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The new estimation method of recurrence and metastasis on circulating tumor DNA
detection in colorectal cancer patients

Yaegashi, Mizunori

3,000,000

CEA CT/PET
DNA
(CtDNA) CtDNA

An early detection of metastasis or recurrence is important in the
colorectal cancer, because a prognostic improves by metastatic-focus resection. The detection of
metastasis and recurrence of the colorectal cancer is diagnosed by the tumor marker like CEA and the

image diagnosis like CT/PET at present. However, it is difficult to discriminate micro lesion and
an inflammatory change in many cases. Circulating tumor DNA (ctDNA) derived from the cancer exists
in a patient"s blood with cancer, and the specificity of ctDNA is superior to the existing tumor
marker. In this study, it was able to acutely catch the effect of the chemotherapy and
postoperative recurrence of the colorectal cancer by a small amount of blood. There is a possibility
that ctDNA is able to apply as a tool of the detection of metastasis and recurrence of the
colorectal cancer.
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