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Consideration of appropriate use of immune checkpoint inhibitors in esophageal
cancer using CtDNA
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In this study, we conducted predictive analysis of the effectiveness of ICI
therapy using ctDNA. Similar to conventional chemotherapy, cases where ctDNA decreased after one
cycle of ICI therapy showed a favorable response and prolonged effects. Conversely, in cases with
rapid ctDNA increase, early progression was observed. In cases where there was uncertainty about
continuing treatment despite mild progression, ctDNA showed early elevation, followed by clear
enlargement on imaging.

Based on the above, ctDNA monitoring using dPCR demonstrated the potential to overcome the
limitations of imaging-based diagnostic evaluations, such as early assessment of treatment efficacy

and early detection of hyperprogressive disease (HPD), making it an important diagnostic tool for
immunotherapy with checkpoint inhibitors in esophageal cancer.
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