[bookmark: _GoBack]Primer information used in this study
	Virlence gene
	Oligonucleotide sequence (5’-3’)
	Amplicon size (bp)
	Reference

	arcC-F
	TTGATTCACCAGCGCGTATTGTC
	456
	[1]

	arcC-R
	ACGTATCTGCTTCAATCAGCG
	
	

	aroE-F
	ATCGGAAATCCTATTTCACATTC
	456
	[1]

	aroE-R
	GGGTGTTGTATTAATAACGATATC
	
	

	glpF-F
	CTAGGAACTGCAATCTTAATCC
	465
	[1]

	glpF-R
	TGGTAAAATCGCATGTCCAATTC
	
	

	gmk-F
	ATCGTTTTATCGGGACCATC
	429
	[1]

	gmk-R
	TCATTAACTACAACGTAATCGTA
	
	

	pta-F
	GTTAAAATCGTATTACCTGAAGG
	474
	[1]

	pta-R
	GACCCTTTTGTTGAAAAAGCTTA
	
	

	tpi-F
	TCGTTCATTCTGAACGTCGTGAA
	402
	[1]

	tpi-R
	TTTGCACCTTCTAACAATTGTAC
	
	

	yqiL-F
	CAGCATACAGGACACCTATTGGC
	516
	[1]

	yqiL-R
	CGTTGAGGAATCGATACTGGAAC
	
	

	spa-F
	TAAAGACGATCCTTCGGTGAGC
	-
	[2]

	spa-R
	CAGCAGTAGTGCCGTTTGCTT
	
	

	icaA-F
	ACACTTGCTGGCGCAGTCAA
	188
	[3]

	icaA-R
	TCTGGAACCAACATCCAACA
	
	

	icaB-F
	AGAATCGTGAAGTATAGAAAATT
	900
	[3]

	icaB-R
	TCTAATCTTTTTCATGGAATCCGT
	
	

	icaD-F
	ATGGTCAAGCCCAGACAGAG
	198
	[3]

	icaD-R
	AGTATTTTCAATGTTTAAAGCA
	
	

	sea-F
	GCAGGGAACAGTTTAGGC 
	520
	[4]

	sea-R
	GTTCTGTAGAAGTATGAAACACG
	
	

	seb-F
	ACATGTAATTTTGATATTCGCACTG 
	667
	[4]

	seb-R
	TGCAGGCATCATGTCATACCA
	
	

	sec-R
	CTTGTATGTATGGAGGAATAACAA 
	283
	[4]

	sec-F
	TGCAGGCATCATATCATACCA
	
	

	sed-F
	CTAGTTTGGTAATATCTCCT 
	317
	[4]

	sed-R
	TAATGCTATATCTTATAGGG
	
	

	see-F
	TACCAATTAACTTGTGGATAGAC 
	170
	[4]

	see-R
	CTCTTTGCACCTTACCGC
	
	

	tsst-1-F
	GCTTGCGACAACTGCTACAG
	559
	[4]

	tsst-1-R
	TGGATCCGTCATTCATTGTTAT
	
	

	lukE-D-F
	TGAAAAAGGTTCAAAGTTGATACGAG
	269
	[4]

	lukE-D-R
	TGTATTCGATAGCAAAAGCAGTGCA
	
	

	lukM-F
	TGGATGTTACCTATGCAACCTAC
	780
	[4]

	lukM-R
	GTTCGTTTCCATATAATGAATCACTAC
	
	

	pvl-F
	ATCATTAGGTAAAATGTCTGGACATGATCCA
	433
	[5]

	pvl-R
	GCATCAASTGTATTGGATAGCAAAAGC
	
	

	atlA-F
	AATGGTTGCATTAACGCTTGT 
	791
	[4]

	atlA-R
	TTATCGTCGAACGATCATTAG
	
	

	clfA-F
	GGCTTCAGTGCTTGTAGG 
	1042
	[4]

	clfA-R
	TTTTCAGGGTCAATATAAGC
	
	

	clfB-F
	TGCAAGATCAAACTGTTCCT 
	596
	[4]

	clfB-R
	TCGGTCTGTAAATAAAGGTA
	
	

	fnbA-F
	CACAACCAGCAAATATAG
	1279
	[6]

	fnbA-R
	CTGTGTGGTAATCAATGTC
	
	

	fnbB-F
	CAGAAGTACCAAGCGAGCCGGAAA
	258
	[6]

	fnbB-R
	CGAACAACATGCCGTTGTTTGTTGA
	
	

	bap-F
	CCCTATATCGAAGGTGTAGAATTGCAC
	971
	[3]

