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Human Reference Protein Interactome Project

RRID:SCR_015670
Type: Tool

Proper Citation

Human Reference Protein Interactome Project (RRID:SCR_015670)

Resource Information

URL: http://interactome.baderlab.org/

Proper Citation: Human Reference Protein Interactome Project (RRID:SCR_015670)

Description: Project portal for the Human Reference Protein Interactome Project, which
aims generate a first reference map of the human protein-protein interactome network by
identifying binary protein-protein interactions (PPIs). It achieves this by systematically
interrogating all pairwise combinations of predicted human protein-coding genes using
proteome-scale technologies.

Abbreviations: HuRI
Synonyms: HuRI: The Human Reference Protein Interactome Mapping Project

Resource Type: web application, project portal, data or information resource, database,
software resource, portal

Defining Citation: PMID:25416956

Keywords: protein interactome, protein-protein interaction, ppi, pairwise combination,
proteome, human reference

Funding: NHGRI R01/U01HGO001715;
NHGRI P50HG004233;
NHLBI U0O1HL098166;

NHLBI U0O1HL108630;

NCI U54CA112962;

NCI R33CA132073;

NIH RC4HG006066;

NICHD ARRA R01HD065288;
NICHD ARRA R21MH104766;
NICHD ARRA RO01MH105524;
NIMH RO1MHO091350;



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_015670/resolver
http://interactome.baderlab.org/
https://pubmed.ncbi.nlm.nih.gov/25416956

NSF CCF-1219007,
NSERC RGPIN-2014-03892

Availability: Freely Available, Free, Available for download
Resource Name: Human Reference Protein Interactome Project
Resource ID: SCR_015670

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260729T044358+0000

Ratings and Alerts

No rating or validation information has been found for Human Reference Protein
Interactome Project.

No alerts have been found for Human Reference Protein Interactome Project.

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 SPARC SAWG .
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