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Development of a strategic resource process for uncultured microbes based on
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In this study, we advanced single-cell genomics to acquire genomes from
uncultured microorganisms, achieving live-cell specific genome acquisition, complete genome
acquisition, and extension to viral genomes. We also developed a single-cell transcriptome analysis
technique to comprehensively capture gene expression in cell populations. Furthermore, we explored
phage-derived molecules from genomic information and developed molecular tools to specifically
detect and enrich target bacteria. By integrating these methods, we established a foundation for
strategic microbial cultivation.
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