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UniProt Knowledgebase (UniProtkKB)

* Produced by the UniProt Consortium
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Provides comprehensive overview of protein seqguence
and function

e Captures, interprets and incorporates data from range of
sources
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Cross-references

2D-gel Organism-specific
3D-structure \ / Phylogenomics

Enzyme/pathways e — Polymorphlsms
Prot

Families/domains Protein Interactions

Gene expression / Proteomics

Genome annotation PTMs

Ontologies Seqguence
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Data import

Additional bibliograph
G e n e n am eS The 4.1/ezrin/radixin/moesin domain of the E}AL-ﬂgotein 4.1Etumou¥

suppressor interacts with 14-3-3 proteins.
¥u T., Robb V.A., Singh V., Gutmann D.H., Newsham L.F.

Nﬂmes and Origin Biochem. J. 365:783-789(2002) (GeneriF 7520

)+ Mapped (22)
Results show that three 14-3-3 |soforms beta gamma and eta are DAL-1/Protein

4.1B-binding proteins. [(GeneRlF 7520 )
(ene names Name:Msh6 (Gl 1343581 ) Regulation of TSC2 by 14-3-3 binding.
Li Y., Incki K., Yeung R., Guan K.L.
J. Biol. Chem. 277:44593-44596(2002) (* “25) - Mapped (22)
TSC2 associates with 14-3-3 in vivo (GeneRIF 7520)

Interactions GO terms
Binary interactions prOt Gene Ontology (GO)
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Biological process Ras protein signal transduction
» Inferred from Experiment. Source: Reactome

With Entry #Exp. IntAct Notes activation of pro-apoptotic gene products

Inferred from Experiment. Source: Reactome
itself 2 EBI-930964,EBI-930964 cyloplasmic sequestering of protein

Inferred from direct assay. Source; BHF-UCL
ATXN2 Q99700 1 EBI-930964,EBI-697691 negative regulation of protein amino acid dephosphorylation
BAT2 P48634 1 EBI-930964.EBI-347545 Inferred from direct assay. Source; BHF-UCL

! positive regulation of catalytic activity

C1orfa4 Q6P1W5S 1 EBI-930964 EBI-946029 Inferred from direct assay. Source: BHF-UCL
CCNK Q75909 1 EBI-930964,EBI-739806 Gellulareomponsnt eyigsol

Inferred from Experiment. Source: Reactome
CFL1 P23528 1 EBI-930964,EBI-352733 ey

Inferred from electronic annotation. Source: UniProtkKB-SubCell
COIL P38432 5 EBI-930964,EBI-945751 S S
CPSF7 QB8N684 1 EB|_930964,EB|_746909 Inferred from direct assay. Source: UniProtkB
CRK P46108 1 EBI-930964.EBI-886 Molecular function histone deacetylase hinding

2 Inferred from physical interaction. Source: BHF-UCL

DAZAP2 Q15038 1 EBI-930964,EBI-724310 phosphoserine binding
DERPG Q8TED? 1 EBI-930964 EBI-946189 Inferred from physical interaction. Source: BHF-UCL

protein domain specific binding
Inferred from physical interaction. Source: UniProt<B

EMBL-EBI




DAS

P51587 (BRCA2_HUMAN)  Reviewed, UniProtKB/Swiss-Prot Contribute

L Send feedback
Last modified August 10, 2010, Version 122, D History... " Read commerts (0) or add your own

::Clusters with 100%, 90%, 50% identity |~ Documents (6}  Third-party data

Names - Attributes - General annotation - Ontologies - Interactions - Sequence annotation - Sequences - References -

Names and origin

Frotein names Fecommeanded name:
Breast cancer type 2 susceptibility protein
Alfernafive namefs).
Fanconi anemia group D1 protein

Gene names Mame: BRCA2
Synonyms FACD, FANCDA
Organism Homeo sapiens (Human) [Complete proteome]
Taxonomic identifier 9606 [NCEBI]
Taxonomic lineage Eukaryota : Metazoa » Chordata @ Craniata » Vertebrata » Euteleostomi » Mammalia » Eutheria » Euarchontoglires »

Frimates » Haplorrhini » Catarrhini » Hominidae » Homo
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Search Elast Align Retrieve ID Mapping

