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1/. HIV-1 Nef soaked with cholesterol
Background: HIV1-1 Nef was reported to bind to cholesterol via its C-terminus. 15
cholesterol-soaked crystals were tested, and 3 complete and 3 partial datasets were collected (best
dataset: max resolution= 3.0 A, 150 images collected, Rierge = 0.11 completeness = 100%)
2/. HIV-1 Nef soaked with an inhibitory peptide (#5)
20 Nef crystals soaked with different peptide concentrations, and flash-cooled using
different cryoprotectants were tested; maximum resolution however was only 7 A (compared to 2.9
A for native crystals).
3/. NAD-kinase in complexe with ATP, NAD or NADP
26 NAD kinase crystals soaked with ATP, NAD+ ATP+MgCI2 or NADP+ADP+MgCI2
were tested. 6 data sets to maximum resolutions of 3.2-4 A were recorded. Data processing is
currently underway.
5/. MabA C60V-G139A-S144L
Background: MabA (FabGl), is a Mycobacterium tuberculosis protein involved in the
long-chain fatty acid elongation system FAS-II.
MabA mutants were designed to enhance the interaction with its substrates. One dataset on
these mutants has been collected to a resolution of 2.0 A (Rierge = 0.048, completeness = 96%).
6/. PLCR native
Native data has been collected in an attempt to obtain a isomorphous high resolution native
data set, to be combined with ongoing efforts to obtain phase information from selenium
derivatives.Data processing is currently underway.
7/. CepN
Background: CcpN represses one of the two gap operons of B. subtilis by a yet unknown
mechanism.
Native data to 2.0 A resolution has been collected on crystals of the regulatory domain of
CcpN (180 images collectes, Ruyerge=0.074, completeness = 96 %). Attempts to solve the structure
by molecular replacement (templates have less than 20 % sequence identity) are underway. In
parallel, crystal trials have been set up using selenium-met derivatives of CcpN.

8/.Protegrin-Apamin peptides:

4 crystals tested. Three datasets collected (100 frames each) with very high resolution around 1A.
The best dataset (comp 99%, Rmerge 0.06) was used to resolve the structure by direct method at 1.1
A. Writing publicaion is on the way.






