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Unified Human Interactome
RRID:SCR_005805
Type: Tool

Proper Citation

Unified Human Interactome (RRID:SCR_005805)

Resource Information

URL: http://www.unihi.org

Proper Citation: Unified Human Interactome (RRID:SCR_005805)

Description: A database of human molecular interaction networks that integrates human
protein-protein and transcriptional regulatory interactions from 15 distinct resources and
aims to give direct and easy access to the integrated data set and to enable users to
perform network-based investigations. The database includes tools (i) to search for
molecular interaction partners of query genes or proteins in the integrated dataset, (ii) to
inspect the origin, evidence and functional annotation of retrieved proteins and
interactions, (iii) to visualize and adjust the resulting interaction network, (iv) to filter
interactions based on method of derivation, evidence and type of experiment as well as
based on gene expression data or gene lists and (v) to analyze the functional composition
of interaction networks.

Abbreviations: UniHI

Resource Type: database, data or information resource

Defining Citation: PMID:24214987, PMID:22218860, PMID:18984619, PMID:17158159

Keywords: molecular interaction network, interactome, protein, protein interaction
network, protein interaction, pathway, function, visualization, protein-protein interaction,
transcriptional regulatory interaction, network

Availability: Public, Non-commercial

Resource Name: Unified Human Interactome

Resource ID: SCR_005805

Alternate IDs: OMICS_01911, nif-0000-03609

Alternate URLs: http://www.mdc-berlin.de/unihi

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005805/resolver
http://www.unihi.org
https://pubmed.ncbi.nlm.nih.gov/24214987
https://pubmed.ncbi.nlm.nih.gov/22218860
https://pubmed.ncbi.nlm.nih.gov/18984619
https://pubmed.ncbi.nlm.nih.gov/17158159


Record Creation Time: 20220129T080232+0000

Record Last Update: 20260725T191140+0000

Ratings and Alerts

No rating or validation information has been found for Unified Human Interactome.

No alerts have been found for Unified Human Interactome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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