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Development of diagnostic technique of pancreatic cancer by using liquid biopsy
targeted DNA methylation markers
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In this study, we examined the development of a liquid biopsy technique
targeting DNA methylation of six genes that are hypermethylated and transcriptionally repressed in
pancreatic cancer by MeTA, our proprietary hypermethylated gene search method. The amount of cfDNA
obtained from 2 mL of plasma from patients with pancreatic diseases including pancreatic cancer
averaged 17.4 ng, and higher molecular weight band ladders were not detected. Although DNA
methylation is difficult to detect at this time, methods of sampling plasma and methylated DNA
enrichment need to be investigated. On the other hand, analysis of LHX6 gene identified by MeTA
revealed that transcriptional repression by hypermethylation plays an important role in pancreatic
cancer cell growth.
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