Supplementary Table S1. Primers used in this study

	Primer or

probe name
	Sequence

(5'-3')
	PCR conditions
	Reaction

concentration (µM)

	nuc
	Forward: CAAAGCATCAAAAAGGTGTAGAGA

Reverse: TTCAATTTTCTTTGCATTTTCTACCA
	15

min, 95°C, followed by 40 cycles of 95°C for 15 s and 55°C for

1 min.
	0.05

	nuc -Probe
	HEX-TTTTCGTAAATGCACTTGCTTCAGGACCA-BHQ
	
	0.05

	mecA
	Forward: GGCAATATTACCGCACCTCA

Reverse: GTCTGCCACTTTCTCCTTGT
	
	0.30

	mecA-Probe
	FAM-AGATCTTATGCAAACTTAATTGGCAAATCC-BHQ
	
	0.10

	pvl
	Forward: ACACACTATGGCAATAGTTATTT

Reverse: AAAGCAATGCAATTGATGTA
	
	0.30

	pvl -Probe
	ROX-ATTTGTAAACAGAAATTACACAGTTAAATATGA-BHQ
	
	0.10

	
	
	
	

	sea
	Forward: GGATATTGTTGATAAATATAAAGGGAAAAAAG

Reverse: GTTAATCGTTTTATTATCTCTATATATTCTTAATAGT
	30 s, 95°C, followed by 40 cycles of  95°C for5 s and

60°C for 34 s,
	0.2

	seb
	Forward: AGATTTAGCTGATAAATACAAAGATAAATACG

Reverse: TCGTAAGATAAACTTCAATCTTCACATCT
	
	0.2

	sec
	Forward: AGATTTAGCAAAGAAGTACAAAGATG

Reverse: AAGGTGGACTTCTATCTTCACACTT
	
	0.2

	sed
	Forward: AGATTTAGCAAAGAAGTACAAAGATG

Reverse: CTACTTTTCATATAAATAGATGTCAATATG
	
	0.2

	see
	Forward: AGATTTAGCAAAGAAGTACAAAGATG

Reverse: TGTATAAATACAAATCAATATGGAGGTTCTCT
	
	0.2

	seg
	Forward: AGAATTAGCTAACAATTATAAAGATAAAAAAG

Reverse: TCAGTGAGTA TCAGTGAGTATTAAGAAATACTTCCAT
	
	0.2

	seh
	Forward: TGATTTAGCTCAGAAGTTTAAAAATAAAAATG

Reverse: TTTCTTAGTATATAGATTTACATCAATATG
	
	0.2

	sei
	Forward: TGATTTAGCTCAGAAGTTTAAAAATAAAAATG

Reverse: TTAGTTACTATCTACATATGATATTTCGA
	
	0.2

	sej
	Forward: ATGAAAAAAACAATATTTATACTGATTTTCTCCC

Reverse: TCTACAGAACCAAAGGTAGACTTATTAATAC
	
	0.2

	sek
	Forward: ATGAATCTTATGATTTAATTTCAGAATCAA

Reverse: ATTTATATCGTTTCTTTATAAGAAATATCG
	
	0.2

	sel
	Forward: ATGAAAAAAAGATTATTATTTGTAATTGTTATTAC

Reverse: ATCATCTTTTTGAAATTTCGACATCTAG
	
	0.2

	sem
	Forward: ATGAAAAGAATACTTATCATTGTTGTTTTATTG

Reverse: CTTCAACTTTCGTCCTTATAAGATATTTC
	
	0.2

	sen
	Forward: ATAAAAAATATTAAAAAGCTTATGAGATTGTTC

Reverse: ACTTAATCTTTATATAAAAATACATCAATATG
	
	0.2

	seo
	Forward: TATGTAGTGTAAACAATGCATATGCA

Reverse: TCTATTGTTTTATTATCATTATAAATTTGCAAAT
	
	0.2

	sep
	Forward: TTAGACAAACCTATTATCATAATGGAAGT

Reverse: TATATAAATATATATCAATATGCATATTTTTAGACT
	
	0.2

	seq
	Forward: GGAAAATACACTTTATATTCACAGTTTCA

Reverse: ATTTATTCAGTTTTCTCATATGAAATCTC
	
	0.2

	
	
	
	

	mecA
	Forward: GCAATACAATCGCACATACATT

Reverse: CCTGTTTGAGGGTGGATAGC
	10 min, 95°C, followed by 40 cycles of  95°C for30 s,

