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8 The Organization and Rate of Evolution of Wheat Genomes Are Correlated With Recombination Rates
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11 Genetic Analysis of Drought Resistance in Rice by Molecular Markers. Crop Science, 2003, 43, 1457-1469. 0.8 276
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prospects. Frontiers in Plant Science, 2015, 6, 563. 1.7 243

13 Leaf Water Content and Gasâ€•Exchange Parameters of Two Wheat Genotypes Differing in Drought
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14 Global agricultural intensification during climate change: a role for genomics. Plant Biotechnology
Journal, 2016, 14, 1095-1098. 4.1 221
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Cell Wall Proteome in the Maize Primary Root Elongation Zone. II. Region-Specific Changes in Water
Soluble and Lightly Ionically Bound Proteins under Water Deficit. Plant Physiology, 2007, 145,
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21 Soybean (Glycine max) SWEET gene family: insights through comparative genomics, transcriptome
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Identification and mapping of the QTL for aluminum tolerance introgressed from the new source,
ORYZA RUFIPOGON Griff., into indica rice (Oryza sativa L.). Theoretical and Applied Genetics, 2003, 106,
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1.8 171

23 An Atlas of Soybean Small RNAs Identifies Phased siRNAs from Hundreds of Coding Genes. Plant Cell,
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24 Genomic-assisted haplotype analysis and the development of high-throughput SNP markers for salinity
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Synteny perturbations between wheat homoeologous chromosomes caused by locus duplications and
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3.3 159

27 Molecular Evolution of Lysin Motif-Type Receptor-Like Kinases in Plants. Plant Physiology, 2007, 144,
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28
Regulation of growth response to water stress in the soybean primary root. I. Proteomic analysis
reveals regionâ€•specific regulation of phenylpropanoid metabolism and control of free iron in the
elongation zone. Plant, Cell and Environment, 2010, 33, 223-243.

2.8 158

29 Understanding abiotic stress tolerance mechanisms in soybean: A comparative evaluation of soybean
response to drought and flooding stress. Plant Physiology and Biochemistry, 2015, 86, 109-120. 2.8 156

30 Landscape of genomic diversity and trait discovery in soybean. Scientific Reports, 2016, 6, 23598. 1.6 151

31 Genetic Mapping and Confirmation of Quantitative Trait Loci for Seed Protein and Oil Contents and
Seed Weight in Soybean. Crop Science, 2013, 53, 765-774. 0.8 146

32 Molecular characterization of stress-inducible GmNAC genes in soybean. Molecular Genetics and
Genomics, 2009, 281, 647-664. 1.0 138

33 Quantitative trait loci for root-penetration ability and root thickness in rice: Comparison of genetic
backgrounds. Genome, 2000, 43, 53-61. 0.9 134

34 Silencing of GmFAD3 gene by siRNA leads to low Î±-linolenic acids (18:3) of fad3-mutant phenotype in
soybean [Glycine max (Merr.)]. Transgenic Research, 2008, 17, 839-850. 1.3 132

35 Prioritization of candidate genes in â€œQTL-hotspotâ€• region for drought tolerance in chickpea (Cicer) Tj ET
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q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 102 Td (arietinum L.). Scientific Reports, 2015, 5, 15296.1.6 131
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37 Use of Waxâ€•Petrolatum Layers for Screening Rice Root Penetration. Crop Science, 1995, 35, 684-687. 0.8 125

38 Genetic diversity of root system architecture in response to drought stress in grain legumes. Journal
of Experimental Botany, 2018, 69, 3267-3277. 2.4 124

39 Use of RAPD markers to determine the genetic diversity of diploid, wheat genotypes. Theoretical and
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40 QTL, additive and epistatic effects for SCN resistance in PI 437654. Theoretical and Applied Genetics,
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41 Genetic diversity and genomic strategies for improving drought and waterlogging tolerance in
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Drought and Flooding Stress Revealed by RNA-Seq. Frontiers in Plant Science, 2016, 7, 1044. 1.7 116
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Science, 2015, 6, 1021. 1.7 105

52 SoyDB: a knowledge database of soybean transcription factors. BMC Plant Biology, 2010, 10, 14. 1.6 104
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54 Heat tolerance in spring wheat. I. Estimating cellular thermotolerance and its heritability. Euphytica,
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55 Soybean knowledge base (SoyKB): a web resource for integration of soybean translational genomics
and molecular breeding. Nucleic Acids Research, 2014, 42, D1245-D1252. 6.5 102

