Table 1. Complete collected data on drug resistance.
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Comments

e legend: red: drug resistant; green: drug susceptible; yellow: intermediate drug resistant; gray: contrary information of no CLSI interpretation; white: not information is found,

e drug susceptibility information for the strain TW20 was confirmed by e-mail correspondence with the authors of [16]

e drug susceptibility information for the strain ST398 was confirmed by e-mail correspondence with the authors of [60]

e accordingly to [24] "ET3-1 (RF122) is susceptible to most antibiotics, excluding Spectinomycin’, according to [45] JH1 is susceptible to Rifampicin, with MIC 0.012 pg/ml. We use information from [45], treating it as more reliable, because this study is newer and provides the exact MIC value.
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