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The ideal way to understand the microbial diversity is to analyze each cell individually. However, it is not easy to
sequence the genome from single microbial cell. In this study, we developed a technology to capture cells in
droplets and process genome amplification reactions in parallel, using "microfluidic technology. This technology will
support the understanding of the ecology and functional application of uncultured microbes.
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In the technology, SAG-gel, cells were trapped in gel @‘ ‘v‘ gy URISEET
droplets using a microfluidic device. The cells were lysed, E%gyfﬁbﬂ%ga FROBE
and their DNA were amplified in the gel. The amplified ‘ -
DNA was sequenced to obtain their genome at once. Fig. 1 1#¥0AR% / LTI AT SAG-gel]. Single-cell

genomics technology. SAG-gel.
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By using this technology, genome information of

environmental microorganisms can be collected at an Fig. 2 140BA% ) LB E R AL LS EDTHE
overwhelming speed. The accumulated genome data will {&. A vision of future research based on single-cell

lead to the discovery of new industrial enzymes and drugs. genome analysis technology
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[HEERADOHIY A ] Initiatives for social implementation
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bitBiome is promoting R&D for industrial and medical applications of microbial functions. Ofe it JORNO R O
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