GeDiPNet Cluster 52 -- 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 17:12:57
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Overlap Gene Names

STRAG, BMP4, CRYBA4, HESX1, PAX2, PAX6, PITX2, RAX, SIX3, VAX1, VSX2,
ARHGAP35

SIX6, SOX2, PAX6, SIX3, RBP4, SMOC1, GDF3, MAB21L2, FZD5

SIX6, CRYBA4, PAX2, PAX6, RAX, SIX3, VSX2, RBP4, MFRP, CRYBB3, MIP,
BEST1

CRYBA4, NHS, PAX6, PITX3, SIX3, CRYBB3, GJA8, MIP

SOX2, BMP4, HESX1, PAX6, PITX2, SIX3

BMP4, PAX6, SIX3, SHH

SOX2, BMP4, HESX1, OTX2, PAX6, ARHGAP35, SHH

WNT7B, PAX2, PTCH1, SHH

RARB, SOX2, BMP4, DACH1, HESX1, PAX6, PITX2, PTCH1, TFAP2A, VAX1,
VSX2, TBX18

RARB, BMP4, PITX2, SHH, FGF8

RARB, SOX2, BMP4, IKBKG, OTX2, PAX2, PAX6, PITX2, PITX3, RAX, SIX3,
TFAP2A

STRA6, WNT7B, BMP4, PITX2, RBP4, SHH, FGF8

BMP4, PITX2, SHH, BCOR, FGF8

STRA6, BMP4, PTCH1, SHH

SOX2, BMP4, OTX2, PAX2, PAX6, PITX2, PITX3, PTCH1, TFAP2A, TBX18,
GDF6, SHH
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