
Purification and separation of protein complexes

Daniel Figeys

The Ottawa Institute of Systems Biology, University of Ottawa

Proteins perform their roles in biological systems by forming long term stable complexes,

transient complexes necessary for cell function, and dynamic interactions for the trans-

duction of different signals. The localization of proteins to specific compartments or to

structural proteins can be key in defining protein interactions. Furthermore, proteins will

have different interactions depending on their activation states. This is clearly illustrated

by the signaling proteins that are involved in multiple pathways depending on their state

of phosphorylation. Mapping protein interactions and their dynamicity is important for

exploring individual proteins and, on a larger scale, for predictive modeling of biological

systems at the molecular level. To date, only a few large-scale interaction mapping have

been reported, and those are predominantly focused on protein-protein interactions.

This session will review the main approaches for mapping protein-protein interactions,

bioinformatic approaches to mine protein interactions at the individual protein level

and at the network level. I will also discuss some selected examples of protein-protein

interactions.
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