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Time-Resolved Macromolecular Crystallography in Practice at BioCARS, Advanced Photon Source:
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Volume-conserving transa€“cis isomerization pathways in photoactive yellow protein visualized by
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Cooperative macromolecular device revealed by meta-analysis of static and time-resolved structures.
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Protein Rinetics: Structures of intermediates and reaction mechanism from time-resolved x-ray data.
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