50°C for 30 s and 72°C for 30s
	0.4

	mecA- Probe
	FAM-CGCGAGATGGCAAAGATATTCAACTAACTATCGCG-BHQ
	
	0.2

	ccrB2
	Forward: CTCATGTTACARATACTTGCG

Reverse: CCTTGATAATAGCCTTCTTGG
	
	0.4

	ccrB2 Probe
	HEX-CGCGATTCTCGACAATGTTATTACGTTCGATCGCG-BHQ
	
	0.4

	mecI
	Forward: CGTTATAAGTGTACGAATGGTTTTTG

Reverse: TCATCTGCAGAATGGGAAGTT
	
	0.4

	mecI-Probe
	ROX-CGCGAACTCCAGTCCTTTTGCATTTGTATCGC-BHQ
	
	0.1

	IS1272J
	Forward: GAAGCTTTGGGCGATAAAGA

Reverse: GCACTGTCTCGTTTAGACCAATC
	
	0.4

	IS1271J- Probe
	CY5-CGCGAAGCCATTGCACATGAGTTAATCGCG-BHQ
	
	0.2

	
	
	
	

	ccrC
	Forward: TCCAGTCTATAAAGGSTATGTCAG

Reverse: ACTTATAATGGCTTCATGCTTACC
	10 min, 95°C, followed by 40 cycles of  95°C for30 s,

50°C for 30 s and 72°C for 30s
	0.4

	ccrC- Probe
	FAM-CGCGATGCTGTTCAGCGAAGAAGTGGTAAATCGCG-BHQ
	
	0.2

	ccrB1 
	Forward: ACCACAAACACACTTAAAGATG

Reverse: CAATTTCAAGTATTTGGTCCATAAC
	
	0.4

	ccrB3
	Forward: AACACAACGAACACATTGAAAG

Reverse: CGTATTTCTCAATCACATCAGC
	
	0.4

	ccrB1/3- Probe
	HEX-CGCGATAAAGGCTCAAAGGTATGTTCTGCATCGCG-BHQ
	
	0.4

	ccrB4
	Forward: CGAAGTATAGACACTGGAGCGATA

Reverse: GCGACTCTCTTGGCGTTTA
	
	0.4

	ccrB4- Probe
	ROX-CGCGAGACGAAAAGGACTCAATGAGGTCGCG-BHQ
	
	0.4

	mecC2
	Forward: TCAGTTCATTGCTCACGATATG

Reverse: GCCAACGGCTACAGTGATAA
	
	0.4

	mecC2-Probe
	CY5-CGCGAACCAAAAGGAGTCTTCTGTATGTCGCG-BHQ
	
	0.2

	
	
	
	

	arc
	Forward: TTGATTCACCAGCGCGTATTGTC

Reverse: AGGTATCTGCTTCAATCAGCG
	5 min, 95°C; followed by 30 cycles of  95°C for1 min,

55°C for 1min and 72°C for 1min; 5 min, 72°C
	0.5

	aro
	Forward: ATCGGAAATCCTATTTCACATTC

Reverse: GGTGTTGTATTAATAACGATATC
	
	0.5

	glp
	Forward:

CTAGGAACTGCAATCTTAATCC

Reverse: TGGTAAAATCGCATGTCCAATTC
	
	0.5

	gmk
	Forward: ATCGTTTTATCGGGACCATC

Reverse: TCATTAACTACAACGTAATCGTA
	
	0.5

	pta
	Forward:

GTTAAAATCGTATTACCTGAAGG

Reverse: GACCCTTTTGTTGAAAAGCTTAA
	
	0.5

	tpi
	Forward: TCGTTCATTCTGAACGTCGTGAA

Reverse: TTTGCACCTTCTAACAATTGTAC
	
	0.5

	yqi
	Forward: CAGCATACAGGACACCTATTGGC

Reverse: CGTTGAGGAATCGATACTGGAAC
	
	0.5

	
	
	
	

	spa
	Forward: TAAAGACGATCCTTCGGTGAGC

Reverse: CAGCAGTAGTGCCGTTTGCTT
	5 min, 80°C; followed by 35 cycles of  94°C for 45 s,

60°C for 45 s and 72°C for 90 s; 10 min, 72°C
	0.2

	
	
	
	

	agr I
	Forward: ATCGCAGCTTATAGTACTTGT

Reverse: CTTGATTACGTTTATATTTCATC
	5 min, 94°C; followed by 30 cycles of  94°C for1 min,

50°C for 1min and 72C for 1min; 5 min, 72°C
	0.2

	agr II
	Forward:

AACGCTTGCAGCAGTTTATTT

Reverse: CGACATTATAAGTATTACAACA
	
	0.2

	agr III
	Forward: TATATAAATTGTGATTTTTTATTG

Reverse: TTCTTTAAGAGTAAATTGAGAA
	
	0.2

	agr IV
	Forward: GTTGCTTCTTATAGTACATGTT

Reverse: CTTAAAAATATAGTGATTCCAATA
	
	0.2


Supplementary Table S2. Comparison of antimicrobial susceptibility profiles among 183 MRSA strains.

