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The Recent Progress in Powdery Mildew Effector Proteins

JIN Cong,XIE Jiankun *
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Abstract:In the interaction between pathogens and plants, pathogens secrete a large number of effector proteins to

help them infect plants. Effector proteins play an important role in the process of pathogen infect host,so the study of

effector proteins has been a hot spot in plant pathology. Based on the large number of research results of powdery

mildew effector proteins,the bioinformatics prediction and analysis results of powdery mildew effector proteins in re-

cent years,the identification of functional effector proteins and their mechanism and the research progress of aviru-

lence proteins are reviewed. At the same time, several important future directions in researches on powdery mildew

effector proteins are discussed, which provides theoretical reference for the study of pathogenicity of powdery mil-

dew.
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