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Search and Fitter GO annotation sets [ i QuickGO Tips

Extensive filters are available from this page to allow the generation of specific subsets of GO QuickGO can help make customized GO slims, which can be

annotations, mapped to sequence identifiers of vour choice. used to ‘map up'your genelfprotein identifiers to hroadly
categorise their functions or subcellular locations. Click here for
mare information.

Investigate GO slims o s QuickGO's search facility can be used to find information on GO

terms as well as infarmation on annaotation to distinct proteins.
G0 slims are lists of GO terms that have heen selected fram the full set of terms available fram the Justtype a partial GO term namelsynonym of a gene symbol,
Gene Ontology project. protein name or sequence identifier into the Search box.

G0 slims can be used to generate a focused view of part ofthe GO, arwith annotation data they
can be usedto see how a set of proteinsigenes can he broadly categorized (using annotation data
and the relationships that exist between terms in the ontologies).

Further information on GO slims can be found at the GO Consorium web site. } ) Tutorial
Try an interactive dema

Example gqueries
QuickGO can be gueried for hoth GO terms and proteins:
= Search for terms by keyword or ID: apoptosis, GOCO0069145

= Search for proteins by name ar accession: fropomyosin, POET 27
» List allterms in an antalogy: Biological Process, Malecular Function, Cellular Companent
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G0 (203) Process (185) | Function (15) | Component (3)
D MName
Process £ apoptosis D
Process anti-apoptosis
Process ) B cell apoptosis
Process £3) GO:0051402 neurcn apoptosis
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GO:0006915 apoptosis

% Click for exampl

Term Information

tor Chart occurring Terms

ID | &) GO:0006915
Name | apoptosis

Ontology | Biological Process lbsolete
Aform of programmed cell death that begins when a cell receives internal or external signals that trigger the activity of proteolytic caspases, proceeds through a series of characteristic stages typically
Definition | including rounding-up of the cell, retraction of pseudopodes, reduction of cellular volume (pyknosis), chromatin cond! tion, nuclear fragrr ion (karyorrhexis), and plasma membrane blebbing
(but maintenance of its integrity until the final stages of the process), and ends with the death of the cell.
Comment
se"“""ﬁ;:’ 60:0008632 hsolete

IGONUTS Wiki Page

Type | Synomym

narrow | type | programmed cell death
related | signaling (initiator) caspase activity
narrow | apoptotic program

exact | programmed cell death by apoptosis
exact | apoptotic cell death

exact | apoptotic programmed cell death
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G0:0006915 apoptosis Display
death cellular o y -
pracess % %C‘Iu:l—’ for example search ‘ m} U @ g o
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cell death urring Terms
4 regulates All direct descendants (child terms) available for this GO term:
programmed Isa @ GO:0006925 inflammatory cell apoptosis
cell death Isa © GO:0006926 virus-infected cell apoptosis
ve regulates Isa ) GO:0006327 transformed cell apoptosis
Isa © G 51402 neuron apoptosis
Isa © 500045476 nurse cell apoptosis
Isa &) G0.0070227 lymphocyte apoptosis
Isa © GO:0043276 anoikis
Partof © 600070782 phosphatidylserine exposure on apoptotic cell surface
QuickGO - http://wwy.ebi. ac.uk/QuickGO Isa @) GO.0060561 apoptosis involved in morphogenesis
Isa ) G0O:0070059 apoptosis in response to endoplasmic reticulum stress
Isa &) G0:0033028 myeloid cell apoptosis
Isa &) GO:0034344 glial cell apoptosis
Regulates © GO regulation of apoptosis

Positively regulates &) GO:0043065 positive regulation of apoptosis
Negatively regulates ) G0:0043066 negative regulation of apoptosis

Part of ) GO:0006919 activation of caspase activity

Part of () GO:0006921 cellular component disassembly involved in apoptosis
Part of &) GO:0008633 activation of pro-apoptotic gene products

Part of ) GO:0008637 apoptotic mitochondrial changes

Isa ) GO:0001552 ovarian follicle atresia

Isa &) GO.0010657 muscle cell apoptosis
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Product
Farm 1D

