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Genetic investigation of Babesia parasites in Japan
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We analyzed the genomes of three strains of Babesia microti (Hobetsu, US,
and Kobe), which were isolated from field mice and transmitted by different vectors ticks in Japan.
The sister species, B. rodhaini, was included in this study. The number of chromosomes was the same
as that of the previously reported smallest apicomplexan, B. microti Rl strain (6.5 Mb). However,
their sizes differed greatly, with a 13.5% gap (6.0 Mb minimum). Gene prediction revealed the
presence of tiny introns (19-25 nt), which were scattered throughout the genome. There were
differences in size distribution among the strains. This study reveals for the first time the
genomic diversity of the B. microti group.
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