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Detection of bacterial flora and antimicrobial resistant genes in drift ice
collected from the Antarctic and Okhotsk oceans.
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Antibiotic-resistant bacteria has increased rapidly in half century, as widespread use of antibiotics by human. However, antibi-
otic-resistant bacteria and genes were detected in the polar region where antibiotic use by humans has been limited. In this
study, we used drift ice collected from Antarctic and Okhotsk ocean where the human intervention was different. Then we
identified the composition bacteria and compared with the spread of antimicrobial resistant genes. We founded vanA gene in
drift ice collected from Okhotsk ocean but not Antarctic ocean. Consequently, these data suggested that the human activity
related to the spread of antimicrobial resistant genes.
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