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INTRODUCTION RESULTS

Protein therapeutics continue to expand as a major class of new drug products. At Line Multi-Attribute Monitoring Therapeutic Drug Monitoring
Research and development into proteins require a purification processes using a range

of resins. Integrated workflows with IMCStips demonstrate purification of different

Protein A IMCStips Streptavidin

proteins using different INtip™ chemistries and the flexibility of the Hamilton Microlab
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Figure 4. Monoclonal antibody at a final concentration of 1 mg/mL was denatured using 6 M guanidium hydro- Kimple M.E., Brill A.L., Pasker R.L. Curr. Protoc. Protein Sci. (2013) 73: Unit -9.9
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S antibody was loaded onto IMCStips SizeX100 to remove denaturing agents for subsequent tryptic digestion. (A)
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matograms are overlaid. (C) Percent error of area integrations of 8 replicates.
Figure 2. Example of pre-templated deck layout for implementing INtip chemistries (Figure 2A). I © - I P Artwork and [ay out created by Sarah Woods.

Graphic user interface with variable commands to alter mixing cycles and volumes at each extraction step (Figure 2B). © 2019 IMCS, Inc. All ig/ofs reserved.



