Supplementary Information for
Development of a Deep Learning System for Predicting Biochemical Recurrence in Prostate Cancer

[image: ]
Supplementary Figure 1. Bar charts representing the ordered weights of each feature (deep learning features and clinical features, including age, PSA values, pT stage, primary and secondary Gleason scores). The prefixes ‘bow’ and ‘palhi’ respectively represent the features extracted from the BoW and PALHI pipelines.










	Supplementary Table 1. The performance of the system with and without pT stage information.

	Model
	Group
	Accuracy
	AUC
	Sensitivity
	Specificity

	MLP
	　
	　
	　
	　
	　

	Pathology + Clinics (with & without pT stage)
	0.825
	0.911
	0.773
	0.854

	Clinics (with pT stage)
	0.651
	0.733
	0.727
	0.61

	Clinics (without pT stage)
	0.714
	0.722
	0.636
	0.756

	LR
	　
	　
	　
	　
	　

	Pathology + Clinics (with & without pT stage)
	0.873
	0.909
	0.636
	1

	Clinics (with pT stage)
	0.667
	0.72
	0.727
	0.634

	Clinics (without pT stage)
	0.714
	0.724
	0.636
	0.756

	SVM
	　
	　
	　
	　
	　

	Pathology + Clinics (with & without pT stage)
	0.81
	0.88
	0.773
	0.829

	Clinics (with pT stage)
	0.73
	0.731
	0.636
	0.78

	Clinics (without pT stage)
	0.746
	0.749
	0.591
	0.829

	Random Forest
	　
	　
	　
	　

	Pathology + Clinics (with & without pT stage)
	0.73
	0.88
	0.909
	0.634

	Clinics (with pT stage)
	0.762
	0.749
	0.636
	0.829

	Clinics (without pT stage)
	0.683
	0.72
	0.636
	0.707
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