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Homology-mediated inter-chromosomal interactions in hexaploid wheat lead to specific subgenome

territories following polyploidization and introgression. Genome Biology, 2021, 22, 26. 8.8 47

A high-quality genome assembly highlights rye genomic characteristics and agronomically important
genes. Nature Genetics, 2021, 53, 574-584.

TaPHT1;94€4B and its transcriﬁtional regulator TaMYB4a€¥D contribute to phosphate uptake and plant 73 17
growth in bread wheat. New Phytologist, 2021, 231, 1968-1983. )
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ancestral species. PLoS ONE, 2017, 12, e0180766.

ThMYCAE, candidate Blue aleurone 1 gene controlling the associated trait in Triticum aestivum. PLoS 05 28
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