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Focal copy number alteration and its functional role in carcinogenesis: unmet
needs in cancer genome analysis
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We have developed a new analysis method of the next-generation sequencer
(NGS) which can efficiently detect the focal copy number alterations (CNA) and viral genome
integration in the cancer genome, which were difficult to detect with conventional NGS analysis.
With using this analysis, we have detected a large number of focal copy number alterations in
mesotheliomas and virus integration in liver cancers. Furthermore, analysis using a long-read
sequencer for mesothelioma and liver cancer revealed that genomic structural abnormalities occurred
at the CNA regions and the integration site of the viral genome, which could be cancer driver
alterations as well as known single nucleotide variations.
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