Higher-Order Structure Assessment of a Protein Library

SMEhDSI'"FT 10 by Microfluidic Modulation Spectroscopy (MMS)
change’

Valerie I. Collins, Ph.D., Richard H. Huang, Ph.D., David J. Sloan, Ph.D., Patrick J.S. King, Ph.D.
RedShift BioAnalytics, Inc., 131 Middlesex Turnpike, Burlington, MA 01803

ABSTRACT RESULTS
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predominantly protein-based samples to support the biophysical undesired species that cause oligomerization and aggregation. These processes often involve structural

toolkit. This study was performed utilizing a fully-automated change that can be measured by MMS in a wide range of formulation conditions to determine the best

platform on our second-generation MMS instrument, Apollo. composition to prevent their occurrence. Here, changes in structure in response to 3 common buffers for g .

MMS is ideally suited to a broad range of applications critical to two members of our protein library were investigated as an example. The ultra-high sensitivity of MMS .
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concentration range of 0.1 to >200 mg/mL and in a variety of such as aggregation using the automation of MMS.
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Microfluidic Modulation Spectroscopy (MMS) greatly simplifies the process of collecting high-quality infrared spectra, automating sample handling, optical settings, cleaning and verification steps
The power of MMS to provide insightful information for use during operation. This technology also provides exceptionally high-quality data across a very broad concentration range of 0.1 to >200 mg/mL by measuring directly in almost all biological buffers and
alongside orthogonal analytical techniques means that MMS additives. With the ability to measure >0.76% structural change compared to FTIR (>23%) or CD (>3%)%, we show here the ability to distinguish small structural differences between different
can be leveraged as a tool within the biophysical workflow to formulations in order to assess whether a system shows structural cooperativity for members of a growing protein library database. This level of sensitivity is critical to a full understanding of a
screen banks of formulation conditions, successfully monitor system and particularly for the development of protein biotherapeutics to prevent the formation of undesired species.
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