GeDiPNet Cluster 349 -- 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 00:40:02

Pathway

Calcium signaling pathway

lon homeostasis

Defective DPAGT1 causes DPAGT1-CDG (CDG-1j) and CMSTA2

Platelet activation

Vasopressin-like receptors

Biosynthesis of the N-glycan precursor (dolichol lipid-linked oligosaccharide, LLO) and transfer to a
nascent protein

CAMP signaling pathway

Cholesterol biosynthesis

Terpenoid backbone biosynthesis

Antigen activates B Cell Receptor (BCR) leading to generation of second messengers

Smooth Muscle Contraction

Primary immunodeficiency

Activation of gene expression by SREBF (SREBP)

N-Glycan biosynthesis

Cortisol synthesis and secretion
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OXTR, CASQ1, ORAIL,
STIM1

CASQ1, STIM1

DPAGT1

ORAI1, STIM1

OXTR

DPAGT1

OXTR, ORAI1

GGPS1

GGPS1

STIM1
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21.01

49.42

1334.44

21.18
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121.31

11.81
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58.02
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39.25

35.12
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20.53

P-value
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