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In three countries in Asia and Caribbean regions (Bangladesh, Myanmar, and

Cuba) where information on antimicrobial resistance (AMR) is insufficient, resistance rates to
various antimicrobials, prevalence of genes associated with AMR and virulence, genetic
characteristics of drug-resistant isolates were analyzed for major pathogenic bacterial species
(Escherichia coli, Klebsiella pneumoniae, Acinetobacter, Staphylococccus aureus, Enterococcus). As a

result, it was revealed that various beta-lactamase genes have been widely distributed to
Gram-negative rods represented by E. coli, and virulence factor PVL (Panton-Valentine leukocidin)
associated with increased pathogenicity has been prevalent at relatively high rate among
methicillin-resistant S. aureus (MRSA).
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