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The Protein Data Bank (PDB) is an open-access, global archive for experimentally determined 3D
structures of biological macromolecules. Established in 1971 as the first open-access digital data
resource in biology—starting with seven X-ray crystallographic protein structures—and now
containing >250,000 structures. Managed by the wwPDB consortium, the PDB provides curated
data under a CCO (unrestricted free-to-use) license. Beyond serving structural biomedicine, PDB
data have enabled major advances in structure modeling and Al/ML—supporting both
homologous modeling and template-free approaches such as AlphaFold2—and are integrated
into RCSB’s research portal with advanced search and visualization tools. PDB’s impact on drug
discovery and its public-health role, including >6K SARS-CoV-2 structures, can’t be overstated.

Efficient use of this wealth of information may seem trivial, but it is not; it requires understanding
the files containing structural information—their format, content, and the meaning of the actual
structural data—along with the associated metadata. Multiple traps exist that often novice, and
sometimes even seasoned, users of the PDB regularly fall into. The presentation will discuss these
caveats and share the speaker’s decades of experience to help build a solid foundation for
avoiding them.
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