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With the increasing number of biological structures solved at high resolution, a refinement tool which
allows to extract all the new information available is necessary (H positions, thermal motion, accurate
stereochemistry, electron density ", partial charges "' and very recently interaction energies). All this
information is now easily available using latest developments of the refinement program Mopro ! as soon
as the experimental resolution is less than 1 A and the thermal displacement parameters not too high. The
strategies for obtaining these properties will be presented. The limitations for resolutions between 1.5 and 1
A will also be discussed in relation with our electron density data base ! which is being built in Nancy.
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