UniProtkB ADA13Y FB1-F2
UniProtkB ADAT1CS PB1-F2

UniProtikB ADAZU1T Fof2
UniProtkB ADA4M1T PB1-F2

UniProtkB ADAAS4 SGMS1

UniProtkB ADALIRE fam 1883

UniProtkB ADBWTE GEPATTO0005E691001
UniProtkBADCIS3 GSPATTO000TE25001
UniFrotkB ADDES4 GSFATTO0039445001
UniFrotkB ADEJID ADEJIOD

UniFrotkB ADEJID ADEJIO
UniProtkB ADEJID ADEJIO

Cualifier GO Identifier GO Term Mame
GO:000ES15 apoptosis P
GOi0006315 apoptosis P
GCOu0006315 apoptosis P
GOe00065915 apoptosis F
GO:0006S15 apoptosis F
GO:000ES15 apoptosis [®
GO000659145 apoptosis F
GO:000ES15 apoptosis [®
GOi0006315 apoptosis P
GO:0001 783 B cell apoptosis [®
GO0:0001 836 release of eytochrome ¢ from mitochandria P
Ge0001844 protein insedion inta mitachondrial F
mermbrane involved in induction of
apoptosis

IEA

IEA

IEA
[EA

IEA
IEA
IEA
IEA
IEA
IEA

IEA
[EA

Swiss-Prot
kewwards2G0
Swiss-Prat
kewwords2G0
Caompara
Swiss-Prot
Keywords2 GO
Swiss-Prot
kewwards2G0
Swiss-Prot
kewwords2G0
Swiss-Prot
Keyvwords2G0
Swiss-Prot
kewwards 260
InterPrao2Go
Compara
Compara
Campara

KW-0043

KW-00453

EMSMUSPO0000122227 10116
KM-0053

KW-0043 9823
KW-0043 7845
KiM-0053 5883
KW-0043 4888
IFRO0Z132 4588

ENSMUSPO0000033093 9593
EMSMUSPO0O000033053 9593
EMSMUSPO0000033093 9593

3388458 20101113 UniFrotkB

338859 20101113 UniFrotkB

20101106 ENSEMBL

414453 20101113 UniProtkB

20101113 UniProtkB
20101113 UniProtkB
201011132 UniProtkB
20101113 UniProtkB
20107113 InterFro

20101108 ENSEMBL

20101106 EMNSEMBL
20101106 ENSEMBL
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GO Identifier

Search GO term

Annotation Statistics

|

[ Count of Annotations per GO ldentifier

) Count of Proteins per GO Identifier

Statistics for all 35 distinct GO [Dg

Statistics for all 39 distinct GO 1Ds

Code Name 1 Count Name Count
G0:0006915 | apoptosis ga.79 | 59872 | I | | GO:0006915 | apopiosis ga.14 | 53931 | [
activation of activation of
GO:0006919 caspase activity 1.04 G52 I GO:0006919 caspase activity Q.98 a37
release of release of
i eytochrarme ¢ } eytochrome ¢
GO:0001836 o 0.71 448 | GO:0001836 el 0.6& ar3
mitachaondria mitochaondria
DMA DA
fragmentation fragmentatian
GO:0006309 | involved in 0.94 338 | GO:0006309 | involved in 053 291
apoptotic apoptotic
nuclear change nuclear change
neuran neuran
GO:0051402 anoptosis 0.46 289 | GO:0051402 apoptosic Q.44 244
GO:0001783 | B cell apoptosis | 0.20 124 GO:0001783 | B cell apoptosis | 0.22 120
activation of activation of
GO:0008635 | caspase activity | 0.20 123 GO:0008633 | pro-apaoptotic a1a 108
by cytochrome ¢ gene products
activation of activation of
GO:0008633 | pro-apoptotic 0ir 105 GO:0008635 | caspase activity | .79 103
gene products by cytochrome ¢
apoptotic y inflammatary
GO:008637 | mitochondrial | 0.46| 98 GO:0006925 | . apoptosis | ©7F %7
changes apoptotic
' inflammatory GO:0008637 | mitochaondrial of7 96
BONITRER cell apoptosis B & changes
i neutraphil } neutrophil
GO:0001781 anoptosis 0.5 95 GO:0001781 apoptosis Qr7 95
' transformed induction by
GO0006927 | o apoptasis | 077 % GO:0019051 | virus of host ar4| 75
apoptosis in apoptosis
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QuickGOis afastweb-based browser for Gene Ontology terms and annotations, which is provided by the UniFrotkB-GOA group atthe EBLL
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Search and Filter GO annotation sets [ QuickGO Tips
Extensive filters are available from this page to allow the generation of specific subsets of GO ® QUickGO can help make customized GO slims, which can he
annotations, mapped to sequence identifiers of your choice. used to 'map up'your genefprotein identifiers to broadly

categarise their functions or subcellular locations. Click here for
mare information.

