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Subgenus
Unknown .
Mycobacterium  Growth type Sequence Pathogenicity
Mycobacteroides Rapid Newly sequenced Yes
Mycolicibacillus || Slow Re-sequenced No
Mycolicibacter | Unknown data in NCBI Other animals
Mycolicibacterium Unknown
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1) Mycolicibacterium toneyamachuris ® i B (Kuge
et al., 2020)
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2) Mycobacterium senriense DIEB] (Abe et al., 2022)
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3) Tsukamurella toyonakaense ® i B (Kuge et al.,
2022)
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Rapid on-site identification of non-tuberculous mycobacteria

—Current status and future prospects of microbial genome analysis in clinical practice—

Shota Nakamura, Yuki Matsumoto, Kiyoharu Fukushima and Tetsuya Iida

Department of Infection Metagenomics, Research Institute for Microbial Diseases, The University of Osaka

“Non-tuberculous mycobacteria” (NTM) is a generic name for more than 200 Mycobacterium species, excluding seven
species of the M. tuberculosis complex and M. leprae. NTM are widely distributed in soils, rivers, and the oceans, and
some are pathogenic to humans. The majority of illnesses caused by NTM are pulmonary non-tuberculous infections.
These intractable respiratory diseases require long-term drug treatment due to its inability to respond to antibiotics.
They have been associated with an aging population. In Japan, the incidence rate increased from 3.7 per 100,000
population in 2002 to 14.7 per 100,000 in 2014. Although PCR, DNA-DNA hybridization, and MALDI-TOF mass
spectrometry have been used to test for pulmonary NTM disease, the slow growth of NTM means a long culture time,
and there is no test method that covers their species diversity. Here we introduce a method of rapid on-site
identification of NTM using core genome multi-locus sequence typing, and report some cases caused by novel NTM

species identified by this approach.



