213 40,834 77 202

papers citations h-index g-index

233 50,066 14.8 7.72

ext. papers ext. citations avg, IF L-index



212

210

208

206

204

202

200

198

KiLaus F X MAYER

Paper IF Citations

The Barley and Wheat Pan-Genomes.. Methods in Molecular Biology, 2022, 2443, 147-159

Genome sequences of three Aegilops species of the section Sitopsis reveal phylogenetic 6
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Variation in Flowering Time and Fusarium-Resistant Genes in East Asian Genotypes. Plant and Cell 49 8
Physiology, 2021, 62, 8-27

Merging Genomics and Transcriptomics for Predicting Fusarium Head Blight Resistance in Wheat.
Genes, 2021, 12,
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L Genes on B chromosomes: old questions revisited with new tools. Biochimica Et Biophysica Acta -
44 Gene Regulatory Mechanisms, 2015, 1849, 64-70

Chloroplast phylogeny of Triticum/Aegilops species is not incongruent with an ancient homoploid
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graminearum. G3: Genes, Genomes, Genetics, 2015, 5, 2579-92

Identification and Characterization of Carboxylesterases from Brachypodium distachyon
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Fifteen million years of evolution in the Oryza genus shows extensive gene family expansion.

IO Molecular Plant, 2014, 7, 642-56 144 32

Plant genome sequencing - applications for crop improvement. Current Opinion in Biotechnology,
2014, 26, 31-7

Distribution, functional impact, and origin mechanisms of copy number variation in the barley

108 genome. Genome Biology, 2013, 14, R58

183 81

A high density physical map of chromosome 1BL supports evolutionary studies, map-based cloning
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Next-generation sequencing and syntenic integration of flow-sorted arms of wheat chromosome
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