27

papers

28

all docs

567281

1,765 15
citations h-index
28 28
docs citations times ranked

526287
27

g-index

2044

citing authors



10

12

14

16

18

“

ARTICLE IF CITATIONS
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Evolution of Oryza chloroplast genomes promoted adaptation to diverse ecological habitats.
Communications Biology, 2019, 2, 278.
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Myo-inositol mediates reactive oxygen species-induced programmed cell death via salicylic
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Overexpression of <i>MdASMT9</i>, an <i>N</i>-acetylserotonin methyltransferase gene, increases
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MdINT1 enhances apple salinity tolerance by regulating the antioxidant system, homeostasis of ions,
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Draft genomes of two outcrossing wild rice, Oryza rufipogon and O. longistaminata , reveal genomic
features associated with mating&d€system evolution. Plant Direct, 2020, 4, e00232.
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