5.730e-2
9.970e-2
1.005e-1

1.874e-1



