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This study aimed to monitor therapeutic response using circulating tumor DNA

(ctDNA) using digital PCR (dPCR) with individual tumor-specific mutations as identified from next
generation sequencing (NGS) panel in patients with gastrointestinal cancer, including esophageal,
gastric, and colorectal cancer. The dynamics of ctDNA level reflected therapeutic response more
accurately compared with CT. In a relapsed patient, ctDNA elevation was observed several months
before the recurrence was diagnosed by CT scan. The rate of positive ctDNA was about 80% in
esophageal and colorectal cancer patients and about 40% in gastric patients, respectively.
Multi-region samplings (three sites) from the resected specimens were also performed in colorectal
and gastric cancers. The positive rate of ctDNA was higher in common mutations among three sites
than non-common mutations. Our ctDNA monitoring system using may be useful for advanced
gastrointestinal cancer patients.
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