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This study aims to develop a metagenomic typing method that can be analyzed
on-site at an infectious disease outbreak to achieve comprehensive pathogen identification. We used
the portable sequencing devices from Oxford Nanopore Technologies and constructed a cloud computing
system for the identification of Non-tuberculous Mycobacterium. This effort led to the discovery of
a novel species, Mycobacterium senriense, from a case that could not be identified by conventional
methods and the establishment of MGIT-seq methodology which demonstrated 99.1% accuracy at the
species level and 84.5% accuracy at the subspecies level.
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