GeDiPNet Cluster 6 -- 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 07:40:31

GO Term

nervous system development
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monoatomic ion transmembrane transport

synapse organization
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cerebral cortex development

neuron migration
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positive regulation of transcription by RNA
polymerase Il
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Overlap Gene Names

BRSK2, CAMK2B, DEAF1, DPYSL2, ERBB4, KCNQ2, MBD5, SEMA6B, TCF4, DCDC2,
TNIK, SIAH1

HNRNPU, ASHIL, JARID2, KDM5B, SETD1B, ZMYND11, METTL23, ATXN7L3, CHD1,
CHD2, CHD8, HDAC2

ASHI1L, JARID2, KDM5B, SETD1B, BAZ2B, CHD1, CHD2, CHD8, DYRK1A, HDAC2,
JMJD1C, KDM4B

CIC, GRIN1, GRIN2B, SMG9, CNTNAP2, CHD8, CNTN4, DMBX1, DSCAML1, GRIN2A,
GRIN2D, KDM4B

DEAF1, ERBB4, TCF4, KARS1, ATXN7L3, CAMK4, CHD8, CNOT9, DYRK1A, FEZF2,
HDAC2, HNRNPD

CACNALI, CACNG2, GRIAL, GRIN1, GRIN2B, KCNQ2, KCNQ5, SCN8A, TRPM3, SLC26A5,
TMC1, GRIK2

CTNND2, SLC6A1, CHRNA7, CNTN2, CNTN4, CNTN6, GPHN, PPFIA3, SEMA3E,
SHANK1, SHANK2, CTNNB1

GRIA1L, GRIN1, GRIN2B, KCNQ2, SLC6A1, GRIK2, GRM7, CHRNA7, DLG4, GABBR2,
GABRB2, GABRD

CACNAL1I, CACNG2, GRIA1, GRIN1, GRIN2B, KCNQ2, KCNQ5, SCN8A, TRPM3, LHFPLS5,
TMC1, GRIK2

SEMAGB, SIAH1, ARHGAP35, CNTN2, CNTN4, CNTNG6, CYFIP2, DSCAML1, EPHA4,
LHX2, NRXN1, RELN

GRIAL, TRAPPCY, CNTNAP2, LHX2, RELN, TBR1, YWHAE, ASPM, FOXG1, MCPH1,
PAX6, PSEN1

KIRREL3, DCDC2, CNTN2, MEF2C, NR4A2, RELN, YWHAE, MYH10, ASPM, CDKLS5,
CTNNB1, DCX

LINS1, METTL23, TUSC3, WASHC4, CHRNA7, SHANK1, SHANK2, SHROOM4, SLC1A4,
HOXA1L, CUX2, CHRNA4

KARS1, SARS1, RARS2, AARS1, PARS2, DALRD3, NARS1, EARS2, EPRS1, FARS2,
IARS1, LARS1

HNRNPU, ASHIL, DLL1, GRIN1, MED12L, PPP3CA, TCF4, ZNF292, MET, EEF1D, MED25,
METTL23
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P-value
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