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To explore the bacterial factors that affect the pathological state of disease
caused by Mycobacterium avium, we determined the complete genome sequence of strain TH135 isolated from a
patient with pulmonary M. avium disease, and further demonstrated the presence of a novel plasmid,
pMAH135. This plasmid consists of 194,711 nucleotides and has 164 coding sequences, some of which encode
proteins involved in the ?athogenicity of mycobacteria and their resistance to antimicrobial agents. The
screening of M. avium isolates from humans and pigs for genes located on pMAH135 revealed that these
genes are more commonly detected in isolates from patients with pulmonary M. avium disease than in
HIV-positive patients. However, the genes were almost entirely absent in isolates from pigs, suggesting

that pMAH135 influences not only the pathological manifestations of M. avium disease, but also the host
specificity.
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