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Antibiotics are necessary for maintaining fish supply, however the use of antibiotics for food animals cause dissemination of antibiotic resistant bacteria. It is
concern due to the transfer of resistant gene to human pathogenic bacteria via food consumption. We performed antibiotic susceptibility test of fish pathogens
and study identity of resistant genes between fish farm bacteria and human pathogens.
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We found that antibiotic resistant genes isolated from fish farm bacteria were identical to that of human pathogens and the plasmid carrying resistant genes
transfer between different genera . As a result of antibiotic susceptibility, the ratio of antibiotic resistance of fish pathogens decreased gradually over the past 10
years. It suppose that the use of antibiotic to aquatic animal is low impact on human health.
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