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14 Genome-Wide Association Studies Reveal the Genetic Basis of Fertility Restoration of CMS-WA and
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15 Identification of Blast Resistance QTLs Based on Two Advanced Backcross Populations in Rice. Rice,
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19 Mapping and verification of grain shape QTLs based on high-throughput SNP markers in rice.
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21 Rice appearance quality. , 2019, , 371-383. 10

22 Genetic loci simultaneously controlling lignin monomers and biomass digestibility of rice straw.
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23 Evaluation and breeding application of six brown planthopper resistance genes in rice maintainer line
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28 Genome-wide Association Analyses Reveal the Genetic Basis of Stigma Exsertion in Rice. Molecular
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30 Identification and analysis of brown planthopper-responsive microRNAs in resistant and susceptible
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ONE, 2017, 12, e0187553. 2.5 9

34 Genetic mapping and confirmation of quantitative trait loci for grain chalkiness in rice. Molecular
Breeding, 2016, 36, 1. 2.1 17
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Rice, 2016, 9, 30. 4.0 105
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37 Mapping and evaluating quantitative trait loci for blast resistance under natural infection
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Breeding signatures of rice improvement revealed by a genomic variation map from a large germplasm
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39 Genetic mapping and validation of quantitative trait loci for stigma exsertion rate in rice. Molecular
Breeding, 2014, 34, 2131-2138. 2.1 28
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Analysis of minor quantitative trait loci for eating and cooking quality traits in rice using a
recombinant inbred line population derived from two indica cultivars with similar amylose content.
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55 Natural variation in GS5 plays an important role in regulating grain size and yield in rice. Nature
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56 QTLs identification of crude fat content in brown rice and its genetic basis analysis using DH and two
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57 The QTL controlling amino acid content in grains of rice (Oryza sativa) are co-localized with the
regions involved in the amino acid metabolism pathway. Molecular Breeding, 2007, 21, 127-137. 2.1 69

58 Field performance of transgenic elite commercial hybrid rice expressing Bacillus thuringiensis
Î´-endotoxin. Nature Biotechnology, 2000, 18, 1101-1104. 17.5 412


