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Abstract: It is interested in Genus Bifidobacterium shows the probiotic effects and as the model case of
taxonomy. The nine species of Bifidobacterium and the closest related species of the type strains isolated from
human origin were obtained from the Microbe Division, Japan Collection of Microorganisms (JCM), RIKEN
BioResource Center. We have started sequencing of the complete genome of nine species. We have done the
complete genome sequencing of B. bifidum, B. breve and B. catenulatum. The contigs of Parascardovia
denticolens, Scardovia inopinata and Gardnerella vaginalis is less than fifteen. The draft sequences of B.
dentium genomes have been obtained, and the shotgun library of the B. scardovii and B. longum genomes were
prepared. We are going to widely comparative genomics in the Family Bifidobacteriaceae, when all the
genomes will be finished.
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Table 1 Genus Bifidobacterium and the closest related species of the type strains isolated
from human origin deposited to the Microbe Division, Japan Collection of
Microorganisms (JCM), RIKEN BioResource Center

Genus Species

Human origin (source) G+C

Estimated  See the
genome number
length (Mb) in Fig. 1

Estimated

content (%)

Bifidobacterium  pifidum
Bifidobacterium  preve
Bifidobacterium catenulatum
Bifidobacterium  jongum
Bifidobacterium  dentium
Bifidobacterium  scardovii

Intestine of infant
Human feces
Intestine of adult
Dental caries

Parascardovia  denticolens ~ Human dental caries
Scardovia inopinata Human dental caries
Gardnerella vaginalis Human genital fract

Human blood, Sweden

Feces of breast-fed infant 62.7 2.21 (1)
58.9 227 2)
56.1 2.08 3)
Preparation of shotgun library ~ (4)
58-60 2.6 )
Preparation of shotgun library  (6)
57-59 1.9 (7
48-50 1.8 8)
40-42 1.7 9)
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Fig. 1 Phylogenetic tree based on 16S rRNA gene sequence analysis showing the
phylogenetic relationships among species of the Family Bifidobacteriaceae. Bar
indicates number of nucleotide substitution per site. See the sequence progress

of (1)-(9) spices in Table 1.
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