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What We Are Offering And Why It Is Important

Successful antibody therapeutics require not only binding and function but also an acceptable “developability” profile, which
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encompasses biophysical properties essential for manufacturability, formulation, and in vivo performance. While there have
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the results. Our assay panel, based on and expanded from benchmarks articulated by Jain et al. (2017, 2023), evaluates
LIMS capabilities critical developability parameters such as aggregation propensity, thermal stability, hydrophobicity, and self-association.
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