GeDiPNet Cluster 233 -- 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 21:58:08
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Overlap Gene Names

UGT1A1, UGT1A10, UGT1A3, UGT1A4, UGT1A6, UGT1A7, UGT1A8, UGT1A9

UGT1A1, UGT1A10, UGT1A7, UGT1A8, UGT1A9

UGT1A1, ABCBL1, CYB5B, HNF4A, SULT2A1, UGT1A10, UGT1A3, UGT1A4, UGT1A6,
UGT1A7, UGT1A8, UGT1A9

HMGCR, PLA2G2A, UGT1AL, ASPG, ABCB4, APOE, CYP7A1, DAGLB, FADS1, FADS2,
FUT2, FUT3

HMGCR, UGT1A1, APOE, CYP7A1, SULT2A1, UGT1A3, UGT1A4, UGT1A5, UGT1AS8,
ABCAL, SREBF1, SULT2B1

UGT1A1L, UGT1AS3, UGT1A7, UGT1A8, UGT1A9

ABCG8, ABCG5, APOE, GCKR, HNF4A, MLXIPL

UGT1A1, UGT1A3, UGT1A7, UGT1A8, UGT1A9

ABCGS8, ABCG5, APOE, CYP7A1, FGFR4, HNF4A, TTC39B, ABCAl

ABCGS8, ABCB1, ABCB4, ABCG5, APOE, ATP8B1, SLC10A2, VPS13B, VPS13D, CERT1

ABCB4, APOE, HNF4A, PNPLA3, THADA, CERT1

CPS1, HNF1A, HNF1B, UGT1A10, UGT1A7, UGT1A8, UGT1A9

ADSL, ABCG8, ABCGS5, GIPR, ABCAl, SREBF1

HMGCR, APOE, CYP7A1, SULT2A1, ABCAL, SREBF1, SULT2B1

ABCGS8, ABCG5
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