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Pathogen-induced biosynthetic pathways encode defense-related molecules in bread wheat.
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gene expression profiles with expVIP. BMC Genomics, 2021, 22, 166.
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Multiple wheat genomes reveal global variation in modern breeding. Nature, 2020, 588, 277-283.
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BrAPIa3€”an application programming interface for plant breeding applications. Bioinformatics, 2019, 35,
4147-4155.
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Global transcriptome analysis uncovers the gene co-expression regulation network and key genes
involved in grain development of wheat (Triticum aestivum L.). Functional and Integrative Genomics,
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RNA-seq, de novo transcriptome assembly and flavonoid gene analysis in 13 wild and cultivated berry

fruit species with high content of phenolics. BMC Genomics, 2019, 20, 995. 2.8 27

Hotspots in the genomic architecture of field drought responses in wheat as breeding targets.

Functional and Integrative Genomics, 2019, 19, 295-309.
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Genome-Wide Transcription During Early Wheat Meiosis Is Independent of Synapsis, Ploidy Level, and
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The transcriptional landscape of polyploid wheat. Science, 2018, 361, . 12.6 768
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2018, 19, 103. 8.8 226
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An improved assembly and annotation of the allohexaploid wheat genome identifies complete families
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Sequencing Data. PLoS ONE, 2015, 10, €0129059. 2.5 44

Mutation Scanning in Wheat by Exon Capture and Next-Generation Sequencing. PLoS ONE, 2015, 10,
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Field pathogenomics reveals the emergence of a diverse wheat yellow rust population. Genome
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Next Generation Sequencing Enabled Genetics in Hexaploid Wheat. , 2015, , 201-209.

A chromosome-based draft sequence of the hexaploid bread wheat ( <i>Triticum aestivum</i> ) genome.
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Genome interplay in the grain transcriptome of hexaploid bread wheat. Science, 2014, 345, 1250091.
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Sequencing quality assessment tools to enable data-driven informatics for high throughput
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StatsDB: platform-agnostic storage and understanding of next generation sequencing run metrics. 16 14
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StatsDB: platform-agnostic storage and understanding of next generation sequencing run metrics.
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