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Automation has been extended to all aspects of the synchrotron experiment for biological macromolecular structure 
determination. At SER-CAT, beamline setup, sample handling, sample alignment, strategy, data collection, data 
reduction, structure solution and data archive have all been automated or are in the process of being automated. Use 
of robotics, image processing, and multiprocessor computing all contribute to the ease of completing the synchrotron 
experiment, with the user able to attempt the phasing of the sample on site, while it is still possible to augment the 
collected data, if necessary. Details of the implementation of various aspects of the automation process will be 
presented, along with several case studies. 
 


