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Comprehensive analysis of the microflora using a novel portable sequencer MinlON
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In this study, we aimed to develop a technology for comprehensive and
guantitative detection of various pathogens in the lung microenvironment. Particularly, we used
nanopore sequencing technology, rather than the conventional culture-based method, using extracting
and purifying all DNA from the collected clinical specimens. This method has the advantage that
computer analysis of the obtained sequence reads allows simultaneous elucidation of different
pathogens and their microbiota. In this study, we have characterized various pathogens present in
the lung microenvironment, established a comprehensive protocol to extract and purify various
pathogens derived from clinical specimens, and established a sequence analysis method using a
nanopore sequencer, MinION.
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