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Phytologist, 2021, 229, 2970-2983

Genomic mechanisms of climate adaptation in polyploid bioenergy switchgrass. Nature, 2021, 590, 438-4g4 42
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256 innovation across the genus Oryza. Nature Genetics, 2018, 50, 285-296 363

229

Genetic control of seed shattering during African rice domestication. Nature Plants, 2018, 4, 331-337

5 The rice genome revolution: from an ancient grain to Green Super Rice. Nature Reviews Genetics, o1 1
54 2018, 19, 505-517 301 135

Comparison of and Genomes Reveals Selection-Driven Gene Escape from the Centromeric Regions.
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Genetic variation for domestication-related traits revealed in a cultivated rice, Nipponbare (Oryza
sativa ssp. japonica) [Bncestral rice, O. nivara, mapping population. Molecular Breeding, 2017, 37, 1 34 3

Extensive gene tree discordance and hemiplasy shaped the genomes of North American columnar °
cacti. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 1 2003-12008 >
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Extremophiles, 2012, 16, 553-66

Integration of the Draft Sequence and Physical Map as a Framework for Genomic Research in
194 Soybean (Glycine max (L.) Merr.) and Wild Soybean (Glycine soja Sieb. and Zucc.). G3: Genes, 32 8
Genomes, Genetics, 2012, 2, 321-9
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2011, 2011, 476723

Genome sequence of the palaeopolyploid soybean. Nature, 2010, 463, 178-83

Spatio-temporal patterns of genome evolution in allotetraploid species of the genus Oryza. Plant
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closest relatives in the genus Oryza. Plant Journal, 2010, 63, 990-1003
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148  rust resistance gene (Bru1) in highly polyploid sugarcane (2n approximately 12x approximately 4 88
115). Genetics, 2008, 180, 649-60

A phylogenetic analysis of indel dynamics in the cotton genus. Molecular Biology and Evolution,
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