GeDiPNet Cluster 124 -- 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 16:25:55
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Overlap Gene Names

AUTS2, FGFR1, TUBA1A, TUBB2A, DCX, PAFAH1B1, NDE1, ARX, ASPM, CEP85L, RELN,
TUBB2B

TUBAI1A, TUBB2A, PAFAH1B1, TOGARAM1, TUBB3, APC2, TUBA3E, TUBB, TUBB2B, TUBG1,

CDKS5, TUBGCP2

TUBAI1A, TUBB2A, PAFAH1B1, TUBB3, TUBA3E, TUBB, TUBB2B, TUBG1

TUBAI1A, TUBB2A, PAFAH1B1, NDE1, ASPM, FOXG1, RELN, TUBB2B, CDK5

FOXP1, PAFAH1B1, NDE1, ARX, FOXG1, RELN, CDK5

KIAAQ0586, ARL3, BOD2, FAM149B1, IFT74, INPP5E, KIAA0753, TMEM216, TMEM237,
TOGARAM1

ARID1A, ARID1B, FZD3, L1CAM, OPHN1, SEMA6B, VLDLR, DCX, PAFAH1B1, NDE1, ARX,
APC2

TUBA1A, TUBB2A, TUBB3, TUBASE, TUBB, TUBB2B, TUBG1, TUBGCP2

PAFAH1B1, RELN, CDK5, ADGRG1

POMGNT1, POMT1, POMT2, TMTC3

FGFR1, LICAM, LAMB1, PAFAH1B1, NDE1, APC2, CTNNA2, RELN, CDK5, ADGRG1

TUBAI1A, PAFAH1B1, ARL3, CHMP1A, NDE1, CEP55, ASPM, DYNC1H1, TUBB, KATNB1,
CDK5

PAFAH1B1, NDE1, ASPM, FOXG1, NBN

PAFAH1B1, ARX, RELN

SEMAGB, TUBA1A, PAFAH1B1, RELN, CDK5
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