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Elucidation of the genetic mechanisms of post-CRT recurrence of esophageal
cancer and the implementability of panel-based ctDNA evaluation.
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As a preliminary study for evaluation using circulating tumor DNA in liquid

biopsy for comprehensive evaluation of genetic abnormalities causing resistance to chemoradiotherapy

in esophageal squamous cell carcinoma, including treatment-reistant subclones. We identified
mutated genes specific for treatment sensitivity (e.g., EP300) and resistance (e.g., NOTCH1), and
reported that amplification of MYC is a founder event in recurrence after CRT for esophageal cancer
(Hirata H, Motomura Y. et al. Cancer Res , 2021). In addition, focusing on the immune
microenvironment, RNA-seq analysis between the sensitive and insensitive groups showed that the
expression of genes related to immune checkpoints and immune exhaustion varied.
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