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Figurel: To determine the phosphoproteome stoichiometry, analysis of the non-phospho-protein is mandatory. Figure 2: Principle. A peptide mixture of each biological state is split

in two identical parts and each part is labeled separately. One half
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- Focusing on the unphosphorylated peptide precursor mass overcomes most of the challenges in phosphoproteome analysis.

- The iTRAQ-based approach is capable of measuring phosphopeptide stoichiometry and the expressional differences between multiple
biological states in a single experiment.

- Rover is highly suitable to define the deviant peptide ratios of a large dataset.

- Drawing quantitative conclusions of an iTRAQ experiment on the peptide level puts high demands on the data quality and data
processing algorithms.

Conclusion
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