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Functional analyses of clade-specific virulence genes specified from comparative
genome analysis of uncommon genes
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Streptococcus suis shows extensive diversity from highly virulent to
avirulent, however, the real virulence factor has yet been identified. This study aimed to identify
the real virulence factor by comparing uncommon genes found on their genome sequences. Complete
genome sequences of 2 strains of S. suis of healthy pig origin, 4 strains of S. parsuis, and 3
trains of S. ruminantium, the latter two are the close relatives of S. suis, were determined and
compared with those of 62 strains of S. suis and 2 strains of S. ruminantium. Genes for
Entner-Doudoroff pathway and hyaluronidase synthesis, which were tandemly clustered, were only found

in S. suis and S. ruminantium, whereas some amino acid synthesis genes were only found in S.
parasuis.
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