Investigate GO slims D

CuickGO's search facility can be used to find information on GO
terms as well as information on annotation to distinct proteing.
Justtype a partial GO term namelsynonym or a gene symbal,
protein name or sequence identifier into the Search box

GO slims are lists of GO terms that have heen selected from the full set ofterms availahle from the
Gene Ontalogy project.

GO slims can be used to generate a focused view of part of the GO, orwith annotation data they
can be usedto see how a set of proteinsfgenes can be broadly categorized {using annotation data
and the relationships that exist between terms in the ontologies).

Further infarmation on G0 slims can be found atthe GO Consartium web site. _ _ Tutorial
Try an interactive dermo

Example gqueries

QuickGO can be queried for both GO terms and proteins:

= Search farterms by keyword ar [D: apoptosis, GOO006515
= Search far proteins by name ar accession: tropomyosin, POGT 2T
# Listallterms in an ontology: Biological Process, Molecular Function, Cellular Component
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Search Protein Annotation

MEN1 Homo sapiens 000255
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% Click for example search J S t-_'if,' Q

Web Services Dataset Term Basket: 4

Accession | D00255
Gene MEN1
Taxonomy | Homo sapiens

Description | Menin

Annotation

| 4 Displaying annotations 1 to 106 of 106 for 1 proteins % % Page size:| 25  # | Additional filters: None @2 Bookmarkable link
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Form 1D

GO Term Name Taxon Date

Database Gene
Product

Symbol Qualifier GO
|dentifier

D

UniProtkB 000255 MEN1

UniProtkB 000255 MEN1

UniProtkB 000255
UniProtkB 000255
UniProtkB 000255
UniProtkB 000255

MEN1
MEN1
MEN1
MEN1

UniProtkB 000255
UniProtkB 000255
UniProtkB 000255
UniProtkB 000255
UniProtkKB 000255
UniProtkB 000255

MEN1
MEN1
MEN1
MEN1
MEN1
MEN1

UniProtkB 000255 MEN1

GO:0000122 negative regulation of transcription
from RNA polymerase Il promoter
G0O:0000122 negative regulation of transcription
from RNA polymerase Il promoter

GO:0000165 MAPK cascade

G0:0001503 ossification

G0:0001776 leukocyte homeostasis

G0:0001933 negative regulation of protein
phosphorylation

G0:0002051 osteoblast fate commitment

G0O:000207E osteablast development

G0:0002076 osteablast development

GO0006281 DMA repair

GO:0006338 chromatin remodeling

GO:0006351 transcription, DNA-dependent

G0O:0006351 transcription, DNA-dependent

o

s s R vl s By s Je I ¢ R v

e

Process
IEA Ensembl Compara
IDA PMID:9989505
IDA PMID:12226747
IEA Ensembl Compara
IEA Ensembl Compara
IDA PMID:12226747
IEA Ensembl Compara
IEA Ensembl Compara
1GI PMID:15563473
NAS PMID:12874027
IEA Ensembl Compara
IEA UniProt Keywords2GO

(UniProtkKB/Swiss-Prot entries)

TAS

Reactome:REACT _121061

Ensembl:ENSMUSP00000109130 9606
9606

9606
Ensembl:ENSMUSP00000109130 8606
Ensembl:ENSMUSP00000109130 9606
9606

Ensembl:ENSMUSP00000109130 8606
Ensembl:ENSMUSP00000109130 8606

MGI:MGI:1316736 9606
9606
Ensembl:ENSMUSP00000109130 8606
UniProtkB-KW:KW-0804 9606
9606

20130810 Ensembl
20080201 UniProt

20080204 UniProt
20130810 Ensembl
20130810 Ensembl
20080204 UniProt

20130810 Ensembl
20130810 Ensembl
20080226 MGI
20080206 UniProt
20130810 Ensembl
20130810 UniProt

20120404 Reactome
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Extensive filters are available from this page to allow the generation of specific subsets of GO ® QUickGO can help make customized GO slims, which can he

G O an notatio nS annotations, mapped to sequence identifiers of your choice. used to 'map up'your genefprotein identifiers to broadly

categarise their functions or subcellular locations. Click here for
mare information.

