Table S5  Primers used in this study
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Target gene

(protein, region)

Primer Nucleotide sequence Product size Reference

blaZ blaZ-nF1 (+) CCTTCTTTCAAATATTTATAATAAAC 1 kb (+blaZ-nR1) this study

blaZ-nR1 (-) CAGTATTTATTATGCATTTAG

blaZ-nR2 (-) CAGTTTTTGTAGTACATTTAG

blaZ-nF2 (+) ATCGCAAATGGAAAATTAAGC

blaZ-nR3 (-) GCATTTAGAATATTAAAATTC

erm(C) ermC-nF2 (+) CCGCATTAAAGAGGGTTATAATG 1 kb (+ermC-nR2) this study

ermC-nR2 (-) CAGTTTACGCACCCCTTAACTTA

ermC-5p1 (+) CATTAAAGTCTAACACACTAG 424 bp (+ermC-intR1)

ermC-5p2 (+) AACGATCACTCATCATGTTC 338 bp (+ermC-intR1)

ermC-intR1 (-) CTATTTCAATGGCAGTTACG

LepL-F1 (+) GTTATGATATAGTTAGAATAG ca 1.1 kb (+ermC-5pR1)

ermC-5pR1 (-) TTATACTGCAATCTGATGCG

ermC-3pF1 (+) AAACATGCAGGAATTGACG ca 1.1 kb (+IS257-R1)

IS257-R1 (-) AGTAAAGATGGTTCTGTTGC

erm(X) ermX-F1 (+) AACCTCCGGCCCCATCATTG 393 bp (+ermX-R1) this study

ermX-R1 (-) TGTGGCCGGAAAGCAGACCT

erm(F) ermF-F1 (+) CGACACAGCTTTGGTTGAAC 289 bp (+ermF-R1) this study

ermF-R1 (-) GGACCTACCTCATAGACAAG

erm(Y) ermY-F1 (+) GCATTTCACACTAGAACTGG 348 bp (+ermY) this study

ermY-R1 (-) GATGAAAGTATTCTTTAGGG

lsaE IsaE-F1 (+) ACTTTTTCATATGAAGGAAG ca 591 bp (+IsaE-R1) this study

IsaE-R1 (-) CGTTTTGTTCTCCCACCAAG

lsaA IsaA-F1 (+) GGCAATCGCTTGTGTTTTAGCG ca 1.2 kb (+IsaA-R1) Front. Pub. Health 2017, 5, 200

