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Characterization of Mycobacterium Tuberculosis according to Beijing
Genotype and the Drug Susceptibility Isolated from the Patients
in Hyogo Prefecture in 2005

Hidetaka TsudJr*, Hiroki NISHIUMI and Masaoki YAMAOKA

Infectious Disease Research Division, Hyogo Prefectural Institute of

Public Health and Environmental Sciences, 2-1-29, Arata-cho,
Hyogo-ku, Kobe 652-0032, Japan

Genotypic analysis according to the genotype of Beijing lineage was performed on 30 strains of
Mycobacterium tuberculosis isolated from the patients in Hyogo prefecture in 2005. Among them, 24 strains
were classified into Beijing genotype and also 21 strains were subdivided into ancient sublineage, and three

strains belong to modern sublineage.

The strains classified into the modern sublineage showed different 156110

RFLP patterns. Two of them were drug-resistant strains, one strain showed the resistance to isoniazid and
the other was multi-drug resistant strain which showed the resistance to all four primary anti-tuberculosis

drugs.
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Table 1 Classification of the 30 strains by the
characterization according to the Beijing
genotype isolated from the patients in 2005

Number of Size of flagment  IS6110 Classification
Strains (bp) in dnaA-dnaN

21 290, 470 Yes*! Beijing genotype

ancient sublineage

3 260, 290, 470 Yes Beijing genotype

modern sublineage

6 Various sizes No*? Non-Beijing strain

* 1 ; Expected size of amplicons which contained the
amplification product of the IS6110 DNA
(~1350bp) was~2000 bp

* 2 ; Expected size of amplicons was 640 bp

Strains M St 1 2 3
IS6110-RFLP patterns of the three strains
which were classified into the modern Beijing
genotype : M; DNA molecular weight marker
VI (Roche Diagnostics GmbH) , St ;
Mycobacterium tuberculosis H37TRv. Strains,
No.1; showed the resistance to all four pri-
mary anti-tuberculosis drugs., No.2; resis-
tant to INH., No.3;sensitive to all four
primary anti-tuberculosis drugs.
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