Fig. S1

CRCR1: 29 commonly mutated genes CRCR7: 65 commonly mutated genes
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Fig. S1: Selected mutated genes for target sequence of liquid biopsy on the customized cancer
panel.

The horizontal and vertical axes indicated the allele frequency of mutated genes in the primary and
metastatic sites, respectively. Solid red spots indicate the selected commonly frequent mutated genes

on the customized cancer panel.



