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Figure 1.
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Microcrystals of bovine insulin crystal.
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Figure 2. Powder diffraction image of bovine insulin (5 deg/15
min oscillation)
Detector: R-AXIS IV* *, distance 420 mm
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Figure 3.

A drawing of a new guinier camera for protein powder diffraction.
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Figure 5. Powder pattern image of lysozyme-NAG4 complex crystal using a new guinier camera.
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Figure 6. Profile of powder diffraction image processed by a
software Fit2d.
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Figure 8. Result of refinement process using GSAS.
Sample: insuline powder diffraction data at SPring-8.
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Figure 9. A view of the N-acetylglucosamine complex with chicken
egg lysozyme as determined from X-ray powder diffraction data at
BL40B2.
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Recent Progress in Macromolecular Crystallography Using X-ray Powder
Diffraction method
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Abstract

Powder diffraction is the workhorse of X-ray crystallographic methods. We introduce recent results of its appli-
cation to macromolecular crystals in the world, including experimental results in some synchrotron radiation facili-
ties. We also introduce our unique guinier-camera and our experimental results in SPring-8. The use of high resolu-
tion powder diffraction may make it possible to screen for the formation of protein/drug complexes and to deter-
mine their structures.
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