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Identification of an unidentified clarithromycin resistance mechanism in
pulmonary MAC disease and evaluation of the efficacy of novel agents.
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In contrast to the decrease in the number of TB patients in Japan, the
number of patients with non-tuberculous Mycobacterium tuberculosis (NTM) disease has been increasing
markedly and is an emerging infectious disease with more than 140,000 patients. 19,000 new cases of
pulmonary NTM disease were reported in 2014, almost the same number as TB patients, and the number
of patients is expected to continue increasing. Pulmonary MAC, which accounts for about 90% of
pulmonary NTMs, is treated with multidrug combination therapy using clarithromycin as the key drug,
but the emergence of resistant strains during the course of treatment makes radical cure extremely
difficult. Although point mutations in the 23S rRNA gene are understood to be the cause of macrolide
resistance, in this study, we found the existence of CAM-resistant strains that do not have
mutations in the 23S rRNA gene.
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