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Abstract In_ order'to undg]s&and the distribution of m1c100r£an1ﬁm% apH vaﬁpu% annblouc resistance genes in the aquar‘bhure area of Changh County, Qinhuangdao, hlgh throughput
%eqlu (‘mg'lechn(ﬂogv was used nr_lhrs study. We utilized 16S TDNA gene sequenc i’ng,a d metagenome sequencing methods to analyze fhe seawaler, sediment, and gut contents of
the 1oeal fish Synechag'Ir bius hasta tn the aquaculture area in&pring. The re%ults sh = that Proteobacteria, Firmicutes, and Bacteroidota were the dominant bacteria in seawater; and
Proteobarlena Crenarchaeota, Acidobacter, and Actinobaciota were rich in the sediment; whereas Proteobacteria, Cyanobacteria, Firmicutes, and Bacteroidota were in relatively
high abqndance in fish gut contents. The microbial diversity of sediment samples was the most abundant, followed hy seawater samples, and the microbial diversity of fish intestinal
contents was the lowest. Moreover, the microbial diversity of similar samples was relatively similar, and the microbial diversity of different types of samples was quite different. For
samples at different sites, there were significant differences hetween seawater samples at each site, and there were small differences between sediment samples at each site, and some
sediment sample groups did not have significant differences in microbial composition. In all sample groups, five B-lactam antibiotic resistance genes (blayy, s, cepS, blayyy s
blagy,.ss» and blay,,.,) and four aminoglycoside antibiotic resistance genes [aac(6)-1lb, amrd, aac(6')-Ie-aph(2”)-la, and aph(3')-Ve] were detected. There was also a certain
correlation between antibiotic resistance genes and microbial communities.

Key words: Changli County; marine aquaculture; seawater; sediment; gut content; microbial diversity; antibiotic resistance gene( ARGs)
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Fig. 1 Sampling sites in the aquaculture area of Changli County
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Table 1 ~ Analysis of bacterial community a diversity
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Fig. 2 Taxonomic diversity of bacterial communities among the samples at the phylum and genus level
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Fig. 4 Relative abundance of antibiotic resistance gene
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