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The aim of this study was to establish the criteria for risk estimation of
pancreatic cancer using blood samples based the research strategy of epigenome-wide association
study. Using genome-wide DNA methylation analysis, 46,924 CpG sites showing significant differences
of DNA methylation levels between blood samples of individuals who will suffer pancreatic cancer
later and age and sex-matched control blood samples and simultaneously showing such differences of
DNA methylation levels between pancreatic cancer tissue and normal pancreatic tissue samples were
identified. Many of genes showing such DNA methylation alterations in both blood and tissue samples
participated in stemness and/or cell proliferation and were potential tumor-related genes. These
data indicated that cancer-prone DNA methylation profile can be detected even in blood samples and
revealed the feasibility of pancreatic cancer risk estimation using blood samples during health
checkup.
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