IsaA-R1 (-) GTGAATCCCATGATGTTGATACC

msrA msrA-nN1 (+) GTCCTTTAAATATACAAGGAGTG 1.5kb (+msrA-nR1 ) this study

msrA-nF1 (+) GGCACAATAAGAGTGTTTAAAGG

msrA-nR1 (-) CAATATAAATTAGTGTATAG

msrA-nR2 (-) CTTTACTGGCTTGGGACAATC

tetK tetK-F1 (+) GCGTTTTATTTTGGCTTTGTATTC 1.5kb (+tetK-R1 ) this study

tetK-R1 (-) CTTAAACCTGTTTTTGCTAACGC

tetK-nF2 (+) GACTTTTTTAATACTCTTCACA

lnuA lnuA-nF1 (+) GTATCAAGACAAGAAGAAACTCG 630bp (+lnuA-nR1) this study

lnuA-nR1 (-) GGATTGTTAAGGGTTCCGAGG

aph(3')-IIIa aph3-5p1 (+)GTTATAATTAGCTTCTTGGG ca 920 bp (+aph3-3p1) this study

aph3-3p1 (-) TTCAGAAAAGATTAGATGTC

aph3-F1 (+) AAATGACGGACAGCCGGTAT

aph3-R1 (-) AGCTCGACATACTGTTCTTC

gyrB gyr-sg-F1 (+) GTCACTACGACATCTGTTGATGG 2.1kb (+gyr-sg-R1) this study

gyr-sg-R1 (-) TGATTCACGCATTTCACTGG

gyr-sg-F3 TACACAGAAATGAGACAATC

gyr-sg-R3 AGTCACGGCCGGATTTTGTAG

gyrA gyr-sg-F2 (+) TGACGTTGTAGAAAACCGTAGAC 2.8 kb (+gyr-sg-R2) this study

gyr-sg-R2 (-) CTCCCCTACATTCAGGGAAGTC

gyr-sg-F4 (+) GCTTAGTTTAAGTAAGAATC

gyr-sg-F5 (+) ACAGTTGTTAGAAGACGTAC

gyr-sg-F6 (+) TGATGAAACACCAGGAAATG

gyr-sg-R4 (-) ATGCATGAGAAGTACCAATC

parE parE-F1 (+) TTGATACTTGCATTTTGCGCTG 2.2 kb (+SGparC-intR2) this study

parC-intR2 (-) CATCAGGCAATGCACGCTCT

parE-int R1 (-) TTGCCGTTTTAAATCCGACT

parE-int F1 (+) GAAGTACTTCATGATGTCGC

parE-int F2 (+) TGATTCTGCTGGTGGTTCTG

parC parC-F1 (+) GTATTTTAGATAATTCTGAAG 2.6kb (+SGparC-R1) this study

parC-intR1 (-) GTTCTGTCTGTCTCATCACG

parC-R1 (-) TAACGATGCGCTATTGGTCAGC

parC-int F1 (+) TCAAAAGTAGATGAAGAGAC

parC-int F2 (+) GTGATGTTACAATTGTATCG
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		Table S5  Primers used in this study

		Target gene (protein, region)		Primer		Nucleotide sequence		Product size		Reference

		blaZ		blaZ-nF1		(+) CCTTCTTTCAAATATTTATAATAAAC		1 kb (+blaZ-nR1)		this study

				blaZ-nR1		(-) CAGTATTTATTATGCATTTAG

				blaZ-nR2		(-) CAGTTTTTGTAGTACATTTAG

				blaZ-nF2		(+) ATCGCAAATGGAAAATTAAGC

				blaZ-nR3		(-) GCATTTAGAATATTAAAATTC



		erm(C)		ermC-nF2		(+) CCGCATTAAAGAGGGTTATAATG		1 kb (+ermC-nR2)		this study

				ermC-nR2		(-) CAGTTTACGCACCCCTTAACTTA

				ermC-5p1		(+) CATTAAAGTCTAACACACTAG		424 bp (+ermC-intR1)

				ermC-5p2		(+) AACGATCACTCATCATGTTC		338 bp (+ermC-intR1)

				ermC-intR1		(-) CTATTTCAATGGCAGTTACG

				LepL-F1		(+) GTTATGATATAGTTAGAATAG		ca 1.1 kb (+ermC-5pR1)

				ermC-5pR1		(-) TTATACTGCAATCTGATGCG

				ermC-3pF1		(+) AAACATGCAGGAATTGACG		ca 1.1 kb (+IS257-R1)

				IS257-R1		(-) AGTAAAGATGGTTCTGTTGC



		erm(X)		ermX-F1		(+) AACCTCCGGCCCCATCATTG		393 bp (+ermX-R1)		this study

				ermX-R1		(-) TGTGGCCGGAAAGCAGACCT



		erm(F)		ermF-F1		(+) CGACACAGCTTTGGTTGAAC		289 bp (+ermF-R1)		this study

				ermF-R1		(-) GGACCTACCTCATAGACAAG



		erm(Y)		ermY-F1		(+) GCATTTCACACTAGAACTGG		348 bp (+ermY)		this study

				ermY-R1		(-) GATGAAAGTATTCTTTAGGG



		lsaE		IsaE-F1		(+) ACTTTTTCATATGAAGGAAG		ca 591 bp (+IsaE-R1)		this study

				IsaE-R1		(-) CGTTTTGTTCTCCCACCAAG



		lsaA		IsaA-F1		(+) GGCAATCGCTTGTGTTTTAGCG		ca 1.2 kb (+IsaA-R1)		Front. Pub. Health 2017, 5, 200

				IsaA-R1		(-) GTGAATCCCATGATGTTGATACC



		msrA		msrA-nN1		(+) GTCCTTTAAATATACAAGGAGTG		1.5kb (+msrA-nR1 )		this study

				msrA-nF1		(+) GGCACAATAAGAGTGTTTAAAGG

				msrA-nR1		(-) CAATATAAATTAGTGTATAG

				msrA-nR2		(-) CTTTACTGGCTTGGGACAATC



		tetK		tetK-F1		(+) GCGTTTTATTTTGGCTTTGTATTC		1.5kb (+tetK-R1 )		this study

				tetK-R1		(-) CTTAAACCTGTTTTTGCTAACGC

				tetK-nF2		(+) GACTTTTTTAATACTCTTCACA



		lnuA		lnuA-nF1		(+) GTATCAAGACAAGAAGAAACTCG		630bp (+lnuA-nR1)		this study

				lnuA-nR1		(-) GGATTGTTAAGGGTTCCGAGG



		aph(3')-IIIa		aph3-5p1		(+)GTTATAATTAGCTTCTTGGG		ca 920 bp (+aph3-3p1)		this study

