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12 Fusarium head blight resistance in European winter wheat: insights from genome-wide transcriptome
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chromosome-scale<i>Lotus japonicus</i>Gifu genome sequence. DNA Research, 2020, 27, . 1.5 35



3

Klaus F X Mayer

# Article IF Citations

19 Current status of the multinational Arabidopsis community. Plant Direct, 2020, 4, e00248. 0.8 13

20 European maize genomes highlight intraspecies variation in repeat and gene content. Nature Genetics,
2020, 52, 950-957. 9.4 84

21 Proteomic and transcriptomic profiling of aerial organ development in Arabidopsis. Scientific Data,
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31 Analysis of Stress Resistance Using Next Generation Techniques. Agronomy, 2018, 8, 130. 1.3 12
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34 Genome mapping of seed-borne allergens and immunoresponsive proteins in wheat. Science Advances,
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35 The transcriptional landscape of polyploid wheat. Science, 2018, 361, . 6.0 768
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39 Chromosome-scale comparative sequence analysis unravels molecular mechanisms of genome
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43 Timeâ€•course expression QTLâ€•atlas of the global transcriptional response of wheat to <i>Fusarium
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44 PGSB/MIPS PlantsDB Database Framework for the Integration and Analysis of Plant Genome Data.
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Physiology, 2017, 175, 1203-1219. 2.3 29
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Suppressed recombination and unique candidate genes in the divergent haplotype encoding Fhb1, a
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65 PGSB/MIPS Plant Genome Information Resources and Concepts for the Analysis of Complex Grass
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67 Red clover (Trifolium pratense L.) draft genome provides a platform for trait improvement. Scientific
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68 DroughtDB: an expert-curated compilation of plant drought stress genes and their homologs in nine
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70 Assessing the Barley Genome Zipper and Genomic Resources for Breeding Purposes. Plant Genome, 2015,
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71 Modulation of Ambient Temperature-Dependent Flowering in Arabidopsis thaliana by Natural Variation
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72 High-throughput physical map anchoring via BAC-pool sequencing. BMC Plant Biology, 2015, 15, 99. 1.6 8
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graminearum</i>. G3: Genes, Genomes, Genetics, 2015, 5, 2579-2592.
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76 Mechanical behaviour and failure modes in the Whakaari (White Island volcano) hydrothermal
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116 Genomics-based high-resolution mapping of the BaMMV/BaYMV resistance gene rym11 in barley
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3.3 214
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