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Table 2. Lineage distribution of 133 strains of
M. tuberculosis, Mie Prefecture, 2014-2015

Lineage No. of strains No. of foreign Age years,

(%) nationals Mean=*+SD

Modern 16 (12.0) 2 61.5+28.1
ST11/26 3(233) 0 71+£18.7
ST25/19 24 (18.0) 0 79.8+10.3
ST3 29 (21.8) 0 726+235
STK 19 (14.3) 0 827104
Non—Beijing 42 (31.6) 6 712138
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Table 3. Lineage distribution by age group of M.
tuberculosis, Mie Prefecture, 2014-2015

. age group

Lineage ~29 30~59 60~
Modern 4 3 9
ST11/26 1 2
ST25/19 1 23
ST3 3 3 23
STK 1 18
Non Beijing 4 6 32
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In Mie Prefecture, molecular epidemiological project of TB using VNTR analysis has been started in
2014. We first analyzed 133 clinical isolates using JATA15-VNTR. The use of JATA15-VNTR generated
8 VNTR clusters, with a clustering rate of 16.5%. In contrast, use of 24 loci-VNTR generated 4 clusters,
with a clustering rate of 7.5%. Furthermore, a total of 133 strains were subjected to the MAP estimation
using VNTR profiles, and the results showed that ST3 was predominant  (21.8%) among Beijing lineage,
followed by ST25/19 (18.0%), and STK (14.3%). Meanwhile, the major lineage was modern lineage
(25.9%) in patients under 60 years of age. This VNTR data support infection control practice based on
scientific evidence. Therefore, as the local findings of VNTR analysis are accumulated, this technology will
be increasingly effective and useful tool for the molecular epidemiology of TB in Mie Prefecture.



