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Fig. The number of loci in which difference was shown
among comparison isolates isolated from 64 non-group
tuberculosis-infections
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Table 1 VNTR profile of the non-group infection case which discriminated by difference of
number of alleles in one locus by JATA (12)-VNTR

26 loci-VNTR

Isolates (}:lf)rtltact JATA (12)-VNTR
istor
Y [VNTR MIRU VNTR VNTR QUB VNTR MIRU VNTR MIRU VNTR QUB VNTR|MIRU MIRU MIRU MIRU MIRU MIRU ETR ETR ETR VNTR VNTR VNTR QUB VNTR
0424 10 1955 2074 1Ib 2372 26 3155 31 3336 26 4156| 4 16 23 27 39 40 -A -C  -F 2401 3690 1895 lla 4120
06-84 | Homeless | 4 1 3 2 4 5 7 4 5 7 8 5|2 3 5 3 3 3 4 4 3 4 3 4 7 12

living in the

07-31 | samepark | 4 1 3 2 7 5 7 4 5 17

8

5(/2 3 8 3 3 3 4 4 3 4 3 4 9 12

Table 2 The results of JATA (12)-VNTR genotyping of the 270 tuberculosis outbreaks

Cases Number of cases Result of JATA (12)-VNTR Number of cases (%)

Group infection 206 Concordant in 12 loci 183 (88.8)
Double alleles in one locus* 1 (0.5)
Double alleles in two loci* 1 (0.5)
One-locus variant 21 (10.2)

Non-group infection 64 One-locus variant 1 (1.6)
Discordant in more than two loci 63 (98.4)

*One among double alleles was the same as the allele detected in comparison isolates.

Table 3 JATA (12)-VNTR profiles of the case which had double alleles were detected

Contact JATA (12)-VNTR
Isolates history VNTR MIRU VNTR VNTR QUB VNTR MIRU VNTR MIRU VNTR QUB VNTR
0424 10 1955 2074 11b 2372 26 3155 31 3336 26 4156
19-sa-39 Users in the same 4 3 3 3 2,3 4 7,8 4 5 7 6 4
0807101z nursing facility 4 3 3 3 3 4 7 4 5 7 6 4
101216su-1 Famil 4 1 3 2 6 5 9 4 5 7 8 5
101216su-2 y 4 1 3 2 56 5 9 4 5 7 8 5
Table 4 The loci of JATA (12)-VNTR in which single locus variants were
observed among the 206 group infections
Locus VNTR MIRU VNTR VNTR QUB VNTR MIRU VNTR MIRU VNTR QUB VNTR Total
0424 10 1955 2074 11b 2372 26 3155 31 3336 26 4156
Numberof | = »» 5 2 2 6 1 1 0 1 2 0 21
cases
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Original Article

EVALUATION OF JATA(12)-VARIABLE NUMBER OF TANDEM REPEATS
AS A MARKER OF THE SOURCE
OF TUBERCULOSIS OUTBREAKS IN OSAKA

'Aki TAMARU, 2Takayuki WADA, *Tomotada IWAMOTO, and “Atsushi HASE

Abstract [Objectives] To evaluate the usefulness of the
JATA (12)-variable number of tandem repeats (VNTR) system
for identifying the source of Mycobacterium tuberculosis
outbreaks.

[Design] JATA(12)-VNTR genotyping was performed on
M.tuberculosis isolates from a total of 206 patients in whom
group infection was confirmed by epidemiological studies
(“group infection”), as well as from 64 patient clusters in whom
group infection was suspected but not confirmed (“non-group
infection”). The patients were diagnosed in Osaka Prefecture
from April 1999 to December 2011.

[Results] All isolates from the “non-group infection” patients
showed a unique VNTR pattern, whereas isolates from 185
(89.9%) “group infection” patients showed a common and
group-specific JATA (12)-VNTR pattern. However, single-
locus variants were observed in 1 (1.6%) “non-group infec-
tion” case and in 21 (10.2%) “group infection” cases.

[Conclusion] Tuberculosis in 248 (91.9%) of the 270 study
patients could be correctly identified based on the genotyping

of the isolates by using the JATA (12)-VNTR. If proper atten-
tion is paid to the single-locus variant, the JATA (12)-VNTR
system would be a useful tool for identification of sources of
tuberculosis outbreaks.

Key words: Mycobacterium tuberculosis, Variable number
of tandem repeats, Tuberculosis outbreak, Group infection
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