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Collision Energy (CE): MS=5 volts, MSE: Ramp 15-40 volts
Scan time = 0.8 sec

4295 Peptides identified to 424
Proteins

292 Peptides Identified to 58
Proteins

teins from e. Coli. Filled blue circles are those ions generated by the Verify® tool,
open blue circles are those ions not found in the dilute sample, and red circles are
those ions matched in the low level. The table illustrates an intensity differential
commensurate with the loading. The fragmentation pattern, and therefore the
peptide identity, is confirmed by relative intensity.
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Panels A & B depict BPI Chromatograms of Depleted and Non-Depleted Serum respect-
fully. Panel C & D are bar plots illustrating the peptide ion intensity distribution. Panel C
represents 112,231 m/z ion detections over the 55 minutes of chromatographic elution
whereby Panel D (Non-Depleted) represents 80,569. On average 82% of the precursor
Ions are 2 orders of magnitude lower than the most intense signal.

of matched precursor and product ion intensities confirm a cor-
rect match.
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