Supporting Information File S4:

Confidence intervals for repeated 10-fold cross-validation AUC estimates

The 95% confidence intervals below were computed using a normal approximation based on U-statistic theory [1] and simulations involving the same number of events and non-events as in each dataset.

As it can be seen, the uninformative value of 0.5 AUC is not contained in the 95% confidence intervals for the true AUC (i.e., the predictive signal is statistically significantly different at the 0.05 level from no signal) in the same 6 out of 7 datasets as in the outcome value permutation analysis in the main text, further strengthening our belief in the statistical significance of these results.

	Dataset authors and reference
	AUC
	95% confidence interval

	Beer et al [2]
	0.73
	[0.61, 0.85]

	Bhattacharjee et al [3]
	0.51
	[0.36, 0.65]

	Iizuka et al [4]
	0.70
	[0.56, 0.84]

	Pomeroy et al [5]
	0.67
	[0.52, 0.81]

	Rosenwald et al [6]
	0.68
	[0.62, 0.75]

	Veer et al [7]
	0.75
	[0.65, 0.85]

	Yeoh et al [8]
	0.76
	[0.68, 0.85]
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