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Proper Citation

Interaction Reference Index Web Interface (RRID:SCR_008118)

Resource Information

URL.: http://wodaklab.org/iRefWeb/

Proper Citation: Interaction Reference Index Web Interface (RRID:SCR_008118)

Description: iRefWeb is an interface to a relational database containing the latest build of
the interaction Reference Index (iReflndex) which integrates protein interaction data from
nine different interaction databases: BioGRID, BIND, CORUM, DIP, HPRD, INTACT,
MINT, MPPI, MPACT and OPHID. Integration is achieved through a rigorously
documented procedure for mapping protein IDs across databases, enabling systematic
backtracking of the links used to establish the identity of the interaction partners. The
iRefWeb interface groups interaction records from the different databases into a single
non-redundant view. In particular iRefWeb facilitates comparing interaction records as
seen by the various source databases relative to the PubMeds they were annotated from.
iRefWeb is one of several views of the iReflIndex resource. Data are also available in a
tab-delimited plain-text format (PSI-MITAB) as well as planned releases of a PSI-XML
formatted version and a Cytoscape plugin. Further details about the iRefIndex project as
well as data downloads are available from here . The method used to build iReflndex is
described in a recent publication.

Synonyms: iRefWeb
Resource Type: data or information resource, database

Keywords: bind, biogrid, corum, dip, hprd, intact, interaction, mint, mpact, mppi, ophid,
protein

Resource Name: Interaction Reference Index Web Interface
Resource ID: SCR_008118
Alternate IDs: nif-0000-20861, r3d100012725

Alternate URLSs: https://doi.org/10.17616/R31B8K, https://doi.org/10.17616/R31B8K



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_008118/resolver
http://wodaklab.org/iRefWeb/

Record Creation Time: 20220129T080245+0000

Record Last Update: 20260729T044200+0000

Ratings and Alerts

No rating or validation information has been found for Interaction Reference Index Web
Interface.

No alerts have been found for Interaction Reference Index Web Interface.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 27 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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