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Supplementary Figure S1. Library sizes of all samples expressed using a bar plot constitute data quality and un-
normalized library sizes. 

 
Supplementary Figure S2. Figure checks the read counts’ distribution on the log2 scale of logCPM (log counts per 
million) before normalization. 

 

 

 



 
Supplementary Figure S3. Figure showing the Voom transformation using a decision matrix and mean–variance trend. 

 

 
Supplementary Figure S4. The flowchart represents the implementation of the Genetic Algorithm. 

 

 

 



 
Supplementary Figure S5. Volcano plot from Differential Expression Analysis using Limma package on indolent- vs. 
aggressive-PCa samples (Model 1). 

• This initial level 1 analysis for Model 2 yielded 15,105 significantly (p < 0.05) and 20,712 significantly 
(p < 0.05) differentially expressed probes associated with indolent and aggressive PCas, respectively. 
We used a volcano plot (Figure 6) to discover a signature of genes significantly (p < 0.05) associated 
with each disease state. 



 
Supplementary Figure S6. Volcano plot from Differential Expression Analysis using Limma package on indolent- vs. 
aggressive-PCa samples (Model 2). 

• The initial level-1 analysis for Model 3 yielded 5220 significantly (p < 0.05) and 3352 significantly (p < 
0.05) differentially expressed probes associated with Indolent and Aggressive, respectively. We then 
compared indolent- and aggressive-PCa samples using the differentially expressed probes from the 
earlier analysis and used a volcano plot (Figure 7) to discover a signature of genes significantly (p < 
0.05) associated with each disease state. 



 
Supplementary Figure S7. Volcano plot from Differential Expression Analysis using Limma package on indolent- vs. 
aggressive-PCa samples (Model 3). 

 

 


