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1 The sunflower genome provides insights into oil metabolism, flowering and Asterid evolution.
Nature, 2017, 546, 148-152. 27.8 579
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4 Ultraâ€•barcoding in cacao (<i>Theobroma</i> spp.; Malvaceae) using whole chloroplast genomes and
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5 Plant domestication and the assembly of bacterial and fungal communities associated with strains of
the common sunflower, <i>Helianthus annuus</i>. New Phytologist, 2017, 214, 412-423. 7.3 185

6 Sunflower pan-genome analysis shows that hybridization altered gene content and disease resistance.
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7 Rampant Gene Exchange Across a Strong Reproductive Barrier Between the Annual Sunflowers,
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8 Genome skimming reveals the origin of the Jerusalem Artichoke tuber crop species: neither from
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9 Novel Loci Control Variation in Reproductive Timing in <i>Arabidopsis thaliana</i> in Natural
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RNA-Seq Analysis of Allele-Specific Expression, Hybrid Effects, and Regulatory Divergence in Hybrids
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1309-1323.

2.5 131

12 Heterogeneous Selection at Specific Loci in Natural Environments in <i>Arabidopsis thaliana</i>.
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14 Selective Sweeps Reveal Candidate Genes for Adaptation to Drought and Salt Tolerance in Common
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Journal of Organic Evolution, 2009, 63, 2061-2075.
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16 Genomic analysis of a migratory divide reveals candidate genes for migration and implicates selective
sweeps in generating islands of differentiation. Molecular Ecology, 2015, 24, 1873-1888. 3.9 106
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18 Sunflower domestication alleles support single domestication center in eastern North America.
Proceedings of the National Academy of Sciences of the United States of America, 2011, 108, 14360-14365. 7.1 97
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19 Frequency and Microenvironmental Pattern of Selection on Plastic Shadeâ€•Avoidance Traits in a
Natural Population ofImpatiens capensis. American Naturalist, 2004, 163, 548-563. 2.1 92

20 Effective Population Size Is Positively Correlated with Levels of Adaptive Divergence among Annual
Sunflowers. Molecular Biology and Evolution, 2011, 28, 1569-1580. 8.9 88
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25 Genome scans reveal candidate domestication and improvement genes in cultivated sunflower, as well
as postâ€•domestication introgression with wild relatives. New Phytologist, 2015, 206, 830-838. 7.3 79

26 Rapid genomeâ€•wide evolution in <i>Brassica rapa</i> populations following drought revealed by
sequencing of ancestral and descendant gene pools. Molecular Ecology, 2016, 25, 3622-3631. 3.9 79

27
SELECTION ON LEAF ECOPHYSIOLOGICAL TRAITS IN A DESERT HYBRID HELIANTHUS SPECIES AND
EARLY-GENERATION HYBRIDS. Evolution; International Journal of Organic Evolution, 2004, 58,
2682-2692.
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28 Genetics and evolution of weedy <i>Helianthus annuus</i> populations: adaptation of an agricultural
weed. Molecular Ecology, 2008, 17, 384-394. 3.9 74

29 Compromised External Validity: Federally Produced Cannabis Does Not Reflect Legal Markets.
Scientific Reports, 2017, 7, 46528. 3.3 73
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33 Natural Variation in Gene Expression Between Wild and Weedy Populations of <i>Helianthus
annuus</i>. Genetics, 2008, 179, 1881-1890. 2.9 64

34 Metagenomic evidence for metabolism of trace atmospheric gases by high-elevation desert
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35 Accelerating <i>Silphium</i> Domestication: An Opportunity to Develop New Crop Ideotypes and
Breeding Strategies Informed by Multiple Disciplines. Crop Science, 2017, 57, 1274-1284. 1.8 61
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37 Quantitative trait locus mapping identifies candidate alleles involved in adaptive introgression and
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51 The Population Genomics of Sunflowers and Genomic Determinants of Protein Evolution Revealed by
RNAseq. Biology, 2012, 1, 575-596. 2.8 34

52 Effects of assortative mate choice on the genomic and morphological structure of a hybrid zone
between two bird subspecies. Molecular Ecology, 2017, 26, 6430-6444. 3.9 34
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56 Rapid evolutionary changes in gene expression in response to climate fluctuations. Molecular
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