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A crystallization device has been constructed to quickly screen or optimize protein crystallization conditions in a 96 
array configuration by counter-diffusion in a restricted geometry. Model and recombinant proteins targeted by the 
Southeast Collaboratory for Structural Genomics were able to be loaded in capillary trays for finding optimal crystal 
growth conditions. Proteins were grown in cryoprotectant solution and used for immediate X-ray data collection for 
structural determination by Single Anomalous Scattering or Molecular Replacement techniques without any crystal 
manipulation. Ninety-six counter-diffussion processes can be performed at one time in an automated manner. The 
development of this high-throughput tool coupled to the advances in X-ray crystallography, the streamlining of tedious 
and time consuming events in determining three-dimensional structures can be realized. 
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