GeDiPNet Cluster 137 -- 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 15:45:25

GO Term
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Overlap
Genes

27

10
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Overlap Gene Names

ANKLE2, ASPM, CDK6, CENPE, CEP63, CIT, KIF14, KNL1, NCAPD3, NUP37, PDCD6IP,
INO80

CDK5RAP2, CEP135, CEP152, CEP63, SASS6, WDR62, RTTN, PLK4, CENPJ, CEP295

CDK5RAP2, TUBASE, KIF2A, KIFBP, TBCD, TUBALA, TUBG1, RHO, GAPDH, TUBGCP4,
TUBGCP6, NUSAP1

ASPM, KIF14, MCPH1, WDR62, FOXG1, NR2E1, SLC2A1, TUBA1A, NDE1, EOMES

CENPE, CIT, MCPH1, TUBASE, TBCD, TUBA1A, TUBG1, NCAPD2, TUBGCP4, TUBGCPG6,
KIF11

CENPE, STIL, WDR62, DYNC1H1, KIF2A, TUBG1, KIF11, PCNT

SASSG6, STIL, PLK4, CENPJ

TUBG1, CENPJ, TUBGCP4, TUBGCP6, NDE1, PCNT

CEP63, DONSON, ERCCS6, TP53BP1, NBN, ATR, ATRIP

SASS6, STIL, DYNC1H1, CENPJ

CEP152, SASS6, STIL, CENPJ, NDE1

CENPE, KIF14, DNAH2, RAB11A, DYNC1HI, KIF2A, KIF5C, KIF11

CDK®6, CEP63, MCM7, INO80, PNKP, SMARCAL1, CTLA4, ERCC6, TRAIP, TP53BP1,
RBBP8, WDR4

TSEN2, TSEN34, TSEN54

CEP63, INO80, TUBGCP4, TUBGCPS, KIF11, PPP2R1A
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Count
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