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Unravelling miRNA regulation in yield of rice (Oryza sativa) based on differential network model.
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identification. Euphytica, 2017, 213, 1. 12 6
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Small RNA Profiles of the Rice PTGMS Line Wuxiang S Reveal miRNAs Involved in Fertility Transition. 2.6 o4
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Comparative transcript profiling of alloplasmic male-sterile lines revealed altered gene expression
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Signaling and Behavior, 2013, 8, e23604.
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