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Identification and biological characteristics of single Erysipelothrix
rhusiopathiae isolated from frozen whole chicken samples
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ABSTRACT: Objective To investigate the pathogenicity, drug resistance and biological characteristics of
Erysipelothrix rhusiopathiae from frozen whole chicken samples, and to provide scientific basis for the control of this
strain. Methods The strain was identified and studied in molecular biology by matrix assisted laser desorption
ionization time of flight mass spectrometry (MALDI-TOF MS) and whole genome sequencing technology. The drug
resistant phenotype was detected by disk diffusion method (K-B method). The biofilm formation ability was detected
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by in vitro biofilm formation experiment. The affinity diagram was constructed by ParSNP. Results MALDI-TOF

MS could accurately identify Erysipelothrix rhusiopathiae. The assembled circular genome was 1791362 bp, and the

G+C content was 36.5%; and contained 1730 protein-coding genes, 53 tRNA and 2 rRNA. No plasmid sequence was

detected. Carrying tetracycline resistance gene tet(M), the results of antimicrobial susceptibility testing showed that it

was resistant to tetracycline only, and the resistance gene and resistance phenotype were consistent. Carrying 7

virulence genes related to adhesion and capsule formation. In vitro, biofilm formation ability was moderate (2+), it

was closely related to the strain KC-Sb-R1 separated from Korea. Conclusion This study clarified the biological

characteristics of Erysipelothrix rhusiopathiae separated from frozen whole chicken samples, and will provide a

scientific and valid basis for the prevention of thetransmission of this strain.
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Table 1 Results of HZ1 drug sensitivity test
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Fig.1 Circular representation of the genome of HZ1
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Table 2 HZ1 and other genome-wide sequence characteristics
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Fig.2 Relationship diagrams of 11 strains of Erysipelas
rhusiopathiae
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