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Aim: Introduce the new multi-protein quantitation These workflows will help scientists in every phase These workflows produce auto-curated analysis The Byosphere® cloud platform rapidly compares
mass spectrometric analysis workflow tools for of biopharmaceutical discovery and development for quantification of thousands of proteins from data across samples, projects, and geographic
Summa r'y: discovery-phase protein scientists. from early cell line development to final drug sample replicates, quickly processing gigabytes of sites leveraging Deep Query and Dashboard
purity verification and profiling of cell therapy input data. capabilities in a GXP compliance-ready
samples. environment.
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- Protein-centric analysis Figure 3a (above): The HCP ferritin heavy chain has an elevated level for the condition 2B (orange
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proteins: . identified in the samples. B has increased relative protein abundance in the stressed condition 2B vs 1A and 1C samples.
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