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Taxonomic studies and new progresses of Bifidobacteria
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Abstract: Bifidobacterium is an important category of probiotics. It is widely used in the dairy
production and microecological preparation. This paper summarized the evolution and classification of
Bifidobacteria in “Bergey’s Manual of Systematic Bacteriology”. Moreover, the polyphasic taxonomy
research of Bifidobacteria was involved, and we detailedly discussed the new species of
Bifidobacterium so far.
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Table 1 General characteristics of the genus Bifidobacterium

171

Species”! Subspecies Murein type GrC% Source
B. adolescentis 1-Lys(1-Orn)-d-Asp 59.0
B. angulatum 1-Lys-d-Asp 59.0
B. animalis B. animalis subsp. animalis 1-Lys(1-Orn)-1-Ser-(1-Ala)-1-Ala, 61.3
B. animalis subsp. lactis 1-Lys(1-Orn)-1-Ser-(1-Ala)-1-Ala, 61.0
B. asteroides I-Lys-Gly 59.0
B. bifidum 1-Orn-d-Ser-d-Asp 61.0
B. bombi* 473
B. boum 1-Lys-d-Ser-d-Glu 60.0
B. breve I-Lys-Gly 58.0
B. catenulatum 1-Lys(1-Orn)-1-Alay-1-Ser 54.7
B. choerinum 1-Lys(1-Orn)-1-Ser-(1-Ala)-1-Ala, 66.3
B. coryneforme 1-Lys-d-Asp
B. cuniculi 1-Lys(1-Orn)-1-Ser-(1-Ala)-1-Ala, 64.1
B. dentium 1-Lys(1-Orn)-d-Asp 61.2
B. gallicum I-Lys-1-Ala-1-Ser 61.0
B. gallinarum 1-Lys-d-Asp 65.7
B. indicum 1-Lys-d-Asp 60.0
B. longum B. longum subsp. infantis 1-Orn-1-Ser-1-Ala-1-Thr-1-Ala 61.0
B. longum subsp. longum 1-Orn-1-Ser-1-Ala-1-Thr-1-Ala 60.5
B. longum subsp. suis 1-Orn-1-Ser-1-Ala-1-Thr-1-Ala 62.0
B. magnum 1-Lys(1-Orn)-1-Alay-1-Ser 60.0
B. merycicum 1-Lys(1-Orn)-d-Asp 59.0
B. minimum 1-Ly-1-Ser 61.5
B. mongoliense® 1-Lys-d-Asp 61.1
1-Lys(1-Orn)-I-Alay-1-Ser 67.5
B. pseudocatenulatum
B. pseudolongum B. pseudolongum subsp. globosum 1-Orn(l-Lys)-1-Ala;.; 64.8
B. pseudolongum subsp. pseudolongum 1-Orn(l-Lys)-1-Ala;.; 64.1
59.2
B. psychraerophilum
B. pullorum 1-Lys-d-Asp 67.4
B. ruminantium 1-Lys(1-Orn)-1-Ser-(1-Ala)-1-Ala, 57.0
B. saeculare 1-Lys(1-Orn)-d-Asp 63.0
B. scardovii I-Lys-1-Ser-1-Ala 60.0
B. subtile 1-Lys-d-Asp 61.5
B. thermophilum 1-Orn(l-Lys)-d-Glu 60.0
B. thermacidophilum subsp. porcinum 61.0
B. thermacidophilum B. thermacidophilum subsp. thermacidophilum 56.8
B. tsurumiense® Glu-Lys-Asp-(Ala), 53.0

a

Note: *: Chinese scientific name is not found.
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16S rRNA Table 2 New species of Bifidobacterium
100% DNA 70% G+C%
Species Source Comments
B. crudilactis™>® 55.3-56.4
16S rRNA
B. stercoris'*’2* 57.8
( <70% )[18—19]

B. kashiwanohense®” 56.0-59.0
B. biavatii®***" 63.1
B. callitrichos 64.3

19 78 ( NCBI) .
B. reuteri 61.3
B. saguini 57.3

[20-25]

B. stellenboschense 66.3
B. moukalabense®” 60.1
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