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Analysis of clinical validity of ctDNA monitoring for gastrointestinal cancer

Iwaya, Takeshi

4,800,000

DNA (circulating tumor DNA: ctDNA)

digital PCR (dPCR) CtDNA 91% 85
33% CtDNA

CtDNA
CtDNA

We investi?ated whether frequent tumor burden monitoring of circulating
tumor DNA (ctDNA) provided clinically useful information for gastrointestinal cancer patients.
Individual tumor-specific mutations detected by a panel sequencing of primary tumors were quantified
as CtDNA using digital PCR (dPCR). The clinical validities of ctDNA monitoring in terms of early
relapse prediction, treatment efficacy evaluation, and relapse-free corroboration have been
confirmed in 91%, 85%, 33% in esophageal, colorectal, and gastric cancer patients, respectively.
Multiregional sequence in gastric and colorectal cancer revealed that genetic heterogeneity in
primary tumor had little effect in ctDNA monitoring by dPCR using clonal mutations. In daily

practice, our personalized affordable dPCR method may be helpful in various insights for cancer
patients.
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