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During this decade, protein crystallography has immensely increased the speed of structure 

determination, allowing now using this high resolution technology for experimental fragment 

screening and hit optimization. At the same time, family wide structural genomics efforts 
elucidated molecular details of entire protein families including the main drug target families 

such as protein kinases, phosphatases, proteases and others. Our laboratory is interested in 

contributing and using this wealth of structural information by  

a) developing chemical probe sets covering entire protein families of established drug 

targets. Sharing these well validated compound sets with the community has established 

new treatment strategies for diseases and it has uncovered now role of the targeted 

proteins in normal physiology .  

b) Establishing new druggable protein families by high throughput crystallographic 

fragment screening and biophysical evaluation of the obtained hits. 

The main focus of our group is currently on developing highly selective inhibitors for protein 

kinases, epigenetic modulators as well as finding new chemical starting points for the 
development of E3 ubiquiting ligases for the development of selective protein degraders .  
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