Comprehensive Profiling of Data Acquisition Strategies to Optimize Clinically-feasible
Approaches for Monitoring Predictive Phosphorylation Markers
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Background

« Quantitative phosphoproteomics maps the cell signalling landscape and has the potential to transform precision medicine’# Developing a DIA method for phosphopeptide quantification QC]Q MRM for Phosphopeptide quantification
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Figure 6. Targeted microflow MRM data for 3 phosphopeptide biomarkers with XIC for monitored fragment ions (top) and peak areas at different

Nanoflow DDA VS Microflow DIA injection volumes (bottom).
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