GeDiPNet Cluster 223 -- Enriched GO Terms (Biological Process)

GO term enrichment: Biological Process terms (gene2go, human/tax_id=9606 only), upper-tail hypergeometric test, fold enrichment = (overlap / cluster gene count) / (term gene count / universe size), Benjamini-Hochberg FDR-corrected. Top 15 terms per
cluster by g-value. See scripts/build_cluster_go_enrichment.php on gedipnet.bicnirrh.res.in. Data as of: 2026-10-08 03:23:04. - Rows: 15 - Generated: 2026-10-07 23:46:20
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Overlap Gene Names

ATP7A, CACNA1A, CACNA2D2, CACNB4, GABRAL, GABRA4, HCN1, SCN8A, CACNA1H,
GABRAG6, GABRB3, GABRG2

CACNA1A, CACNA2D2, CACNB4, GABRA1, GABRA4, HCN1, SCN8A, CACNA1H, GABRAG,
GABRB3, GABRG2, KCNK9

CACNB4, GABRA1, GABRA4, GABRAG6, GABRB3, GABRG2, GABRD, GABRAS5, GABRB2

GABRA1, GABRA4, GABRAG, GABRB3, GABRG2, CASR, CLCN2, GABRD, SLC12A5, GABRAS,
GABRB2

GABRA1, GABRA4, GABRAG, GABRB3, GABRG2, CLCN2, GABRD, SLC12A5, GABRAS,
GABRB2

GABRA1, GABRA4, GABRAG, GABRB3, GABRG2, GABRD, GABRA5, GABRB2

GABRA1, GABRA4, GABRAG6, GABRB3, GABRG2, GABRA5, GABRB2

GABRA1, GABRA4, HCN1, GABRAG6, GABRG2, GABRD, GABRAS5, GABRB2

CACNA1A, CACNB4, SNCA, GABRB3, GABRG2, NPY, GABRD, SLC12A5, GABRAS5, GABRB2

CACNB4, HCN1, CACNA1H, KCNMAL, HCN2, HCN4, WwP2

ABCB7, CACNALA, HCN1, SCN8A, SLC2A1, CACNALH, CLCN2, SLC12A5, KCNMAL, HCN2,
HCN4

HCN1, KCNK9, SLC12A5, HCN2, HCN4

GABRB3, GABRG2, GABRB2

GABRB3, GABRA5, GABRB2

HCN1, SCN8A, SCN1B, KCNK9, HCN2, HCN4
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