Crystal structure of NAD-dependent glycerol-3-phosphate dehydrogenase
from Leishmania mexicana
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Methods and Materials
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Crystals of LmGPDH were grown in the presence of permission from Elsevier Science.
K,Pt(CN), and frozen prior to data collection. After an

extended x-ray absorption fine structure scan on a frozen ~Reference

crystal to determine the peak and inflection point for . )

platinum, a four-wavelength multiwvavelength anomalous [1] F.R. Opperdoesinnu. Rev. Microbiok1, 127-151
diffraction experiment was conducted at the Advanced Photon ~ (1987).

Source (APS) 19-ID beamline at Argonne National

Laboratory. The data were processed with HKL2000 at APS

19-ID. The space group wad,2,2. Cell parameters were

a=Db=70.2Aandc=210.1 A. Resolution was 2.2 A.

Results

A single platinum site was determined from difference
Pattersons and its parameters refined before locating two
weaker sites from residual Fouriers and including them in
the phasing process. The map, calculated to 2.5 A after
solvent flipping with the SOLOMON option in SHARP,

was easily interpretable. This map was then used to perform
further density modification with the isomorphous native
(apo data set using the program WARP. The density at this
stage was simply superb. The model was built with O.



