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Investigation of germline mutations in familial gastric cancer patients using whole
exome sequencing

Wada, Noriko
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We have performed whole exome sequencing using peripheral blood of a gastric
cancer patient, her mother (susceptible of harboring genetic factor) and her father (non-susceptible) in
a gastric cancer family in a previous study. We have detected 117 germline mutations which were the same
between the patients and her mother.

In this study, we selected five germline mutations among the 117 mutations based on other studies or the
incidence in sporadic gastric cancers. Furthermore, two of the five germline mutations revealed to exist
in another gastric cancer patient in the family. Although we performed the similar analysis in another
gastric cancer family, we could not detect any suspicious germline mutations which were the same between
two gastric cancer patients. Thus, we concluded that the two germline mutations found in one gastric
cancer family could be one of the causes that occurred gastric cancer.
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