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Analysis of the molecular evolutional mechanism of seed dormancy genes and
development of precision breeding technology in barley and wheat

Sato, Kazuhiro
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Genome editing of barley seed dormancy genes Qsdl and Qsd2 was performed to
confirm that dormancy was prolonged when Qsdl and Qsd2 alone and both, respectively, were mutated. A
triple mutant of TaQsdl, the wheat homoeologous gene of barley Qsdl, was generated by genome
editing, and a clear prolongation of seed dormancy was confirmed. Furthermore, we performed high
quality genome sequencing of the wheat cultivar "Fielder" used for genome editing, confirmed that
there were no exogenous genes or off-target mutations, submitted a field cultivation test to the
Ministry of Education, Culture, Sports, Science and Technology, and conducted a seed dormancy test.
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