2018 2020

rRNA

Phylogeny of uncultured bacteria possessing pmoA gene and rRNA approach

Matsuura, Norihisa
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We developed an emulsion fusion PCR to link between 16S rRNA gene and
functional gene. The fusion PCR was evaluated using a pure cultures experiment. And an uncultured
methanotroph is discovered in forest soils as high population. We applied the developed tool to the
sample and determined the phylogeny of the uncultured methanotroph.
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