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Proper Citation

ECO (RRID:SCR_002477)

Resource Information

URL: http://www.evidenceontology.org

Proper Citation: ECO (RRID:SCR_002477)

Description: A controlled vocabulary that describes types of scientific evidence within the 
realm of biological research that can arise from laboratory experiments, computational 
methods, manual literature curation, and other means. Researchers can use these types of 
evidence to support assertions about research subjects that result from scientific research, 
such as scientific conclusions, gene annotations, or other statements of fact. ECO comprises 
two high-level classes, evidence and assertion method, where evidence is defined as a type 
of information that is used to support an assertion, and assertion method is defined as a 
means by which a statement is made about an entity. Together evidence and assertion 
method can be combined to describe both the support for an assertion and whether that 
assertion was made by a human being or a computer. However, ECO can not be used to 
make the assertion itself; for that, one would use another ontology, free text description, or 
other means. ECO was originally created around the year 2000 to support gene product 
annotation by the Gene Ontology. Today ECO is used by many groups concerned with 
provenance in scientific research. ECO is used in AmiGO 2

Abbreviations: ECO

Synonyms: Evidence Codes Ontology, Evidence Ontology, evidenceontology, The 
Evidence Ontology

Resource Type: controlled vocabulary, ontology, data or information resource

Keywords: evidence, assertion, assertion method, gene product, obo, evidence code, 
experiment, similarity, provenance

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_002477/resolver
http://www.evidenceontology.org
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Resource Name: ECO
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Ratings and Alerts

No rating or validation information has been found for ECO.

No alerts have been found for ECO.

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 NIF.
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