
Bioinformatics tools
InterPro scan

BLAST
SignalP, TargetP

Predotar
TMHMM, ESKW, MEMSAT

etc.

External expertise
Contact “wet” labs to 

get additional information 
or clarifications

Bibliography
Literature search 
(PubMed, Patent 
databases, …) 

Nomenclature, …

manual annotation
by an expert team 

of  biologists

Choice of the most 
accurate sequence

Choice of the protein 
to be annotated
- Update request

- family annotation 
- collaborations

- direct submission 
- “hot” topics 

- new publication, …

Protein or gene names
EC Number, ordered locus name, ORF name(s). 

All synonyms found in the literature are 
cited and we are using a coherent 

nomenclature based on the names proposed
by international and/or community-specific

nomenclature committee.

Relevant articles describing:
mRNA, genomic or protein sequences, 
function, regulation, expression, tissue
specificity, mutations, PTM, diseases, …

The type of information extracted from
a given article is indicated in the first 
line of the reference block (RP line). 

Links to PubMed are provided.

24 different topics in the comment section:
Free text and/or controlled vocabularies.

Includes experimental qualifiers to 
indicate the level of confidence 

(cf. Sequence features » below).

Cross-references to about 100 other databases
EMBL/GenBank/DDBJ, Gramene, TAIR, 

InterPRo, PROSITE, PDB, MIM, SGD, MGI, 
FlyBase, WormPep, RGD, HGNC, …

Controlled vocabulary
Based on function, structure and other criteria

Experimentally proven, predicted or
propagated features.

Includes experimental qualifiers:
« By similarity »: Experimental confirmation

available for an homologous protein.
« Probable »: Not indicated by the authors,

but inferred from other sources.
« Potential »: Predicted by computer 

analysis

Manually checked protein sequence
Protein sequences derived from the same 

gene are merged, the most accurate sequence 
is displayed and differences 

are fully documented 

A SwissA Swiss--Prot entry in the NiceProt view formatProt entry in the NiceProt view format

Every new entry is submitted to a “checking program”
to make sure that our annotation and format rules 

are enforced, and then double checked by a
second annotator before integration in UniProtKB/Swiss-Prot

Boeckmann B., Blatter M.-C., Famiglietti L., Hinz U., Lane L., Roechert B., Bairoch A.
“Protein variety and functional diversity: Swiss-Prot annotation in its biological context. 
“
C R Biol. 2005 328:882-899 (PMID: 16286078)

www.uniprot.org

Processing and curation 

of the biological knowledge 

in UniProtKB/Swiss-Prot

Swiss Institute of Bioinformatics (SIB)

European Bioinformatics Institute (EMBL-EBI)

Protein Information Resource (PIR)

Contact
help@uniprot.org

Protein and 
gene names

References

Comments

Cross-references

Keywords

Sequence features

A UniProtKB/SwissA UniProtKB/Swiss--Prot entry in the NiceProt view formatProt entry in the NiceProt view format

Update
request


