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Genome Variation Map: a data repository of genome variations in BIG Data Center. Nucleic Acids
Research, 2018, 46, D944-D949.
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2017, 10,948-961. )

Genome-wide study of an elite rice pedigree reveals a complex history of genetic architecture for
breeding improvement. Scientific Reports, 2017, 7, 45685.
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Characterization and fine-mapping of a novel premature leaf senescence mutant yellow leaf and dwarf

1 in rice. Plant Physiology and Biochemistry, 2017, 111, 50-58. >-8 40
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Inference. Molecular Plant, 2016, 9, 1085-1087.
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