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ACCELERATING
TARGETED PROTEOMICS
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DESIGNED FOR
HIGH-THROUGHPUT ANALYSIS
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APPLY LARGE PANELS
TO LARGE DATASETS
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Differential Protein Abundances
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Performance at Scale

Resource requirements largely independent of
panel size (2h high-resolution PRM runs)
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FROM PANEL DEVELOPMENT
TO BIOLOGICAL INTERPRETATION
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Seamless Panel Generation
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Method Development and
Refinement
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Results Visualization and

Export
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