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Only 
approximately 

11% of the 
proteins we 
target for 

crystallography 
yield a 

crystallographic 
structure.

At least 99.8%  of crystallization experiments produce an outcome other 
than crystallization.



Fantasy



High-throughput Crystallization Screening 
at the Hauptman-Woodward 
Medical Research institute



The Crystallization Screening laboratory at the 
Hauptman-Woodward Medical Research Institute

Since February of 2000 the High Throughput Search (HTS) laboratory has been 
screening potential crystallization conditions as a high-throughput service

The HTS lab screens samples against three types of cocktails:

1. Buffered salt solutions varying pH, anion and cation and salt concentrations
2. Buffered PEG and salt, varying pH, PEG molecular weight and concentration 

and anion and cation type
3. Almost the entire Hampton Research Screening catalog.

 The HTSlab has investigated the crystallization properties of over 15,000 
individual proteins  archiving approximately 140 million images of 
crystallization experiments.



The crystallization method used is micro-batch under oil with 200 nl of 
protein solution being added to 200 nl of precipitant cocktail in each well of 
a 1536 well plate.

Wells are imaged before filling, immediately after filling then weekly for six 
weeks duration with images available immediately on a secure ftp server.

Several software utilities for viewing and analyzing data are available.
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