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Supplementary Figure S1. Sensitivity plot representing stage-wise cancer detection performance of 
each machine learning model. The sensitivity values of the three machine learning models, AdaBoost 
(blue dots), MLP (dark red dots), and LR (dark green dots), are presented using a dot plot. The x-axis 
shows the stages of lung cancer and ‘N’ indicates the number of patients. The y-axis represents the 
sensitivity values. The lines extending above and below each dot represent the 95% confidence interval 
for that value, considering a specificity of 90%. 



 

 

 



 

Supplementary Figure S2. Feature importance score of combined multi-omics data in AdaBoost model. 
Feature importance, encompassing all multi-omics data, for the AdaBoost (A), MLP (B), and LR (C) 
models in lung cancer prediction, quantified as the mean absolute values. The legend indicates the 
significance of the blood cancer markers (Cyfra21-1 and CEA), cfDNA concentration (Input_amount), 
and copy number variation (CNV, Gchr1~Lch22). 


