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An update on molecular mechanism of disease resistance genes and their application for genetic
improvement of rice. Molecular Breeding, 2019, 39, 1.

Jasmonic Acid-Involved OsEDS1 Signaling in Rice-Bacteria Interactions. Rice, 2019, 12, 25. 1.7 25
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disease in rice. Molecular Breeding, 2018, 38, 1. Lo 14
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