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Protein sequence database
Uni-Prot

versal Protein resource, a central repository of protein
created by combining the Swiss-Prot, TrEMBL and

databases.

Uni-ProtKB
Uniprot knowledge base is the central access point for extensive
curated protein information, including function, classification,
cross-reference.

UniprotKB/SWISS-PROT is a manually annotated universalUniprotKB/SWISS-PROT is a manually annotated universal
protein database which is always reviewed.
UniprotKB/TrEMBL is an automatically annotated database
and is not reviewed.

Uni-Prot Reference clusters (UniRef)
provide clustered sets of sequences from the UniProtKB to
complete coverage of sequence space at several resolutions

https://www.ebi.ac.uk/uniprot/index
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Types of annotations provided
 Description of a protein's function,

domain structure, conflicts between
literature references and variants.

 Provides a high level of integration
other bio-molecular databases.

to obtain
resolutions



UniprotKB/SWISS-PROT

UniProtKB/Swiss-Prot is the manually annotated and
reviewed section of the UniProt Knowledgebase
UniProtKB).

is a high quality annotated and non-redundant
protein sequence database, which brings together
experimental results, computed features and scientific
conclusions.

Since 2002, it is maintained by the UniProt consortium
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UniprotKB/TrEMBL

TrEMBL is a computer-annotated protein
sequence database complementing the
UniprotKB/SWISS-PROT.

UniProtKB/TrEMBL contains the translations
of all coding sequences (CDS) present in theof all coding sequences (CDS) present in the
EMBL/GenBank/DDBJ Nucleotide Sequence
Databases and also protein sequences
extracted from the literature or submitted to
UniProtKB/Swiss-Prot.

The database is enriched with automated
classification and annotation.



PIR-Protein Information Resources

Integrated public bioinformatics resource to

support genomic and proteomic research,

and scientific studies. It contains protein

sequences databases.

A division of National Biomedical Research

Foundation (NBRF) in U.S.

One can search for entries or do sequence

similarity search at PIR site.

ocated at Georgetown University Medical

Center (GUMC)

Protein Information Resources https://proteininformationresource.org/



Informations that could be retrieved from 

 Function of the protein

 Post-translational modification

 Domains and sites.

 Secondary structure. Secondary structure.

 Quaternary structure.

 Similarities to other proteins;

 Diseases associated with deficiencies in 

 Sequence conflicts, variants, etc.

Informations that could be retrieved from Uni-Prot

Function of the protein

modification

to other proteins;

associated with deficiencies in the protein

conflicts, variants, etc.


