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Takayuki Konno, Shiho Takahashi, Sumie Suzuki, 
Hiroko Kashio, Yuko Kumagai 

 
Jpn J Infect Dis., 70, 4, 2017, 472–473. 

 
 The phylogeny of M. tuberculosis is also useful 
for understanding various epidemiological 
tendencies. Among the lineages of M. tuberculosis, 
Beijing family strains within East Asian lineages 
possess highly virulence and drug-resistance. 
Beijing family strains are an evolving lineage of M. 
tuberculosis, and being spread worldwide, 
including Japan. However, there was a lack of 
local data about population structure of Beijing 
family strains in Akita Prefecture. 
 We phylogenetically characterized a total of 157 
M. tuberculosis isolates from a hospital, possessing 
a half of tuberculosis beds in Akita Prefecture, by 
JATA12-VNTR and maximum a posteriori (MAP) 
estimation based on individual VNTR profile. The 
results provided characteristic distribution of 
Beijing sublineages of M. tuberculosis isolates in 
Akita Prefecture, suggesting that infection control 
measures which reflected regional characteristics is 
required to moderate incidence of tuberculosis. This 
phylogenetic information would be useful for 
monitoring of M. tuberculosis, and contribute to 
achieve regional surveillance against tuberculosis. 
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