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6 Molecular cloning of a highly repeated DNA element
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Restriction Fragment Length Polymorphism Analysis on
Mycobacterium tuberculosis:
Report No. 3 ; The Result of the Examination

Tsuneaki Kawai  Takashi Hirochi Tomoko Otani  Kozo Fujita
Shoichi Akaishi’* Aiko Takase' Masaaki Shinagawa > Hidenobu Matsumoto

We conducted the restriction fragment length polymorphism (RFLP) analysis of 272 strains of Mycobacterium
tuberculosis which were isolated at two hospitals in Sapporo city from March 1999 to December 2002.

146 strains were classified into 47 clusters with more than 90% of similarity. 73 strains were classified into 29
clusters with the identical pattern. Six instances involving 13 cases were considered to be infected from the same source
in respective endemics through epidemiological information.

We collected those strains with informed consents from patients from the beginning of this project. However, it
was difficult to perform enough investigation to identify the source of infection through the RFLP results in the limited
numbers of isolated organisms with consents(52.6%). All of isolated organisms have to be analyzed for the prevention
of spread of tuberculosis. And also, more accurate and earlier epidemiological information and more speedy analysis

are required.
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