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Figure S3. The landscape of genomic alterations in enrolled NSCLC patients.
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Integrated genomic data for 181 regions from 32 NSCLC patients. Overall number of mutations, as well as

pathological type and typical mutant driver for each sample, were shown at the top. The group at the top and

the patient No. at the bottom indicate contiguous regions from each patient. The percentage of NSCLC

regions with an alteration was shown on the left in the order of the mutated genes as listed to the right of the

panel.

Abbreviations: NSCLC: non-small-cell lung cancer



