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Table S1: Oligonucleotide primers used for PCR amplification 

Oligonucleotide Sequence (5’-3’) Reference 

hlb-1-for CGGCGTAGCGATTGTAAG This study 

hlb-2-rev GGGAACGCATATACATCCC This study 

hlb-3-for GCTGCAACACTTGCATTAGC This study 

hlb-4-rev GGATACAAAACGGTCGATAACA This study 

chp-for TTTACTTTTGAACCGTTTCCTAC This study 

chp-rev TATTCATTAGTTTTTCCAGGACCATT This study 

sak-for AAGGCGATGACGCGAGTTAT This study 

sak-rev GCGCTTGGATCTAATTCAAC  This study 

scn-for.2 CTAGATAAAAATGAGGCACAAG This study 

scn-rev.2 CTTTTTAGTGCTTCGTCAATTTC This study 

sea-for AGATCATTCGTGGTATAACG This study 

sea-rev TTAACCGAAGGTTCTGTAGA This study 

sep-for AATCATAACCAACCGAATCA This study 

sep-rev TCATAATGGAAGTGCTATAA This study 



Table S2: Accession numbers of the phi3-positive isolates 

Isolate Isolation year Accession number 

1_1439 2006 LT992456; LT992457 

2_LA_86 2008 LT992463 

3_LA_115 2008 LT992464 

4_LA_208 2010 LT992466 

5_3949 2010 LT992462 

6_LA_232 2010 LT992465 

7_4623 2010 LT992458 

8_LA_272 2011 LT992461 

9_LA_281 2011 LT992460 

10_5235 2011 LT992472 

11_LA_290 2011 OVTT01000001; OVTT01000002; OVTT01000003 

12_LA_293 2011 LT992468 

13_LA_301 2011 LT992470 

14_5418 2011 LT992473 

15_LA_305 2012 LT992469 

16_LA_309 2012 LT992467 

17_LA_343 2012 LT992471 

19_LA_388 2013 LT992474 

20_LA_415 2013 LZ992475 

21_LA_436 2014 LT992476 

22_LA_562 2015 LT992477 

 



Table S3: Resistance profile of phi3-positive MRSA spa-CC011 

Gene Descriptiona 
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mecA Alternate penicillin 

binding protein 2, 

defining MRSA 

+ + + + + + + + + + + + + + + + + + + + + 

blaZ Beta-lactamase gene + + + + + + + + + + + + + + - + + + + + + 

blaI Beta lactamase 

repressor (inhibitor) 

+ + + + + + + + + + + + + + - + + + + + + 

blaR Beta-lactamase 

regulatory protein 

+ + + + + + + + + + + + + + - + + + + + + 

tet(K) Tetracycline efflux 

protein 

- a a - + - + + + + + - a + + a - + + + - 

tet(M) Ribosomal protection 

protein associated with 

tetracycline resistance 

+ + + + + + + + + + + + + + + + + + + + + 

 
a Description as provided by the manufacturer (S. aureus Genotyping Kit 2.0 manual, Alere Technologies GmbH, Jena, Germany) 
b a, ambiguous; +, positive; -, negative 

 



Table S4: Presence of MGE-encoded genes associates with livestock or human origin in phi3-positive isolatesa 

 

Geneb Description 
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int phi2 
integrase gene of 

bacteriophage 2 
+ - - - + - - - - - - + - - - - - - - - - 

int phi6 
integrase gene of 

bacteriophage 6 
- + + - + + - - - + + - + + - - + + + + + 

int phi7 
integrase gene of 

bacteriophage 7 
- - - - - - - - - - - - - - - - - - - - - 

cadDX operon of gene cadX + - - - + - - - - - - - - - - - - - - - - 

rep27 replication protein 27 - - - - - - - - - - - - - - - - - - - - - 

rep7 replication protein 7 + + + + + + + + + + + + + + + + - + + + + 

 
a MGE-located genes associated with C398 isolates of animal origin are highlighted in grey (1); MGE, mobile genetic element; 

b Detection of genes by in silico PCR using oligonucleotides for int phi2 (2) and int phi6, int phi7, cadDX, rep27, rep7 (3). 
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