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Application of circulating tumor DNA in whole process management of patients with esophageal cancer: research progress

LIU Tao', JIN Hai*'

1. Department of Thoracic Surgery, Peking University First Hospital, Beijing 100034, China

2. Department of Thoracic Surgery, The First Affiliated Hospital of Naval Medical University (Second Military Medical University),

Shanghai 200433, China

[ Abstract | Esophageal cancer is one of the common malignant tumors, and its incidence in China is high. Effective
prevention and control is a focus and challenge due to difficult prevention and late diagnosis. The development of liquid biopsy
technology represented by circulating tumor DNA (ctDNA) provides new insights for early diagnosis, treatment evaluation and
prognosis monitoring of esophageal cancer. ctDNA detection method has high specificity and sensitivity, which can be used in
tumor screening and diagnosis, and has high application value in judging prognosis and guiding treatment. This article reviews
the detection technology of ctDNA and the research progress in the diagnosis and treatment of esophageal cancer.
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A4 I AT T W 1 22 BRI TCAE AR R B ctDNA ¥
JEE 3 A, MRS I otDNA 75 2 Kk (14 1 3% 5
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B2 AR, T LT ctDNA F BEK 4
MR E AL, VAF RS, Rz 2ok 2 1)
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