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non-coding RNA

Analysis of mycobacterial non-coding RNA promotes the fundamental understanding
for newly developing antimycobacterial therapies and strategies.
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More than 500 strains of rapidly growing mycobacteria (RGM) were collected
from all over Japan, and the results of gene identification, drug susceptibility, and macrolide
resistance mechanism were obtained. We were able to report the differences in bacterial species
between specimens and isolated areas, and proposed new treatment options for M. abscessus infection.

Whole-genome analysis of isolates revealed genetic features of RGM including mobile elements, and
accumulation of SNP mutations over time in 5 strains of M. abscessus subsp. abscessus, which were
derived from the same patient and acquired inducible resistance to multiple drugs. By comparing
these five strains, we have found RNA whose expression is increased under the administration of
clarithromycin, and we are conducting a detailed analysis.
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rapidly growing mycobacteria: RGM
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