	bap-R
	GCTGTTGAAGTTAATACTGTACCTGC
	
	

	bbp-F
	CAGTAAATGTGTCAAAGA 
	1050
	[4]

	bbp-R
	TACACCCTGTTGAACTG 
	
	

	cna-F
	GTCAAGCAGTTATTAACACCAGAC 
	423
	[4]

	cna-R
	AATCAGTAATTGCATTTGTCCACTG
	
	

	eno-F
	ACGTGCAGCAIGCTGACT
	302
	[4]

	eno-R
	CAACAGCATYCTTCAGTACCTTC
	
	

	fib-F
	CTACAACTACAATTGCCGTCAACAG 
	404
	[4]

	fib-R
	GCTCTTGTAAGACCATTTTCTTCAC
	
	

	epbs-F
	AGAATGCTTTTGCAATGGAT
	652
	[4]

	epbs-R
	AATATCGCTAATGCACCGAT
	
	

	sdrC-F
	ACGACTATTAAACCAAGAAC
	560
	[4]

	sdrC-R
	GTACTTGAAATAAGCGGTTG
	
	

	sdrD-F
	GGAATAAAGTTGAAGTTTC
	500
	[4]

	sdrD-R
	ACTTTGTCATCAACTGTAAT
	
	

	sdrE-F
	CAGTAAATGTGTCAAAAGA
	767
	[4]

	sdrE-R
	TTGACTACCAGCTATATC
	
	

	eta-F
	ACTGTAGGAGCTAGTGCATTTGT
	190
	[7]

	eta-R
	TGGATACTTTTGTCTATCTTTTTCATCAAC
	
	

	etb-F
	CAGATAAAGAGCTTTATACACACATTAC
	612
	[7]

	etb-R
	AGTGAACTTATCTTTCTATTGAAAAACACTC
	
	

	hla-F
	ATGAAAACACGTATAGTCAGCTCAGTAACAAC
	960
	[8]

	hla-R
	TTAATTTGTCATTTCTTCTTTTTCCCAATCGA
	
	

	hlb-F
	AAATTAGAGCTGAACAAATGAAAGAAATCAG
	825
	[8]

	hlb-R
	TTTCGCAATTGAATTTGATTGAGGGTCCC
	
	

	hld-F
	ATGGCACAAGATATCATTTCAACAATCAGTG
	81
	[8]

	hld-R
	TTATTTTTTAGTGAATTTGTTCACTGTGTCG
	
	

	hlgA-F
	ATGATTAAAAATAAAATATTAACAGCAACTTTAGCAGTT
	860
	[8]

	hlgA-R
	TTACTTAGGTGTGATGCTTTTAATTTTTACTTCATGTG
	
	

	hlgB-F
	ATGAAAATGAATAAATTAGTCAAATCATCCGTTGC
	792
	[8]

	hlgB-R
	TTACTGTAATTTTAGATTTTTTAGCGCCATCTTG
	
	

	hlgC-F
	GCTTAAAAATAAAATATTAACTACAACTTTATCTGTGAGC
	720
	[8]

	hlgC-R
	TCAATTCTGTCCTTTCACCTTGATTTCATGAG
	
	

	mecA-F
	AAAATCGATGGTAAAGGTTGGC
	533
	[9]

	mecA-R
	AGTTCTGCAGTACCGGATTTGC
	
	

	sasA-F
	AGTCATAGTTTAGTGAGT-CAAGATAATCAAA
	-
	[10]

	sasA-R
	ATTTCTT-GTTACTTCATATTTAAAAGTTGTCG
	
	

	sasC-F
	GCAACGAATCAAGCATTGG
	489
	[3]

	sasC-R
	TGACAGCACTTCGTTAGG
	
	

	sasG-F
	CAGAACGAGCTTTTCTAACC
	311
	[3]

	sasG-R
	GTGTAATGGGATTATGGCAAG
	
	

	sasX-F
	AGAATTAGAAGTACGTCTAAATGC
	522
	[11]

	sasX-R
	GCTGATTATGTAAATGACTCAAATG
	
	

	isdA-F
	CTG CGT CAG CTA ATG TAG GA
	332
	[12]

	isdA-R
	TGG CTC TTC AGA GAA GTC AC
	
	

	isdB-F
	ACG AGA GTT TGG TGC GCT AT
	192
	[12]

	isdB-R
	GTT GAG GCC CCT ACT TCT GA
	
	

	efb-F
	CGGTCCAAGAGAAAAGAAACCAGTGAG
	276
	[6]

	efb-R
	TGTGCTTTTCTGTGTGCACTGACAGTATG
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