Supplementary Table 1. Overall mutation results in NSCLC-BM and mNSCLC cohorts.

REJN NSCLC-BM mNSCLC P value
Positive 80% (n=56) 68.68% (n=68) 0.101

Negative 20% (n=14) 31.31% (n=31)



Supplementary Table 2. Mutation analysis among NSCLC-BM and mNSCLC.
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Supplementary Table 3. Overall mutation results in Smokers and non-smokers.

Biomarker  Smokers (n=63) Non-smokers (n=106) P value

Positive 68.25% (n=43) 76.42% (n=81) 0.245
Negative 31.75% (n=20) 23.58% (n=25)
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CDKN2A
mutation

PIK3CA mutation
CHEK?2 mutation
FGFR mutation

Supplementary Table 4. Mutation analysis among smokers and non-smokers.
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Positive 72.72% (n=56)

Negative 27.27% (n=21)

Supplementary Table 5: Overall mutation results in females and males.
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CDKN2A mutation
PIK3CA mutation
CHEK2 mutation
FGFR mutation

Supplementary Table 6.
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Mutation analysis among females and males.
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