				aph3-3p1		(-) TTCAGAAAAGATTAGATGTC

				aph3-F1		(+) AAATGACGGACAGCCGGTAT

				aph3-R1		(-) AGCTCGACATACTGTTCTTC



		gyrB		gyr-sg-F1		(+) GTCACTACGACATCTGTTGATGG		2.1kb (+gyr-sg-R1)		this study

				gyr-sg-R1		(-) TGATTCACGCATTTCACTGG

				gyr-sg-F3		TACACAGAAATGAGACAATC

				gyr-sg-R3		AGTCACGGCCGGATTTTGTAG



		gyrA		gyr-sg-F2		(+) TGACGTTGTAGAAAACCGTAGAC		2.8 kb (+gyr-sg-R2)		this study

				gyr-sg-R2		(-) CTCCCCTACATTCAGGGAAGTC

				gyr-sg-F4		(+) GCTTAGTTTAAGTAAGAATC

				gyr-sg-F5		(+) ACAGTTGTTAGAAGACGTAC

				gyr-sg-F6		(+) TGATGAAACACCAGGAAATG

				gyr-sg-R4		(-) ATGCATGAGAAGTACCAATC



		parE		parE-F1		(+) TTGATACTTGCATTTTGCGCTG		2.2 kb (+SGparC-intR2)		this study

				parC-intR2		(-) CATCAGGCAATGCACGCTCT

				parE-int R1		(-) TTGCCGTTTTAAATCCGACT

				parE-int F1		(+) GAAGTACTTCATGATGTCGC

				parE-int F2		(+) TGATTCTGCTGGTGGTTCTG



		parC		parC-F1		(+) GTATTTTAGATAATTCTGAAG		2.6kb (+SGparC-R1)		this study

				parC-intR1		(-) GTTCTGTCTGTCTCATCACG

				parC-R1		(-) TAACGATGCGCTATTGGTCAGC

				parC-int F1		(+) TCAAAAGTAGATGAAGAGAC

				parC-int F2		(+) GTGATGTTACAATTGTATCG



		SCCmec complex		Pr-mecR1		(+) AATGGAATTAACGTGGAGAC		ca 2.3kb (+mecA-endR1)		 this study

				Pr-mecR2		(+) CACATATCGTGAGCAATGAACTG

				mecA-intF1		(+) CTCTAGGAAAAGCGACTTCAC

				mecA-intR1		(-) GATAGCCATCTTCATGTTGGAG

				mecA-endR1		(-) TTAAGGGAGAAGTAACAGCACT

				mDA2		(+) GATGTCTGTCGAGGACTC

				mA7 		(-) ATATACCAAACCCGACAACTACA

				SCCmecL1		(+) TGATACGCCTCTGCGTATCGG		ca 10kb (+ccrA2-R1)

				ccrA2-F1		(+) TATCACTGTGAAAGGAGGAG		ca 1 kb (+ccrA2-R1)

				ccrA2-R1		(-) TGATGCGTTTGTCAATCGCA

				ccrB2-F1		(+) CATGTTACAGATACTTGCGAG		ca 1.3kb (+ccrB2-R1)

				ccrB2-R1		(-) GAGCAATTCTTGAAAATAGTTAG

				ccrB2-F2		(+) CAACTCGACGAAGTGCATCTC

				IS2172-R1 		(-)GGACATAAAGTTCTTGGATAAGTG		ca 4kb (+ccrA2-F1)

				ccrA2-R2		(-) GTTTCTGTGCTGCAAGAGATTG

				CG-F1		(+) CTTATAAATCGTGAAGATGAAG

				ccrB2-F3 		(+) AATAACGAAGCTTGGGAATG

				ccrB2-F34		(+)TAAAGGAAGTGACGATGATG

				IS1272-SR1		(-) AAATGGAATCATCGTTCTAG

				IS1272-SR2		(-)TTGTGATAGCCACATCATTC

				Orf00G1-R1		 (-) ATCTGTAGATAAAACACGAC

				Orf00G1-R2		(-) TCAAGTGCGTTACGTGTGGC		ca 4kb (+SCCmecL2)

				SCCmecL2		(+) TGTGATACGCCTCTGCTTATCAG		ca 2kb (+CD008-F1)

				CD008-R1		(+) TTTCAAGTTGTGACAAATGT

				CD008-F1		(-) CTGGAGAAAGCAGAAACCGA		ca 750bp (+CD008-R1)

				CD008-R2 		(+) TTCTGTATCT AATGGACTTG		ca 3kb (+orf00G1-R2)

				SCCmecL-R1		 (-) GCCTGAAACTAGACATGCTT

				SCCmecL-F2		(+) TCCCACGCTAACGATTTACG

				MEC-8-20F		(+) ATACACTCCTTTTATGTTCAA

				MEC-8-20R		(-) AGTGTTGCTGTTATAGTGTGG

				MEC-8-21F		(+) AGATTATGAACATGCTCTGACT

				mecA-3p-F1		(+) AGGTAAAGTGTATGATGAGC		ca 2.6 kb (+IS431-R1)

