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Supplementary figure 1. Concordance of genomic subtyping derived from tissue DNA or cfDNA in NSCLC patients with organ metastasis (A), survival (B), smoking (C), gender (D), and disease stage (E). 
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Supplementary figure 2. Somatic copy number alterations (SCNAs) of lung adenocarcinoma derived from NGS of tumor tissue samples (A, B) and cfDNA (C, D). (A) The significant peaks of copy number gain (left) and significant peaks of copy number loss (right) in lung adenocarcinoma tissue samples are plotted by chromosomal location (vertical axis) by CNVkit. (B) The 10 genes were examined by the hybridization capture-based NGS panel of 95 genes in lung adenocarcinoma tissue samples. (C) The significant peaks of copy number gain (left) and significant peaks of copy number loss (right) in lung adenocarcinoma plasma samples are plotted by chromosomal location (vertical axis) by CNVkit. (D) The 10 genes were examined by the hybridization capture-based NGS panel of 95 genes in lung adenocarcinoma plasma samples.
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Supplementary figure 3. Somatic copy number alterations (SCNAs) of lung squamous carcinoma derived from NGS of tumor tissue samples (A, B) and cfDNA (C, D). (A) The significant peaks of copy number gain (left) and significant peaks of copy number loss (right) in lung squamous carcinoma tissue samples are plotted by chromosomal location (vertical axis) by CNVkit. (B) The 10 genes were examined by the hybridization capture-based NGS panel of 95 genes in lung squamous carcinoma tissue samples. (C) The significant peaks of copy number gain (left) and significant peaks of copy number loss (right) in squamous carcinoma plasma samples are plotted by chromosomal location (vertical axis) by CNVkit. (D) The 10 genes were examined by the hybridization capture-based NGS panel of 95 genes in lung squamous carcinoma plasma samples.
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Supplementary figure 4. Clinical action ability of somatic mutations revealed by the hybridization capture-based NGS panel of 95 genes. Somatic mutations were defined based on their clinical evidence in terms of OncoKB (A). Samples were matched to the highest level of actionable alterations in NSCLC (n=395) (B), LUAD (n=340) (C), and LUSC (n=54) (D). Distribution of actionable alterations in NSCLC (n=395) (E), LUAD (n=340) (F), and LUSC (n=54) (G). Distribution of alteration types in NSCLC (H), LUAD (I), and LUSC (J). 
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