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MicroRNA-mediated responses to colchicine treatment in barley. Planta, 2020, 251, 44.
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Nucleotide diversity patterns at the DREB1 transcriptional factor gene in the genome donor species of
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sequences and GISH. BMC Plant Biology, 2019, 19, 158.

Identification of QTL underlying the leaf length and area of different leaves in barley. Scientific
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Transcriptome and miRNAs analyses enhance our understanding of the evolutionary advantages of
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micro<scp>RNA</scp>s contribute to enhanced salt adaptation of the autopolyploid <i>Hordeum
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Plant Science, 2015, 6, 803.

Molecular phylogeny revealed distinct origin of the Y and St genome in Elymus longearistatus

34 (Triticeae: Poaceae). Molecular Phylogenetics and Evolution, 2015, 85, 141-149.
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Identification of QTL underlying physiological and morphological traits of flag leaf in barley. BMC
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Phylogenetic analysis of the genus Pseudoroegneria and the Triticeae tribe using the rbcl gene.
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Molecular evolution and nucleotide diversity of nuclear plastid phosphoglycerate kinase (PGK) gene
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