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Tablel. Allelic diversity of M.tuberculosis isolates from Mie prefecture (2007-2009)

JATA Alias Locus Copy number of tandem repeat unit(s) Allelic

No o 1 2 3 4 5 6 7 8 9 10 11 12 13 14 diversity
J 01 Mtub 04 424 7 37 24 M1 2 1 0.66
J 02 MIRU 10 960 23 12 81 14 8 4 1 0.64
J 03 Mtub 21 1955 2 16 20 79 15 1 1 2 1 1 0.63
J 04 Mtub 24 2074 8 37 80 17 1 0.61
J05 QUB 11b 2163 18 29 12 10 41 26 5 1 1 0.82
J 06 VNTR 2372 2372 13 22 75 28 4 1 0.66
J 07 MIRU 26 2996 7 5 10 24 19 70 5 3 0.7
J08 QUB 15 3155 17 5 105 13 1 1 1 0.44
J 09 MIRU 31 3192 9 33 31 63 4 2 0.70
J10 QUB 3336 3336 1 4 2 8 8 5 2 19 4 13 4 1 0.66
J 11 QUB 26 4052 16 6 9 6 5 27 6 7 1 0.74
J12 QUB 4156 4156 2 11 45 39 45 0.72
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Figurel. Comparison of allelic diversity in Beijing and non—Beijing lineage
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A total of 145 clinical isolates of Mycobacterium tuberculosis from Mie prefecture were genotyped
using JATA12-VNTR analysis. With JATA12-VNTR typing of al isolates, 12 VNTR clusters were
found. The clusteringrateof JATA12-VNTRwas21.7%.

Beijing genotypes tuberculosis (TB) accounted for 69.0% (98/142) of the isolates, and clustering
rates of Beijing and non-Beijing lineages were 28.3% and 7.1%, respectively. In comparison of the
alelic diversity of each locus, the lowest dlelic diversity among the all isolates was observed for
QUBI15 locus (0.44), and the dlelic diversity of Mtub2l and QUB3336 loci (0.39 and 0.45,
respectively) among the Beijinglineage were lower than those of other loci.

This JATA12-VNTR method is thought to be useful for shared VNTR loci, because it was generally
easy to obtain the exact copy number using agarose gel electrophoresis in VNTR anaysis. Severa
additional loci, however, should be added to obtain sufficient discriminatory power of Beijing genotype
strains. Sinceallelic diversity of each locus differs according to area, accumulation of local findings of
VNTR anaysis and selection of optima VNTR loci will establish this technology powerful tool for
molecular epidemiology of M.tuberculosis.