	Antimicrobial agents
	Percentage of antimicrobial resistance for indicated MRSA type (%)
	p value a

	
	CA-MRSA
	HA-MRSA
	HACO-MRSA
	

	Gentamicin
	10
	37.8
	1.5
	<0.001

	Ciprofloxacin
	7.1
	37.8
	2.9
	<0.001

	Sulfamethoxazole/trimethoprim
	7.1
	22.2
	4.4
	0.009

	Erythromycin
	81.4
	86.7
	86.8
	0.656

	Vancomycin
	0
	0
	0
	

	Clindamycin
	75.7
	64.4
	79.4
	0.193

	Tetracycline
	42.86
	71.1
	42.7
	0.005

	Linezolid
	0
	0
	0
	


a p value, the resistant rate between CA-MRSA, HA-MRSA and HACO-MRSA strains was compared.
For antimicrobial susceptibility test, minimal inhibitory concentration method was used. 
Supplementary Table S3. Comparison of spa types, ST types and CCs between CA-MRSA, HA-MRSA and HACO-MRSA MRSA strains
	Category
	CCs (no.)
	ST (no.)
	spa (no.)

	CA-MRSA
	1(4)
	1(4)
	t114(3), t127(1)

	
	5(2)
	5(2)
	t548(1), t688(1)

	　
	8(1)
	630(1)
	t4549(1)

	
	9(1)
	9(1)
	t899(1)

	　
	22(1)
	22(1)
	t309(1)

	
	30(2)
	30(2)
	t019(1), t037(1)

	　
	45(2)
	45(2)
	t073(1), t116(1)

	
	59(42)
	59(24)
	t437(22), t441(1), t14773*(1)

	　
	　
	338(14)
	t437(13), t441(1)

	
	
	2961*(1)
	t437(1)

	　
	　
	2962*(1)
	t437(1)

	
	
	3188*(1)
	t437(1)

	　
	　
	3189*(1)
	t437(1)

	
	88(4)
	88(3)
	t2310(1), t2592(1), t4333(1)

	　
	　
	3185*(1)
	t14774*(1)

	
	121(4)
	121(4)
	t159(1), t2019(1), t8660(1), t14775*(1)

	　
	398(6)
	398(6)
	t011(1), t034(4), t1793(1)

	
	No Group(1)
	2580a(1)
	t685(1)

	HA-MRSA
	1(3)
	1(3)
	t114(2), t127(1)

	
	5(2)
	5(1)
	t010(1)

	　
	　
	965(1)
	t062(1)

	
	8(3)
	630(3)
	t4549(3)

	　
	9(4)
	9(4)
	t526(1), t899(3)

	
	45(2)
	45(2)
	t116(1), t5132(1)

	　
	59(17)
	59(11)
	t437(10), t14776*(1)

	
	
	338(5)
	t3385(1), t437(4)

	　
	　
	3031(1)
	t437(1)

	
	72(1)
	72(1)
	t664(1)

	　
	239(11)
	239(9)
	t030(5), t037(3), t437(1)

	
	
	585(1)
	t037(1)

	　
	　
	2588(1)
	t030(1)

	
	398(1)
	398(1)
	t034(1)

	　
	770(1)
	3190*(1)
	t037(1)

	HACO-MRSA
	1(7)
	1(6)
	t114(4), t3324(1), t948(1)

	
	
	2139(1)
	t189(1)

	　
	5(2)
	5(1)
	t548(1)

	
	
	965(1)
	t062(1)

	　
	8(3)
	630(3)
	t4549(3)

	
	45(1)
	45(1)
	t116(1)

	　
	59(52)
	59(35)
	t1380(3), t172(1), t3485(1), t437(27), t441(3)

	
	
	338(14)
	t3590(2), t437(11), t441(1)

	　
	　
	2982*(1)
	t437(1)

	
	
	3191*(1)
	t437(1)

	　
	　
	3187*(1)
	t441(1)

	
	88(1)
	88(1)
	t12147(1)

	　
	188(1)
	188(1)
	t189(1)

	
	239(1)
	239(1)
	t030(1)


a ST2580, ST not share alleles at six out of seven loci with any other STs, as ‘singleton ST’.

* Nine novel STs and four novel spa types were marked with *

