Visualize your research - SPR for protein complex
formation studies

Cynthia Shuman’', Alexander Fish? Elin Sivertsson’, Linnea Nygren-Babol°, Anna Moberg’
'Cytiva, Marlborough, MA, USA; ?°Netherlands Cancer Institute, Amsterdam, The Netherlands; °Cytiva, Uppsala, Sweden

Introduction DNA mismatch repair complex formation
Most proteins operate as multimeric complexes, rather than as individual DNA mismatch repair (1) is an evolutionary conserved process for the detection and removal of DNA mismatches introduced during
proteins. These protein complexes regulate numerous cellular processes. replication. A schematic overview is shown in Figure 4.
Advances in proteomic research led to the identification of thousands of
protein complexes, and the number continues to grow. 1 2 3 4 5 6
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Fig 4. Schematic overview of DNA mismatch repair in E. coli.
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Fig 1. Biacore™ 1K SPR System. Fig 2. Flow cell configuration of
Biacore™ 1K SPR System.
Binding dependencies in a SARS-CoV-2 protein complex
To gain entry to a host cell, the receptor binding domain (RBD) of the SARS-CoV-2 spike protein binds to angiotensin-converting
enzyme 2 (ACE2) on the host cell surface. CR3022 is a neutralizing antibody that targets a non-overlapping epitope on RBD (2).
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Fig 3. A schematic of the Poly command showing sequential injection of five components. subtracted away. °00
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Fig 6. Binding dependencies of SARS-CoV-2 proteins. RBD was immobilized on Series S Sensor Chip CM5 (895 RU).

solution C alone; note that this binding is Poly command was used to inject a-RBD (10 nM), ACE2 (750 nM) and a-Human (10 nM) (Cycle 1). Cycles where each
not possible without preceding binding of protein in turn was replaced by buffer were also performed (Cycles 2, 3, and 4). By subtracting cycles containing buffer
solution A. segments from the cycle containing all proteins, binding dependencies within the protein complex could be elucidated.
More info
» Datafile Biacore™ 1 series (CY29857)
e Data file Biacore™ Insight Evaluation Software (CY11720)
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