				IS431-R1 		(-) GAACGTTTACACCACGTTCCCT

				mecA-3p-F2		(+) TAACCCGCTTCTTTTACCAT

				IS431-R2		(-) CTCAGGCGTCAGCACTTACA



		hlg (subunit A)		SG-hlg-F1		(+) GCAGCAACTTTATCTATAGG		382 bp (+SG-hlg-R1)		this study

				SG-hlg-R1		(-) CTTACATCTGTTGTTTCTAC



		scn		scn-3		(+) GATCTATATAGTTAATGAAT		438 bp (+scn-4)		this study

				scn-4		(-) GAACACTTTTATATTATCTAG



		sea		SEA-nF1		(+) ATTATGCTTTAGAGGTGAGC		830 bp (+SEA-nR1)		this study

				SEA-nR1		(-) AATCTGAACATTACGTGGTC

				SEA-nF2		(+) GGCTTTTTTACAGATCATTC

				SEA-nR2		(-) AGCTGTTTTGTTTGGTGTAC



		seb		SEB-5P1		(+) CTAGATACTTTTTGGGAATG		1 kb (+SEB-3P1)		this study

				SEB-3P1		(-) TTAGAAAAGGCAGGTACTCT



		sec		SEC-NF1		(+) TATGAGTTTAACAGTTCACC		1 kb (+SEC-NR1)		this study

				SEC-NR1		(-) GTACCAGTAAACTCACTTGA

				SEC-F1		(+) GAATGTTGGATGAAGGAGATAAA



		egc-2 		SG-SEG-F1		(+) CTTAGAACAAAAGTTCGAAAATCGCAC		5.6 kb (+SG-SEO-R1)		this study

				SG-SEO-R1		(-) GAAAAACTTTTTGTGAAGGAGGGA

				SG-SEU-F1		(+) CCAGATTCAGGCATCATATCATACC

				SG-SEU-R1		(-) ACAGTTCGCCTTATGAGACTGG

				SG-SEG-F2		(+) GATTCATTACATTTCCCATAG

				SG-SEO-F1		(+) TACTCCTATATTTTTAGGCTCGC

				SG-SEN-F1		(+) ATGATCTTGATTATTATGAG

				SG-SEM-F1		(+) CTAAATTTTGACTTAGTACCGT

				SG-SEM-F2		(+) TATATTTCTCCTATAATTAAATA

				SG-SEI-F1		(+) TGCTTGCCATTAACCAAAG

				SG-SEU-R2		(-) GAAAAACATAACAGCCCAAG



		tst-1		TSST-1-F1		(+) AGCTCCCTATGTAACAAACAC		1 kb (+TSST-1-R1)		this study

				TSST-1-R1		(-) CCCTAGCTTTATATTAAAGCG

				TST-N1		(+) GGAAAAAGTTGACTTAAACAC



		PVL gene 		PVL-1		(+) GTTATGGTCAACTATATCGTGGT		ca.2.2 kb (+PVL-2)		Microb. Drug Resist. 2020, 26:360

		(lukS-PV-lukF-PV)		PVL-2		(-) CGTCAATTAAGACGTGGTTACCC

				PVL-nF1		(+) GATATTTTAAACTCGGTAAATC

				PVL-nR1		(-) GATTTTTTGATTATCTATCTG

				PVL-seq1		(+) GCAAGGTTTTATCAATTCAAAG

				PVL-seq2		(+) ATAGTCAAAATCCGAGAGAC

				PVL-seq3		(+) ATAGTCAAAATCCGAGAGAC

				PVL-seq4		(+) AATTGGTTGGGATGTTGAAG
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Table S5  Primers used in this study


Target gene


(protein, region)


Primer


Nucleotide sequence


blaZ


blaZ-nF1


(+) CCTTCTTTCAAATATTTATAATAAAC


blaZ-nR1


(-) CAGTATTTATTATGCATTTAG


blaZ-nR2


(-) CAGTTTTTGTAGTACATTTAG


blaZ-nF2


(+) ATCGCAAATGGAAAATTAAGC


blaZ-nR3


(-) GCATTTAGAATATTAAAATTC
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SCCmec complex Pr-mecR1 (+) AATGGAATTAACGTGGAGAC ca 2.3kb (+mecA-endR1) this study

