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Dozens of familial cancers have been reported and are useful with respect to
patients and disease groups for which genetic mutations have been identified It presents a variety
of screening and treatment methods. There have been no reports of this drug in Japanese pediatric
cancer patients and no clinical applications have been realized. Patients diagnosed with pediatric
and familial cancers were subjected to embryonic cell lineage genetic analysis (44-132 (Targeted
lethality of cancer-related genes). We analyzed 190 patients with pediatric and familial cancers and
familial tumors. The average number of rare variants per patient is 49. Of the total analysis,
there are 16 nonsense variants and 16 in/del variants A total of 35 cells and 11 splice site
variants were detected.
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