56 Genome-wide transcriptome analysis of soybean primary root under varying water-deficit conditions.
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57 Novel quantitative trait loci for broad-based resistance to soybean cyst nematode (Heterodera) Tj ET
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58 Differential Expression of Isoflavone Biosynthetic Genes in Soybean During Water Deficits. Plant and
Cell Physiology, 2010, 51, 936-948. 1.5 98

59 Mapping of Quantitative Trait Loci Associated with Resistance to <i>Phytophthora sojae</i> and
Flooding Tolerance in Soybean. Crop Science, 2012, 52, 2481-2493. 0.8 96

60 SNP discovery by high-throughput sequencing in soybean. BMC Genomics, 2010, 11, 469. 1.2 94

61 Soybean Knowledge Base (SoyKB): a web resource for soybean translational genomics. BMC Genomics,
2012, 13, S15. 1.2 93

62
Dissecting genomic hotspots underlying seed protein, oil, and sucrose content in an interspecific
mapping population of soybean using highâ€•density linkage mapping. Plant Biotechnology Journal, 2018,
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4.1 93

63 RAPD (random amplified polymorphic DNA) analysis based intervarietal genetic relationships among
hexaploid wheats. Plant Science, 1993, 93, 95-103. 1.7 91

64 Genomic resources in plant breeding for sustainable agriculture. Journal of Plant Physiology, 2021,
257, 153351. 1.6 90

65
Accelerating genetic gains in legumes for the development of prosperous smallholder agriculture:
integrating genomics, phenotyping, systems modelling and agronomy. Journal of Experimental Botany,
2018, 69, 3293-3312.

2.4 87

66 Genome-wide expression analysis of soybean NF-Y genes reveals potential function in development and
drought response. Molecular Genetics and Genomics, 2015, 290, 1095-1115. 1.0 85
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68 Establishment of a soybean (GlycineÂ max Merr. L) transposon-based mutagenesis repository. Planta,
2009, 229, 279-289. 1.6 81

69 Root xylem plasticity to improve water use and yield in water-stressed soybean. Journal of
Experimental Botany, 2017, 68, erw472. 2.4 81

70 Genetic analysis of osmotic adjustment in crop plants. , 0, . 80

71 Trait associations in the pangenome of pigeon pea (<i>Cajanus cajan</i>). Plant Biotechnology Journal,
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72 Genomic-assisted phylogenetic analysis and marker development for next generation soybean cyst
nematode resistance breeding. Plant Science, 2016, 242, 342-350. 1.7 78
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77 Genetic mapping of quantitative trait loci conditioning salt tolerance in wild soybean (Glycine soja) PI
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80
Sorghum Expressed Sequence Tags Identify Signature Genes for Drought, Pathogenesis, and
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Biotechnology Journal, 2019, 17, 1595-1611.
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Electronics in Agriculture, 2020, 175, 105576. 3.7 63

85 Heat tolerance in spring wheat. II. Grain filling. Euphytica, 1998, 104, 9-15. 0.6 61
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Involved in Soybean Nodule Development Â  Â . Plant Physiology, 2009, 151, 1207-1220. 2.3 58
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96 Avenues of the membrane transport system in adaptation of plants to abiotic stresses. Critical
Reviews in Biotechnology, 2019, 39, 861-883. 5.1 53

97 Sequencing the USDA core soybean collection reveals gene loss during domestication and breeding.
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114 Heatâ€•Shock Protein Gene Expression in Diploid Wheat Genotypes Differing in Thermal Tolerance. Crop
Science, 1992, 32, 370-377. 0.8 43

115
Whole-genome gene expression profiling revealed genes and pathways potentially involved in
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nematodes in soybean accession PI 567516C. Molecular Breeding, 2015, 35, 131. 1.0 34
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Science, 1999, 39, 819-824. 0.8 31
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140 Molecular characterization of Glycine max squalene synthase genes in seed phytosterol biosynthesis.
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q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 582 Td (soja). Theoretical and Applied Genetics, 2014, 127, 1501-1512.1.8 28
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Environment, 2019, 42, 1-5. 2.8 28
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Molecular Biology, 1991, 17, 273-275. 2.0 27
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the soybean cultivar Magellan. Theoretical and Applied Genetics, 2019, 132, 405-417. 1.8 25
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134, 3611-3623.
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2022, 42, 315-329.
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168
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Soybean Seed Oleic Acid Content. Cells, 2021, 10, 1245. 1.8 19

173 Characterization of Root System Architecture Traits in Diverse Soybean Genotypes Using a
Semi-Hydroponic System. Plants, 2021, 10, 2781. 1.6 19
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in Plant Science, 2016, 7, 282. 1.7 18
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