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Development of simultaneous analysis method of whole community structure from
bacteria to whale

Ijichi, Minoru
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I have developed a method to simultaneously detect genes §transcripts)
common to all organisms, from prokaryotic bacteria to eukaryotic whales, by full-length sequencing,
and to identify all organisms living in a given environment. Compared to the previous method, this
method can estimate the classification of organisms and functional information with high accuracy,
and can improve the bias of diversity caused by gene amplification by PCR. Since rRNA is abundant in
extracted RNA, this method consists of the following elemental technologies: securing the necessary
amount of cDNA from RNA without PCR by reverse transcription alone, and decoding the nucleotide
sequence with a long read sequencer.
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Nitrosopumilus maritimus-like cluster
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