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Drug design and synchrotron

ZHANG Hai-tao, SHEN Xu*
(Shanghai Institute of Materia Medica, Chinese Academy of Sciences, Shanghai 201203, China)

Abstract: Drug design is based on the mechanisms of the drug and target interaction to achieve optimization of
the leads. The structures of drug—target complexes obtained by X-ray crystallography provide direct and
convictive evidences for drug design. Synchrotron has the advantages of high intensity, low divergence and

tunability, so that it can be used for high—throughput data collection of complex structures, thus improving the

efficiency of structure—based drug design.
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