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Study on molecular cytological analysis of the pathogenic mechanism of familial
lung adenocarcinoma

Fukushima, Kiyoyasu
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For the first time in Japan, we have found a large family with strongly
suspected autosomal dominant inheritance of lung cancer, in which 24 people develop lung cancer over
three generations.
To identify pathogenic gene mutations in familial lung cancer, we analyzed the genomes of 3 lung
cancer patients and 6 healthy individuals in the same family using a next-generation sequencer. The
results suggest that mutations in the gene on chromosome 19 and mutations found in a gene on
chromosome 17 may be involved in the development of lung cancer in this family.
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4 19p13.1 160xxxxx C T p.G_R
5 19p12 207xxxxx C A p.G-V
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Deletion 2,446 2,386
Inversion 852 469
Intra-chromosomal translocation 1,347 1,221
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