
 

 

Figure S1. Univariate Cox regression analysis to screen out the recurrence-free survival-

related differentially expressed genes. 

 

 

Figure S2. Efficiency of prediction model under different clinical subgroups 

The K-M curve confirmed that the signature could significantly distinguish low- and high-risk 

groups in the sex subgroups (A and B), age subgroups (C and D) and location in lung 

parenchyma subgroups (E and F). 

 


