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Six crop species belonging to genus Brassica contribute as important food
crops worldwide. In this project, we analyzed the mitochondrial genome of the 6 crop species and
found the intraspecific variations. Based on the results, the process of domestication of the three

diploid species and establishment of the three amphidiploid species were clarified. All the three
diploids contained two or more mitotypes, the facts indicating that they were domesticated twice or
more. Whereas, two of the three amphidiploid species possessed the two mitotypes identical to those
of diploid mother species. Thus, the two species were estimated to be established at least twice.
These findings enabled us to reconstruct the U s triangle of Brassica crops with detailed

structure.
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