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INTRODUCTION

Atmospheric-pressure  (AP)  matrix-assisted laser

EXPERIMENTAL

Experiments were carried out on a Thermo Finnigan

Table 1. Peptide fragments obtained from theoretical
digestion of MS2 coat protein with trypsin. Fragments
observed in AP-MALDI spectra are shown in red color.

Protein View

Matchto:  1AQ4A Score: 191
ms2 protein capsid mutant T45A, chain A
Found in search of D: \ MascotSearch

- phage ms2
\MS2 com.3.txt

CONCLUSIONS

We have developed a simple protocol to identify
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