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Overview on the Development of Protein Structure
Determination by Using Synchrotron X-Ray
Crystallography from a Viewpoint of the Growth of
Protein Structural Data
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Most of the macromolecular structures deposited in Protein Data Bank (PDB) are determined by X-ray
crystallography. In recent years, the growth rate of protein structural data has slowed, implying that the
enhancement of techniques for novel protein structure determination is desired. The integrated technology platform
for biocrystallography developed by advanced synchrotron radiation facilities provides the advantage of exploring
innovative methods for novel structures discovery to enhance the growth rate of PDB.
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Growth of Unique Folds Per Year As Defined By SCOP
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