QuickGOis afastweb-based browser for Gene Ontology terms and annotations, which is provided by the UniFrotkB-GOA group atthe EBLL

Investigate GO slims D

CuickGO's search facility can be used to find information on GO
terms as well as information on annotation to distinct proteing.
Justtype a partial GO term namelsynonym or a gene symbal,
protein name or sequence identifier into the Search box

GO slims are lists of GO terms that have heen selected from the full set ofterms availahle from the
Gene Ontalogy project.

GO slims can be used to generate a focused view of part of the GO, orwith annotation data they
can be usedto see how a set of proteinsfgenes can be broadly categorized {using annotation data
and the relationships that exist between terms in the ontologies).

Further infarmation on G0 slims can be found atthe GO Consartium web site. _ _ Tutorial
Try an interactive dermo

Example gqueries

QuickGO can be queried for both GO terms and proteins:

= Search farterms by keyword ar [D: apoptosis, GOO006515
= Search far proteins by name ar accession: tropomyosin, POGT 2T
# Listallterms in an ontology: Biological Process, Molecular Function, Cellular Component
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Download Sets of Annotation

Filter Annotations

[ IMP,IGLIPIIDAIEP EXP

Manual Experimental

[ IMP IGLIPLIDAJER EAP 1S5, TAS NAS, ND IS, RCA Manual Al

[ P
O 16l

O 1P

O 6o
O 155
O DA
[ IEF
] IEA
] Tas
[ mas
] WD

Oc

] RCA
] 1sA
] Exp

infarred from mutant phenatype
inferred fram genetic interaction
inferred from physical interaction
Inferred from Genomic Context
inferred from sequence or structural similarity
inferred from direct assay

infarred from expression pattern
inferred from electronic annotation
traceable author staternent
nor-traceable author staternent

no data

inferred by curator

reviewwed computational annotation
infarred from sequence alignment

inferred from experiment

Refresh ][ Reset ” Cancel ]
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Download Sets of Annotation

Annotation Statistics
Summary | GO Identifier 2L Reference | Taxon
Currently selected additional filtering parameters:
[ tax | 9606

A full description of evidence codes and their usage can be found here.

( Count of Annotations per Evidence ) Count of Proteins per Evidence )
Statistics for all 20 distinct Evidence Codes Statistics for all 20 distinct Evidence Codes
Code % Count Code % Count
EXP | 0.02| 224 EXP | 0.15| 142
IBA | 0.33| 2090 (] IBA | 055| 513
Ic 013 1180 Ic 079 748
DA | 568 52242 | |} iba | 11.60 | 10915 | |
Ea_| 7727|1022 | I | 1A | 565 | czeo | I
IEP | 009 833 IEP | 051| 476|]
IGC | 0.00 0 IGC | 0.00 0
IGI | 006| 566 IGI | 028| ©261]]
IKR | 0.00 21 KR | 002 15
P | 1.10| 10123 ] mp | 317| 2980 ||
P | 309 28441 || P | 620| 5831 | [
IRD | 0.01 52 IRD | 002| 20
ISA | 0.00 0 ISA | 0.00 0
ISM | 0.00 0 ISM | 0.00 0
150 | 0.00 0 150 | 0.00 0

| Download || Cancel |

| | GO:0005488 | hinding |069| 500597 || | | GO:0070469 | respiratary chain | 288] 332470 | W || |«

l Diowenload ” Cancel ]
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Search and Filter GO annotation sets [ QuickGO Tips
Extensive filters are available from this page to allow the generation of specific subsets of GO ® QUickGO can help make customized GO slims, which can he
annotations, mapped to sequence identifiers of your choice. used to 'map up'your genefprotein identifiers to broadly

categarise their functions or subcellular locations. Click here for
mare information.

