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Worldwide Protein Data Bank (wwPDB)

RRID:SCR_006555
Type: Tool

Proper Citation

Worldwide Protein Data Bank (wwPDB) (RRID:SCR_006555)

Resource Information

URL.: http://www.wwpdb.org/

Proper Citation: Worldwide Protein Data Bank (wwPDB) (RRID:SCR_006555)

Description: Public global Protein Data Bank archive of macromolecular structural data
overseen by organizations that act as deposition, data processing and distribution centers for
PDB data. Members are: RCSB PDB (USA), PDBe (Europe) and PDB;j (Japan), and BMRB
(USA). This site provides information about services provided by individual member
organizations and about projects undertaken by wwPDB. Data available via websites of its
member organizations.

Abbreviations: wwPDB

Synonyms: World Wide Protein DataBank, wwPDB, Worldwide Protein Data Bank
(wwPDB), World Wide Protein Data Bank, Worldwide Protein DataBank

Resource Type: database, data or information resource

Defining Citation: PMID:14634627

Keywords: 3-dimentional, bioinformatics, protein, research, structure, macromolecule,
structural data, 3d spatial image, gold standard

Funding: NSF;
NIGMS ;

DOE ;

NLM ;

NCI ;

NINDS ;
NIDDK ;



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006555/resolver
http://www.wwpdb.org/
https://pubmed.ncbi.nlm.nih.gov/14634627

European Molecular Biology Laboratory ;
Heidelberg; Germany ;

Wellcome Trust ;

BBSRC ;

NIH ;

European Union ;

NBDC - National Bioscience Database Center ;
Japan Science and Technology Agency

Availability: Free, Freely available

Resource Name: Worldwide Protein Data Bank (wwPDB)
Resource ID: SCR_006555

Alternate IDs: nif-0000-23903

Record Creation Time: 20220129T080236+0000

Record Last Update: 20250409T060534+0000

Ratings and Alerts

No rating or validation information has been found for Worldwide Protein Data Bank
(wwPDB).

No alerts have been found for Worldwide Protein Data Bank (wwPDB).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1160 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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