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Monitoring tumor burden using cell free tumor DNA during neocadjuvant
chemotherapy followed by esophagectomy in esophageal squamous cell carcinoma

MATSUDA, SATORU
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In order to guide appropriate treatment strategy including adjuvant therapy
and organ preservation approach, an accurate tumor monitoring modality which sensitively reflects
tumor burden during neoadjuvant treatment is required for esophageal squamous cell carcinoma. In
this study, we aimed to investigate the clinical utility of circulating tumor DNA (ctDNA) in plasma
during neoadjuvant chemotherapy (NAC) followed by esophagectomy. The current study showed that ctDNA

reflected response to NAC.
The ctDNA was shown to be a promising biomarker to monitor tumor burden during NAC followed by
surgery in esophageal squamous cell carcinoma (ESCC). The validation with expanded cohort would
facilitate the individualization of multidisciplinary treatment for ESCC based on the CtDNA.
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