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Supplementary Material 
 

 

Figure S1: This figure is a bar graph that sorts as the importance for each feature in “3.2. Efficacy of Various 
Mutation Features”. 

 

 

 



 
Figure S2: This boxplot is the result of Ensemble, Neural Network and Random forest with only classes with 
more than 200 samples. 

 
Figure S3: This boxplot is the result of Ensemble, Neural Network and Random forest with only classes with 
more than 300 samples  



 
Figure S4: This boxplot is the result of Ensemble, Neural Network and Random forest with only classes the 6 
cancer types used in TumorTracer . 

 
Figure S5: This boxplot is the result of Ensemble, Neural Network and Random forest with only classes the 10 
cancer types used in TumorTracer . 



 
Figure S6: This boxplot is the result of Ensemble, Neural Network and Random forest with only classes the 12 
cancer types used in DeepGene. 
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Figure S7: Histopathological subtypes of breast cancer samples from TCGA and ICGC(non-TCGA) 


