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	Covariates
	Origin concordance
	Bias-corrected concordance  ± 95% CI
	Optimism
	Number of Predictors

	miRNA Expression
	0.5893
	0.5591 ± 0.0029
	0.0302
	1

	Gene Expression
	0.6075
	0.5737 ± 0.0028
	0.0338
	1

	DNA Methylation
	0.6660
	0.6238 ± 0.0029
	0.0422
	1

	Clinical and DNA Methylation
	0.7897
	0.7401 ± 0.0029
	0.0496
	5

	Clinical
	0.7841
	0.7424 ± 0.0030
	0.0417
	4

	Clinical and miRNA Expression
	0.7935
	0.7452 ± 0.0029
	0.0483
	5

	Clinical and DNA Methylation and miRNA Expression
	0.8177
	0.7478 ± 0.0029
	0.0699
	6

	Clinical and Gene Expression
	0.7959
	0.7510 ± 0.0028
	0.0449
	5

	Clinical and Integrated Omics
	0.7953
	0.7530 ± 0.0028
	0.0423
	5

	Clinical and Gene Expression and DNA Methylation
	0.8060
	0.7564 ± 0.0028
	0.0496
	6

	Clinical and Gene Expression and miRNA Expression
	0.8088
	0.7573 ± 0.0027
	0.0515
	6

	Clinical and Gene Expression and DNA Methylation and miRNA Expression
	0.8345
	0.7604 ± 0.0028
	0.0741
	7


Clinical covariates include tumor invasion depth, lymph node status, metastatic status and age at initial diagnose; Optimism is the bias correction equals origin concordance minus bias-corrected concordance; CI: confidence interval
