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Sequence curation 
Protein sequences derived from the same gene are merged, the most accurate 
sequence is defined and displayed by default in the entry. Discrepancies between 
merged sequences are fully documented. When possible, we define the sequence in 
agreement with other resources in order to improve consistency across databases. We 
also provide additional sequences, such as those produced by alternative splicing. 
Sequences are analyzed using sequence analysis tools to predict sequence features. 
Predictions are manually reviewed and relevant results are included in the entry.  

Highlights from a UniProtKB/Swiss-Prot entry 

Manual curation of proteins is essential to provide the scientific community with high quality datasets. To be useful, these datasets have 
to be not only reliable, but also programmatically parsable. In view of its importance, manual curation is the highest priority of the UniProt 
Consortium, with more than 60% of its staff being fully dedicated to this task. Manually curated entries are stored in the Swiss-Prot 
section of UniProt Knowledgebase (UniProtKB). 

Prioritization 
The selection of proteins for manual curation is based on well-defined criteria. We seek 
novel important discoveries, such as new functions, new enzymatic reactions, new 
pathways or structural information, especially for uncharacterized proteins, but also for 
proteins involved in "hot" topics. High impact discoveries are identified by literature 
surveillance, automatic methods and collaborations with other databases. Feedback from 
users is also extremely valuable and users' requests constitute UniProt’s highest priority. 
  

Literature curation 
Information is manually extracted from the full text of selected publications and 
summarized in the appropriate format. All protein and gene names found in articles are 
reported, as well as official names. In this regard, we actively collaborate with several 
MODs and nomenclature committees. Functional data, such as function, subcellular 
location, protein-protein interactions, post-translational modifications (PTMs) or cofactor 
and substrate-binding sites are integrated using both free text and controlled 
vocabularies. Annotations are linked to the original source to allow users to trace the 
origin of each piece of information. 

Collaboration with external resources 
UniProtKB aims to function as a hub that actively promotes exchanges with other 
resources. Collaborations exist in various fields, such as sequence curation, protein-
protein interactions and proteomics.  
•  We are part of the IMEx consortium, and protein-protein interaction (PPI) data are 

curated to IMEx or MIMIx standards using the IntAct editor interface. After filtering, 
high quality interactions are imported and integrated into UniProtKB for display in the 
‘Binary interactions’ section. 

•  We actively participate in the GO manual curation effort. Assignment of GO terms is 
part of the regular UniProtKB manual curation process and GO terms are imported 
from a variety of other GO Consortium members. GO terms are displayed in the 
'Ontologies' section with the appropriate evidence code and source database. 

•  We participate in the IUBMB Nomenclature Committee and submit new enzymatic 
reactions for creation of new EC numbers. 

•  We are also part of the consensus CDS protein set (CCDS) project to define a 
common clean set of proteins of the reference human genome. 


