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GPRC5A expression
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Figure S3

Normal lung Hyperplasia Adenocarcinoma
| T DR % v
A L y
) Lr
-« 3’ ] _/":
vl Yd i
w«r&l “_,:&_\,-_
pan®) 0PN
[ - / - :ﬂ!!
100um = - -~
—‘.y", ‘a\




Figure S4




Figure S5
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Figure S6

Months after NNK:
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Figure S8

Deep targeted sequencing
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Figure S9
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Figure S10
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