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i As the technology to analyze gene expression at the single-cell levels
becomes widespread, and data accumulation advances dramatically, what is needed as the

next-generation analysis method is the technology to analyze multi-level information in an
integrated manner to understand the cause and effect of cellular diversity. In this study, we
developed a technology to analyze genomic mutations at the single-cell level and technology to

extract micro-regions from tissue and analyze site-specific gene expression and genome sequence
integrated with tissue regional information in the tissue.
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