Pr-mecR2 (+) CACATATCGTGAGCAATGAACTG

mecA-intF1 (+) CTCTAGGAAAAGCGACTTCAC

mecA-intR1 (-) GATAGCCATCTTCATGTTGGAG

mecA-endR1(-) TTAAGGGAGAAGTAACAGCACT

mDA2 (+) GATGTCTGTCGAGGACTC

mA7  (-) ATATACCAAACCCGACAACTACA

SCCmecL1 (+) TGATACGCCTCTGCGTATCGG ca 10kb (+ccrA2-R1)

ccrA2-F1 (+) TATCACTGTGAAAGGAGGAG ca 1 kb (+ccrA2-R1)

ccrA2-R1 (-) TGATGCGTTTGTCAATCGCA

ccrB2-F1 (+) CATGTTACAGATACTTGCGAG ca 1.3kb (+ccrB2-R1)

ccrB2-R1 (-) GAGCAATTCTTGAAAATAGTTAG

ccrB2-F2 (+) CAACTCGACGAAGTGCATCTC

IS2172-R1  (-)GGACATAAAGTTCTTGGATAAGTG ca 4kb (+ccrA2-F1)

ccrA2-R2 (-) GTTTCTGTGCTGCAAGAGATTG

CG-F1 (+) CTTATAAATCGTGAAGATGAAG

ccrB2-F3  (+) AATAACGAAGCTTGGGAATG

ccrB2-F34 (+)TAAAGGAAGTGACGATGATG

IS1272-SR1 (-) AAATGGAATCATCGTTCTAG

IS1272-SR2 (-)TTGTGATAGCCACATCATTC

Orf00G1-R1  (-) ATCTGTAGATAAAACACGAC

Orf00G1-R2 (-) TCAAGTGCGTTACGTGTGGC ca 4kb (+SCCmecL2)

SCCmecL2 (+) TGTGATACGCCTCTGCTTATCAG ca 2kb (+CD008-F1)

CD008-R1 (+) TTTCAAGTTGTGACAAATGT

CD008-F1 (-) CTGGAGAAAGCAGAAACCGA ca 750bp (+CD008-R1)

CD008-R2  (+) TTCTGTATCT AATGGACTTG ca 3kb (+orf00G1-R2)

SCCmecL-R1 (-) GCCTGAAACTAGACATGCTT

SCCmecL-F2(+) TCCCACGCTAACGATTTACG

MEC-8-20F (+) ATACACTCCTTTTATGTTCAA

MEC-8-20R (-) AGTGTTGCTGTTATAGTGTGG

MEC-8-21F (+) AGATTATGAACATGCTCTGACT

mecA-3p-F1(+) AGGTAAAGTGTATGATGAGC ca 2.6 kb (+IS431-R1)

IS431-R1  (-) GAACGTTTACACCACGTTCCCT

mecA-3p-F2(+) TAACCCGCTTCTTTTACCAT

IS431-R2 (-) CTCAGGCGTCAGCACTTACA

hlg (subunit A) SG-hlg-F1 (+) GCAGCAACTTTATCTATAGG 382 bp (+SG-hlg-R1) this study

SG-hlg-R1 (-) CTTACATCTGTTGTTTCTAC

scn scn-3 (+) GATCTATATAGTTAATGAAT 438 bp (+scn-4) this study

scn-4 (-) GAACACTTTTATATTATCTAG

sea SEA-nF1 (+) ATTATGCTTTAGAGGTGAGC 830 bp (+SEA-nR1) this study

SEA-nR1 (-) AATCTGAACATTACGTGGTC

SEA-nF2 (+) GGCTTTTTTACAGATCATTC

SEA-nR2 (-) AGCTGTTTTGTTTGGTGTAC

seb SEB-5P1 (+) CTAGATACTTTTTGGGAATG 1 kb (+SEB-3P1) this study

SEB-3P1 (-) TTAGAAAAGGCAGGTACTCT

sec SEC-NF1 (+) TATGAGTTTAACAGTTCACC 1 kb (+SEC-NR1) this study

SEC-NR1 (-) GTACCAGTAAACTCACTTGA

SEC-F1 (+) GAATGTTGGATGAAGGAGATAAA

egc-2  SG-SEG-F1 (+) CTTAGAACAAAAGTTCGAAAATCGCAC 5.6 kb (+SG-SEO-R1) this study

SG-SEO-R1 (-) GAAAAACTTTTTGTGAAGGAGGGA

SG-SEU-F1 (+) CCAGATTCAGGCATCATATCATACC

SG-SEU-R1 (-) ACAGTTCGCCTTATGAGACTGG

SG-SEG-F2 (+) GATTCATTACATTTCCCATAG

SG-SEO-F1 (+) TACTCCTATATTTTTAGGCTCGC

SG-SEN-F1 (+) ATGATCTTGATTATTATGAG

SG-SEM-F1 (+) CTAAATTTTGACTTAGTACCGT

SG-SEM-F2 (+) TATATTTCTCCTATAATTAAATA

SG-SEI-F1 (+) TGCTTGCCATTAACCAAAG

SG-SEU-R2 (-) GAAAAACATAACAGCCCAAG

tst-1 TSST-1-F1 (+) AGCTCCCTATGTAACAAACAC 1 kb (+TSST-1-R1) this study

TSST-1-R1 (-) CCCTAGCTTTATATTAAAGCG

TST-N1 (+) GGAAAAAGTTGACTTAAACAC

PVL gene  PVL-1 (+) GTTATGGTCAACTATATCGTGGT ca.2.2 kb (+PVL-2) Microb. Drug Resist. 2020, 26:360

