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Improvement of peptide identification (1) Increases in Scores

Sample: Tryptic digest of human plasma proteins

Prior to digestion, standard human plasma solution (Sigma)
was treated with an albumin/ immunoglobulin G depletion kit
to reduce these abundant proteins.

LC-MS/MS conditions:
Flow rate  Approx. 1pL/min

A Formic acid/MeCN/Water = 0.1:2:98 (v/v/v)
B Formic acid/MeCN/Water = 0.1:90:10 (v/v/v)
Grad. 5-40%B in 70min, followed by 95%B in 5 min
ESI -Ton trap MS: Thermo Fisher Scientific LTQ

Number of peak lists (1): 19985

Database search parameters:
Mascot program, Version 2.1.04

Missed Cleavages: 1

Fixed modification: Carbamidomethyl (C) +57.0 Da
Peptide mass tolerance: 2 Da

Fragment m/z tolerance: £0.8

Mass values: Average

type: ESI-TRAP

(1) Bradshaw RA e al. Mol. Cell. Proteomics 5, 787, 2006.
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Figure 8. Comparison of peptide ion scores between the original

and altered databases.
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Identification of the terminal peptide of intact protein
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Figure 8. Comparison of identification results of haptoglobin between the original and altered databases.
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