
• Variety of biomedical literature search engines, including PubMed and iHOP
• Databases (e.g. UniProtKB, IntAct) (with highly researched genes the search is usually limited to human 

entries only). 
• Papers are also identified based on communications with researchers in the field and papers highlighted at 

relevant conferences and workshops.
• Reviews are also used to provide an overview of the characteristics of a protein and an insight into the 

complete set of GO terms required, when the volume of literature is too extensive to interrogate within the 
time available.

Query
To identify papers for GO annotation

List
Gene symbol & aliases

The curators will usually associate GO terms with 
all of the human proteins mentioned in each 

paper, depending on the experimental evidence 
available

Complete
Comprehensive annotation of the 

protein has been achieved

We aim to capture the knowledge about each 
protein using a limited number of papers with 
experimental evidence; we do not annotate all 
relevant papers if this will lead to duplication of 

GO terms associated to the protein.

GO terms are chosen by querying the ontology 
using QuickGO, AmiGO or OBO-Edit.

Before assigning a GO term, its definition and 
position within the ontology are checked to ensure 

its suitability.

When a new GO term is required or modifications 
are needed to an existing GO term, the GO 

editorial office is contacted via SourceForge, or 
the term is requested using Term Genie. Curators 

with write-access to the ontologies generally 
commit the changes themselves.

Occasionally GO terms are associated with non-
human proteins too

To ensure a rapid improvement in the annotations available for a large number of human proteins, the curators 
aim to spend a maximum of one day researching the literature associated with each protein.

Human is prioritized.
Curator is completely confident of protein identity 

& its derivative species à use experimental-
based evidence codes (preferred)

Non-human
experimental data relating to model organism 
proteins may be included in the annotation of 

human proteins (see below). This is only 
undertaken when there is clear evidence for 

orthology but this orthology is not identified by 
the Ensembl Compara annotation pipeline

When experimentally supported literature is 
unobtainable, due to insufficient information in 

the paper about the species the protein is 
derived from, the lack of access to a referenced 

paper, or simply because the knowledge is 
considered so well accepted that references are 

not supplied, author statements are applied.

Direct annotation of the model organism protein 
à use of ‘inferred by sequence similarity’ 

evidence code to transfer the information to the 
orthologous human proteins. 

Annotation


