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5 Single-base resolution methylomes of tomato fruit development reveal epigenome modifications
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1034-1038. 21.4 391
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13
Systems Biology of Tomato Fruit Development: Combined Transcript, Protein, and Metabolite Analysis
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Novel Regulatory Interactions Â  Â . Plant Physiology, 2011, 157, 405-425.
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14 Genome re-sequencing reveals the history of apple and supports a two-stage model for fruit
enlargement. Nature Communications, 2017, 8, 249. 12.8 286
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Combined transcriptome, genetic diversity and metabolite profiling in tomato fruit reveals that the
ethylene response factor <i>SlERF6</i> plays an important role in ripening and carotenoid
accumulation. Plant Journal, 2012, 70, 191-204.

5.7 268

16 The draft genome of whitefly Bemisia tabaci MEAM1, a global crop pest, provides novel insights into
virus transmission, host adaptation, and insecticide resistance. BMC Biology, 2016, 14, 110. 3.8 265
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18 Genome encode analyses reveal the basis of convergent evolution of fleshy fruit ripening. Nature
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19 High-resolution spatiotemporal transcriptome mapping of tomato fruit development and ripening.
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22 ESTs, cDNA microarrays, and gene expression profiling: tools for dissecting plant physiology and
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Chilling-induced tomato flavor loss is associated with altered volatile synthesis and transient
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America, 2016, 113, 12580-12585.

7.1 208

26 Tissue- and Cell-Type Specific Transcriptome Profiling of Expanding Tomato Fruit Provides Insights
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27 Tomato <i>GOLDEN2-LIKE</i> Transcription Factors Reveal Molecular Gradients That Function during
Fruit Development and Ripening. Plant Cell, 2014, 26, 585-601. 6.6 193

28 Transcriptional profiles of drought-responsive genes in modulating transcription signal
transduction, and biochemical pathways in tomato. Journal of Experimental Botany, 2010, 61, 3563-3575. 4.8 192

29 VirusDetect: An automated pipeline for efficient virus discovery using deep sequencing of small RNAs.
Virology, 2017, 500, 130-138. 2.4 191
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Antagonistic Basic Helix-Loop-Helix/bZIP Transcription Factors Form Transcriptional Modules That
Integrate Light and Reactive Oxygen Species Signaling in<i>Arabidopsis</i>Â . Plant Cell, 2013, 25,
1657-1673.

6.6 188

31 Identification of early salt stress response genes in tomato root by suppression subtractive
hybridization and microarray analysis. Journal of Experimental Botany, 2007, 58, 507-520. 4.8 183

32 Genome sequences of two diploid wild relatives of cultivated sweetpotato reveal targets for genetic
improvement. Nature Communications, 2018, 9, 4580. 12.8 181

33 Cucurbit Genomics Database (CuGenDB): a central portal for comparative and functional genomics of
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34 A â€˜goldenâ€™ SNP in <i>CmOr</i> governs the fruit flesh color of melon (<i><scp>C</scp>ucumis) Tj ET
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q
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35 A Zinc Finger Protein Regulates Flowering Time and Abiotic Stress Tolerance in Chrysanthemum by
Modulating Gibberellin Biosynthesis Â  Â . Plant Cell, 2014, 26, 2038-2054. 6.6 172

36 Phased diploid genome assemblies and pan-genomes provide insights into the genetic history of apple
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37 Transcriptome sequencing and comparative analysis of cucumber flowers with different sex types.
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41 Impact of intestinal colonization and invasion on the Entamoeba histolytica transcriptome.
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42 A comprehensive genome variation map of melon identifies multiple domestication events and loci
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49 Deep Sequencing of Small RNAs in Tomato for Virus and Viroid Identification and Strain
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A <scp>MYB</scp>/<scp>bHLH</scp> complex regulates tissueâ€•specific anthocyanin biosynthesis in the
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99, 359-378.
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highâ€•resolution QTL and eQTL mapping. Plant Journal, 2018, 94, 169-191. 5.7 133
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56 Ethylene suppresses tomato (<i>Solanum lycopersicum</i>) fruit set through modification of
gibberellin metabolism. Plant Journal, 2015, 83, 237-251. 5.7 128

57 Characterization of transcriptome dynamics during watermelon fruit development: sequencing,
assembly, annotation and gene expression profiles. BMC Genomics, 2011, 12, 454. 2.8 126

58 Cutin and suberin: assembly and origins of specialized lipidic cell wall scaffolds. Current Opinion in
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59 Genome-Wide Mapping of Structural Variations Reveals a Copy Number Variant That Determines
Reproductive Morphology in Cucumber. Plant Cell, 2015, 27, 1595-1604. 6.6 125

60 Messenger RNA exchange between scions and rootstocks in grafted grapevines. BMC Plant Biology,
2015, 15, 251. 3.6 124
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2016, 2, 16033. 9.3 124

62 An NAC Transcription Factor Controls Ethylene-Regulated Cell Expansion in Flower Petals. Plant
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63 iAssembler: a package for de novo assembly of Roche-454/Sanger transcriptome sequences. BMC
Bioinformatics, 2011, 12, 453. 2.6 120
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into peach breeding history. Genome Biology, 2019, 20, 36. 8.8 120

65 Identification of multiple salicylic acid-binding proteins using two high throughput screens.
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66 Host-secreted antimicrobial peptide enforces symbiotic selectivity in <i>Medicago truncatula</i>.
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67
Combined transcription factor profiling, microarray analysis and metabolite profiling reveals the
transcriptional control of metabolic shifts occurring during tomato fruit development. Plant
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5.7 118

68 The pomegranate (<i>Punica granatum</i> L.) genome provides insights into fruit quality and ovule
developmental biology. Plant Biotechnology Journal, 2018, 16, 1363-1374. 8.3 115

69 Tomato Functional Genomics Database: a comprehensive resource and analysis package for tomato
functional genomics. Nucleic Acids Research, 2011, 39, D1156-D1163. 14.5 113

70 Genome Sequence of Brucella abortus Vaccine Strain S19 Compared to Virulent Strains Yields
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72 Comparative Transcriptome Analysis of Cultivated and Wild Watermelon during Fruit Development.
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78 Transcriptome sequencing and whole genome expression profiling of chrysanthemum under
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uncovers the role of <i><scp>N</scp>c<scp>N</scp>ramp1</i> in <scp>C</scp>d hyperaccumulation.
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8.3 96
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84 Genome-Wide Identification and Analysis of Grape Aldehyde Dehydrogenase (ALDH) Gene Superfamily.
PLoS ONE, 2012, 7, e32153. 2.5 91

85 A Single Amino Acid Substitution in an ORANGE Protein Promotes Carotenoid Overaccumulation in
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Cuticle-Associated Genes. Scientific Reports, 2017, 7, 46163. 3.3 68

104
High frequency oligonucleotides: targeting active gene (HFO-TAG) markers revealed wide genetic
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3.6 59
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. 51
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2.4 48
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158 Molecular characterization and transcriptome analysis of orange head Chinese cabbage (Brassica) Tj ET
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