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To clarify the mechanism of the PATRR-mediated translocation, | attempted to
establish comprehensive PATRR-mediated translocations detection system using normal male sperm DNA
as a template. Genome walking methods and hybridization capture for PATRR sequence enrichment system
were used to identify unknown PATRRs and PATRR-mediated translocations. However these methods are
limited to minimize nonspecific sequences. Therefore, I could not established the high sensitivity
detection system of unknown PATRRs and translocations using these methods. Comprehensive PATRR and

PATRR-mediated translocation detection system remains a future subject. I also attempted to
establish single cell comprehensive chromosome analysis system using whole genome amplification and
low coverage whole genome sequence by next generation sequencing. This system enable to analyze
chromosome copy number alterations of individual germ cells. This result might lead to a chromosome
copay number analysis in the future.
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