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Last modified: Septemb
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For your information

Common ldentifiers

Gene

Ensembl ENSG00000139618
Entrez Gene 675

Unigene Hs.34012

RNA transcript

GenBank BC026160.1
RefSeg NM 000059
Ensembl ENST00000380152

Protein

Ensembl ENSP00000369497
RefSeq NP_000050.2
UniProt BRCA2_HUMAN or
AlYBP1 HUMAN

IPI IP100412408.1

EMBL AF309413

PDB 1MIU

Species-specific

HUGO HGNC BRCAZ2

MGI MGI1:109337

RGD 2219

ZFIN ZDB-GENE-060510-3
FlyBase CG9097

WormBase WBGene00002299 or ZK1067.1
SGD S000002187 or YDLO29W
Annotations

InterPro IPR015252

OMIM 600185

Pfam PF09104

Gene Ontology GO:0000724
SNPs rs28897757
Experimental Platform
Affymetrix 208368 3p s at
Agilent A_23 P99452

CodelLink GE60169

lllumina GI_4502450-S

Red = Recommended



UniProt ID Mapping Service
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WELCOME

The mission of UniProt is to provide the scientific community with a
comprehensive, high-quality and freely accessible resource of protein

sequence and functional information.

What we provide

Protein knowledgebase, consists of two sections:

T Swiss-Prot, which is manually annotated and

" TrEMBL, which is automatically annotated and is

UniProtKB
reviewed.
not reviewed.
UniRef
searches.
UniParc
and their idenfifiers.
Supporting data

Sequence clusters, used to speed up similarity

Sequence archive, used to keep track of sequences

Literature citations, taxonomy, keywards and mare.

UniProt release 15.7 — Sep 1, 2009

Formyl peptide receptors: the
missing link between olfaction and
immune system - Cross-references
to STRING

» Statistics for UniProtkB:
Swiss-Prot - TIEMBL

» Forthcoming changes
» Mews archives

SITE TOUR

Learn how to make best use of the
tools and data on this site.
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UniProt ID Mapping Service
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Identifie From

¥ILO62C UniProtkB AC/ID -
To
Entrez Gene (GenelD)

or Browse_

Database identifier mapping tips

To map identifiers to or from UniProtkB
Swap « enter identifiers, e.g.: 1TTA 1FNS

» select a source database, e.g.: FOB
« or select a target database, e.g.: UniProtkB
More...

Clear

Search Blast Align Retrieve ID Mapping =
WELCOME NEWS 3]
The mission of UniPrat is to provide the scientific community with a UniProt release 15.7 - Sep 1, 2009

; i i ; ; Formyl peptide receptors: the
comprehensive, h|glh4quall|ty and freely accessible resource of protein missing link between offaction and
sequence and functional information. immune system - Cross-references
ta STRING

What we provide » Statistics for UniProtkB: | &

Swiss-Prot - TIEMBL
» Forthcoming changes

UniProtkB Protein knowledgebase, consists of two sections: .
» Mews archives

T Swiss-Prot, which is manually annotated and
reviewed. SITE TOUR

" TrEMBL, which is automatically annotated and is e ———



Ensembl BioMart

http://www.biomart.org/biomart
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Please restrict your query using criteria below

Dataset
Features 2 Genome Features
|dentifiers MGI D - )
[None selected]
Attributes
Feature Symbol
Feature Name R
GOID Browse_
GO Term
Feature Name
Dataset Feature Type Gene -
DMNA Segment =
[None Selected] Cytogenetic Marker
QTL il

= Done




ID Mapping Challenges

Avoid errors: map IDs correctly

Gene name ambiguity — not a good 1D
—e.g. FLJ92943, LFS1, TRP53, p53
— Better to use the standard gene symbol: TP53

Excel error-introduction
— OCT4 is changed to October-4

Problems reaching 100% coverage
— E.g. due to version issues
— Use multiple sources to increase coverage

Zeeberg BR et al. Mistaken identifiers: gene
name errors can be introduced inadvertently
when using Excel in bioinformatics BMC
Bioinformatics. 2004 Jun 23;5:80



ID Mapping Challenges

e Spot-test any ID mapping service you use.

 Check samples from first, last and middle of
your list of identifiers to be converted.

« Ask for help If you are uncertain.



ldentifiers: Why can’t | find my protein

Are you using a sequence record identifier?
Is the identifier retired?
Are you using the identifier for the correct organism?

Have you tried searching for identifiers for all products
of the gene?

Try different identifier systems (Entrez Gene, UniProt)
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