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Comprehensive metagenomic analysis of nontuberculous mycobacteria
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The prevalence of nontuberculous mycobacteria gNTM) pulmonary diseases has
been increasing worldwide. NTM consist of approximately 200 species and distinguishing between them
at the subspecies level is critical to treatment. We developed a novel multi-locus sequence typing
(MLST) database based on 184 genes from 7547 assemblies and an identification software, mlstverse,
which can also be used for detecting other bacteria given a suitable MLST database. This method
demonstrated the capacity for rapid detection of NTM, 10 min of sequencing of the ONT MinION being
sufficient. Application of this methodology could improve disease epidemiology and increase the cure
rates of NTM diseases.
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