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5 Female self-incompatibility type in heterostylous Primula is determined by the
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De Novo Genome Assembly of the Japanese Wheat Cultivar Norin 61 Highlights Functional Variation in
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Global range expansion history of pepper (<i>Capsicum</i>spp.) revealed by over 10,000 genebank
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Exome association analysis sheds light onto leaf rust (<i>Puccinia triticina</i>) resistance genes
currently used in wheat breeding (<i>Triticum aestivum</i> L.). Plant Biotechnology Journal, 2020, 18,
1396-1408.
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identity signals. Nature Communications, 2020, 11, 5138. 5.8 37
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27 A Genome Assembly of the Barley â€˜Transformation Referenceâ€™ Cultivar Golden Promise. G3: Genes,
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28 Quantification of Recombination Rate and Segregation Distortion by Genotyping and Sequencing of
Single Pollen Nuclei. Methods in Molecular Biology, 2020, 2061, 281-300. 0.4 1

29 Detecting Large Chromosomal Modifications Using Short Read Data From Genotyping-by-Sequencing.
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30 Leaf Variegation and Impaired Chloroplast Development Caused by a Truncated CCT Domain Gene in
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31 High Resolution Genetic and Physical Mapping of a Major Powdery Mildew Resistance Locus in Barley.
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32 Durum wheat genome highlights past domestication signatures and future improvement targets.
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through genotypingâ€•byâ€•sequencing. Evolutionary Applications, 2019, 12, 66-77. 1.5 50



4

Axel Himmelbach

# Article IF Citations

37 Mapping resistance to powdery mildew in barley reveals a large-effect nonhost resistance QTL.
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38 Discovery of multiâ€•megabase polymorphic inversions by chromosome conformation capture
sequencing in largeâ€•genome plant species. Plant Journal, 2018, 96, 1309-1316. 2.8 26
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SSRâ€•seq: Genotyping of microsatellites using nextâ€•generation sequencing reveals higher level of
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40 Transcriptomic basis for reinforcement of elm antiherbivore defence mediated by insect egg
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53 Multiplex sequencing of bacterial artificial chromosomes for assembling complex plant genomes.
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54 Exome sequencing of geographically diverse barley landraces and wild relatives gives insights into
environmental adaptation. Nature Genetics, 2016, 48, 1024-1030. 9.4 259
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55 Genomic analysis of 6,000-year-old cultivated grain illuminates the domestication history of barley.
Nature Genetics, 2016, 48, 1089-1093. 9.4 122

56 The INDETERMINATE DOMAIN Protein BROAD LEAF1 Limits Barley Leaf Width by Restricting Lateral
Proliferation. Current Biology, 2016, 26, 903-909. 1.8 37

57 Presence versus absence of CYP734A50 underlies the style-length dimorphism in primroses. ELife, 2016,
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59 Evolution of the Grain Dispersal System in Barley. Cell, 2015, 162, 527-539. 13.5 265

60 Fine mapping and identification of a candidate gene for the barley Un8 true loose smut resistance
gene. Theoretical and Applied Genetics, 2015, 128, 1343-1357. 1.8 19

61 BARLEX â€“ the Barley Draft Genome Explorer. Molecular Plant, 2015, 8, 964-966. 3.9 114

62 Bulbosum to Go: A Toolbox to Utilize Hordeum vulgare/bulbosum Introgressions for Breeding and
Beyond. Molecular Plant, 2015, 8, 1507-1519. 3.9 58

63 Genes on B chromosomes: Old questions revisited with new tools. Biochimica Et Biophysica Acta -
Gene Regulatory Mechanisms, 2015, 1849, 64-70. 0.9 68

64 Discovery of genes affecting resistance of barley to adapted and non-adapted powdery mildew fungi.
Genome Biology, 2014, 15, 518. 3.8 52

65 Unlocking the secondary geneâ€•pool of barley with nextâ€•generation sequencing. Plant Biotechnology
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67
Mapping-by-Sequencing Identifies <i>HvPHYTOCHROME C</i> as a Candidate Gene for the <i>early
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2014, 198, 383-396.
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68 The barley Frost resistance-H2 locus. Functional and Integrative Genomics, 2014, 14, 85-100. 1.4 19

69 A Distorted Circadian Clock Causes Early Flowering and Temperature-Dependent Variation in Spike
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70 Mapping-by-sequencing accelerates forward genetics in barley. Genome Biology, 2014, 15, R78. 13.9 131

71 A Sequence-Ready Physical Map of Barley Anchored Genetically by Two Million Single-Nucleotide
Polymorphisms Â  Â . Plant Physiology, 2014, 164, 412-423. 2.3 77

72 Plant Sequence Capture Optimised for Illumina Sequencing. Bio-protocol, 2014, 4, . 0.2 11
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80 Regulation of gene expression by chromosome 5A during cold hardening in wheat. Molecular Genetics
and Genomics, 2010, 283, 351-363. 1.0 31
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83 Expression of the Arabidopsis Mutant <i>abi1</i> Gene Alters Abscisic Acid Sensitivity, Stomatal
Development, and Growth Morphology in Gray Poplars. Plant Physiology, 2009, 151, 2110-2119. 2.3 72

84 Nuclear localization of the mutant protein phosphatase abi1 is required for insensitivity towards ABA
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Fibrillin expression is regulated by abscisic acid response regulators and is involved in abscisic
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responses in Arabidopsis. EMBO Journal, 2002, 21, 3029-3038. 3.5 309



7

Axel Himmelbach

# Article IF Citations

91 Targets of modifying plant growth and development by ABA-mediated signaling. , 2000, , 223-232. 0

92 ABA signal transduction. Current Opinion in Plant Biology, 1998, 1, 412-418. 3.5 129
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