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Research progress on tea anthracnose pathogen infection

ZHENG Xingiang, LIN Xinyi, YANG Zixian, YE Jingjing, LU Jianliang, LIANG Yuerong
(Zhejiang University Tea Research Institute, Hangzhou 310058, China)

Abstract To understand the genetic mechanism of response and resistance to anthracnose of tea plant,
this study collected and summarized the progress on the pathogenesis and symptoms of tea plant
anthracnose, the classification and identification of tea plant anthracnose pathogens, the infection process
and mechanism of anthracnose, combined with the related reports on other plants. The results showed
that: The pathogenic fungi of tea anthracnose were diverse and the infection process was very
complicated, which resulted in difficult to identification of pathogenic fungi. Meanwhile, there were few
studies on the molecular mechanism of infection to tea plants. However, existing studies were mainly
related to fungal metabolic enzymes, effector proteins and mycotoxins in other plants, the molecular
regulatory mechanism was still unclear. It is necessary to further study the infection mechanism and the
interaction between host tea plant and anthracnose pathogens, and strengthen the field disease detection
technology, so as to provide effective help for the infection regulation and its early diagnose, and
comprehensive control of tea anthracnose.
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Fig. 1 Anthracnose development process
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Table 1 Related research reports on the formation of appressorium of anthracnose in recent 5 years
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Fig. 3 Simple diagram of two infection processes of Colletotrichum
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