[bookmark: _GoBack]S3 Table. Homologous X-Tfis in Stentotrophomons maltophilia K279a and Xanthomonas citri pv citri 306.
The sequences of the S. maltophilia X-Tfis listed in the leftmost column were used to query the X.  citri genome using the Blast algorithm. Hits with X . citri X. Tfis are listed showing the number of identical residues over the total number of residues in the alignment, expressed as a percentage in parenthesis. 
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* XAC3174 is the cognate X-Tfi of XAC3173, a putative X. citri X-Tfe not originally identified in Souza et al (2015) due to the relatively low similarity of its C-terminal region with other XVIPCD sequences.
