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

Analysis of the genome sequence of the flowering plant Arabidopsis thaliana. Nature, 2000, 408, 796-8150.4

The Sorghum bicolor genome and the diversification of grasses. Nature, 2009, 457, 551-6 50.4 2200

The tomato genome sequence provides insights into fleshy fruit evolution. Nature, 2012, 485, 635-41  50.4

The Physcomitrella genome reveals evolutionary insights into the conquest of land by plants. a1
Science, 2008, 319, 64-9 333 1419

Genome sequencing and analysis of the model grass Brachypodium distachyon. Nature, 2010, 463, 763-850.4

Shifting the limits in wheat research and breeding using a fully annotated reference genome. 1206
Science, 2018, 361, 333 9

Role of WUSCHEL in regulating stem cell fate in the Arabidopsis shoot meristem. Cell, 1998, 95, 805-15 56.2

The stem cell population of Arabidopsis shoot meristems in maintained by a regulatory loop

between the CLAVATA and WUSCHEL genes. Cell, 2000, 100, 635-44 562 1242

A chromosome-based draft sequence of the hexaploid bread wheat (Triticum aestivum) genome.
Science, 2014, 345, 1251788

A physical, genetic and functional sequence assembly of the barley genome. Nature, 2012, 491, 711-6  50.4 1124

The Medicago genome provides insight into the evolution of rhizobial symbioses. Nature, 2011,
480, 520-4

Repeated polyploidization of Gossypium genomes and the evolution of spinnable cotton fibres. o 3
Nature, 2012, 492, 423-7 504 039

A chromosome conformation capture ordered sequence of the barley genome. Nature, 2017, 544, 427-433.4

Analysis of the bread wheat genome using whole-genome shotgun sequencing. Nature, 2012, 491, 705-16b.4 821

Comparative analysis of the receptor-like kinase family in Arabidopsis and rice. Plant Cell, 2004, 16, 1220134

The Arabidopsis lyrata genome sequence and the basis of rapid genome size change. Nature

Genetics, 2011, 43, 476-81 363 638

Aegilops tauschii draft genome sequence reveals a gene repertoire for wheat adaptation. Nature,

2013, 496, 91-5 50-4




(2009-2009)

6 Green evolution and dynamic adaptations revealed by genomes of the marine picoeukaryotes
195 Micromonas. Science, 2009, 324, 268-72 333 503
Wild emmer genome architecture and diversity elucidate wheat evolution and domestication.

Science, 2017, 357, 93-97

194 Ancient hybridizations among the ancestral genomes of bread wheat. Science, 2014, 345, 1250092 333 419

Structural and functional partitioning of bread wheat chromosome 3B. Science, 2014, 345, 1249721

192 Unlocking the barley genome by chromosomal and comparative genomics. Plant Cell, 2011, 23, 1249-63 11.6 390

The transcriptional landscape of polyploid wheat. Science, 2018, 361,

190 Sequence and analysis of chromosome 4 of the plant Arabidopsis thaliana. Nature, 1999, 402, 769-77  50.4 342

Genome sequence of the progenitor of the wheat D genome Aegilops tauschii. Nature, 2017, 551, 498-5@2.4

Durum wheat genome highlights past domestication signatures and future improvement targets.

188 Nature Genetics, 2019, 51, 885-895 363

289

MIPS: analysis and annotation of proteins from whole genomes in 2005. Nucleic Acids Research,
2006, 34, D169-72

The genome sequence of African rice (Oryza glaberrima) and evidence for independent

186 Jomestication. Nature Genetics, 2014, 46, 982-8 363 259

An improved genome release (version Mt4.0) for the model legume Medicago truncatula. BMC
Genomics, 2014, 15, 312

Legume genome evolution viewed through the Medicago truncatula and Lotus japonicus genomes.

184 Proceedings of the National Academy of Sciences of the United States of America, 2006, 103, 14959-64

11.5 256

Gene selection from microarray data for cancer classification--a machine learning approach.
Computational Biology and Chemistry, 2005, 29, 37-46

Sequence composition and genome organization of maize. Proceedings of the National Academy of

182 Sciences of the United States of America, 2004, 101, 14349-54 115 247

Convergent targeting of a common host protein-network by pathogen effectors from three
kingdoms of life. Cell Host and Microbe, 2014, 16, 364-75

180 Genome interplay in the grain transcriptome of hexaploid bread wheat. Science, 2014, 345, 1250091 33.3 225

Deep-sequencing of plant viral small RNAs reveals effective and widespread targeting of viral

genomes. Virology, 2009, 392, 203-14




KiLaus F X MAYER

Anchoring and ordering NGS contig assemblies by population sequencing (POPSEQ). Plant Journal,

178 2013, 76, 718-27 69

219

START lipid/sterol-binding domains are amplified in plants and are predominantly associated with
homeodomain transcription factors. Genome Biology, 2004, 5, R41

