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Abstract; To analyze the antimicrobial resistance and genomics of avian embryo—derived Enterobacter cloacae. In this study, 63 strains of
avian—derived E. cloacae were isolated from over 600 samples of dead chicken embryos collected in Hainan, Anhui, and Henan provinces.
The antibiotic resistance phenotypes were analyzed, and whole—genome sequencing was performed. Sequencing data were used to conduct
multilocus sequence typing (MLST) and resistance gene analysis. The results were as follows: The antibiotic resistance of avian—derived E.
cloacae was less severe compared with the human—derived strains. Its highest resistance rate was observed for the f—lactam antibiotic ampicil-
lin (49.21%). Six strains (9.52%) exhibited multidrug resistance (resistant to more than six antibiotics). The results of the antimicrobial
resistance gene analysis showed that 45 antibiotic resistance genes were identified in the avian—derived strains. All the 15 sequenced avian—
derived strains carried the (—lactam resistance gene bla,,;, , which showed a positive correlation with the resistance phenotype results.
Human~—derived strains carried a greater number and more diverse types of resistance genes compared with the avian—derived strains. Among

the 15 sequenced strains, one ( ECL036) was identified as the ST1 type, while the others represented novel ST types. The MLST phylogenetic
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tree revealed a close genetic relationship between the avian— and human-—derived strains. In this study, the antimicrobial resistance pheno-

types of avian—derived E. cloacae were characterized, and resistance genes as well as MLST profiles were further analyzed at the genomic lev-

el, offering theoretical and data—based references for effective prevention and control of avian E. cloacae infections.
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