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ndh genes. Molecular Phylogenetics and Evolution, 2022, 174, 107544.
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Molecular Phylogenetics and Evolution, 2021, 162, 107217.
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The Mitochondrial Genome of Eleusine indica and Characterization of Gene Content Within Poaceae.
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Single-molecule sequencing and optical mapping yields an improved genome of woodland strawberry
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Phylogenomic evidence for ancient recombination between plastid genomes of the
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High and Variable Rates of Repeat-Mediated Mitochondrial Genome Rearrangement in a Genus of
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Multiple origins of endosymbionts in Chlorellaceae with no reductive effects on the plastid or
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Complete chloroplast genome sequencing of vetiver grass (Chrysopogon zizanioides) identifies
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Independent Evolution of Acetolactate Synthased€“inhibiting Herbicide Resistance in
WeedySorghumPopulations across Common Geographic Regions. Weed Science, 2017, 65, 164-176.
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Introns in Brassicaceae Mitochondria. Plant Cell, 2016, 28, 2805-2829.
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<i>Ginkgo<[i>and<i>Welwitschia</i>Mitogenomes Reveal Extreme Contrasts in Gymnosperm
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Dynamic evolution of <i>Geranium«</i> mitochondrial genomes through multiple horizontal and
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Comparative analysis of 11 Brassicales mitochondrial genomes and the mitochondrial transcriptome
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