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Abstract Protein crystallization is the primary bottleneck step in X-ray protein crystallography. Among many
variables that affect protein crystallization, such as growth condition, temperature, protein purity and
concentration, the intrinsic characteristics of the protein is the most critical factor for protein crystallization.
Common strategies and examples of protein engineering in improving protein solubility, homogeneity, and
crystallizability are presented.

Key words protein engineering, crystallization, solubility, homogeneity, crystallizability

*This work was supported by grants from Hundred Talents Project from The Chinese Academy of Sciences (IB021061), Fujian Youth Innovation Grant
(2002J013), and FIIRSM Frontier.

**Corresponding author . Tel: 86-591-3705814, E-mail: mhuang@fjirsm.ac.cn

Received: September 1,2004  Accepted: September 30, 2004



