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To uncover uniqueness of Mycobacterium tuberculosis clinical isolates in Japan,
we focused on two research targets; genetic diversities of the two unique sublineages, G3 and G4 of the
Beijing lineage and complete genome sequences of representative 12 strains isolated in Japan. Various
mutations of G3/G4 isolates from geographically broad areas could be determined successfully.
Phylogenetic analysis based on the results shows historical dissemination of the sublineages which might
cause their endemic situation in Japan. The data also reveals unreliability of genotyping methods to
discriminate clinical isolates for G4 sublineage. The complete genome sequences of clinical strains
showed high similarity to referential strain, H37Rv, but they can provide appropriate references to
approach genetic diversity among paralogous genes.
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