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- Our mission in the Chill group is to unravel the secrets of structure, dynamics and function of proteins and
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~‘¢u their roles in health and disease. To do this we study the cellular biochemistry of proteins on the structural
. level and their interactions with ligands and other proteins using biomolecular nuclear magnetic resonance
(BioNMR) as our leading technique. With this and other biophysical methods we address mechanistic and
therapeutic aspects of cancer, neurodegenerative diseases, immunodeficiencies and more.
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Collaboration with Prof. Major, Chemistry Dept.
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Collaboration with Prof. Gil-Henn, Faculty of Medicine
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A structural view of WAS — understanding the effects of mutations patient
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