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Proper Citation

Database of Interacting Proteins (DIP) (RRID:SCR_003167)

Resource Information

URL.: http://dip.doe-mbi.ucla.edu/

Proper Citation: Database of Interacting Proteins (DIP) (RRID:SCR_003167)

Description: Database to catalog experimentally determined interactions between proteins
combining information from a variety of sources to create a single, consistent set of protein-
protein interactions that can be downloaded in a variety of formats. The data were curated,
both, manually and also automatically using computational approaches that utilize the the
knowledge about the protein-protein interaction networks extracted from the most reliable,
core subset of the DIP data. Because the reliability of experimental evidence varies widely,
methods of quality assessment have been developed and utilized to identify the most reliable
subset of the interactions. This CORE set can be used as a reference when evaluating the
reliability of high-throughput protein-protein interaction data sets, for development of
prediction methods, as well as in the studies of the properties of protein interaction networks.
Tools are available to analyze, visualize and integrate user's own experimental data with the
information about protein-protein interactions available in the DIP database. The DIP
database lists protein pairs that are known to interact with each other. By interact they mean
that two amino acid chains were experimentally identified to bind to each other. The
database lists such pairs to aid those studying a particular protein-protein interaction but also
those investigating entire regulatory and signaling pathways as well as those studying the
organization and complexity of the protein interaction network at the cellular level.
Registration is required to gain access to most of the DIP features. Registration is free to the
members of the academic community. Trial accounts for the commercial users are also
available.

Abbreviations: DIP

Synonyms: , Database of Interacting Proteins, DIP, Database of Interacting Proteins (DIP)



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_003167/resolver
http://dip.doe-mbi.ucla.edu/

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

Defining Citation: PMID:14681454

Keywords: blast, cellular network, ligand-receptor complex, ligand, network, protein, protein
interaction, protein ligand, protein-protein interaction, protein receptor, receptor, sequence,
interaction, regulatory pathway, signaling pathway, protein binding, bio.tools, FASEB list

Funding Agency: NIGMS

Availability: Account required, Creative Commons Attribution-NoDerivs License, Trial
accounts for commercial users are available, Terms of Use, The community can contribute to
this resource

Resource Name: Database of Interacting Proteins (DIP)
Resource ID: SCR_003167
Alternate IDs: OMICS_01905, nif-0000-00569, biotools:dip

Alternate URLSs: https://dip.doe-mbi.ucla.edu/dip/Main.cgi, https://bio.tools/dip

Ratings and Alerts
No rating or validation information has been found for Database of Interacting Proteins (DIP).

No alerts have been found for Database of Interacting Proteins (DIP).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 143 mentions in open access literature.

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