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ABSTRACT: Objective To explore the effects of common food preservatives on the abundance and flora structure
of antimicrobial-resistant bacteria in Crassostrea gigas. Methods The control group was refrigerated at 4 °C, and
the experimental group was refrigerated at 4 °C after soaking with potassium sorbate, chitosan, Nisin and

e-polylysine, respectively. The change of antimicrobial-resistant bacteria content in Crassostrea gigas treated
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with different food preservatives was analyzed by antimicrobial-resistant plate counting method. The structural
changes of antimicrobial-resistant bacteria were analyzed by high-throughput sequencing of 16S rRNA amplicon.
Results Potassium sorbate and chitosan could significantly reduce the number of resistant bacteria of single
and multiple antimicrobials; Nisin significantly reduced the number of resistant bacteria to co-trimoxazole,
chloramphenicol, gentamicin, and bacteria resistant to 2, 3, or 4 antimicrobials simultaneously; e-polylysine
significantly decreased the number of ciprofloxacin resistant bacteria, co-trimoxazole resistant bacteria,
chloramphenicol resistant bacteria, gentamicin resistant bacteria and resistant bacteria resistant to 3 or 4 kinds of
antimicrobials at the same time. Potassium sorbate and chitosan had a significant effect on the composition of
tetracycline and ciprofloxacin resistant bacteria, and Nisin and e-polysine had a significant effect on the composition
of co-trimoxazole resistant bacteria. Conclusion The research results show that the content of
antimicrobial-resistant bacteria in Crassostrea gigas can be controlled by applying appropriate food preservatives,
food preservatives can affect the composition of culturable antimicrobial-resistant bacteria in Crassostrea gigas and
different preservatives can inhibit specific antimicrobial-resistant bacteria, which provides a new idea for the
establishment of antimicrobial-resistant bacteria control techniques in Crassostrea gigas.

KEY WORDS: preservatives; Crassostrea gigas; antimicrobial-resistant bacteria; abundance of antimicrobial-resistant

bacteria; flora structure
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Fig.6 Composition of antimicrobial-resistant bacteria in Crassostrea gigas treated with bacteriostatic agents
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