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Includes the<i>Fusarium solani</i>Species Complex. Phytopathology, 2021, 111, 1064-1079.

Divergence and Gene Flow Between Fusarium subglutinans and F. temperatum Isolated from Maize in
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Fumonisin and Beauvericin Chemotypes and Genotypes of the Sister Species <i>Fusarium
subglutinans</i> and <i>Fusarium temperatumc</i>. Applied and Environmental Microbiology, 2020, 86, .
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Plant organ evolution revealed by phylotranscriptomics in Arabidopsis thaliana. Scientific Reports,
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Molecular, genetic and evolutionary analysis of a paracentric inversion in <i>Arabidopsis

thaliana</i>, Plant Journal, 2016, 88, 159-178. 5.7 81

A haplotype map of allohexaploid wheat reveals distinct patterns of selection on homoeologous
genomes. Genome Biology, 2015, 16, 48.

Genome Sequencing of Multiple Isolates Highlights Subtelomeric Genomic Diversity

within<i>Fusarium fujikuroi</i>. Genome Biology and Evolution, 2015, 7, 3062-3069. 2:5 36

Parental genetic distance and patterns in nonrandom mating and seed yield in predominately selfing
Arabidopsis thaliana. Plant Reproduction, 2013, 26, 317-328.
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Segregation of secondary metabolite biosynthesis in hybrids of Fusarium fujikuroi and Fusarium
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Adaptation to Climate Across the <i>Arabidopsis thaliana</i> Genome. Science, 2011, 334, 83-86.
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Low Levels of Polymorphism in Genes That Control the Activation of Defense Response
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Recombination and linkage disequilibrium in Arabidopsis thaliana. Nature Genetics, 2007, 39, 1151-1155.
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A Nonparametric Test Reveals Selection for Rapid Flowering in the Arabidopsis Genome. PLoS Biology, 56 118
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Pathogen Resistance Genes. PLoS Genetics, 2005, 1, e60. 35 378
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