2021 2023

Development of a new strategy to treat cancerous peritonitis

Nagasaka, Takeshi
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In this study, immune cells and cancer cells obtained from ascites of
patients with refractory malignant ascites were co-cultured using the Cell-free and Concentrated
Ascites Reinfusion Therapy, followed by the addition of demethylating agents for further culture. As

a result, an increase in the viability of immune cells and significant antitumor effects induced by
the demethylating agents were observed. Additionally, a technique for detecting the methylation
patterns of Differentially Methylated Regions (DMRs) was developed to identify the T cell stage.
Consequently, the reversion of immune cells to the effector stage induced by the demethylating
agents was confirmed.
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