Investigate GO slims D

CuickGO's search facility can be used to find information on GO
terms as well as information on annotation to distinct proteing.
Justtype a partial GO term namelsynonym or a gene symbal,
protein name or sequence identifier into the Search box

Map-up annotations
with GO slims

GO slims are lists of GO terms that have heen selected from the full set ofterms availahle from the
Gene Ontalogy project.

GO slims can be used to generate a focused view of part of the GO, orwith annotation data they
can be usedto see how a set of proteinsfgenes can be broadly categorized {using annotation data
and the relationships that exist between terms in the ontologies).

Further infarmation on G0 slims can be found atthe GO Consartium web site. ) ) Tutorial
Try an interactive dermo

Example gueries
QuickGO can be queried for both GO terms and proteins:

= Search farterms by keyword ar |D: apoptosis, GOO006515
= Search far proteins by name ar accession: tropomyosin, POGT 2T
# Listallterms in an ontology: Biological Process, Molecular Function, Cellular Component
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GO Slims

GO Slims and GO Term Comparison
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1 M:Iil:’k for example 1 MJ @ ..... g

= Web Services Dataset YourTerms: 5

Intraduction [e e AC | Refine Selection | Comparison Chart | Find Annotations

Predefined GO Term sets
The predefined GO slims listed below have been created by groups in the GO Consortium; you can use them directly, or adapt them to your own requirements.

To use the terms from one of these GO slims, click on the button next to its name.
The colour associated with each predefined GO slim can be used to identify slim terms when viewing the ontology in the Ancestor chart view.

_ _ Slim
Slim name Number of terms e TET

To use a pre-defined set of GO

[ < | | goslim_candida 90 .
== : terms, click on the green cross.
[ 4 || goslim_plant 100
[ = | | gostim_pir 463
[ = | | gostim_generic 148
[ = | | gostim_yeast 167
[ = | | gostim_aspergillus 86
[ = | | gostim_pombe 44
[ = | | goslim_metagenomics | 119
Or GO IDs can be
Add Terms typed/pasted into the text
s to create a customised version of

If you have selected one of the predefined GO slim sets above, you can use the text box below to add additional

the slim.
Alternatively, if you have decided to create an entirely new GO slim, you can just add GO term identifiers into thj

| Add terms

Term Basket D
You can add terms from vour Term Basket to the slim: click on the % icon for more details.
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G0 Slims and GO Term Comparison

GO Slims

e © v

% |Clickfurexample search

Edit Terms

Comparis

Web Services Data

The list of terms can be used
as a GO slim or to view
associated annotations.

on chart Find annotation

Chosen terms:

=

List of GO terms

in your GO slim.

Term Comparison

X “:Eh Process Terms Edit Terms Camparison chart Find annotation
X ufa, 42867092 | (HS0:0008150 | hiological_process -
¥ | s | 33221202 | (300008152 | metaholic process
b4 ufq, 168257537 | (HCS0:0009957 | cellular process b‘i::loocgeiscgl
¥ |om | BO72145 | (DE0:0043170 | macramalecule metabalic process
¥ | | 6038905 | ()GE0:0009058 | hiosynthetic process
o ucleoside, nucleatide and nucleic
X |:m | 5733 Terms can be removed I‘CpmcESS . cellular e
H . eat ocalization
FAENEGE by clicking the red cross | process
®K |5 | 3388557 050789 | regulation of biological process —
X | p/ ()G0:0009056 | catabolic process I — establishment
A 7871 | (@Ae00040096 | response to stimul afgealization
X s 504435 | @ GO IDs can also be viewed A regulates
X i 238581 | { in context with the ontology  Jrncass ranmin
X |« | 161895 | by clicking on the graph evelopment Ve regulates
K || 74151 | symbol next to each term
K || 70721 T
M | om | 6BEOS pathogenesis
X | cell comrrunication
a
x LL+} =ESS— cellular componentmovement QuickGO - http:/ /vessevebi.ac.uk/Quicki0
o n:—g_\, (IG0:0030154 | cell differantiation
X | (300007610 | behavior
X .,fa, 3047 (IG00043062 | extracellular structure organization
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