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Genome-wide analysis of DNA methylation in pseudomyxoma peritonei originated
from appendiceal cancer
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Pseudomyxoma peritonei (PMP) is a disease characterized by progressive
accumulation of intraperitoneal mucinous ascites caused by neoplasms in the abdominal cavity.
Although the advancement in surgical treatment with intraoperative chemotherapy has improved the
survival of patients with PMP, most of the patients need repeated treatment, which is lowering their

quality of life. Therefore, the development of effective therapeutic drug(s) is a matter of
pressing concern. Genetic analyses and expression profile analyses of PMP have clarified the
frequent activation of GNAS and/or KRAS. However, the involvement of global epigenetic alterations
in PMPs has not been reported. In this study, we performed genome-wide DNA methylation analysis
using 15 appendiceal PMP samples. As a result, we clarified that the 15 PMPs are classified into at
least two epigenotypes, unique methylation epigenotype (UME) and normal-like methylation epigenotype

(NLVE) .
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