
Supplementary Figure 2. Lack of correlation between SOCS1 gene expression in PCa specimens 
and patient survival. 
Data on PCa were mined from the cBioportal (http://www.cbioportal.org/) [1, 2] and PrognoScan 
(http://www.abren.net/PrognoScan/) [3] cancer web portals, and analyzed for the correlation between 
SOCS1 gene expression and patient survival. From the 497 PCa datasets from The Cancer Genome Atlas 
(TCGA) provisional database accessed through the cBioportal, 248 cases that represented top high and 
bottom low 25 percentile of SOCS1 mRNA expression (RNA Seq V2 RSEM) were selected for survival 
analysis. Out of the 281 PCa patients in Prognoscan database, 211 expressed higher and 70 expressed 
lower levels of SOCS1 mRNA. Overall survival time was calculated from the date of diagnosis until the 
date of death or the last follow-up examination. Kaplan-Meier survival curves of patients with high or 
low SOCS1 mRNA expression were compared using the Log-rank (Mantel-Cox) test, and no significant 
difference was observed between the two groups in both datasets. Given that SOCS1 expression in PCa 
is regulated at the post-transcriptional level by micro-RNA [4], and that immune cells in tumor stroma 
are likely to express the SOCS1 gene, the RNA seq data of PCa datasets may not truly reflect SOCS1 
protein expression. Therefore, future studies designed to evaluate SOCS1 protein expression in PCa 
specimens by IHC along with correlation to clinical parameters are clearly needed.
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