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UniProt

http://www.ebi.uniprot.org/index.shtml

The UniProt Knowledgebase (UniProt) is the central access point for curated
protein information, including function, classification, and cross-reference.

Accessible via text search, BLAST similarity search, and FTP.

UniProt Release 3.0 consists of 1,612,609 entries (UniProt/Swiss-Prot:
163,235 entries and UniProt/ TrEMBL.: 1,449,374 entries) .

UniProt

the universal profein resource

UniP

the universal protein knowledgebase
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FUNCTION Mitachondnal DhA endanudaase invelved in intron homng. It miroduces a speafc
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|+ GOA Home

= Introdustion

|+ Conbants of Curmend
Rilease

= Data Searching
and Fatnaval

* Forthcoming Changes.

* GOANIws
* Feedback

The success of GO can be measured by the number of databases that use g
it 10 arnotane ard exchange biologeal knowiedge The GOA project has
mads an imporiand contribuion 1o his global efrt. GOA allows you t:

For information, comments andiar sugges

What can | do with GOA?

» acess fanctional farmation for thee hurman protearne (G0A Human)
arfor any proten in EBTs protein databases (GOALNFY)

ask questions such as ind me all proteins invabved in apoptasis{G0-DO0EAIS) but nat
wreuhvind i death domain receplors (G0 000BE25), snd then find their coding sequences’

o use G0:8lim to summarize the biological stlributes of # proleame, compare proleomes, or
i cut what proportion of a pratooma i imoled in 0. Yranspart

» incarparate oureanual annAation ino your own dalabases to enhance your dataset, or
wse i 1o validate your automated way of dermang information about gens function

map GO 1eme 1o your own datassts; for example, our GO mapging to terPro entsies
(lnlgrEGe) can be used 1o nnctale miss spectiometry o rmicroamay data.

» find the bacation of bumn genes mapped 1o @ paniculas GO L using ensembl GOV
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