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10 Reduced chromatin accessibility underlies gene expression differences in homologous chromosome
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11 A rare single nucleotide variant in <i>Pm5e</i> confers powdery mildew resistance in common wheat.
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18 <i>Aegilops tauschii</i>Genome Sequence: A Framework for Meta-analysis of Wheat QTLs. G3: Genes,
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26 Dynamic Evolution of Î±-Gliadin Prolamin Gene Family in Homeologous Genomes of Hexaploid Wheat.
Scientific Reports, 2018, 8, 5181. 1.6 68

27 Uncovering the dispersion history, adaptive evolution and selection of wheat in China. Plant
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33 The transcriptional landscape of polyploid wheat. Science, 2018, 361, . 6.0 768
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bread wheat, with the MaSuRCA mega-reads algorithm. Genome Research, 2017, 27, 787-792. 2.4 382
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rust resistance in wheat. Theoretical and Applied Genetics, 2016, 129, 1373-1382. 1.8 33

50 Optical Nano-mapping and Analysis of Plant Genomes. Methods in Molecular Biology, 2016, 1429, 103-117. 0.4 4
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Integrative Genomics, 2014, 14, 59-73. 1.4 49

69 Recent emergence of the wheat Lr34 multi-pathogen resistance: insights from haplotype analysis in
wheat, rice, sorghum and Aegilops tauschii. Theoretical and Applied Genetics, 2013, 126, 663-672. 1.8 79
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