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Ontology (for our purposes)

e “an explicit specification of some topic” -
Stanford Knowledge Systems Lab

¢ Includes:
- a vocabulary of terms (names for concepts)
— defined logical relationships to each
- definitions
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mechanosensory behavior

Accession: GO:0007638
Synonyms: None
Definition:

Behavior that is dependent upon the sensation of movement.

Term Lineage

G0:0003673 : Gene_Ontology ( 146200 )
@ G0:0008150 : biological_process ( 96312 )

Graphical View

@ G0:0007610 : behavior ( 2293 )
© GO:0007638 : mechanosensory behavior ( 26 )

External References

ESP KW (1)

Direct Gene Product Associations

Filter Associations
Datasource Evidence Code Species

| Direct Associations

I+] (" submit )

‘:Ill,lfBase m ﬁ:‘lchuramr Approved m :!Iaeolicus m
SGD & [ICI «| |A. fulgidus H
MCI v |IPI v AL pernix A
Gene Symbol Datasource Evidence Full Name
U bas FlyBase IMP bas
U bss FlyBase IMP bss
U C5h0H2.3 Wormbase  IMP None
O C53C9.3 Wormbase  IMP None
U eas FlyBase IMP eas
' EAS_DROME GOst UniProt IMP Ethanolamine kinase




Microarray analysis
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What GO is not:

e Not a way of unifying databases!
¢ Not a dictated standard
e Additional ontologies needed to model

biology and experimentation.
http://obo.sourceforge.net/



GO

The Three Ontologies

—

e Molecular Function: elemental activity or task

¢ Biological Process: broad objective or goal

¢ Cellular Component: location or complex
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GO

The Three Ontologies

—

e Molecular Function: elemental activity or task

¢ Biological Process: broad objective or goal

¢ Cellular Component: location or complex

6 January 2005: Total terms = 18244
93% have definitions



What’s in a GO term?
term: transcription initiation
id: GO:0006352

definition: Processes involved in starting
transcription, where transcription is the
synthesis of RNA by RNA polymerases
using a DNA template.
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Where is it?

cytochrome
c oxidase

GO cellular component term:
mitochondrial inner
membrane ; GO:0005743



What does it do?

4 ferrocytochrome ¢ + O2

4 ferricytochrome c + 2 H20

GO molecular function term:
cytochrome-c oxidase activity; GO:0004497



Which process is this?

GO biological process term:
electron transport ; GO:0006118

http://ntri.tamuk.edu/cell/mitochondrion/krebpic.html



Request new terms
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Accession: Go.0004129  Cytochrome-c oxidase activity

Synonyms: None
Definition:

Catalysis of the reaction: 4 ferrocytochrome ¢ + 02 = 4 ferricytochrome ¢ + 2 H20.
Term Lineage Graphical View

GO:0003673 : Gene_Ontology ( 146200 )
@ G0:0003674 : molecular_function ( 97507 )
@ GO:0003824 : catalytic activity ( 32256 )
@ GO:0016491 : oxidoreductase activity ( 4721 )
@ G0:0015002 : heme-copper terminal oxidase activity ( 123 )
@ GO:0004129 : cytochrome-c oxidase activity ( 118 )

) COX2_CAERE UniProt ISS Cytochrome c oxidase polypeptide Il (Fragment)
' COX2_HUMAN GOst UniProt NAS Cytochrome c oxidase polypeptide

) COX2_YEAST GOst UniProt IDA Cytochrome c oxidase polypeptide |l precursor
— COX3 TAIR TAS None

) COX3_CAEEL GOst UniProt ISS Cytochrome c oxidase polypeptide Il

' COX3_HUMAN GOst UniProt NAS Cytochrome c oxidase polypeptide I

) COX3_YEAST GOst UniProt IDA Cytochrome c oxidase polypeptide Il

. COX4 GOst SGD IDA cytochrome c oxidase subunit IV

) Cox4b RGD IPI cytochromecoxidase,subunit4b

— Coxdi2 GOst MGI ISS cytochrome c oxidase subunit IV isoform 2

— COX5A GOst SGD IDA cytochrome c oxidase chain Va

) Coxba RGD IDA cytochromecoxidase,subunitVa

_ Cox5b RGD TAS cytochromecoxidasesubunitVb

) COX5B GOst SGD IDA cytochrome c oxidase chain Vb

COX6 GOst SGD IDA cytochrome c oxidase subunit




GO Slim

20 GO:0008152 : metabolism (34935) ¢

o GO:0006066 : alcohol metabolism (1043)
o GO:0006081 : aldehyde metabolism (67)

o GO:0009308 : amine metabolism (2232)

m o GO:0006519 : amino acid and derivative metabolism (2320) «

oo GO:0006575 : amino acid derivative metabolism (659) «

o GO:0018902 :

1.3-dichloro-2-propanol metabolism (0)

o GO:0018871 :

1-aminocyclopropane- 1-carboxylate metabolism (1)

0 GO:0019471 :

4-hydroxyproline metabolism (35)

o GO:0046442 .

aerobactin metabolism (0)

o GO:0042398

: amino acid derivative biosynthesis (351)

o GO:0042219 :

amino acid derivative catabolism (70)

o GO:0009448

o GO:0006576

: aminobutyrate metabolism (14)
: biogenic amine metabolism (278)

o GO:0009692 :

ethylene metabolism (38)

o GO:0046516 :

hypusine metabolism (7)

o GO:0046418

: nopaline metabolism (0)

o GO:0046419 :

octopine metabolism (1)
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cell motility
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Cpen all menus

Site map
Home | New | FAQ

GENE ONTOLOGY CONSORTIUM

What is the Gene Ontology? Download the Ontologies

Downloads
. . Current Ontologies
.. Current Annotations

.. 50 Database

Documentation
=0 Tools
Mappings to GO

Archives

About GO
Terms of Use
Contact GO

Report Errors

Search
Terms/Annctations

The goal of the Gene Ontology™ (GO) Consortium is to produce a controlled vocabulary
that can be applied to all organisms even as knowledge of gene and protein roles in cells
is accumulating and changing. GO provides three structured networks of defined terms to
describe gene product attributes. GO is one of the controlled vocabularies of the Open
Biological Ontologies.

e Submit new GO term suggestions via the Curator Requests Tracker at SourceForge. SOURCEE RGE™
Help with new term submission is available. shet

e Send comments and questions to go@geneontology.org.

Search Terms and Annotations

(o)

This search uses the AmiGO browser. You can also use one of the many other GO Browsers

http://www.geneontology.org/



Contributors

FlyBase Rat Genome Database
DictyBase WormBase

GeneDB S. pombe Compugen

Mouse Genome Database GeneDB for protozoa
Genome Knowledge Base EBI GOA project

TIGR Gramene

ne Arabidopsis Information Resource
he Zebrafish Information Network
Berkeley Drosophila Genome Project
Saccharomyces Genome Database
The Institute for Genomic Research
The GO Editorial Office




