Q)]
2020 2022

Elucidation of environmental adaptation mechanism of non-tuberculous i
mycobacteria by multi-genomic analysis and establishment of protective basis
against their infection
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This JSPS Kakenhi research project aims to understand the survival
mechanisms of Mycobacterium avium, a leading cause of lung disease in Japan. The team hypothesizes
the bacterium originates from unique conditions in Japanese bathrooms, possibly causing bio-aerosol
infections. The researchers are collecting bacterial strains and genomic data, and have established
methods for extracting and sequencing genome DNA. They have sequenced over 100 complete genomes and
are conducting functional genome analysis using Tn-seq and CRISPRi to study the bacterium®s biofilm
formation, drug resistance, and phage infectivity. Preliminary Tn-seq experiments have begun on
selected strains. The team has also been investigating the distribution and quantity of this

bacterium in Japanese bathtubs, finding its prevalence significantly differs from that in the US and
Europe.
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