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Pioneering study of genome analysis in canine malignant tumors to establish a
clinical genome-based diagnostics
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In the study, we performed clinical cancer genome analysis to reveal the
molecular mechanisms of canine tumors, and establish clinical diagnosis using multiple genotyping
system. As the results of the study, we could detect a lot of genomic alteration from a trace of a
DNA sample using multiplex PCR methods and next-generation sequencer. In a genomic coding region of
BRCA2, which is responsible gene of a human hereditary breast/ovarian cancer syndrome, we detected
26 regions in 7 kinds of tumors including 52 tumor bearing patients, and some of the detected BRCA2
mutations might be related to tumor malignancies. In SNP genotyping analysis, we demonstrated that
one of the BRCA2 variant could be a chihuahua breed unique genomic variants. These results suggested

that the understanding of canine tumors and contribution to clinical applications.
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