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INTRODUCTION

RESULTS
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® Sample preparation: FIGURE 1.Workflow for spectral library data generation. TABLE 1. Five sample preparation strategies for building human plasma spectral

libraries were compared.
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to generate digested peptide samples plates (Figure 1 T ’ ) and graphical assistance provided by Prescott Medical
g g pep ples plates (Figure 1) » » spectral library compared to the other 4 strategies Communications Group (Chicago, IL).
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