
according to major consensus. Table 24.5.9.1 indicates how to
access these resources.

24.5.10. Conclusion

These are exciting and challenging times to be responsible for the
collection, curation and distribution of macromolecular structure
data. Since the RCSB assumed responsibility for data deposition in
February 1999, the number of depositions has averaged approxi-
mately 50 a week. However, with the advent of a number of
structure genomics initiatives worldwide, this number is likely to
increase. We estimate that the PDB, which at writing contains
approximately 10 500 structures, could triple or quadruple in size
over the next five years. This presents a challenge of timely
distribution while maintaining high quality. The PDB’s approach of
using modern data-management practices should permit us to
accommodate a large data influx.

The maintenance and further development of the PDB are
community efforts. The willingness of others to share ideas,
software and data provides a depth to the resource not obtainable
otherwise. Some of these efforts are acknowledged below. New

input is constantly being sought and the PDB invites comments at
any time by e-mail to info@rcsb.org.
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