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Development of an Artificial Circular RNA Medicine for overcoming treatment
resistance in Esophageal Squamous Cell Carcinoma

Sakano, Yoshihiro
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The purpose of this study is to identify circRNAs associated with treatment
resistance in esophageal squamous cell carcinoma.
We analyzed the ESCC cell line TE1l and the established TE1l cisplatin-resistant line (TE11R) by
next-generation sequencing to identify circX associated with CDDP resistance. It was also confirmed
that knockdown of circX enhanced drug sensitivity. In addition, we quantified CircX expression in
the tissues of 46 patients with esophageal squamous cell carcinoma who underwent surgical resection
after cisplatin-containing chemotherapy, and found a correlation between high CircX expression and
treatment resistance in pretreatment biopsy tissues, suggesting that CircX may be a factor involved

in treatment resistance.
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