Search in Query
|F’rDtein Knowledgehbase (UniProtkB) v | | | [ Search J [ Claar ] Fields »
B CHECKING
o & Annotation sen{ersﬂl.oalleil. System information:
5‘ | 1% | .. Dasty? finished to resize the graphic.
N
13} FILTERING OPTIONS
8 MANIPULATION OPTIONS {Positional features)
_c; B POSITIONAL FEATURES
Q | ]
8 1 310 B20 930 12401550 1860 2170 2450 2790 3100 3418
o FEATURE TYPE METHOD FEATURE ANNOTATIONS _ SERVER NAME EVIDENCE (Category)
.. family annotation InterPro : ;) InterPro-Matches- inferred from InterPro
— familvy annotation InterPro G InterPro-Matches- inferred from InterPro
AN family annotation PIREF InterPro inferred from sequence
8 familvy annotation PANTHER InterPro inferred from sequence
Te) O-phosphorvlated L-serine NetPhos-2.0 netphos inferred from electronic
o O-phosphorvlated L-serine MNetPhoz-2.0 chs total inferred from electronic
— O-phosphorvlated L-threonine NetPhos-Z.0 netphos inferred from electronic
8 O-phosphorvlated L-threonine NetPhos-Z.0 chs total inferred from electronic
[ 0d'-phosphorvlated MNetPhos-2.0 netphos inferred from electronic
E_ 04'-phosphorvlated MNetPhos-2.0 chs total inferred from electronic
c O-(N-acetvlaminogalactosvl) -IHet0Glyvc-3.1 chs total inferred from electronic
o) O-(N-acetylaminogalactosyl) -INetlGlvc-3.1 netoglyc inferred frow electronic
[82] region PLaub - InterPro inferred from Sequence
8 region Pfamb 'ul' InterPro inferred from sequence
o‘ polypeptide domain InterPro u‘ InterPro-Matches- inferred from InterPro
— polypeptide domain InterPro W InterPro-Matches- inferred from InterPro
6 polypeptide domain Pfam U InterPro inferred from secquence
ho} polypeptide domain Pfam & InterPro inferred from secquence
.. propeptide ProP-1.0 I — @ prop inferred from electronic
g propeptide ProP-1.0 —_—_———————— )| u chs total inferred from electronic
c polypeptide motif NetNEZ-1.1 i &5 netnes inferred from electronic
S polypeptide motif NetNEZ-1.1 H @9 chs total inferred from electronic
8 volypeptide repeat InterPro [ | U‘ InterPro-Matches- inferred from InterPro
Q volypeptide repeat Pfam [ | & InterPro inferred from sequence
E polypeptide repeat Pfam [ ] \J InterPro inferred from sequence
volyvpeptide repeat PE50135 [ ] & Prosite Features inferred from reviewed
9 extranemhrane region CINTHIA =,§'; transmem pred inferred from electronic
E non cytoplasmic region THMHMM-Z.0 U chs total inferred from electronic
(1] non cytoplasmic region THMHMM-Z.0 @5 tmhum inferred from electronic
< polvpeptide conserved region Everest A5 everest inferred from sequence
polvpeptide conserved region Everest A5 everest inferred from sequence
polyvpeptide conserved region Everest A5 everest inferred from sequence
polyvpeptide conserved region Everest A S everest inferred from sequence
polypeptide conserved region Everest A evVerest inferred from sequence
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UniProt DAS server
http://www.ebi.ac.uk/uniprot-das/

The UniProt DAS Reference Server: Version 2.0

Myla -
UniProt
=

J AN

Déstrbuted Anmotation Server

wWelcome to the UniProt DAS Server that has been developed as a deliverable of the BioSapiens Metwork Project.

The UniProt DAS reference server is based upon the MyDas Java DAS Server Framewnork

This new version launched on 05 of September of 2008 has several new features added to it. The UniPrat data source is now capable of displaying keywards (W), comments (CC).
Ontologies have bheen added to the annotations so that these can be universaly identified

A new data source has been added. The UniProt Spearmint allows the user to gain access to automatic annotations. These are predictions made on UniProt entries which are not accessible
inthe UniProt dsn. The legacy aristotle data source has been discontinued and will be shutdown on at the end of this year. To access the entries previously serviced by
aristotle, use one of the following: UniProt, UniPare and IPL.

