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Supplementary Table 3. 
[bookmark: _GoBack]Functional grouping of significant prognostic biomarker candidates in the Asian cohort by DAVID gene ontology analysis. 
	Function
	p-value
	Genes included
	FDR

	Cell division
	1.5E-10
	CCNB1, FAM83D, CKS1B, MAD2L1, CCNF, BUB1B, BIRC5, AURKA, CDC20, PTTG1, CDK4, CDC25A
	2.1E-07

	Anaphase-promoting complex-dependent catabolic process/cyclin degradation
	1.9E-08
	CCNB1, MAD2L1, PLK1, BUB1B, AURKA, CDC20, PTTG1
	2.6E-05

	Mitotic nuclear division
	5.4E-08
	FAM83D, PLK1, CCNF, BUB1B, BIRC5, AURKA, CDC20, PTTG1, CDC25A
	7.7E-05

	Sister chromatid cohesion
	9.2E-08
	MAD2L1, PLK1, KIF18A, BUB1B, BIRC5, CDC20, CENPH
	1.3E-04

	G2/M transition of mitotic cell cycle
	5.0E-07
	CCNB1, PLK1, FOXM1, BIRC5, AURKA, CDC25A, MELK
	7.1E-04

	Protein ubiquitination involved in ubiquitin-dependent protein catabolic process
	9.5E-07
	CCNB1, MAD2L1, PLK1, BUB1B, AURKA, CDC20, PTTG1
	1.4E-03

	Regulation of cell cycle
	7.3E-06
	CCNB1, PLK1, FOXM1, CCNF, PTEN, CDC25A
	1.0E-02

	Cell proliferation
	1.3E-05
	FAM83D, CKS1B, MKI67, PLK1, BUB1B, PTEN, CDC25A, MELK
	1.8E-02

	Positive regulation of ubiquitin-protein ligase activity involved in regulation of mitotic cell cycle transition
	2.3E-05
	CCNB1, MAD2L1, PLK1, BUB1B, CDC20
	3.3E-02



