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The discovery of virulence plasmids has allowed the classification of

Rhodococcus equi strains and molecular epidemiological studies of virulent R. equi. At least three
virulence levels of R. equi have been identified: virulent, intermediate virulence, and avirulent.
Virulent R. equi is characterized by the presence of virulence-associated 15- to 17-kDa antigens
$VapA), a virulence plasmid of 85 to 90 kb. VapA-positive R. equi is widespread on horse-breeding
arms, but not on farms of other domestic animals. R. equi strains of intermediate virulence are
identified by a virulence-associated 20-kDa antigen (VapB) and a virulence plasmid of 79 to 100 kb.
The presence of a pathogenicity island is characterised by a significantly lower G+C content and
analysis of the pathogenicity island resulted in six vapA homologues (vapC,D,E,F,G,H) and four vapB
homologues (vapl,J,K,L). The purpose of this study is focus to find out those genes in the isolates
from earth worms.
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