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Abstract: Bacterial wilt (BW) caused by Ralstonia solanacearum (Rs) is an important soil-borne disease that spreads
worldwide especially in tropical, subtropical, and some temperate regions. It infects hundreds of plant species of more than
50 families and results in huge losses in crop production. Fully understanding Ralstonia solanacearum is very important for
controlling bacterial wilt in crop. Therefore, the classification, genomic structure, pathogenesis mechanisms and pathogen
detection of Rs, etc. were reviewed in this paper. Moreover, how to control bacterial wilt and study pathogenesis mechanisms
of Rs was expected on the base of genomic sequences of the pathogen and its host in the future.
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