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Report:

The experiment in December 2006 was a MAD experiment on crystals of the HFV integrase catalytic core
prepared with Se-Met containing protein. The crystals diffracted to 3Å on a laboratory source and we had
selected the best ones that appeared single for the ESRF experiment.

Most of our crystals diffracted to around 2.5Å on ID23-1 and gave a good fluorescence signal at the Se
absorption edge. Unfortunately, none of them turned out to be single crystals. We nevertheless collected
three MAD and 2 SAD data sets.

Careful data treatment using MOSFLM gave only three datasets that were good enough for further use. The
anomalous signal is, however, weak and not always reliable, due to the problem of multiple lattices
overlapping. Furthermore, with only two methionines for a 200 residue protein, the signal was intrinsically
weak. We have therefore not been able to obtain reliable phasing for the structure determination.

We have since managed to improve the crystallisation protocol such that we now do obtain single crystals
reproducibly. We have also learned to diagnose the problem of subtly multiple crystals.

Recently we have obtained one native data set of excellent quality which we have used for phasing by
molecular replacement, using coordinates of the HIV and ASV integrase catalytic core as search models.
Unfortunately,  we have been unable to find a solution that would give a satisfactory refinement.


