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Abstract: Basic genome analysis of Swine erysipelas: Analysis of the genus Erysipelothrix by PCR-
Restriction Fragment Length Polymorphism (RFLP)

Genus Erysipelothrix has been divided into two species, Erysipelothrix rhusiopathiae and Erysipelothrix
tonsillarum. There are another unclassified strains. We made specific primer pairs for the detection of Genus
Erysipelothrix based on the 16S rRNA (DNA) DATAbase. It got a specific 417 base pairs PCR products only
for the genus Erysipelothrix. Other bacterial strains concerning swine infectious diseases didn’t react later on.
Based on the analysis of 16STDNA sequences (1500bp), 3 nucleotides mutated Erysipelothrix rhusiopathiae
and Erysipelothrix tonsillarum reference strains each other. On the other hand, a homology with “the serotype
13" and the E. rhusiopathiae type strain in the unclassified bacterial strain was 99.9%.

The results of RFLP have been corresponded to the reported DNA-DNA homology. And, an unclassified
bacterial strain “serotype 13 and 18” was classified in the category of E. rhusiopathiae.

Using these PCR-RELP method, it is detectable the Erysipelothrix strain rapidly, and it is the useful
procedure which the identification of the species can utilize again, too.
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