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OVERVIEW
Purpose:

?? Useanovel, label-free LCMS methodology to monitor protein levelsin complex protein mixtures.
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tions, as do a magjority of the other identified ribosomal proteinsin this study. Other proteins such as ACEA, ALDA and
MDH share a similar pattern which can be explained by their role in carbon utilization. GALE has a unique pattern
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(intensity ratio) of matched peptides between two replicate injections of detected peptides from E. coli grown on ace-
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Figure 8. Glycolysis, Citric Acid Cycle and Glyoxylate Shunt. The relative quantitation of each protein is color-
coded for each binary comparison. The following color-coding scheme is used: Acetate versus Glucose (red), Lactose
versus Glucose (blue) and Acetate versus Lactose (black). The relative quantitation is reported as: In(ratio) +/- 95%
Confidence Interval. ND = not determined, Lactose = unique to lactose, Acetate = unique to acetate, Glucose = unique
to glucose
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Figure 2. lon Detections from an LCMS" Analysisof E. coli. A total of 7147 and 25273 accurate mass measure-
ments from the low and elevated energy channels, respectively. The six highlighted precursors (blue) are identified to
ribosomal protein RL9 and constitute approximately 45% protein sequence coverage. The fragmentation data obtained
from each precursor is highlighted in red.

MSE is a CONTINUOUS process ! R. H. Bateman etal. (2002) U. K. Patent 2,385,918A.

2 J. C. Silvaetal. Anal. Chem. (2004) 77, 2187-2220.
3M. K. Oh etal. J. Biol. Chem. (2002) 277, 13175-13183.

Figure 1. LCMS® Acquisition. Simultaneous acquisition of precursor and fragment ions for |abel-free quantitation and
* L. Peng etal. Appl. Microbiol. Biotechnol. (2003) 61, 163-178.

identification of peptides and proteins.
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