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Bacterial strains

Supplementary Fig. 1. Similarity matrix of concatenated dnaK, fyuA, gyrB e rpoD nucleotide sequences of Xanthomonas axonopo-
dis isolates that cause bacterial leaf blight symptoms on eucalypt plants obtained in this study. The matrix was generated using a
2886-bp concatenated nucleotide sequence with the software SDT v1.2.



