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Analysis of digestive organ cancer risk-associated genetic variations by using
semiconductor-based next-gen sequencings
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We conducted the next-gen sequencing approach to identify risk-associated
genetic variants primarily in a cancer risk population. In cohort sample, 40 stomach cancer cases
and 43 colon cancer cases were identified and considered as a cancer risk group, while 33 healthy
individuals who did not develop any cancer by 70 years old were used as a low-risk control. The
study revealed to identify more frequent unknown / non-synonymous germ-line mutations including
non-sense variants in the risk group. We have identified potential functional non-synonymous
germ-line mutations in 2 genes for risk of stomach cancer, 3 genes for colon cancer.

Cancer risk markers identified in this study can be useful to apply prevention, health check-up
invitation, early-diagnosis for cancer in a regional ﬂopulation. Further analyses are necessary to
demonstrate mechanisms involved in the cancer risk, which may be contributed by polymorphic
germ-line alleles identified in this study.
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