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Appendix Table. List of publications providing information on the ability to detect the ermA and ant (9)-Ia genes 

Country 
Year of 

publication Type of resistance gene detection 
Detection of 
gene ermA 

Detection of 
gene ant (9)-

Ia 

Phenotype 
resistance to 

macrolide Publication 
NZ 2014 DNA microarray analysis yes - yes (1) 
CN 2018 MIC - - yes (2) 
DK 2018 unspecified yes yes yes (3) 
DE 2020 Abricate 0.8.13* no yes yes (4) 
JP 2020 PCR no - yes (5) 
JP 2021 PCR no no yes (6) 
JP 2021 MIC - - yes (7) 
AU 2022 Resfinder yes yes yes (8) 
NL 2023 Resfinder yes yes yes (9) 
NL 2023 unspecified yes yes yes (10) 
JP 2023 PCR no - yes (11) 
SK 2023 Resfinder yes yes yes (12) 
SK 2024 AMRfinderPlus v.3.10.30 yes yes yes (13) 
*Includes ResFinder 3.0, ARG-ANNOT, CARD, NCBI-BARRGD. 

https://doi.org/10.3201/eid3101.241323


 

2 of 4 

 

Appendix Figure. Single-nucleotide polymorphism–based phylogeny of methicillin-resistant 

Staphylococcus aureus clonal complex 398 isolates. The 3 I, II-GOI, and IIa-GOI clades are by Price et 

al. (2). AU, Australia; CN, China; CZ, Czech Republic; DE, Germany; DK, Denmark; DR, Dominican 

Republic; FG, French Guinea; FR France; JP, Japan; NL, Netherlands; SK, South Korea; TH, Thailand. 
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