(lukS-PV-lukF-PV) PVL-2 (-) CGTCAATTAAGACGTGGTTACCC

PVL-nF1 (+) GATATTTTAAACTCGGTAAATC

PVL-nR1 (-) GATTTTTTGATTATCTATCTG

PVL-seq1 (+) GCAAGGTTTTATCAATTCAAAG

PVL-seq2 (+) ATAGTCAAAATCCGAGAGAC

PVL-seq3 (+) ATAGTCAAAATCCGAGAGAC

PVL-seq4 (+) AATTGGTTGGGATGTTGAAG


Microsoft_Excel_Worksheet1.xlsx
Sheet1

		Table S5  Primers used in this study

		Target gene (protein, region)		Primer		Nucleotide sequence		Product size		Reference

		blaZ		blaZ-nF1		(+) CCTTCTTTCAAATATTTATAATAAAC		1 kb (+blaZ-nR1)		this study

				blaZ-nR1		(-) CAGTATTTATTATGCATTTAG

				blaZ-nR2		(-) CAGTTTTTGTAGTACATTTAG

				blaZ-nF2		(+) ATCGCAAATGGAAAATTAAGC

				blaZ-nR3		(-) GCATTTAGAATATTAAAATTC



		erm(C)		ermC-nF2		(+) CCGCATTAAAGAGGGTTATAATG		1 kb (+ermC-nR2)		this study

				ermC-nR2		(-) CAGTTTACGCACCCCTTAACTTA

				ermC-5p1		(+) CATTAAAGTCTAACACACTAG		424 bp (+ermC-intR1)

				ermC-5p2		(+) AACGATCACTCATCATGTTC		338 bp (+ermC-intR1)

				ermC-intR1		(-) CTATTTCAATGGCAGTTACG

				LepL-F1		(+) GTTATGATATAGTTAGAATAG		ca 1.1 kb (+ermC-5pR1)

				ermC-5pR1		(-) TTATACTGCAATCTGATGCG

				ermC-3pF1		(+) AAACATGCAGGAATTGACG		ca 1.1 kb (+IS257-R1)

				IS257-R1		(-) AGTAAAGATGGTTCTGTTGC



		erm(X)		ermX-F1		(+) AACCTCCGGCCCCATCATTG		393 bp (+ermX-R1)		this study

				ermX-R1		(-) TGTGGCCGGAAAGCAGACCT



		erm(F)		ermF-F1		(+) CGACACAGCTTTGGTTGAAC		289 bp (+ermF-R1)		this study

				ermF-R1		(-) GGACCTACCTCATAGACAAG



		erm(Y)		ermY-F1		(+) GCATTTCACACTAGAACTGG		348 bp (+ermY)		this study

				ermY-R1		(-) GATGAAAGTATTCTTTAGGG



		lsaE		IsaE-F1		(+) ACTTTTTCATATGAAGGAAG		ca 591 bp (+IsaE-R1)		this study

				IsaE-R1		(-) CGTTTTGTTCTCCCACCAAG



		lsaA		IsaA-F1		(+) GGCAATCGCTTGTGTTTTAGCG		ca 1.2 kb (+IsaA-R1)		Front. Pub. Health 2017, 5, 200

				IsaA-R1		(-) GTGAATCCCATGATGTTGATACC



		msrA		msrA-nN1		(+) GTCCTTTAAATATACAAGGAGTG		1.5kb (+msrA-nR1 )		this study

				msrA-nF1		(+) GGCACAATAAGAGTGTTTAAAGG

				msrA-nR1		(-) CAATATAAATTAGTGTATAG

				msrA-nR2		(-) CTTTACTGGCTTGGGACAATC



		tetK		tetK-F1		(+) GCGTTTTATTTTGGCTTTGTATTC		1.5kb (+tetK-R1 )		this study

				tetK-R1		(-) CTTAAACCTGTTTTTGCTAACGC

				tetK-nF2		(+) GACTTTTTTAATACTCTTCACA



		lnuA		lnuA-nF1		(+) GTATCAAGACAAGAAGAAACTCG		630bp (+lnuA-nR1)		this study

				lnuA-nR1		(-) GGATTGTTAAGGGTTCCGAGG



		aph(3')-IIIa		aph3-5p1		(+)GTTATAATTAGCTTCTTGGG		ca 920 bp (+aph3-3p1)		this study

