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Phylogenetic analysis of Arcobacter species by sequencing of gyrase B gene
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Abstract

The genus Arcobacter includes the bacteria previously known as aerotolerant campylobacter, which belongs to the
family Campylobacteraceae. In our previous study, we showed that the analysis of the gyrase B (gyrB) gene is an effec-
tive approach for classifying different species of the genus Campylobacter. In this study, we analyzed 6 strains each of
Arcobacter species and Bacteroides ureolyticus. The gyrB gene of all the bacteria was sequenced, and the phylogenetic
tree was constructed; this phylogenetic tree was similar to the tree previously constructed on the basis of 16S rRNA se-
quences. However, gyrB was found to provide a better resolution for Arcobacter species with lower interspecies sequence
similarities (ranging from 88.2% to 80.5%) than the 16S rRNA gene (ranging from 98.6 to 93.9%). The gyrB gene is a

useful taxonomic marker for genus Arcobacter.
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