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Abstract

Many database search methods have been developed for peptide identification

throughout a large peptide data set. Most of these approaches attempt to build

a decision function that allows the identification of an experimental spectrum.

This function is built either starting from similarity measures for the database

peptides to identify the most similar one to a given spectrum, or by applying

useful learning techniques considering the database itself as a training data. In

this paper, we propose a peptide identification method based on a similarity

measure for peptide-spectrum matches. Our method takes into account peak

intensity distribution and applies it in a probabilistic scoring model to rank

peptide matches. The main goal of our approach is to highlight the relationship

between peak intensities and peptide cleavage positions on the one hand and

to show its impact on peptide identification on the other hand. To evaluate

our method, a set of experiments have been undertaken into two high mass

spectrum accuracy data sets. The obtained results show the effectiveness of our

proposed approach.
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