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Learn more about UniProt and the Complex Portal

Read the UniProt blog 

http://insideuniprot.blogspot.co.uk/
@uniprot

Visit the EBI Training portal

http://www.ebi.ac.uk/training

What is UniProt?
Comprehensive, high-quality and freely accessible 

resource of protein sequence and functional 

information.

What is the Complex Portal?
Encyclopaedic resource of macromolecular 

complexes from a number of key model organisms.

@complexportal
Subscribe to the Molecular Interactions newsletter

https://www.ebi.ac.uk/complexportal

Caenorhabditis Annotation Project
The Caenorhabditis protein annotation project mainly focuses on the manual annotation of experimentally characterised Caenorhabditis elegans (C.elegans), proteins, but also 

contains entries from other Caenorhabditis species including briggsae, drosophilae, remanei and vulgaris. We work closely with both the nematode worm research community and with 

WormBase, the database of the biology and genome of C. elegans and related nematode species, to ensure that UniProtKB and the Complex Portal present detailed and current 

proteomes, sequences and functional annotation of nematode proteins.
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Investigating protein and protein complex function in UniProtKB and the Complex Portal

Visualise protein interactions in the interactive complex viewer

Lifesp
an

Search and download data to explore protein function

Conduct simple searches in the databases to 

access and download a variety of data types

Data types

Functional

Amino acid-

specific

Sequences

Unique 

identifiers
Links to 

databasesStructural

Expertly reviewed 

experimental data

Predicted

Explore experimentally determined protein-

protein and protein-small molecule 

interactions within complexes

Expand nodes to display protein domains, 

specific binding sites and sites/regions of 

interest

Small molecule
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Access expression and structural dataAccess a variety of functional data

Evidence attribution: 

Data sources are 

cited throughout.

Mutants: Phenotypes based on single/double/multiple mutations 

and RNAi mediated knockdown

Functional data provided in function, catalytic activity, enzyme 

regulation, induction, subunit, domain and PTM subsections.

Explore interactive feature tables and viewers

View subcellular protein 

locations in the context of 

the cell

View post-translational modifications, 

domains, mutagenesis sites in the context of 

other modifications and sites of interest

Select individual icons to display information 

about the amino acid residue and list any 

relevant publications

Browse supporting 

structural and expression 

data imported from PDBe

and ExpressionAtlas

Use the interactive viewers to view specific 

complex subunits, components, interaction 

regions, and tissue and developmental stage 

specific expression

Data analysis tools and external resources

Analysis tools

Cross-references to over 150 databases provide additional supporting data
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Search peptidesRetrieve/ID mapping

Manual curation
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