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Resource Information

URL: http://evexdb.org

Proper Citation: Evex (RRID:SCR_010509)

Description: EVEX is a text mining resource built on top of PubMed abstracts and PubMed 
Central full texts. It contains over 40 million bio-molecular events among more than 76 million 
automatically extracted gene/protein name mentions. The text mining data further has been 
enriched with gene normalization results, allowing straightforward integration with external 
resources. Further, gene families from Ensembl and HomoloGene provide homology-based 
event generalizations. EVEX presents both direct and indirect associations between genes 
and proteins, enabling explorative browsing of relevant literature.

Resource Type: software application, text-mining software, data or information resource, 
database, software resource

Keywords: gene, protein, bio.tools

Funding:

Resource Name: Evex

Resource ID: SCR_010509

Alternate IDs: biotools:evex, nlx_158731

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

Record Creation Time: 20220129T080259+0000

Record Last Update: 20250514T061537+0000
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Ratings and Alerts

No rating or validation information has been found for Evex.

No alerts have been found for Evex.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 18 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Mehryary F, et al. (2016) Filtering large-scale event collections using a combination of 
supervised and unsupervised learning for event trigger classification. Journal of biomedical 
semantics, 7, 27.
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one, 11(7), e0157422.

Hakala K, et al. (2015) Application of the EVEX resource to event extraction and network 
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16), S3.
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