
Figure S1. The workflow chart of study design. 
 
Figure S2. Relationship between the estimate/stromal score and clinical 
characteristics. (A-D) The relationship between the estimate score and T stage, 
surgical marginal status, Gleason score, and tumor laterality. (E) The relationship 
between stromal score and tumor laterality. 
 
Figure S3. Volcano plot used to screen for DEGs. (A) The volcano plot shows DEGs 
between high and low immune scores. (B) The volcano plot shows DEGs between 
high and low stromal scores. 
 
Figure S4. The name and coefficient of the 18-gene signature closely related to TME.  
 
Figure S5. Survival curve of high and low expression of six adverse prognostic genes. 
(A-F) Patients with low expression levels of C1QC, COL1A1, HOPX, ITGAX, 
STAB1, and TGFB1 had a better prognosis. 
 
Figure S6. Survival curve of high and low expression of twelve favorable prognostic 
genes. (A-L) Patients with high expression levels of APOF, CLIC6, COL1A1, EGR1, 
FEV, FOS, GJB1, GNG2, HSD11B1, OLFML3, PLTP, and TGFB1 had a better 
prognosis. 
 
Figure S7. (A) For sensitivity verification, a K-M curve based on the median RS 
grouping in the TCGA-PRAD dataset was used. (B) In the absence of residual tumors, 
a K-M curve for the low-RS and high-RS groups in the TCGA-PRAD dataset was 
used. (C) ROC curve based on the Gleason score model in the TCGA-PRAD dataset. 
(D) ROC curve based on the Gleason score model in the GSE70768 dataset. 
 
Figure S8. Correlation between twelve favorable genes and the RS in the GSE70768 
dataset. (A-F) The correlation between twelve genes and the RS indicated that C1QC, 
COL1A1, HOPX, ITGAX, STAB1, and TGFB1 were positively correlated with the 
RS. 
 
Figure S9. Human protein atlas database was used to explore eight favorable 
expression levels. (A-F) Typical IHC of eight favourable prognostic genes in high- 
and low- grade PCa tissues. 
 
Figure S10. Estimating the composition of immune cells. (A) Relative proportion of 
22 immune cells infiltrating in high-RS and low-RS patients. (B) Heat map of the 22 
immune cells proportions in high-RS and low-RS patients. 
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