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Figure S1: Maximum likelihood phylogenies of WalK proteins. For 17 WalK ortholog proteins, alignments of the entire protein sequences (A),
the PAS domain sequences (B), and the PDC domain sequences (C) are used to reconstruct the phylogenies. Bootstrap support values greater
than 70% are shown at internal nodes. Refer to Table 1 and Table S1 (Additional file 1) for the species abbreviations and protein/domain labels.



