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Investigation of myoglobin:

The myoglobin project was this time further devel oped:

We have previous let myoglobin react with hydrogen peroxide or other organic peroxides at
different pH-values. We have in these studies trapped the intermediate called compound I,
and looked on the pH dependence. This time we let myoglobin react with hydrogen

peroxide making the compound I, and let then this intermediate oxidize other substances.

By making two reactions in the crystals they can very easily be destroyed, but we were able
to get two data sets on reaction with glutanthione and L-cysteine. The crystals have not as
high quality as we are used to, but very acceptable. We had hoped to be able to see the
glutanthione and cysteine in the reaction site, but unfortunately this was not the case (when
we solved the structures). The compound Il was however reduced, so the reaction had

occurred.

Data sets were:




Rection with H,O,, and then gluthantione (G) or L-cysteine (C)

(G) Resolution: 25-1.45A Rmerge: 45%  Completeness: 94.2% (scalepack)
(C) Resolution: 25-1.70A Rmerge: 5.9%  Completeness: 82.2% (scalepack)

Investigation of a double-site mutant of malat dehydrogenase (MDH) from

the thermophilic bacteria Chloroflexus Aurantiacus.

A single datasett of a double-mutant (E165Q-T187C) of malate dehydrogenase (MDH)
from the green gliding termophilic bacteria Chloroflexus Aurantiacus was collected to
approximately 1.9 A resolution. The crystal mosaicity seems high, resulting in low
completeness during data processing with Denzo. Nevertheless, the data are hopefully
sufficient to investigate the structural consequences on the tetrameric stabilization by the
introduced mutations. The structure has not yet been solved, but should be a routine

operation once the processing is finished.

Another crystal of the same protein was also subject to data collection in order to increase
the completness of the first data set. Unfortunately there were some problems with the
beam collimator at that time and the data collection was aborted without recovery of the

crystal.
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