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Figure S45

A maximum-likelihood (ML) tree based upon sequences from glycyl-tRNA synthetase subunit beta subunit. The numbers
on the nodes indicate the bootstrap values. The Tree shows the branching of Xanthomonadales separately from the other
insert containing Betaproteobacteria. The species distribution of this insert could be explained by either the independent
occurrence of a similar genetic event in the Betaproteobacteria and the Xanthomonadales, or that this insert was introduced
in a common ancestor of the Beta- and Gamma-proteobacteria, followed by its loss from other Gammaproteobacteria after
the divergence of deep-branching Xanthomonadales.



