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SIR2004 [1], the evolution of the SIR2002 program [2], is devoted
to the ab initio solution of crystal structures by direct methods.
Several new features implemented in SIR2004 make this program
more efficient: it is able to solve both small/medium size structures as
well as macromolecules (up to 2000 atoms in the asymmetric unit at
atomic resolution data). The new algorithms succeed also in solving
several protein structures with data resolution up to 1.4-1.5 A,
providing interpretable electron density maps.

According to circumstances, the SIR2004 phasing process may
apply tangent procedures and/or Patterson methods. The new phasing
strategy is also based on: a) an optimal use of the figures of merit, one
of which may be successfully applied in the early stages of the
phasing process; b) the use of the protein envelope in the direct space
refinement.

A powerful graphic interface makes friendly the user interaction
with the program. SIR2004 can run on any PC or WorkStation
(Operating systems: Windows 9x/2000/Me/NT/XP; Linux, Unix).
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