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We have determined the structure of PLpro, a SARS coronavirus papain-like protease, to a resolution of 1.85Å. The 
native enzyme, with 313 residues, crystallizes in space group C2 with three chains related by non-crystallographic 
symmetry. We obtained two heavy atom derivatives using Pt and Br. The Pt derivative was collected at one 
wavelength, and the Br derivative was collected at two different wavelengths. All three data sets, and a native data 
set, were used for initial phasing using SOLVE. Six Pt atoms but no Br atoms were found. HYSS finds five Pt atoms 
or six Br atoms from their respective data sets. The Br data is at the highest resolution, and we used one of the data 
sets for building and refinement of the structure; nine Br atoms are included in the final model. This affords an 
opportunity to compare the phasing power of Pt vs. Br.  We also compare the different results in phasing using 
SOLVE, HYSS, and other phasing programs. 
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