				aph3-3p1		(-) TTCAGAAAAGATTAGATGTC

				aph3-F1		(+) AAATGACGGACAGCCGGTAT

				aph3-R1		(-) AGCTCGACATACTGTTCTTC



		gyrB		gyr-sg-F1		(+) GTCACTACGACATCTGTTGATGG		2.1kb (+gyr-sg-R1)		this study

				gyr-sg-R1		(-) TGATTCACGCATTTCACTGG

				gyr-sg-F3		TACACAGAAATGAGACAATC

				gyr-sg-R3		AGTCACGGCCGGATTTTGTAG



		gyrA		gyr-sg-F2		(+) TGACGTTGTAGAAAACCGTAGAC		2.8 kb (+gyr-sg-R2)		this study

				gyr-sg-R2		(-) CTCCCCTACATTCAGGGAAGTC

				gyr-sg-F4		(+) GCTTAGTTTAAGTAAGAATC

				gyr-sg-F5		(+) ACAGTTGTTAGAAGACGTAC

				gyr-sg-F6		(+) TGATGAAACACCAGGAAATG

				gyr-sg-R4		(-) ATGCATGAGAAGTACCAATC



		parE		parE-F1		(+) TTGATACTTGCATTTTGCGCTG		2.2 kb (+SGparC-intR2)		this study

				parC-intR2		(-) CATCAGGCAATGCACGCTCT

				parE-int R1		(-) TTGCCGTTTTAAATCCGACT

				parE-int F1		(+) GAAGTACTTCATGATGTCGC

				parE-int F2		(+) TGATTCTGCTGGTGGTTCTG



		parC		parC-F1		(+) GTATTTTAGATAATTCTGAAG		2.6kb (+SGparC-R1)		this study

				parC-intR1		(-) GTTCTGTCTGTCTCATCACG

				parC-R1		(-) TAACGATGCGCTATTGGTCAGC

				parC-int F1		(+) TCAAAAGTAGATGAAGAGAC

				parC-int F2		(+) GTGATGTTACAATTGTATCG



		SCCmec complex		Pr-mecR1		(+) AATGGAATTAACGTGGAGAC		ca 2.3kb (+mecA-endR1)		 this study

				Pr-mecR2		(+) CACATATCGTGAGCAATGAACTG

				mecA-intF1		(+) CTCTAGGAAAAGCGACTTCAC

				mecA-intR1		(-) GATAGCCATCTTCATGTTGGAG

				mecA-endR1		(-) TTAAGGGAGAAGTAACAGCACT

				mDA2		(+) GATGTCTGTCGAGGACTC

				mA7 		(-) ATATACCAAACCCGACAACTACA

				SCCmecL1		(+) TGATACGCCTCTGCGTATCGG		ca 10kb (+ccrA2-R1)

				ccrA2-F1		(+) TATCACTGTGAAAGGAGGAG		ca 1 kb (+ccrA2-R1)

				ccrA2-R1		(-) TGATGCGTTTGTCAATCGCA

				ccrB2-F1		(+) CATGTTACAGATACTTGCGAG		ca 1.3kb (+ccrB2-R1)

				ccrB2-R1		(-) GAGCAATTCTTGAAAATAGTTAG

				ccrB2-F2		(+) CAACTCGACGAAGTGCATCTC

				IS2172-R1 		(-)GGACATAAAGTTCTTGGATAAGTG		ca 4kb (+ccrA2-F1)

				ccrA2-R2		(-) GTTTCTGTGCTGCAAGAGATTG

				CG-F1		(+) CTTATAAATCGTGAAGATGAAG

				ccrB2-F3 		(+) AATAACGAAGCTTGGGAATG

				ccrB2-F34		(+)TAAAGGAAGTGACGATGATG

				IS1272-SR1		(-) AAATGGAATCATCGTTCTAG

				IS1272-SR2		(-)TTGTGATAGCCACATCATTC

				Orf00G1-R1		 (-) ATCTGTAGATAAAACACGAC

				Orf00G1-R2		(-) TCAAGTGCGTTACGTGTGGC		ca 4kb (+SCCmecL2)

				SCCmecL2		(+) TGTGATACGCCTCTGCTTATCAG		ca 2kb (+CD008-F1)

				CD008-R1		(+) TTTCAAGTTGTGACAAATGT

				CD008-F1		(-) CTGGAGAAAGCAGAAACCGA		ca 750bp (+CD008-R1)

				CD008-R2 		(+) TTCTGTATCT AATGGACTTG		ca 3kb (+orf00G1-R2)

