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Proper Citation

12D (RRID:SCR_002957)

Resource Information

URL.: http://ophid.utoronto.ca/i2d

Proper Citation: 12D (RRID:SCR_002957)

Description: Database of known and predicted mammalian and eukaryotic protein-protein
interactions, it is designed to be both a resource for the laboratory scientist to explore known
and predicted protein-protein interactions, and to facilitate bioinformatics initiatives exploring
protein interaction networks. It has been built by mapping high-throughput (HTP) data
between species. Thus, until experimentally verified, these interactions should be considered
predictions. It remains one of the most comprehensive sources of known and predicted
eukaryotic PPI. It contains 490,600 Source Interactions, 370,002 Predicted Interactions, for a
total of 846,116 interactions, and continues to expand as new protein-protein interaction data
becomes available.

Abbreviations: 12D

Synonyms: Interologous Interaction Database, OPHID, 12D - Interologous Interaction
Database

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

Defining Citation: PMID:17535438, PMID:15657099

Keywords: interaction, prediction, protein-protein interaction, high-throughput, model
organism, mammal, eukaryote, visualization, interolog, protein

Funding: National Science and Engineering Research Council RGPIN 203833-02;
NIGMS P50-GM62413
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Resource Name: 12D

Resource ID: SCR_002957

Alternate IDs: nif-0000-03005

Record Creation Time: 20220129T080216+0000

Record Last Update: 20250508T064825+0000

Ratings and Alerts
No rating or validation information has been found for 12D.

No alerts have been found for 12D.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.

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