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TCGA significant mutated genes

APC FAM123B CDC27 ELF3 PCDHGA9

TP53 PIK3CA KIAA1804 CRTC1 RBM10

KRAS TCF7L2 PCDHGB1 CASP8 PTEN

NRAS ARID1A PCBP1 CACNG3 DNMT1

SMAD4 BRAF ZHX2 PCDHGA7 BCOR

FBXW7 MGC42105 PCDHA3 CCBP2 PCDHGB5
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Number of mutated genes on the cancer panel 

451 mutated genes
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Fig. S2: The number of genes on the customized cancer panel. 
We selected 443 commonly mutated genes between 10 primary sites and ten recurrent 
(metastatic) sites to establish a cancer panel for target resequencing. In addition, we added 35 
established significant mutated genes from TCGA to the bottom of the customized cancer panel to 
avoid missed ctDNA detection. Eventually, we selected 451 genes for the bespoke cancer panel.


