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Protein Characterization Services

At WuXi Biologics, our Protein Sciences (PS) Department provides
comprehensive protein characterization testing during early-stage
R&D activities. Our extensive capabilities cover routine testing of the

critical quality attributes and additional product characterization Micro Developability
aspects of your lead molecule. Capabilities include purity/impurity Package
testing, structural characterization (e.g., mass spectrometry- based + Biophysical: DSF, DLS

. . e . . « Polyspecificity/PK Indicating
protein ID and post translational modification analysis), and Solutions Assay: Baculovirus/DNA/
SPR/ELISA/cell-based activity assays. This comprehensive analysis Insulin Binding

enables our clients to thoroughly assess their molecules much
earlier during the discovery stage and triage/optimize the leads
more effectively.
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Our experience extends beyond standard monoclonal antibodies
to more complex biologics like bispecific and multi-specific
antibodies. The most common contaminant in bispecific
antibody production are homodimers. Other mispairings can
happen that can be revealed by mass intact mass analysis. Surface Plasmon Resonance (SPR)
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Disulfide mapping analysis to determine unknown disulfide linkage
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N-glycan analysis by LC-Fluorescence-MS/MS for complex glycosylation
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Protein Characterization Services
WuXi Biologics is a leading contract research, development and manufacturing organization (CRDMO) that provides end-to-end
capabilities to healthcare organizations worldwide. With operations in China, the United States, Ireland, Germany, and Singapore,
we enable our partners to effectively and efficiently bring biologics and vaccines to patients worldwide through our comprehensive
and high-quality drug development model.

WuXi Biologics
The world’s leading global single-source platform from concept to commercialization. Global Solution Provider F
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