For an increase in performance we have removed access to UniProt data source via the remotingAPI UniProt Java Remoting AP (UniProt AP, UniProtDAS now access the data source

directhy

For details of the available data sources, please see the table below.

Data Sources

Juniprotidasiuniprat

ShortName  |Full Name versian | papmaster Description
International
(Al Protein Index 50 http: i b ac ukidas-sry | Theoretical tryptic peptides based upon & complete and successful digest of the requested proteins with
RV Predicted Tryptic : funiprotfdasdipi-tryptic trypsin
FPeptides
UniProt Archive (UniParc) is part of UniProt project. It is a non-redundant archive of protein sequences
F 2 i . extracted from public databases UniProtkB/Swiss-Prot, UniProtkB/TrEMBL, PIR-PSD, EMBL, EMBL W55,
unipare ?Sr'ﬁggtm’?m've 20 pito. /i B0LaC L0233 | Ernsemp, IPI, PR, PIR-PSD, RefSer, FlyHase, WormBase, H-invitatianal Database, TROME tatabase,
i i : : - =
European Patent Office proteins, United States Patent and Trademark Office proteins (USPTO) and Japan
Patent Office proteins.
Attp:sfarnie el ac Ukidas-sry [UniProt (Universal Protein Resource) is the world's mast camprehensive catalog of infarmation on proteins. It
uniprot_summary | UniProt Summaries (1.0 funiprot is a central repository of protein sequence and function created by joining the information contained in
fdas/uniprot_summary Swiss-Prot, TrEMEBL, and FIR
IPI provides a top level guide to the main databases that describe the proteomes of higher eukaryotic
organisms. [Pl 1. effectively maintains a database of cross references between the primary data sources 2.
ini International 20 bty ebiac ukidas-sky | provides minimally redundant yet maximally complete sets of proteins for featured species (one sequence
M Protein Index ’ funiprotfdassipi per transcript) 3. maintains stable identifiers (with incremental versioning) to allow the tracking of sequences
in IPI between 1P| releases. [Pl is updated monthly in accordance with the latest data released by the primary
data sources.
i http: i Bbi ac ukidas- sy
R UniProt Spearmint 2.0 funiprotfdasiuniprot- Indicates the spearmint gredictions for the uniprot entries
spearmint e
: 3 : z The GOA project aims to provide high-quality Gene Ontalogy (G0) annatations to proteins in the UniProt
uniprot-goa Sﬁ;&”manm oo mﬁ"’mgﬂgﬂ%?dgz | nowledgebase (UniProtKe) and International Protein Index (IP1) and is a central dataset for other major
o prot-g : : :
multi-species databases; such as Ensembl and NCEI.
e UniPrat Predicted | fttp:Afara.ebi.ac Ukidas-srv | Theoretical tryptic peptides based upon a complete and successful digest of the requested prateins with
e Tryptic Peptides | = AUNIproVOas/UNIprot-tryatic | trypsin.
gz : - [UniProt (Universal Protein Resource) is the world's most comprehensive catalog of information on proteing. It
uniprat UniPrat 50 it A ebi Ac Ukddas-srd

15 & central repositony of protein sequence and function created by joining the infarmation contained in

Cwssimn Mrat TeChADL  mumd 11
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UniProt BioMart

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

Dataset =
[None selected] - CHOOSE DATABASE -
UniProtKB
INTERPRO (EB| UK)
PRIDE BioMart

ENSEMEL 56 GENES
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UniProtKB data

* Released every 4 weeks and is freely available
* http://www.uniprot.org/downloads

* Provided in a range of formats
o text, XML, XML/RDF, FASTA, GFF, tab-delimited

*  Web site
» Supports simple and complex queries

« Data can be retrieved programmatically using REST
* http://www.uniprot.org/faq/28

* UniProtJAPI
 http://www.ebi.ac.uk/uniprot/remotingAPI/
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Future plans

e Curation
* Provision of high-quality manual curation
* Expand coverage of automatic annotation

 Cross-references
* Maintain and expand linked resources

« Data import
¢ Sequence data from RefSeq
e Variant data from Ensembl
« wwPDB data
* Proteomics data
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Summary

« UniProt approach to data integration ensures that
Information is captured in the most appropriate resource
for subsequent integration with other databases

« Maximum curation efficiency by preventing duplication of
efforts across multiple resources
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