Developing Reliable MRM Assays for Protein Quantification Based on
ParalleF Multiplexing LC-MS/MS Analysis
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peptides/protein and two transitions/peptide for a total of 160

Figure 3. Peptide elution profile during the LC gradient. The retention time axis was divided into »
0.3 min bins and peptides were grouped according to their retention times. Co-eluting peptides, TR[BUT!ONah
contained in the same 0.3 min retention time bin, were spread across the y-axis for better visuali-

MRM transitions.

zation. 16 peptides (32 MRMs) were monitored simultaneously during each of the 5 retention time
windows employed for the entire run.
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