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Figure S1. Boxplots of the preprocessed gene expressions for randomly selected participants (left) and genes 
(right) 

 

 

 

 

 

 

 

 

 

Figure S2. The box plots of the 50 AUCs obtained from the 50 trained XGBoost models. 



 

Figure S3. Enrichment tests on cancer terms in the KEGG and Gene Ontology database. This produced 

significant results in six out of ten enrichment tests (P-value < 0.05). 

 

 

 

 

 

 

 

 

 

Figure S4. Kaplan-Meier analysis. The Kaplan-Meier plots were displayed with P-values of log-rank tests 

for the three MGs with highest MS (SPPL2C, KRT23, and RGS7). 



 

Figure S5. The AUC box plots of the 50 trained models with XGBoost (XGB), Random forest (RFT), and 

Adaboost (ADB) approach. The averages of the AUCs are 0.593, 0.590, and 0.556 for XGB, RFT and ADB, 

respectively. 


