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Research progress on the pathogenic mechanism and

prevention of cotton Verticillium wilt disease
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Abstract: Verticillium wilt is the primary disease on cotton in China, and its occurrence seriously affects the yield
and quality of cotton. For decades, scientists have conducted extensive research on Verticillium wilt. The author's
research group has long been studying the pathogenic mechanism of soil borne pathogenic fungi, based on
Verticillium dahliae, which is responsible for the disease of Verticillium wilt. The review comprehensively
summarizes the research on the physiological characteristics, invasion mechanisms, pathogenic mechanisms, and
prevention/control strategies of V. dahliae in China and abroad in the past decade. Furthermore, it anticipates the
future direction of research and control strategies for this devastating pathogen.
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