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2017,170, 114-126.e15

Overexpression of microRNA319 impacts leaf morphogenesis and leads to enhanced cold tolerance 3
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A comparison of rice chloroplast genomes. Plant Physiology, 2004, 135, 412-20

Arice kinase-protein interaction map. Plant Physiology, 2009, 149, 1478-92 6.6 104
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United States of America, 2016, 113, E6026-E6035

Functional characterization of rice OsDof12. Planta, 2009, 229, 1159-69

STAMENLESS 1, encoding a single C2H2 zinc finger protein, regulates floral organ identity in rice.

88 plant Journal, 2009, 59, 789-801 69 74
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transcriptomic profiling and genome analysis. Journal of Genetics and Genomics, 2018, 45, 663-672

16 Genetic mapping of fiber color genes on two brown cotton cultivars in Xinjiang. SpringerPlus, 2014, o
3,480
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The OsSPK1-OsRac1-RAI1 defense signaling pathway is shared by two distantly related NLR

proteins in rice blast resistance. Plant Physiology, 2021, 187, 2852-2864 66 o

Structural and functional analysis of a MADS box containing genomic DNA sequence cloned from
rice. Science in China Series C: Life Sciences, 1998, 41, 561-8

Identification and gene prediction of a 24 kb region containingxa5, a recessive bacterial blight
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