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Two distinct contact-dependent competitive strategies have been identified within the Xanthomonas
genus, the type IV (X-T4SS) and the type VI (T6SS) secretion systems [1-4]. These systems deliver

toxic effectors into rival bacterial cells, promoting survival within their ecological niches. However, ::R
the ecological relevance for the evolution of two functionally convergent secretion systems in
xanthomonads remains unclear. Here, we investigated their evolution and function in xanthomonads
including the Bacterial Leaf Streak pathogen, Xanthomonas translucens (Xt) [5]. e
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Loss of ancestral X-T4SS in xanthomonads
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Conclusion : X-T4SS was likely acquired ancestrally
in Xanthomonas evolution, and subject to loss
events in some lineages. [8].

i4 result from two possible scenarios :

functions as target cell
adhesion, or cell motility

1) The introduction of T6SS-i4 drove X-T4SS loss

2) The presence of X-T4SS prevented the acquisition

of T6SS-i4.
X-T4SS and T65S-i4 effector arsenals
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