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Figure S5. The phylogenetic tree for each patient stratified by different NSCLC subtype.

Lengths of trunks and branches are proportional to the numbers of mutations acquired. Trunks and branches
are shown in different colors. Genes with recurrent putative driver mutations are indicated beside the
corresponding branches or trunks. The total number of mutations (n), patient No., and evolution pattern
(linear [circle] or branch evolution [star]) are indicated below each tree. TNM stage of each patient is
indicated by the colored track above each row of trees.

Abbreviations: NSCLC: non-small-cell lung cancer



