Supplementary Material
Additional file 1: Table S1. Proportion of death in the groups low, medium and high as shown in Figure 3 and prediction value of different models.

	Modela
	χ²
	Low
	Medium
	High

	A: genes only
	49.354
	13%
	22%
	47%

	B: PSA + genes
	76.598
	8%
	20%
	58%

	C: Gleason + PSA
	111.441
	3%
	22%
	58%

	D: Final model b)
	125.646
	5%
	18%
	64%


a) All models have P-value < 0.0001

b) Model including Gleason score, PSA, HSPB1xGleason score interaction term and methylation of DPYS, HSPB1, and CCND2.
