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Comprehensive and rapid diagnosis of non-tuberculous mycobacterial pulmonary
disease by using multi-locus sequence typing
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In the treatment of NTM pulmonary disease fPD), species identification and
drug susceptibility testing following sputum acid-fast bacillus culture involve complex procedures
that are labor-intensive and time-consuming. The primary objective of this research project was to
position the newly developed comprehensive NTM species identification system (mlstverse) within the
clinical practice of NTM PD treatment. We linked mlstverse with liquid culture (MGIT-seq) and
demonstrated the utility of the MGIT-seq method, which includes drug susceptibility prediction, in a
prospective clinical trial. Additionally, we discovered five new NTM species using the mlstverse
method. Furthermore, we successfully developed the NALC-seq method, which allows for direct species
identification from sputum specimens treated with NALC without the need for culture.
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