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The demands on high-throuput crystallography are continually growing and the number of software packages and
version releases are growing too. Through the utilization of the Automated Crystallographic System, AcrS[1] a
series of 40 different protein targets were systematically tested. The targets varied in diffraction resolution limits,
space groups, the identity and number of anomalously scattering atoms, and the number of wavelengths. The
following programs: CNS[2], SOLVE[3]/RESOLVE[4], AutoSHARP[5], HYSS[6], SHELXD[7], and ARP/warp[8]
were tested with each of the 40 different proteins. The results from each experiment were warehoused in a relational
database to allow quick data analysis and displayed via web-interface and downloadable CIF formatted files. The
results clearly show program strengths and how to best combine different programs.
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