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Draft genome of the wheat A-genome progenitor Triticum urartu. Nature, 2013, 496, 87-90.
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<i>TubZIP28«[i>, a novel bZIP family transcription factor from <i>Triticum urartu</i>, and
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Phytologist, 2020, 226, 1384-1398.
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Unraveling the genetic architecture of grain size in einkorn wheat through linkage and homology
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The MYB family transcription factor TUODORANT1 from Triticum urartu and the homolog TaODORANT1
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Whole-genome resequencing of the wheat A subgenome progenitor Triticum urartu provides insights
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