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Proper Citation

VirusMINT (RRID:SCR_005987)

Resource Information

URL: http://mint.bio.uniroma2.it/virusmint/

Proper Citation: VirusMINT (RRID:SCR_005987)

Description: A virus protein interactions database that collects and annotates all the
interactions between human and viral proteins and integrates this information in the
human protein interaction network. It uses the PSI-MI standard and is fully integrated with
the MINT database. You can search for any viral or human protein by entering either
common names or database identifiers or display a complete viral interactome.

Abbreviations: VirusMINT

Resource Type: data or information resource, database

Defining Citation: PMID:18974184

Keywords: protein interaction, virus, protein, bio.tools

Related Condition: Papilloma virus, Human immunodeficiency virus, Epstein-Barr virus,
Hepatitis B virus, Hepatitis C virus, Herpes virus, Simian virus 40

Resource Name: VirusMINT

Resource ID: SCR_005987

Alternate IDs: nif-0000-03636, OMICS_01909, biotools:virusmint, r3d100010685

Alternate URLs: https://bio.tools/virusmint, https://doi.org/10.17616/R3F890

Record Creation Time: 20220129T080233+0000

Record Last Update: 20260729T044131+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_005987/resolver
http://mint.bio.uniroma2.it/virusmint/
https://pubmed.ncbi.nlm.nih.gov/18974184


No rating or validation information has been found for VirusMINT.

No alerts have been found for VirusMINT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Khorsand B, et al. (2020) Comprehensive host-pathogen protein-protein interaction
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comprehensive protein interaction network of influenza A virus with its host. BMC
infectious diseases, 20(1), 480.
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van der Lee R, et al. (2015) Integrative Genomics-Based Discovery of Novel Regulators of
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reports, 5, 8034.
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supervised machine learning methods. PloS one, 9(11), e112034.
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disease. Retrovirology, 11, 6.


