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Exploring germline mutations and therapies for hereditary lung cancer using next
generation sequencing
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In Japan, lung cancer is the most leading cause of cancer-related death, but
compared to colorectal and breast cancer, little is known about hereditary lung cancer. In this

study, we included seven families with lung cancer patients. Of these, two families, in which
healthy family members were included, analyzed with next-generation sequencers. Of these two
families, three generations of lung cancer families including lung cancer cases in their 40s and at
a relatively young age are currently being analyzed. Although the number of identified gene
mutations is huge, we have narrowed it down to 10~20 gene mutations that are presumed to have
pathological significance. In the future, we will confirm whether these genes are actually causative
genes of lung cancer by using existing databases or cell-line experiments.
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