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We conducted genetic and epidemiologic analyses focusing on our

GWAS-identified pancreatic cancer susceptibility gene GP2. Fine mapping suggested that the lead
variant rs78193826 in the GP2 region is a variant specific to Asians, including Japan. In the
pancreatic cancer GWAS, genetic variants in four genomic regions (13g22.1, 9934.2, 16pl12.3, and
1p13.2) were significantly associated with pancreatic cancer risk. In terms of clinical utility,
plasma GP2 concentrations were significantly increased in the pancreatic cancer patients, and the
concentration further increased with clinical stage.These findings suggest that GP2 variant may play
a role in the pathophysiology of pancreatic cancer in Japanese people. Further studies are needed
to confirm its clinical significance as a risk or diagnostic biomarker.
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