				SCCmecL-R1		 (-) GCCTGAAACTAGACATGCTT

				SCCmecL-F2		(+) TCCCACGCTAACGATTTACG

				MEC-8-20F		(+) ATACACTCCTTTTATGTTCAA

				MEC-8-20R		(-) AGTGTTGCTGTTATAGTGTGG

				MEC-8-21F		(+) AGATTATGAACATGCTCTGACT

				mecA-3p-F1		(+) AGGTAAAGTGTATGATGAGC		ca 2.6 kb (+IS431-R1)

				IS431-R1 		(-) GAACGTTTACACCACGTTCCCT

				mecA-3p-F2		(+) TAACCCGCTTCTTTTACCAT

				IS431-R2		(-) CTCAGGCGTCAGCACTTACA



		hlg (subunit A)		SG-hlg-F1		(+) GCAGCAACTTTATCTATAGG		382 bp (+SG-hlg-R1)		this study

				SG-hlg-R1		(-) CTTACATCTGTTGTTTCTAC



		scn		scn-3		(+) GATCTATATAGTTAATGAAT		438 bp (+scn-4)		this study

				scn-4		(-) GAACACTTTTATATTATCTAG



		sea		SEA-nF1		(+) ATTATGCTTTAGAGGTGAGC		830 bp (+SEA-nR1)		this study

				SEA-nR1		(-) AATCTGAACATTACGTGGTC

				SEA-nF2		(+) GGCTTTTTTACAGATCATTC

				SEA-nR2		(-) AGCTGTTTTGTTTGGTGTAC



		seb		SEB-5P1		(+) CTAGATACTTTTTGGGAATG		1 kb (+SEB-3P1)		this study

				SEB-3P1		(-) TTAGAAAAGGCAGGTACTCT



		sec		SEC-NF1		(+) TATGAGTTTAACAGTTCACC		1 kb (+SEC-NR1)		this study

				SEC-NR1		(-) GTACCAGTAAACTCACTTGA

				SEC-F1		(+) GAATGTTGGATGAAGGAGATAAA



		egc-2 		SG-SEG-F1		(+) CTTAGAACAAAAGTTCGAAAATCGCAC		5.6 kb (+SG-SEO-R1)		this study

				SG-SEO-R1		(-) GAAAAACTTTTTGTGAAGGAGGGA

				SG-SEU-F1		(+) CCAGATTCAGGCATCATATCATACC

				SG-SEU-R1		(-) ACAGTTCGCCTTATGAGACTGG

				SG-SEG-F2		(+) GATTCATTACATTTCCCATAG

				SG-SEO-F1		(+) TACTCCTATATTTTTAGGCTCGC

				SG-SEN-F1		(+) ATGATCTTGATTATTATGAG

				SG-SEM-F1		(+) CTAAATTTTGACTTAGTACCGT

				SG-SEM-F2		(+) TATATTTCTCCTATAATTAAATA

				SG-SEI-F1		(+) TGCTTGCCATTAACCAAAG

				SG-SEU-R2		(-) GAAAAACATAACAGCCCAAG



		tst-1		TSST-1-F1		(+) AGCTCCCTATGTAACAAACAC		1 kb (+TSST-1-R1)		this study

				TSST-1-R1		(-) CCCTAGCTTTATATTAAAGCG

				TST-N1		(+) GGAAAAAGTTGACTTAAACAC



		PVL gene 		PVL-1		(+) GTTATGGTCAACTATATCGTGGT		ca.2.2 kb (+PVL-2)		Microb. Drug Resist. 2020, 26:360

		(lukS-PV-lukF-PV)		PVL-2		(-) CGTCAATTAAGACGTGGTTACCC

				PVL-nF1		(+) GATATTTTAAACTCGGTAAATC

				PVL-nR1		(-) GATTTTTTGATTATCTATCTG

				PVL-seq1		(+) GCAAGGTTTTATCAATTCAAAG

				PVL-seq2		(+) ATAGTCAAAATCCGAGAGAC

				PVL-seq3		(+) ATAGTCAAAATCCGAGAGAC

				PVL-seq4		(+) AATTGGTTGGGATGTTGAAG
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Table S5  Primers used in this study


Target gene


(protein, region)


Primer


Nucleotide sequence


blaZ


blaZ-nF1


(+) CCTTCTTTCAAATATTTATAATAAAC


blaZ-nR1


(-) CAGTATTTATTATGCATTTAG


blaZ-nR2


(-) CAGTTTTTGTAGTACATTTAG


blaZ-nF2


(+) ATCGCAAATGGAAAATTAAGC


blaZ-nR3


(-) GCATTTAGAATATTAAAATTC



