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14, 525-535. 3.1 260
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11 A natural variant of NAL1, selected in high-yield rice breeding programs, pleiotropically increases
photosynthesis rate. Scientific Reports, 2013, 3, 2149. 1.6 181

12 Artificial selection for a green revolution gene during <i>japonica</i> rice domestication.
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African rice domestication. Nature Plants, 2017, 3, 17064. 4.7 133
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Theoretical and Applied Genetics, 2012, 125, 1047-1055. 1.8 129
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23 Genome-Wide Transcriptome Analysis Reveals that Cadmium Stress Signaling Controls the Expression
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27 Mitogen-Activated Protein Kinase Kinase 3 Regulates Seed Dormancy in Barley. Current Biology, 2016,
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28 Massive parallel sequencing of mRNA in identification of unannotated salinity stress-inducible
transcripts in rice (Oryza sativa L.). BMC Genomics, 2010, 11, 683. 1.2 76

29 Construction of Pseudomolecule Sequences of the aus Rice Cultivar Kasalath for Comparative
Genomics of Asian Cultivated Rice. DNA Research, 2014, 21, 397-405. 1.5 74

30 Independent Domestication of Asian Rice Followed by Gene Flow from japonica to indica. Molecular
Biology and Evolution, 2012, 29, 1471-1479. 3.5 70

31 Uncovering of major genetic factors generating naturally occurring variation in heading date among
Asian rice cultivars. Theoretical and Applied Genetics, 2011, 122, 1199-1210. 1.8 65

32 Population Genomic Analysis and De Novo Assembly Reveal the Origin of Weedy Rice as an
Evolutionary Game. Molecular Plant, 2019, 12, 632-647. 3.9 61

33 Sequencing and characterization of telomere and subtelomere regions on rice chromosomes 1S, 2S,
2L, 6L, 7S, 7L and 8S. Plant Journal, 2006, 46, 206-217. 2.8 60

34 Diversity in the complexity of phosphate starvation transcriptomes among rice cultivars based on
RNA-Seq profiles. Plant Molecular Biology, 2013, 83, 523-537. 2.0 59

35 Genomics Approach to Abscisic Acid- and Gibberellin-responsive Genes in Rice. DNA Research, 2003, 10,
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38 Multiple introgression events surrounding the Hd1 flowering-time gene in cultivated rice, Oryza
sativa L.. Molecular Genetics and Genomics, 2010, 284, 137-146. 1.0 51

39 A physical map with yeast artificial chromosome (YAC) clones covering 63% of the 12 rice
chromosomes. Genome, 2001, 44, 32-37. 0.9 50
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53 Distinct evolutionary patterns of<i>Oryza glaberrima</i>deciphered by genome sequencing and
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54 Structure, transcription and post-transcriptional regulation of the bread wheat orthologs of the
barley cleistogamy gene Cly1. Theoretical and Applied Genetics, 2013, 126, 1273-1283. 1.8 27
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56 Genome-wide indel markers shared by diverse Asian rice cultivars compared to Japanese rice cultivar
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57 Genomic organization of 57 ribosomal protein genes in rice (<i>Oryza sativa</i>L.) through RFLP
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59 Comparative analysis of complete orthologous centromeres from two subspecies of rice reveals
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60 Expression level of a flavonoid 3â€²-hydroxylase gene determines pathogen-induced color variation in
sorghum. BMC Research Notes, 2014, 7, 761. 0.6 22

61 An Epiallele at <i>cly1</i> Affects the Expression of Floret Closing (Cleistogamy) in Barley. Genetics,
2015, 199, 95-104. 1.2 22

62 Evolutionary dynamics and impacts of chromosome regions carrying R-gene clusters in rice. Scientific
Reports, 2020, 10, 872. 1.6 22
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Sequence comparison of distal and proximal ribosomal DNA arrays in rice (Oryza sativa L.)
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64 Identification and Mapping of Expressed Genes, Simple Sequence Repeats and Transposable Elements in
Centromeric Regions of Rice Chromosomes. DNA Research, 2006, 13, 267-274. 1.5 18
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wheat chromosome 6B. BMC Genomics, 2015, 16, 595. 1.2 18

67 Chromosome-Specific Distribution of Nucleotide Substitutions in Telomeric Repeats of Rice (Oryza) Tj ET
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2017, 18, 497. 1.2 16

70 Asymmetric Distribution of Gene Expression in the Centromeric Region of Rice Chromosome 5.
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