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This chart shows the increase in the total number of structures in the PDB per year, through July 1. 2003, as well as examples of the increasing com-
plexity of these structures. In the 19705, the first structures available to the scientific community included proteins such as a. myoglobin,* b. hemo-

globin,** and ¢. lysozyme,”* and other molecules such as d. transfer RNA. " In the 1980%, advances in experimental data collection

methods allowed much larger structures to be solved, including e. antibodies,"" and f. entire viruses.” By 2003, all aspects of struc-

tural science have advanced so that very complex and functionally significant structures could be made accessible to study, including
& actin,” the b. nucleosome,'” i. myosin,” j. ribosomal subunits,”*' and the k. calcium pump.* Structures pictured here were taken
from PDB entries 1mbn, 2dhb, 2lyz. 4tna + 6tna, 1fc1 + Imep, 2stv, 1atn, 1aoi, 1dfk, 1ffk + 1fka
+ 1J5e, and 1iwo, respectively. Images were created by David S. Goodsell of The Scripps Research

Institute, creator of the PDB Molecule of the Month series,
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Dipole Moment of Hydration Water molecules
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Diffractometer for Bio-Macromolecul at J-PARC
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Figure 8: Three-dimensional image of BIX-P1.

100 - 150 times detection Efficiency
200 - 500 proteins / year of 1 mm3 crystal
50 - 100 proteins /year of 0.5mm x 0.5mm x 0.5mm crystal



