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Duke

(A) Kaplan-Meier plots of overall survival (OS) and 
recurrence-free survival (RFS) estimates for the 
stage I NCC-Tokyo data set without BAC histology.  

(B)  (B) Kaplan-Meier plot OS estimates for stage I 
patients in the NCC-Tokyo data set divided into 
EGFR mutation (+) or (2) group.
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