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Contact Information 
 
Case Western Reserve University Tel: (216) 368 - 5793 
Center for Proteomics Fax: (216) 368 - 6846 
10900  Euclid Ave, BRB 929 Email: sichun.yang@case.edu 
Cleveland, OH 44106-4988 http://yanglab.case.edu 
 
Research Interests 
 
Our research is focused on the assembly and function of nuclear hormone receptors by 
employing an integrated computational and experimental approach. Another area is on  
computational prediction of protein-protein interactions and experimental validation via a 
P-factor analysis. Our group is actively involved in the development of SAXS-based 
methods and software packages for structural studies of complex-forming 
macromolecules. 
 
Awards 
 
NSF-sponsored ICAM Fellowship, University of California San Diego 2005 
Peking University Research Innovation Award, Peking University 2001 
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