GeDiPNet Cluster 110 -- 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: 2026-10-07 03:23:06. - Rows: 15 - Generated: 2026-10-07 01:44:22
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Overlap Gene Names

B9D1, CC2D2A, CD3E, CDON, CTNNA1, DISP1, DYRK2, FOXF1, GLI1, GLI2, GLI3,

HHAT

FGF8, FOXH1, CC2D2A, DISP1, FOXF1, IFT172, IFT52, NME7, SMO, SUFU, DLL1,

NODAL

FGF8, FOXH1, C2CD3, IFT172, IFT52, IHH, SMO, SUFU, TGFBR2, DLL1, NODAL
SHH

FGF8, DISP1, GLI1, GLI3, HHIP, IFT172, IFT52, PTCH1, SMO, SHH, TGIF1

CD3E, GLI3, GLIS2, HHIP, IFT172, PTCH1, PTCH2, RB1, SUFU, TULP3

FGF8, PDGFRA, FOXF1, GLI1, GLI2, GLI3, TGFBR2, FGFR1, LAMA5, NODAL, SHH

B9D1, C2CD83, GLI3, IFT52, IHH, TMEM231, TULP3, SHH, LMBR1

CTNNAL, GLI1, IFT172, IHH, NDST1, SMO, STK36, SHH

B9D1, C2CD3, CC2D2A, IFT172, IFT52, IFT88, KIF3A, NME7, RAB23, STK36,
TMEM17, TMEM231

C2CDg, GLI1, GLI3, IFT172, PTCH1, TULP3, GAS1

PDGFRA, B9D1, C2CD3, FOXF1, GLI3, IHH, PTCH1, SMO, TGFBR2, TMEM231,
FGFR1, NODAL

FGF8, KIT, GLI3, HIPK1, HIPK2, IHH, NDST1, RB1, SMO, FGFR1, NODAL, SHH

GLI2, GLI3, SMO, SUFU, SHH

C2CDg, GLI3, IFT172, NME7, PTCH1, STK36, TGFBR2, TULP3, FGFR1, NODAL,
SIX3, ZIC2

B9D1, CC2D2A, GLI3, IHH, TMEM231, SHH, SIX3, TWSG1
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