Barley whole exome capture: a tool for genomic research in the genus Hordeum and beyond. Plant

176 Journal, 2013, 76, 494-505 6.9

191

The Spirodela polyrhiza genome reveals insights into its neotenous reduction fast growth and
aquatic lifestyle. Nature Communications, 2014, 5, 3311

174  Multiple wheat genomes reveal global variation in modern breeding. Nature, 2020, 588, 277-283 50.4 180

MIPS: a database for genomes and protein sequences. Nucleic Acids Research, 1999, 27, 44-8

The Physcomitrella patens chromosome-scale assembly reveals moss genome structure and

172 evolution. Plant Journal, 2018, 93, 515-533 6.9

176
A 4-gigabase physical map unlocks the structure and evolution of the complex genome of Aegilops

tauschii, the wheat D-genome progenitor. Proceedings of the National Academy of Sciences of the

United States of America, 2013, 110, 7940-5

Frequent gene movement and pseudogene evolution is common to the large and complex

170 genomes of wheat, barley, and their relatives. Plant Cell, 2011, 23, 1706-18

11.6 172

A powerful tool for genome analysis in maize: development and evaluation of the high density 600
k SNP genotyping array. BMC Genomics, 2014, 15, 823

168 Phylogenomics reveals multiple losses of nitrogen-fixing root nodule symbiosis. Science, 2018, 361, 333 167

Sequence and analysis of chromosome 3 of the plant Arabidopsis thaliana. Nature, 2000, 408, 820-2

166  Mass-spectrometry-based draft of the Arabidopsis proteome. Nature, 2020, 579, 409-414 50.4 144

Selfish supernumerary chromosome reveals its origin as a mosaic of host genome and organellar
sequences. Proceedings of the National Academy of Sciences of the United States of America, 2012,
109, 13343-6

MIPS Arabidopsis thaliana Database (MAtDB): an integrated biological knowledge resource based

164 on the first complete plant genome. Nucleic Acids Research, 2002, 30, 91-3

201 141

Reticulate evolution of the rye genome. Plant Cell, 2013, 25, 3685-98

Transcriptional similarities, dissimilarities, and conservation of cis-elements in duplicated genes of

162 Arabidopsis. Plant Physiology, 2004, 136, 3009-22

6.6 137

Sequence and analysis of chromosome 5 of the plant Arabidopsis thaliana. Nature, 2000, 408, 823-6




(2011-2017)

160 Towards a whole-genome sequence for rye (Secale cereale L.). Plant Journal, 2017, 89, 853-869 6.9 136

Brassinosteroids Are Master Regulators of Gibberellin Biosynthesis in Arabidopsis. Plant Cell, 2015,
27,2261-72

158  Structure and architecture of the maize genome. Plant Physiology, 2005, 139, 1612-24 6.6 130

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

156  Gene content and virtual gene order of barley chromosome 1H. Plant Physiology, 2009, 151, 496-505 6.6 126

MIPS: analysis and annotation of genome information in 2007. Nucleic Acids Research, 2008, 36, D196-20%0.1

Next-generation sequencing and syntenic integration of flow-sorted arms of wheat chromosome

54 4n exposes the chromosome structure and gene content. Plant Journal, 2012, 69, 377-86 69 122

Impact of transposable elements on genome structure and evolution in bread wheat. Genome
Biology, 2018, 19, 103

A synteny-based draft genome sequence of the forage grass Lolium perenne. Plant Journal, 2015,

152 84 816-26

6.9 115

Impact of natural genetic variation on the transcriptome of autotetraploid Arabidopsis thaliana.

Proceedings of the National Academy of Sciences of the United States of America, 2010, 107, 17809-14 115

Brassinosteroids participate in the control of basal and acquired freezing tolerance of plants.

150 Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, E5982-E5991

115 I11

Crosstalk and differential response to abiotic and biotic stressors reflected at the transcriptional
level of effector genes from secondary metabolism. Plant Molecular Biology, 2004, 54, 817-35

Snipping polymorphisms from large EST collections in barley (Hordeum vulgare L.). Molecular

148 Genetics and Genomics, 2003, 270, 24-33 31

100

Tracing the ancestry of modern bread wheats. Nature Genetics, 2019, 51, 905-911
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Modulation of Ambient Temperature-Dependent Flowering in Arabidopsis thaliana by Natural

Variation of FLOWERING LOCUS M. PLoS Genetics, 2015, 11, e1005588




(2017-2003)

Expressed sequence tag analysis in Cycas, the most primitive living seed plant. Genome Biology,

124 2003, 4,R78

183 61

Molecular characterisation of the STRUBBELIG-RECEPTOR FAMILY of genes encoding putative
leucine-rich repeat receptor-like kinases in Arabidopsis thaliana. BMC Plant Biology, 2007, 7, 16

Conservation of microstructure between a sequenced region of the genome of rice and multiple
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