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Proper Citation

Interaction Reference Index (RRID:SCR_002085)

Resource Information

URL.: http://irefindex.org

Proper Citation: Interaction Reference Index (RRID:SCR_002085)

Description: An index of protein interactions available in a number of primary interaction
databases including BIND, BioGRID, CORUM, DIP, HPRD, IntAct, MINT, MPact, MPPI and
OPHID. This index includes multiple interaction types including physical and genetic
(mapped to their corresponding protein products) as determined by a multitude of methods.
This index allows the user to search for a protein and retrieve a non-redundant list of
interactors for that protein. iRefIndex uses the Sequence Global Unique Identifier (SEGUID)
to group proteins and interactions into redundant groups. This method allows users to
integrate their own data with the iReflndex in a way that ensures proteins with the exact
same sequence will be represented only once. iReflndex project has three long term
objectives: # to facilitate exchange of interaction data between interaction databases. # to
consolidate interaction data from multiple sources. # to provide feedback to source
interaction databases. iReflndex is made available in a number of formats: MITAB tab-
delimited text files, iRefWeb interface, iRefScape plugin for Cytoscape, PSICQUIC Web
services, and an interface for the R programming language environment.

Abbreviations: iReflIndex
Resource Type: database, data or information resource

Defining Citation: PMID:18823568

Keywords: genetic, interaction, protein, protein interaction, protein-protein interaction
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Availability: Creative Commons Attribution License, 2.5 Generic
Resource Name: Interaction Reference Index

Resource ID: SCR_002085

Alternate IDs: nif-0000-20860

Old URLSs: http://irefindex.uio.no

Record Creation Time: 20220129T080211+0000

Record Last Update: 20250412T054648+0000

Ratings and Alerts
No rating or validation information has been found for Interaction Reference Index.

No alerts have been found for Interaction Reference Index.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.

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