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Abstract : [Objective] Crassostrea angulata has become the most important oyster breeding variety in the Fujian region due to its

advantages of high yield, thin shell,and fast growth. The microbial composition of oysters is highly susceptible to the influence of the
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aquaculture environment due to their filter feeding habits, which in turn can affect their own health. Pathogenic Vibrio is the main
bottleneck in shellfish farming,and the economic losses caused by diseases in shellfish farming reach ten billions of yuan every year.
In recent years,with the explansion of aquaculture scale.especially the rapid growth of triploid oyster aquaculture area, the incidence
of oyster vibriosis has increased, posing a serious threat to the aquaculture industry. The aim of this study is to identify the pathogen
that causes juvenile onset derease in C. angulata. [ Methods] The process of isolating and purifying pathogenic microorganisms began
with the plate separation method, which ensured the purity of the samples. Rigorous identification procedures were then carried out,
including detailed morphological. physiological and biochemical analyses, followed by molecular biology techniques for greater
precision. Additionally, genome sequencing was performed to gain insights into the genetic makeup of these pathogens,and drug
sensitivity testing was conducted to determine their resistance or susceptibility to various therapeutic agents. [ Results] The
investigation revealed significant findings on the pathogenic strain M05 isolated from diseased oysters. The strain, which has a short
rod morphology,was successfully isolated and purified. Its identification was comprehensive, involving not only a visual examination
of its appearance but also a thorough analysis of its physiological and biochemical characteristics. In addition, 16S rRNA gene
sequencing confirmed its classification as Vibrio chagasii. A crucial step in validating its pathogenicity was the regression infection
test, which showed that the MO05 strain could indeed induce disease and lead to the death of oyster larvae. Genomic sequencing
analysis provided further insights into the virulence of the M05 strain. The presence of virulence genes such as the colonisation factor
Ac fB,haemolysin gene and the type [ secretion pathway gene EpsD,which facilitate bacterial invasion and infection. On the other
hand, numerous resistance genes were also identified in the genome and plasmid of the bacterial strain. These resistance genes posed a
challenge in the treatment of infections caused by this strain. Drug sensitivity testing revealed that the MO05 strain is relatively
sensitive to antibiotics such as ciprofloxacin, tigecycline, and carbapenem, but highly resistant to antibiotics belonging to the
penicillin, aminoglycoside,and cephalosporin classes. This information is crucial for developing effective treatment strategies against
infections caused by V. chagasii. [Conclusion] The discovery of V. chagasii strain M05, which harbors numerous pathogenic factors,
underlines its potential threat to oyster larvae. Capable of causing infection and subsequent mortality in these fragile organisms, this
bacterium poses a significant challenge to the aquaculture industry. Its resistance to multiple antibiotics further complicates the
problem and limits the effectiveness of traditional treatments. The research findings on V. chagasii M05 provide critical scientific
evidence for the prevention and control of C. angulata disease. Understanding the pathogenic mechanisms and antibiotic resistance
patterns of this bacterium is essential for developing targeted strategies to protect the health of oyster populations and ensure the
sustainability of oyster aquaculture.
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Fig. 3 Phylogenetic relationship between the nucleotide sequences of 16S rRNA of V. chagasii
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Tab. 2 Results of antibiotic susceptibility determination
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Tab. 3  Resistance genes and corresponding antibiotic categories
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