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Establishing single-cell genomics of uncultured protists and elucitation of
functions of cellulolytic protists in the termite gut

Hongoh, Yuichi
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In this study, we prepared both genomic DNA and RNA of a single, uncultured
protist cell in the termite gut. We obtained their sequences using next-generation sequencers and
computationally analyzed the data. As a result, we were able to predict the basic metabolic pathways

of the protist for the first time. With this methodology, it is expected that functional analysis
of uncultured protists based on their genomes will significantly progress.
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