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DIVERSITY OF ANTIBIOTIC RESISTANT BACTERIA IN MYTILUS CORUSCUS

LI Yang-Yang, JIA Meng-Xue, WANG Jin-Yi, WU Zi-Qi, YANG Yan-Ke,
YAN Xiao-Jun, LIAO Zhi, HE Jian-Yu

(Laboratory of Marine Biology Protein Engineering, College of Marine Science and Technology, Zhejiang Ocean University,
Zhoushan 316022, China)

Abstract The abuse of antibiotics is a major threat to the aquaculture industry and food safety. Mussels are rich in
symbiotic bacteria. However, the dynamic variation and tolerance characteristics of the microbiota exposed to residual
antibiotics remain poorly understood. To fill the knowledge gap, the diversity of antibiotic resistant bacteria in Mytilus
coruscus was carried out. M. coruscus were exposed to seawater containing penicillin, streptomycin, and kanamycin. The
ultrasonic solution containing symbiotic bacteria colonized on the surface of M. coruscus soft part was obtained
ultrasonically. The ultrasonic solution was then cultured in Zobell 2216E liquid medium and the culture solution was
subjected to 16S rDNA high-throughput sequencing. Results show that the microorganisms were mainly Bacteroidetes,
Proteobacteria, and Verrucomicrobia. The joint effect of multiple antibiotics could significantly reduce the OTUs of
microbiome in M. coruscus with an obvious impact on the microbial community structure. After recovering for 264 h, the
microbial community in M. coruscus was restored and reconstructed at phylum level, reflecting its resilience to a certain
extent. This study lays foundation for further exploration of the assembly principles of host-associated microbiota and
special resistant microbes in the future.
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