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Single-cell g‘&\omics for microbes and viruses | -
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Exploration and utilization of genetic resources for novel microbes and viruses
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Single-cell and single-particle level genome analysis using droplet microfluidics
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High-throughput genome sequencing of novel microbes and viruses in the environment
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Contribute to the discovery and utilization of novel functional genes
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Workflow for droplet-based genome sequencing of microbes and viruses
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Nishikawa et al., ISME Commun. 2022 Kogawa et al., Front. Microbiol. 2023
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What can be achieved by single-cell level genome analysis
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