GeDiPNet Cluster 461 -- 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: 2026-10-20 03:23:14. - Rows: 15 - Generated: 2026-10-20 00:01:10

GO Term GO ID g‘éﬁg:p Overlap Gene Names Eirﬂteene glouusr:‘fr Game Ezlr(ijchment P-value \':EIEeQ_

regulation of myeloid cell apoptotic process (2302003303 1 THRA 1 13 1437.46 2'957& 1.178e-2
translation at postsynapse (2302014024 1 EEF2 1 13 1437.46 i'957e' 1.178e-2
negative regulation of DNA-templated transcription initiation 20:200014 1 THRA 2 13 718.73 2'3916' 1.753e-2
gzg::]iq\ﬁyregulation of RNA polymerase Il transcription preinitiation complex ;30:001705 1 THRA 2 13 718.73 é.SQle— 17536-2
female courtship behavior 060:000805 1 THRA 2 13 718.73 ;'3919_ 1.753e-2
positive regulation of female receptivity 501004592 1 THRA 3 13 479.15 g.OSGe— 2.170e-2
positive regulation of thyroid hormone receptor signaling pathway (730:000215 1 THRA 3 13 479.15 g.OBGe— 2.170e-2
thyroid hormone receptor signaling pathway 230:000215 1 THRA 3 13 479.15 ;'0866' 2.170e-2
regulation of lipid catabolic process 50:005099 1 THRA 3 13 479.15 5.0869- 2.170e-2
Golgi vesicle budding 50:004819 1 PRKCI 4 13 359.37 2'7809_ 2.510e-2
regulation of transcription by RNA polymerase II 501000635 5 CB;‘E\:'/I-Dsg IRF6, CTR9, THRA, 1602 13 4.49 2'2969' 2.744e-2
cellular response to chemical stress (7302006219 1 PRKCI 5 13 287.49 2'4746' 2.810e-2
establishment of apical/basal cell polarity 50:003508 1 PRKCI 5 13 287.49 2'4746' 2.810e-2
regulation of thyroid hormone receptor signaling pathway 50:000215 1 THRA 5 13 287.49 3'4749- 2.810e-2
inner cell mass cell differentiation G0:000182 1 CTR9 6 13 239.58 4.167e- 3.062e-2
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