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RRID:SCR_014651
Type: Tool

Proper Citation

HIPPIE (RRID:SCR_014651)

Resource Information

URL.: http://cbdm.uni-mainz.de/hippie/

Proper Citation: HIPPIE (RRID:SCR_014651)

Description: Web tool used to generate confidence scored and functionally annotated
human protein-protein interaction networks. Users can run a protein query using a UniProt
identifier (ID or accession), gene symbol or Entrez gene id, or a network query using set
fields.

Synonyms: Human Integrated Protein Protein Interaction Reference, Human Integrated
Protein-Protein Interaction rEference, Human Integrated Protein-Protein Interaction
rEference (HIPPIE)

Resource Type: web application, software resource

Defining Citation: DOI:10.1371/journal.pone.0031826

Keywords: web tool, web application, protein protein interaction, reference tool, protein
guery, network query, human protein protein interaction network

Funding: Helmholtz Alliance in Systems Biology ;
BMBF 01GS08170

Availability: Available on the web, Available for download, Acknowledgement requested
Resource Name: HIPPIE

Resource ID: SCR_014651

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260808T190015+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_014651/resolver
http://cbdm.uni-mainz.de/hippie/
https://dx.doi.org/10.1371/journal.pone.0031826

No rating or validation information has been found for HIPPIE.

No alerts have been found for HIPPIE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 142 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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