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and large yellow croaker. Methods Antimicrobial resistance was performed by disk diffusion method, draft genome
was sequenced by next-generation sequencing technology, and antimicrobial resistance genes were obtained by
aligning the genome sequences to the CARD database. Results The strains showed a high degree of multiple
resistance to 10 or more antimicrobials, with a multiple antimicrobial resistance index equal to or greater than 0.48. All
strains were resistant to cefazoline, nalidixic acid, tetracycline, sulphamethoxazole/trimethoprim, and chloramphenicol.
The isolates were commensal bacteria commonly found in aquatic products, and their genomic sequences were
significantly different. The strains contained the resistance genes related to S-lactams, aminoglycosides, quinolones,
tetracyclines, sulfonamides, chloramphenicol, disinfectants, efc., which were basically consistent with the resistance
phenotypes. Some strains had several genes with different resistance mechanisms for the same class of antimicrobial.
Conclusion Multiple-antimicrobial resistant commensal bacteria are present in oysters and large yellow croaker and
rich in lots of resistance genes. These bacteria and resistance genes may be the potential hazards if the resistance
genes transfer to the pathogens and jeopardize the treatment of infections.

KEY WORDS: antimicrobial resistance; antimicrobial resistance gene; commensal bacteria; whole genome

sequencing; oyster; large yellow croaker
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Table 1 Results of antimicrobial susceptibility
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Table 2 Characteristics of genome sequences and genus/species
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Table 3 Antimicrobial resistance genes in 6 antimicrobial resistant commensal bacteria
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