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Protein identification and characterisation by database searching is a well-established

technique, generating in excess of 1000 peer reviewed publications last year.

The procedure is non-trivial because real mass spectra are not ideal transformations

of molecular sequences. A real mass spectrum has finite resolution and finite signal

to noise ratio, mass spectrometers have limited mass accuracy, enzymes do not cleave

proteins with perfect fidelity, and peptide ions rarely dissociate into complete fragment

ion series.

This talk is intended to provide an introduction to the subject. It will include an

overview of the most commonly used methods, the software packages that are available,

a discussion of the statistical nature of the technique, and some practical tips.
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