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2 Nitrogen Fertilization Reduces Nitrogen Fixation Activity of Diverse Diazotrophs in Switchgrass
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Integration of high-density genetic mapping with transcriptome analysis uncovers numerous
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14 The tea plant reference genome and improved gene annotation using long-read and paired-end
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National Academy of Sciences of the United States of America, 2019, 116, 4416-4425. 7.1 94
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21 Discovery of Lineage-Specific Genome Change in Rice Through Analysis of Resequencing Data. Genetics,
2018, 209, 617-626. 2.9 4

22 Distinguishing friends, foes, and freeloaders in giant genomes. Current Opinion in Genetics and
Development, 2018, 49, 49-55. 3.3 19
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24 The Hardy Rubber Tree Genome Provides Insights into the Evolution of Polyisoprene Biosynthesis.
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25 Maize Transposable Element Dynamics. Compendium of Plant Genomes, 2018, , 49-58. 0.5 1

26 Birth and Death of LTR-Retrotransposons in<i>Aegilops tauschii</i>. Genetics, 2018, 210, 1039-1051. 2.9 14

27 Analysis of retrotransposon abundance, diversity and distribution in holocentric Eleocharis
(Cyperaceae) genomes. Annals of Botany, 2018, 122, 279-290. 2.9 17

28 Species-Associated Differences in the Below-Ground Microbiomes of Wild and Domesticated Setaria.
Frontiers in Plant Science, 2018, 9, 1183. 3.6 31

29 Comparative genome-wide characterization leading to simple sequence repeat marker development for
Nicotiana. BMC Genomics, 2018, 19, 500. 2.8 46

30 Gene loss and genome rearrangement in the plastids of five Hemiparasites in the family
Orobanchaceae. BMC Plant Biology, 2018, 18, 30. 3.6 72

31 Circular RNA architecture and differentiation during leaf bud to young leaf development in tea
(Camellia sinensis). Planta, 2018, 248, 1417-1429. 3.2 71

32 Integrating transcriptome and microRNA analysis identifies genes and microRNAs for AHO-induced
systemic acquired resistance in N. tabacum. Scientific Reports, 2017, 7, 12504. 3.3 36

33 Pearl millet genome sequence provides a resource to improve agronomic traits in arid environments.
Nature Biotechnology, 2017, 35, 969-976. 17.5 356

34 Genome sequence of the progenitor of the wheat D genome Aegilops tauschii. Nature, 2017, 551,
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35 New reference genome sequences of hot pepper reveal the massive evolution of plant
disease-resistance genes by retroduplication. Genome Biology, 2017, 18, 210. 8.8 255

36 LTR Retrotransposon Dynamics and Specificity in Setaria italica. Plant Genetics and Genomics: Crops
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37 Developmental programmed cell death during asymmetric microsporogenesis in holocentric species
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38 Teff, an Orphan Cereal in the<i>Chloridoideae</i>, Provides Insights into the Evolution of Storage
Proteins in Grasses. Genome Biology and Evolution, 2016, 8, 1712-1721. 2.5 15

39 <i>Brachypodium distachyon</i> and <i>Setaria viridis</i>: Model Genetic Systems for the Grasses.
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40 Adaptive Evolution of Signaling Partners. Molecular Biology and Evolution, 2015, 32, 998-1007. 8.9 17

41 The pineapple genome and the evolution of CAM photosynthesis. Nature Genetics, 2015, 47, 1435-1442. 21.4 472
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Natural insertions in rice commonly form tandem duplications indicative of patch-mediated
double-strand break induction and repair. Proceedings of the National Academy of Sciences of the
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44 Genetic Diversity and Population Structure of Native and Introduced Date Palm (Phoenix dactylifera)
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48 Whole Plastome Sequences from Five Ginger Species Facilitate Marker Development and Define Limits
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Isolation and bioinformatic analysis of a novel transposable element, IS<i>Cbe</i>4, from the
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and Biotechnology, 2013, 40, 1443-1448.
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57 High-Throughput Discovery of Mutations in Tef Semi-Dwarfing Genes by Next-Generation Sequencing
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Plant Genome, 2012, 5, . 2.8 15
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Biotechnology, 2011, 29, 521-527. 17.5 356

66 Transposable element origins of epigenetic gene regulation. Current Opinion in Plant Biology, 2011, 14,
156-161. 7.1 130

67 Epigenetics of the epigenome. Current Opinion in Plant Biology, 2011, 14, 113-115. 7.1 15
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70 Spatio-temporal patterns of genome evolution in allotetraploid species of the genus Oryza. Plant
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2010. Molecular Ecology Resources, 2010, 10, 1098-1105. 4.8 71
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75 Exceptional Diversity, Non-Random Distribution, and Rapid Evolution of Retroelements in the B73
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Comparative sequence analysis of <i>MONOCULM1</i> -orthologous regions in 14 <i>Oryza</i>
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88 Population Structure and Diversity in Finger Millet (Eleusine coracana) Germplasm. Tropical Plant
Biology, 2008, 1, 131-141. 1.9 122
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122 Rapid recent growth and divergence of rice nuclear genomes. Proceedings of the National Academy of
Sciences of the United States of America, 2004, 101, 12404-12410. 7.1 674
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132 Exceptional haplotype variation in maize. Proceedings of the National Academy of Sciences of the
United States of America, 2002, 99, 9093-9095. 7.1 17

133 Methylation-Spanning Linker Libraries Link Gene-Rich Regions and Identify Epigenetic Boundaries in Zea
mays. Genome Research, 2002, 12, 1345-1349. 5.5 40
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