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GO BP (Ctrl_hnRNPK vs Ctrl_NC Up) GO BP (Ctrl_hnRNPK vs Ctrl_NC Down)
mitosis GG 21/243 microtubule-based process 5/34
cilium assembly IEEEG—G—  11/86 cholesterol homeostasis EEGE—_—_—_—_ 6/59
cell projection organization NN  7/33 triglyceride biosynthetic process EEEEEG—_———— 5/41
positive regulation of neurogenesis I 521 transcription, DNA-dependent IS  38/1857
water-soluble vitamin metabolic process mmm————  9/78 positive regulation of gene expression — 7/151
ATP catabolic process s 13/157 cellular lipid metabolic process EEE—_—_— 7151
of ption, DNA Em——— 57/1305 cell differentiation mmm— S u  12/395
DNA duplex unwinding s 6/37 platelet activation I——— 8/204
vitamin metabolic process Imm———  9/85 angiogenesis I——
transcription, DNA-dependent mmmmmmmm  74/1857 organ morphogenesis mm—— 592
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GO BP (CRLM1_hnRNPK vs Ctrl_hnRNPK Up) GO BP (CRLM1_hnRNPK vs Ctrl_hnRNPK Down)
lipid metabolic process  IEEE——— 5/155 transmembrane transport  EE—— 11/578
cell proliferation m— 8  6/344 xenobiotic metabolic process  IE—— 5/146
g ——— 7/474 axon guidance EEE— 7/334
cell differentiation mm— S8  6/395 small GTPase mediated signal transduction  m— 7/348
transcription, DNA-dependent s 14/1857 transport - —— 7/349
cell adhesion  — 6/445 transcription, DNA-dependent s 20/1857
extracellular matrix organization E— N 5312 nervous system development 5/278
apoptotic process m——  7/605 i icellular org =] 7/474
signal transduction s 9/1045 regulation of transcription from RNA ROYMOrase pes 51283
iption from RNA Il pr =] 5/407 g of iption, DNA-dep == 14/1305
0 2 4 6 0 2
-log10 Pvalue ~log10 F’va1ue






