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Abstract: Wheat is one of the main food crops and widely grown in the world. It feeds more than 35% of the world's
population. Obtaining high-quality genome sequences of wheat is important for its basic and breeding researches. However,
the large and complex genome of wheat once led to its genome sequencing as an "impossible task". Recently, with the
development of high-throughput sequencing and assembly technology, many wheat genome sequences have been released,
and their sequencing and assembly quality is being improved continuously. In the last two years, five wheat reference

genomes with different ploidy levels have been published, including two diploid ancestors Triticum urartu (AA) and
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Aegilops tauschii (DD), wild and cultivated tetraploid wheat T. turgidum ssp. dicoccoides (BBAA) and hexaploid wheat T.
aestivum (BBAADD). Among them, the sequencing and analysis of the T. urartu genome, a donor of polyploid wheat A
subgenome, was led by the Institute of Genetics and Developmental Biology of the Chinese Academy of Sciences. In this
review, we summarize the research progress on structure and evolution analyses of the T. urartu genome to provide some
valuable information for promoting the basic and applied researches of wheat.

Keywords: wheat; Triticum urartu; wheat A genome; genome sequencing; chromosome evolution
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