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PDBj - Protein Data Bank Japan (RRID:SCR_008912)

Resource Information

URL: http://www.pdbj.org/

Proper Citation: PDBj - Protein Data Bank Japan (RRID:SCR_008912)

Description: PDBj (Protein Data Bank Japan) maintains a centralized PDB archive of
macromolecular structures and provides integrated tools, in collaboration with the RCSB,
the BMRB in USA and the PDBe in EU.

Abbreviations: PDB;j
Synonyms: PDBj, Protein Data Bank Japan

Resource Type: data or information resource, database, service resource, storage
service resource, data repository

Keywords: protein, macromolecule, structure, sequence, ligand, binding site, nmr,
molecule, gold standard

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

Availability: PDB data, Text and images are free of all copyright restrictions. You can use
them free of charge. When you reprint or cite them, Please also cite us as follows: Protein
Data Bank Japan (PDBj) Please also see Terms of Use page.

Resource Name: PDBj - Protein Data Bank Japan

Resource ID: SCR_008912

Alternate IDs: nlx_151484, r3d100010910

Alternate URLSs: https://doi.org/10.17616/R3RP75, https://doi.org/10.17616/R3RP75

Record Creation Time: 20220129T080250+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_008912/resolver
http://www.pdbj.org/

Record Last Update: 20260808T185922+0000

Ratings and Alerts
No rating or validation information has been found for PDB;j - Protein Data Bank Japan.

No alerts have been found for PDBj - Protein Data Bank Japan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 46 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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