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The development of high throughput production and characterization workflows is an important asset for antibody discovery. Such approaches provide a time and cost-effective
solution to screen antibody libraries from a functional and biophysical perspective. The inclusion of these approaches early in the discovery process enables a full understanding of
panels of hundreds of antibodies.

Enabling the development of better antibodies, faster

The Workflow

Step 1 — Insilico Analysis Example
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Step 2 — DNA Preparation
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Step 4 — Functional Characterization Example
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Step 5 — Biophysical Characterization Example
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proteins and compare different formulations to find the and in vivo clearance helping predicting the antibody
o interactions that lead to increased pinocytosis and degradation.
most favourable conditions. developability profile.

Thereby, correlating retention time with poor PK profiles.
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