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Table S1: Clinical characteristics of TCGA colorectal cancer patients in the entire cohort, training 
cohort and testing cohort. 

 
 
 
 
 
 

Subgroup Entire cohort Training cohort Testing cohort 
Colon Cancer 

Number of patients 96 48 48 
    

Age (years)    
Median 65 66.5 64 
Range (34-90) (40-86) (34-90) 

    
Tumor Stage    
I and II 52 22 30 
III 42 24 18 

    
Gender    
Female 43 19 24 
Male 53 29 24 

    
Rectal Cancer 

Number of patients 121 60 61 

Age (years)    
Median 64 64.5 64 
Range (31-90) (33-90) (31-86) 

    
Tumor Stage    
I and II 73 35 38 
III 42 22 20 

    
Gender    
Female 54 29 25 
Male 67 31 36 


