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Development of methodology for in situ genomic analysis
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The purpose of this study is to establish a methodology for obtaining
genetic information of microorganisms observed by electron microscopy. Specifically, we aimed to
develop a protocol for extracting nucleic acids from ultrathin sections for electron microscope
observation that confirmed the presence of microbial-like structures and determining their draft
genome sequences.Through this research, we were mostly able to achieve each step of the goal of
methodological construction of in situ genomic analysis method. We are planning to analyze various
environmental and clinical samples using the methodology constructed in this study.
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