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Abstract: In this study, the whole genome sequence of Erysipelothrix rhusiopahiae clinical strain SG7 was deter-
mined, and the whole genome sequence and the surface protective antigen A (SpaA) gene were analyzed using bioinformat-
ics method. The full length of SG7 genome was 1 834 291.00 bp, and the total quantity of the predicted genes were 1 846
with a G+C content of 36.3%. Different degrees of differences of genomic basic information between different strains were
found by comparing the complete genome sequences of SG7 and eight E. rhusiopahiae found in GenBank. Phylogenetic anal-
ysis based on genome-wide single nucleotide polymorphisms ( SNPs) revealed that nine strains could be clustered into three
distinct clades, and strains isolated from China were not in the same clade, while SG7 and common strains isolated from
China did not belong to the same clade. The analysis results of hypervariable region of SpaA showed that nine strains could
also be divided into three SpaA types, and SG7 was a highly pathogenic strain carrying Met203. Except for SG7, the SpaA
genotyping results of other eight strains were consistent with the analytic results obtained based on the genome-wide SNPs a-
nalysis, which indicated that the genetic background of SG7 was complex. The results can provide data basis for the re-

search at the whole genome level and development of E. rhusiopahiae vaccine.
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Table 2 Comparison of genomic basic information between SG7 and other Erysipelothrix rhusiopahiae
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