Supplementary Table S1 PCR and sequencing primers used in this study
	Primers
	Sequence (5’ to 3’)
	Gene (amplicon size)
	References

	phoP-F
	ATGCGCGTACTGGTTGTTG
	phoP (747 bp)
	This study

	phoP-R
	AGTACTACCGCTGCCGTTGCC
	
	

	phoQ-F
	CAGGGCTATCTGTTCGAATTGCG
	phoQ (1,523 bp)
	This study

	phoQ-R
	ACGGATGCTTAACGTAATGCGTG
	
	

	pmrA-F
	CTGATTGTTGAAGACGATACGC
	pmrA (657 bp)
	This study

	pmrA-R
	AGTTTTCCTCATTCGCGACCA
	
	

	pmrB-F
	GAATCTGATGCATTTGCGC
	pmrB (1,098 bp)
	This study

	pmrB-R
	TTATATCTGGTTTGCCACGTACTG
	
	

	pmrD seq-F
	CGGTGCGCTGGCTAACTCTGCC
	pmrD (527 bp)
	This study

	pmrD seq-R
	AGTAGCCTGTATTATGAGCGGG
	
	

	mgrB-FOR
	TCGTAGCGGCAATATGCGC
	mgrB (385 bp)
	This study

	mgrB-REV
	GACGCAATGTTCATCACGCC
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Figure S1 Phylogenetic analyses of the PmrD (A) and PhoQ (B) proteins. The amino acid sequences for PmrD (88 AA) and PhoQ (486 AA) were aligned using ClustalX (https://embnet.vital-it.ch/software/ClustalW.html) and phylogenetic trees were constructed using ETE 3 (http://etetoolkit.org/treeview/).1, 2 

References 
1. Thompson JD, Higgins DG, Gibson TJ. CLUSTAL W: improving the sensitivity of progressive multiple sequence alignment through sequence weighting, position-specific gap penalties and weight matrix choice. Nucleic Acids Res. 1994;22:4673-4680. 
2. Huerta-Cepas J, Serra F, Bork P. ETE 3: reconstruction, analysis and visualization of phylogenomic data. Mol Biol Evol. 2016;33:1635-1638.

