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Down, then up: non-parallel genome size changes and a descending chromosome series in a recent
radiation of the Australian allotetraploid plant species, <i>Nicotiana</i> section <i>Suaveolentes</[i>
(Solanaceae). Annals of Botany, 2023, 131, 123-142.

A Comprehensive Phylogenomic Platform for Exploring the Angiosperm Tree of Life. Systematic 5.6 107
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Phylogenomic discordance suggests polytomies along the backbone of the large genus
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Genomic insights into recent species divergence in <i>Nicotiana benthamiana</i> and natural variation

in <i>Rdrl<[i> gene controlling viral susceptibility. Plant Journal, 2022, 111, 7-18. 57 o

The ecology of palm genomes: repeata€associated genome size expansion is constrained by aridity. New
Phytologist, 2022, 236, 433-446.

Combination of Sanger and target-enrichment markers supports revised generic delimitation in the
problematic 4€ Urera claded€™ of the nettle family (Urticaceae). Molecular Phylogenetics and Evolution, 2.7 11
2021, 158, 107008.

Paraphyly of the genus Boehmeria (Urticaceae): a response to Liang et al. &€ Relationships among Chinese
Boehmeria species and the evolution of various claded€™. Plant Systematics and Evolution, 2021, 307, 1.

Plastid phylogenomics resolves ambiguous relationships within the orchid family and provides a solid

timeframe for biogeography and macroevolution. Scientific Reports, 2021, 11, 6858. 3.3 80

Aiming off the target: recycling target capture sequencing reads for investigating repetitive DNA.
Annals of Botany, 2021, 128, 835-848.

Molecular Clocks and Archeogenomics of a Late Period Egyptian Date Palm Leaf Reveal Introgression
from Wild Relatives and Add Timestamps on the Domestication. Molecular Biology and Evolution, 8.9 14
2021, 38, 4475-4492.

Resolving species boundaries in a recent radiation with the Angiosperms353 probe set: the
<i>Lomatium packardiae/L. anomalumc</i> clade of the <i>L. triternatum</i> (Apiaceae) complex.
American Journal of Botany, 2021, 108, 1217-1233.

A nuclear phylogenomic study of the angiosperm order Myrtales, exploring the potential and
limitations of the universal Angiosperms353 probe set. American Journal of Botany, 2021, 108, 1087-1111.

Exploring Angiosperms353: Developing and applying a universal toolkit for flowering plant
phylogenomics. Applications in Plant Sciences, 2021, 9, .

Hundreds of nuclear and plastid loci yield novel insights into orchid relationships. American Journal 17 a5
of Botany, 2021, 108, 1166-1180. :

Exploring Angiosperms353: An open, community toolkit for collaborative phylogenomic research on
flowering plants. American Journal of Botany, 2021, 108, 1059-1065.

Repeated parallel losses of inflexed stamens in Moraceae: Phylogenomics and generic revision of the

tribe Moreae and the reinstatement of the tribe Olmedieae (Moraceae). Taxon, 2021, 70, 946-988. 0.7 12

989. NICOTIANA WALPA. Curtis's Botanical Magazine, 2021, 38, 298-308.

SPECIES DELIMITATION IN <scp> <i>NICOTIANA<[i> <[scp> SECT. <scp><i>SUAVEOLENTES«<[i> <[scp>
(SOLANACEAE): RECIPROCAL ILLUMINATION LEADS TO RECOGNITION OF MANY NEW SPECIES. Curtis's 0.3 17
Botanical Magazine, 2021, 38, 266-286.



20

22

24

26

28

30

32

34

36

STEVEN DODSWORTH

ARTICLE IF CITATIONS
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Factors Affecting Targeted Sequencing of 353 Nuclear Genes From Herbarium Specimens Spanning the
Diversity of Angiosperms. Frontiers in Plant Science, 2019, 10, 1102.
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Genome-wide repeat dynamics reflect phylogenetic distance in closely related allotetraploid
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