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Abstract [ Objective ] To analyze the function of the outer surface proteins of Bifidobacterium bifidum PRI12010. [ Method ] The genome se-
quence of B. bifidum PR12010 was used to study the potentially surface exposed proteins ( PSE proteins ) by Inmembrane used by Perry et
al, to analyze PSE proteins of Gram-positive bacteria. Functional annotation and cluster analysis of predicted surface proteins were performed
by using COG ( Cluster of Orthologous Groups of proteins) functional database. [ Result]The outer surface protein of PRI2010 included 28
cell wall proteins, 12 lipoproteins, 182 cell membrane proteins,38 secretory proteins. Function analysis of the outer surface proteins showed that
most outer surface proteins were involved in amino acid transport and metabolism, carbohydrate transport and metabolism, cell wall or cell
membrane formation, defense mechanism, inorganic ion transport and metabolism. [ Conclusion | The study provided the basis for studing mo-
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Table 1 Varieties of the outer surface protein of Bifidobacterium bifidum PR1.2010
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Fig.2 Functional cluster of the outer surface protein of Bifidobacterium bifidum PRL2010
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