©
2013 2015

Identification of causative genes for hereditary cancer by genome analyses of
familial cancer cases and its application
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We collected family members developed lung cancer, gastric cancer or sarcoma, and
performed whole-exome sequencing on DNA from their blood. A CHEK2 mutation detected in lung cancer
siblings was concluded to be the cause of multiple primary lung cancer with accompanying cancers in other
organs. In other cases, mutations that caused cancers were not detected.

We developed a high sensitive method to detect rare mutations in blood from cancer patients using deep
sequencing. Further, by using molecular barcode technology, we developed a method to determine the
nucleotide sequence with high accuracy, and to absolutely quantify DNA molecules.
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