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In this study, | developed a method to rapidly construct a nested
association mapping population by taking advantage of the fact that triploid wheat produced by
crossing tetraploid wheat with Aegilops tauschii becomes synthetic hexaploid wheat simply by
self-pollination. A total of 20,686 florets were emasculated and pollinated with pollen from
Aegilops tauschii. As a result, 3,375 triploid seeds could be obtained. Although some of these
triploids showed hybrid incompatibility, it was possible to obtain seed of later hexaploid
generations from many of the triploid individuals, suggesting that a NAM population could be
established quickly by this method. This study also revealed that MIG-seq, which has had limited use

in ecological research, is useful for wheat genotyping.
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