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Supplementary Figure S1: IGV comparison of sequencing and ddPCR results showing reads with
uncalled alternative bases
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Supplementary Figure S2: Oncoplot of primary tumors depicting genes significantly mutated in

Broad Institute PDAC (A) and LUAD (B) cohorts
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Supplementary Figure S3: The summary of the distribution of variants in three sample pairs of primary tumors and matched pulmonary

metastases
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Supplementary Figure $4: Oncoplot of comparison between primary tumors and matched
pulmonary metastases depicting genes significantly mutated in Broad Institute PDAC (A) and
LUAD (B) cohorts
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Supplementary Figure S5: Overall survival plot of available TCGA datasets stratified by

KRAS and TP53 mutation status (cBioPortal, refs. [40,41])
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