Table S1. Primer sequences used to amplify specific virulence, antimicrobial resistance genes in this study.

Target Gene Primer Sequence Tm (°C)  Amplicon Size Positive Control Reference
Strain
mecC R-GAAGATCTTTTCCGTTTTCAGC >4 138 MRSA 123A7 (21
N " N i w6 Epeaiics
optrd R-—ATCAACTGTTCCCATTCA 55 1395 E. faecalis 147C* [4]
Vancomycin vanA E:gggggé}%%%ggégﬁ (%EEC}GA 55 713 E. faecium A4* [5]
vanB R_—CCGCCATCCTCCTGCAAAAAA 50 430 E. faecium 56C* [5]
erm RGGATCAGGAAAGOACATTTTAC ¥ 1 MSSA 1954 g
Erythromycin ermB T e A S GTAAAGEGE 47 359 MSSA 96A [6]
ermC RGGATCAGGAAAAGGACATITIAC 4 L MSSA 964 g
Tetracycline tetK EE%%AC];\A(?/S[AC%(%QE%?CAS;? 57 169 MRSA 109A¢ [2]
Aminoglycoside aac(6')-aph(2") FR:Fg?jACTAC(jCﬁ(?[‘(/i?S/%}ﬁgégggjg AC 55 348 MRSA 3A¢ [7]
IukSIF-PV e s A CCA 56 443 ATCC 49775 2]
Leukocidin lukD Lo 53 675 ATCC 33591 [8]
Ik RGCTGAACCTGITGACCATT ss 612 AtCCTI )
Alpha-hemolysin hia e 2 51 845 MRSA 13A¢ [9]
Beta-hemolysin hib S AR TAOCOOCA A, 50 292 NCTC 7428 [8]
Delta-hemolysin hid e e 51 100 NCTC 9393 [8]
ot o RCACCCGITTIATCGCTIGAA 51 550 ATCCIISES 1)
etb R-AAAGTTATTCATTTAATGCACTGTCTC >3 262 MRSA 277A" [8]
RTTGCTTGAAGATCCAACICCTG 50 to ATCC13566" (10
seb RGTTACACCACCATACATACAAG 50 197 ATCC13566" 110
RICTTGAGCTGTIGEACTTIICT 50 170 ATCC19055" 110
sed RTGTCAATATGAAGGTGCTCTG 50 128 ATCC2IBS 110
RATAACTTACCGTGGACCCTTC 50 244 ATCC27664#  [10]
seg RAGAACCATCAAACTCGTATAGE 50 287 MRSA3A° 10}
Enerotoxns seh RGACCTTTACTIATTICGCTGTC 53 213 ATCCSISIY (0]
se RATCCATATTCITTGCCTITACCAG 55 454 MRSA3A° (1)
s RCTTTCTGANTTTTACCACCAAAGG 55 152 MRSA46A” 1o}
sek RTAGATATTCGTIAGTAGCTG | 55 293 MRSAZIAT (10
se RCATCIATTICITGIGCGGTAAC s2 383 MRSAZIAT  [10]
sem RTCCTGOATTAAATCCAGAAC 50 379 MRSA 3¢ 10}
RATTTCCAAAATACAGTCCATA s1 282 MRSA 3¢ (1]
seo F-TGTGTAAGAAGTCAAGTGTAG 53 214 MRSA 3A¢ [10]
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R-TCTTTAGAAATCGCTGATGA
F-ACACTTGCTGGCGCAGTCAA
R-TCTGGAACCAACATCCAACA
F-ATGGTCAAGCCCAGACAGAG
R-AGTATTTTCAATGTTTAAAGCAA
F-AGAATCGTGAAGTATAGAAAATT
R-TCTAATCTTTTTCATGGAATCCGT
F-ATGGGACGGATTCCATGAAAAAGA
R-TAATAAGCATTAATGTTCAATT
F-ATCTAATACGCCTGAGGA
R-TTCTTCCACTGCTCCAA
F-ATTGGCGTGGCTTCAGTGCT
R-CGTTTCTTCCGTAGTTGCATTTG
F-CACTTACTTTACCGCTACTTTC
R-AACGAGCAATACCACTACAACAG
F-ACCGTCAAACGCAACACAAG
R-TTCTGATGCCGTTCTTGGCT
F-GTAACAGCTAATGGTCGAATTGATACT
R-CAAGTTCGATAGGAGTACTATGTTC
F-AGCGTAATTTCGGAAGCAACATCCA
R-CCCTTAGCCGGCAGTATTGTTGGTC
F-CTACAACTACAATTGCGTCAACAG
R-GCTCTTGTAAGACCATTTTCTTCAC
F-CCATATATCGAAGGTGTAGAATTG
R-GCTGTTGAAGTTAATACTGTACCTGC
F-AAAGCGTTGCCTAGTGGAGA
R-AGTGCCTTCCCAAACCTTTT
F-AGAATGCTTTTGCAATGGAT
R-AATATCGCTAATGCACCGAT
F-TGCCGTAGGTGACGAAGGTGGTT
R-GCACCGTGTTCGCCTTCGAACT
F-ACGACTATTAAACCAAGAAC
R-GTACTTGAAATAAGCGGTTG
F-GGAATAAAGTTGAAGTTTC
R-ACTTTGTCATCAACTGTAAT
F-CAGTAAATGTGTCAAAAGA
R-TTGACTACCAGCTATATC
F-GCGATTGATGGTGATACGGTT
R-AGCCAAGCCTTGACGAACTAAAGC
F-TAAAGACGATCCTTCGGTGAGC
R-CAGCAGTAGTGCCGTTTGCTT
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ATCC: American Type Culture Collection; MRSA: methicillin-resistant Staphylococcus aureus; E. faecalis: Enterococcus faecalis;

E. faecium: Enterococcus faecium; MSSA: methicillin-susceptible Staphylococcus aureus; NCTC: National Collection of Type

Cultures.

“ These strains were obtained from the college of veterinary medicine of south China agricultural university. Except for ATCC strains,

all strains were completely sequenced using Illumina Hiseq TM2000 sequencing platform.
® These strains were obtained from the China General Microbiological Culture Collection Center.
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