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Protein function relies on conformational dynamics on a wide range of time scales. In 
particular, grasping the molecular origins of allostery and conformational ensemble shifts 
in critical systems holds important keys to understanding protein interactions in health and 
disease. However, the width of time scales involved means that we run a severe risk of 
being too limited in our perspective if we restrict our use to the one or two experimental 
methods within our “safe zone”. In this talk, I will present recent work in our group and 
thereby describe how we jointly use NMR, crystallography, small angle scattering and 
molecular simulations to analyse proteins involved in transcriptional regulation and 
ubiquitination and their interactions. By describing our recent work on the structural and 
functional characterisation of the oncoprotein Myc, the gene regulator MexR, and proteins 
involved in ubiquitination and deubiquitination (TRIM21, USP14), I will provide examples 
of how my fairly small group at a local Swedish university have leveraged the impact of 
our results and widened our competence by using national and international infrastructures.   
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