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Proper Citation

Information Hyperlinked Over Proteins (RRID:SCR_004829)

Resource Information

URL: http://www.ihop-net.org/UniPub/iHOP/

Proper Citation: Information Hyperlinked Over Proteins (RRID:SCR_004829)

Description: Information system that provides a network of concurring genes and proteins 
extends through the scientific literature touching on phenotypes, pathologies and gene 
function. It provides this network as a natural way of accessing millions of PubMed abstracts. 
By using genes and proteins as hyperlinks between sentences and abstracts, the information 
in PubMed can be converted into one navigable resource, bringing all advantages of the 
internet to scientific literature research. Moreover, this literature network can be 
superimposed on experimental interaction data (e.g., yeast-two hybrid data from Drosophila 
melanogaster and Caenorhabditis elegans) to make possible a simultaneous analysis of new 
and existing knowledge. The network contains half a million sentences and 30,000 different 
genes from humans, mice, D. melanogaster, C. elegans, zebrafish, Arabidopsis thaliana, 
yeast and Escherichia coli.

Abbreviations: iHOP

Synonyms: iHOP - Information Hyperlinked over Proteins

Resource Type: data or information resource, database, service resource

Defining Citation: PMID:15226743

Keywords: phenotype, gene, protein, interaction, pathology, physiology, gene network, 
network, literature, gene function, text-mining, bio.tools

Funding: European Union IST-2001- 32688;
European Union QLRT-2001-00015

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_004829/resolver
http://www.ihop-net.org/UniPub/iHOP/
https://pubmed.ncbi.nlm.nih.gov/15226743


Availability: Creative Commons Attribution-NoDerivs License, Works v3

Resource Name: Information Hyperlinked Over Proteins

Resource ID: SCR_004829

Alternate IDs: biotools:ihop, nif-0000-00232, OMICS_01185

Alternate URLs: https://bio.tools/ihop

Record Creation Time: 20220129T080226+0000

Record Last Update: 20250426T055736+0000

Ratings and Alerts

No rating or validation information has been found for Information Hyperlinked Over Proteins.

No alerts have been found for Information Hyperlinked Over Proteins.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 24 mentions in open access literature.

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