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Proper Citation

3DID: 3D Interacting Domains (RRID:SCR_007425)

Resource Information

URL.: http://3did.irbbarcelona.org

Proper Citation: 3DID: 3D Interacting Domains (RRID:SCR_007425)

Description: A database of domain-domain and peptide-mediated interactions of known 3D
structures. The database of 3D Interaction Domains (3did) is a collection of domain-domain
and domain-peptide interactions for which high-resolution three-dimensional structures are
known. 3did exploits structural information to provide critical molecular details necessary for
understanding how these interactions occur. It also offers an overview of how similar in
structure are interactions between different members of the same protein family. The
database also contains GO-based functional annotations and interactions between yeast
proteins from large-scale interaction discovery studies. Sponsors: This resource is partially
supported by the Spanish Ministerio de Educacin y Ciencia (PSE-010000-2007-1 and
BI02007-62426) and the 3D-Repertoire from the European Commission under FP6 contract
LSHG-CT-2005-512028. Keywords: Database, Domain, Peptide, Protein, 3D structure,
Interaction, Dimentional, Structure, Molecular, Functional, Annotation, Interaction, Yeast,
Study, Research,

Synonyms: 3DID

Resource Type: database, data or information resource
Funding:

Resource Name: 3DID: 3D Interacting Domains
Resource ID: SCR_007425

Alternate IDs: nif-0000-00555
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Ratings and Alerts

No rating or validation information has been found for 3DID: 3D Interacting Domains.

No alerts have been found for 3DID: 3D Interacting Domains.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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