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Overcome of issues in introduction to medical practice of Circulating tumor DNA
monitoring

Endo, Fumitaka
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In our previous study, we established tumor burden monitoring with ctDNA
using next generation sequencer for mutation detection in primary tumors and digital PCR for ctDNA
monitoring in blood samples. In this study, we demonstrated that frequent tumor burden monitoring
using tumor-specific ctDNA analyzed by dPCR can offer timely treatment outcome information and
provide potential opportunities for early intervention and selection of alternate, more effective
relapse treatments during the treatment course of patients with esophageal cancer or colorectal

cancer or gastric cancer. In addition, our results indicate that the high sensitivity of dPCR is a
useful validation of relapse-free status.
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