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Study on the Molecular Monitoring of the Pathotype of Cotton Verticillium Wilt Pathogen in Shihezi Region

KANG Dong-ling et al (The 144th Regimental Farm of Agriculture Division 8 in Xinjiang Corps, Shihezi, Xinjiang 832036)

Abstract [Objective] The aim of the research was to find out the existence of defoliating pathotype of verticillium wilt pathogen in Shihezi region.
[Method] Cotton verticillium wilt pathogen in Shihezi region was detected by using PCR technology to monitor the pathotypes of cotton
verticillium wilt pathogen in Shihezi region. [Result] The specific primers ND1, ND2 of non - defoliation pathotype of cotton verticillium wilt
pathogen were used to make PCR amplification on 114 strains of cotton verticillium wilt pathogen from Shihezi cotton region. The fragment (1 500
bp) was amplified from 108 bacterial system and its size was accordant with the size of the amplified fragment by the non- defoliation pathotype of
cotton verticillium wilt pathogen that reported in the literature, which indicated that this bacterial strains were non- defoliation pathotype of cotton
verticillium wilt pathogen. While no fragment was amplified form the residual 6 bacterial strains. The specific primers D1 and D2 of defoliating
pathotype of verticillium wilt pathogen were used to amplify these 6 bacterial strains and no fragment was amplified also. [Conclusion] The non-
defoliation pathotype of cotton verticillium wilt pathogen occupied 99.5% of the tested bacterial strains, which indicated that the cotton
verticillium wilt pathogens in Shihezi region was still mainly non- defoliation pathotype of cotton verticillium wilt pathogen at present.
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Table 1 Sampling sites and cultivars of cotton verticillium wilt pathogen in 2005
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Table 2 Sampling sites and cultivars of cotton verticillium wilt pathogen in 2006
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Note: — stands for unknown cotton cultivar.
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