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Abstract:

We have sequenced seven species (including new species nov.) of bifidobacteria and the related

three species. Their genomic size were the range of 2.0 to 3.2 Mb. We checked the Jocation of the homologous
genes in the chromosomes of ten species to compare the genomic structure of the species. According to the
synteny of all the species chromosomes, the Bifidobacterium breve and B. catenulatum genes that showed high
homologies to those of B. longum and B. adolescentis were picked up and aligned in the chromosomes of both
bacteria, respectively. It was similar to show the phylogenetic relationships between the genomes of sequenced
ten species, inferred from 16S ribosomal RNA gene sequences. The majority of the homologous genes in the
other species of bifidobacteria appear to be located inversely in the related species of bifidobacteria. It is
speculated that the genome backbones of the species are related to some extent but are still distinct.
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Fig. 1 Phylogenetic tree based on 16S rRNA gene sequence analysis, depicting the phylogenetic relationship among species of the
genus Bifidobacterium and the related species. The tree is representative of different trees obtained with distance matrix and
maximum likelihood analysis. Bar indicates number of nucleotide substitution per site.
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