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

Uniprot



Uniprot

• Mission of UniProt is to provide comprehensive, 
high quality and freely accessible resource of 
protein sequence and functional information

• UniProt Knowledgebase (UniProtKB)
• central access point for extensive curated protein 

information, including function, classification, and cross-
reference
• UniProtKB/Swiss-Prot which is manually annotated and is 

reviewed

• UniProtKB/TrEMBL which is automatically annotated and is not 
reviewed



Uniprot

• UniProt Reference Clusters (UniRef) databases
• clustered sets of sequences from the UniProtKB and 

selected UniProt Archive records to obtain complete 
coverage of sequence space at several resolutions while 
hiding redundant sequences

• UniProt Archive (UniParc)
• comprehensive repository, used to keep track of 

sequences and their identifiers

• UniProt Metagenomic and Environmental Sequences 
(UniMES) 
• repository specifically developed for metagenomic and 

environmental data.
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Aligning multiple sequences

• Highlights areas of similarity which may be associated 
with specific features that have been more highly 
conserved than other regions
• These regions in turn can help classify sequences or to inform 

experiment design

• important step for phylogenetic analysis, which aims to 
model the substitutions that have occurred over 
evolution and derive the evolutionary relationships 
between sequences

• Clustal Omega improves on ClustalW in a number of 
ways - alignment accuracy and improved scaling to 
many sequences are the main results



PDB
• Single worldwide repository of information about the 3D 

structures of large biological molecules, including 
proteins and nucleic acids

• Understanding the shape of a molecule helps to 
understand how it works

• Can be used to help deduce a structure's role in human 
health and disease, and in drug development

• Structures in the archive range from tiny proteins and bits 
of DNA to complex molecular machines like the ribosome

• PDB archive is available at no cost to users
• PDB archive is updated each week at the target time of 

Wednesday 00:00 UTC (Coordinated Universal Time)
• Most recent release is timestamped and linked on every 

page in the top right header.
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Pfam

http://pfam.xfam.org/



DIP

http://dip.doe-mbi.ucla.edu/dip/Main.cgi



DM2



Worldwide PDB



Questions???


