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Report:

β-Ketoacyl [acyl carrier protein] synthase (KAS I)
A 1.7 Å data has been collected for the E. coli K328→A active site mutant. This mutant has ketoacyl
transferase activity but no decaboxylation activity. The structure has been refined and structural analysis is in
progress.
Data has been collected on the E. coli KAS I K328→A active site mutant soaked with malone amide,
malonyl-CoA and dodecanoyl-CoA, to 2.1, 2.1 and 2.0 Å resolution, respectively. The malone amide and
malonyl–CoA soaked crystals decayed rapidly in the beam and more data need to be collected to obtain
complete data sets for these soaks at the high resolution needed for detailed analysis of the decarboxylation
process. The strucutre of the KASI K328→A:dodecanoyl complex has not yet been refined, but the data
quality is good to 2.0 Å, and the structure solved with molecular replacement shows an interpretable electron
density in the lipid binding pocket.
Barley phospolipid transfer protein
1.7 Å data has been collected on the barley lipid transfer protein with a L-α-lysophotadidylcholine, lauroyl
molecule in the lipid binding pocket. The structure has been refined and structural analysis is in progress.
HLA-A*1101
Two data sets of the novel MHC class I molecule HLA-A*1101 were collected on two individual crystals
diffracting to a resolution of 1.9Å and 1.6Å, respectively. The 1.6Å data set has been processed and the
structure of HLA-A*1101 solved by molecular replacement. The structure is currently in the final stages of
refinement and provides new insights in the details of peptide binding to MHC molecules.
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Beta-2-microglobulin
A native data set to 2.7Å was collected on a crystal of human beta-2-microglobulin, an essential subunit of
MHC class I molecules. The data has not yet been analysed.

