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Zoonotic infection and clonal dissemination of <i>Streptococcus equi</i> subspecies
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Evaluation of in-house cefoxitin screening broth to determine methicillin-resistant staphylococci. 3.9 1
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Phenotypic and molecular characterization of 12-lactamase and plasmid-mediated quinolone resistance
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Distinguishing Clinical Enterococcus faecium Strains and Resistance to Vancomycin Using a Simple

In-House Screening Test. Antibiotics, 2022, 11, 286. 3.7 2

Distribution and Molecular Characterization of <i>Escherichia coli</i> Harboring <i>mcr<[i> Genes
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Fluoroquinolone resistance in non-typhoidal Salmonella enterica isolated from slaughtered pigs in
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Complete Genome Sequences of Four Extensively Drug-Resistant Acinetobacter baumannii Isolates
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Genomic Analysis of Aeromonas veronii C198, a Novel Mcr-3.41-Harboring Isolate from a Patient with
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Genomic characterization of an emerging blakPC-2 carrying Enterobacteriaceae clinical isolates in 3.3 12
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Detection of plasmid-mediated colistin-resistant and carbapenem-resistant genes by multiplex PCR. 16 28
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Emergence of Streptococcus suis serotype 9 infection in humans. Journal of Microbiology,
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