
UniProt Guidelines 
URL 
http://www.uniprot.org/ 
 
Description 
The UniProt Knowledgebase (UniProtKB) is a comprehensive resource for protein sequence and 
functional information with extensive cross-references to more than 120 external databases. 
Besides amino acid sequence and a description, it also provides taxonomic data and citation 
information. 
 
Guidelines 
This database is to be used if the name of the protein is known. The following graphic shows the 
top of the UniProt homepage. You will type the name of your protein into the main search bar. 
Be sure that the “UniProtKB” option is selected in the dropdown menu to the left. 

 
Warning on Nomenclature 
Some researchers use unofficial nomenclature to describe the proteins in their research. In this 
case, the name will probably not yield any viable results. An example of such an instance is 
PP2A (Protein Phosphatase 2).  
If this is the case with your protein, you will need to find the proper name of the protein using 
either PubMed or Wikipedia. According to Wikipedia, the official identifier of this enzyme is 
“PPP2CA”.  
 
Analyzing the Results 
Continuing with the PPP2CA example, the search yields almost 200 results. To ensure that you 
have selected the correct one, you have to look at the “Protein Names”, “Gene Names” and 
“Organisms” columns on the right side of the screen.  



 
From the literature and the Wikipedia entry, we know that: 
●  the protein is a “...ubiquitous and conserved serine/threonine phosphatase...” (Wikipedia, 

2016) 
● The gene that makes this protein is the PPP2CA gene. 
● The protein we want to annotate is found in humans. 

 
The second entry is the one that we’re most likely looking for, and we will use its unique 
identifier (P67775) to annotate in the BioModels repository. 
 
Using the Result to Help with the Rest of the Annotation 
If you click on the ‘P67775’ link, you are taken to this protein’s record in UniProt. You will find 
that the record is split up into several sections. You will want to focus on the following sections 
(if they are available) to help you annotate reactions and compartments. 
● Function 
● Subcellular Location 
● Cross-References 

Function 
The function section contains a basic description of the protein along with: its function, Gene 
Ontology (GO) annotations, and Enzyme & Pathway database locations.  
The GO annotations can be helpful for annotating biological processes. In this instance, there are 
over 20 biological processes associated with this protein. Most of them are tagged through the 
UniProtKB database.  



 
If you scroll down further, you will see the Enzyme & Pathway subsection. This is where you 
will find the proper reaction annotations that link to its record in Reactome.  



 
Choose the reaction that best fits the one described in the paper. For example, if you were to use 
one of these annotations to put in the BioModels database, it would look something like this: 
isVersionOf R-HSA-163767: “PP2A-Amediated dephosphorylation of key metabolic factors” 
 

Subcellular Location 
This section contains all of the cellular components that are associated with the protein. The tags 
can come from a variety of databases, so you will need to choose which ones are interoperable 
with the BioModels repository. 
 

Cross-References 
The cross-references section holds the additional databases that this protein is found under. For 
the PP2A protein, one area of interest is the “Genome Annotation Databases” section which 
contains the KEGG tag (hsa:5515). This tag links to the protein’s record in KEGG. It’s a good 
idea to check this section when searching other proteins, because there may be tags that could be 
used in the BioModels repository. 


