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Conserved domains of T6SS related proteins in five different plant pathogenic bacteria
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Fig. 2 Schematic diagram of basic loading and unloading structure and function of T6SS related proteins in
plant pathogenic bacteria
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Fig. 3 Genetic relationship of T6SS related proteins
in five different plant pathogenic bacteria
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A Review on the Type VI Secretion System of Plant Pathogenic Cacteria

XIA Xiong-fei', BO Shu-wen', HAN Chang-zhi'?

(1. College of Biodiversity Conservation , Southwest Forestry University, Kunming 650224, Yunnan, China; 2. The Key
Laboratory of Forest Disaster Warning and Control of Yunnan Province, Kunming 650224, Yunnan, China)

Abstract: [Objective] Type VI secretion system (T6SS) is one of the regulatory systems that plays import-
ant functions in plant pathogenic bacteria. In terms of defense and other aspects, clarifying the T6SS pro-
tein and functional differences of important plant pathogenic bacteria will help promote the development
and utilization of new pesticides for the prevention and treatment of plant diseases. [Method] In the study,
five kinds of important plant pathogenic bacteria (Pseudomonas syringae, Ralstonia solanacearum,
Agrobacterium tumefaciens, Erwinnia amylovora and Xanthomonas oryzae pv. oryzicola) bacterium in 138
conservative T6SS proteins structure domain and genetic relationships were analyzed, and the literatures
about the above five kinds of bacteria in the database of the T6SS function research were also analyzed.
[Results] T6SS proteins in the five kinds of plant pathogenic bacteria were different in species and quant-
ity. According to proteins sequence homology and domain, the above proteins could be divided into three
categories. Among them, T6SS proteins containing VgrG, HCP and other domains had good clustering dis-
crimination, while T6SS proteins containing TssA, TssG and other domains could be divided into different
categories. [Conclusion] The proteins and function of T6SS in the five kinds of plant pathogenic bacteria
have certain conservation and unique characteristics. This study provides a theoretical basis for further
prediction and analysis of T6SS proteins in different plant pathogenic bacteria and the relationship
between different T6SS proteins.

Keywords: Plant pathogens bacteria; T6SS; Structural domain; Function; Genetic relationships; review
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