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Abstract: To establish proteomic maps of Bifidobacterium longum subsp. longum BBMNG68, applying
two-dimensional gel electrophoresis, we built a 2-D reference map, by MALDI-TOF mass spectrometry.
We identified a total number of 206 different proteins (11.4% of predicted total proteins in B. longum
subsp. longum BBMNG6S). A total of 80015 (exponential) and 800+£20 (stationary) protein spots on
each 2D-PAGE map were got, in which a total of 282 spots were successfully identified, represented
206 different proteins. Additionally, combined with analysis of pl and molecular masses, COG, CAI,
GRVAVY and the cellular localizations of identified proteins in B. longum subsp. longum BBMNG68.
This study presented a proteome map of B. longum BBMNG68 and provided a reference proteome data-

base for comparative proteomic studied.
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Fig. 1  Growth curves of B. longum subsp. longum
BBMNG68 under anaerobic condition
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Note: Mid-exponential cells (shown by continuous arrow) and
stationary cells (shown by dotted arrow) for proteomic investiga-
tions were sampled, respectively.
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Fig. 2 2-DE maps of the whole proteins of B. longum subsp. longum BBMN68 under mid-log and stationary phase conditions
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Note: A: Mid-log phase; B: Stationary phase. The identified proteins were arrowed and numbered.
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Fig. 3 Representation of 2-D gel separation of B. longum
subsp. longum BBMNG68 proteome according to pI and mo-
lecular masses
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Fig. 4 Schematic of cellular role categories of identified proteins in B. longum subsp. longum BBMN68 according to
clusters of orthologous groups
Note: COG: http://www.ncbi.nlm.nih.gov/COG.
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