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OHTONOrUA reHoB (GO) - 3TO KOHTPOANPYEMbBIN C/IOBAPD,

CBA3bIBAOLWMIA KaXKAbIN FTEH C OAHOW UIN HECKONbKUMU
dYHKUMAMU. KaK OKa3anocb, Ha3BaHME «OHTO/10TUA FEHOBY» BBOAUT
B 3261y aeHne. OHTONOrMA NpegHasHa4YeHa Ana Knaccubumkaumm
NPOAYKTOB reHOB, @ He CaMUX FeHOB.

OHTONOrMa GO CTPYKTYpPUPOBaHa Kak OPUEHTUPOBAHHbIN
aLUUKINYECKUN Tpad, rae KaKabl TEPMUH MMEET onpeaeeHHbIe
CBA3M C OAHUM UIN HECKONbKUMU APYTMMU TEPMUHAMU B TOM Ke
obnactu, a uHorga u ¢ apyrumm obnactamum. Chosapb GO
pa3paboTaH TakMm 06pasom, YTobbl ObiTb HE3aBUCUMBIM OT BUAA U

BKNIOYAET TEPMUHbI, MPUMEHUMbIE K MPOKapPUOTaM U 3YKapUoTam,
a TaKXXe K OAHOKNETOYHbIM MU MHOTOKNETOYHbIM OPraHM3MaM.
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Where? How? What?

Cellular Component Molecular Function Biological Function

Obuwee npasusio, noMmozaroujee pa3nuyame
buos102u4ecKul NPoUEcc U MoAeKYAAPHYH QYHKUULO,
30KA04YAemcs 8 MoM, YmMo npouecc 00axeH uMmems bosee
00HO20 onpedesieHHo20 amana.



o KaXK bl reHHbIN MPOAYKT MOXKET MMETb 3aMMUCK B KaXKA0W U3 Pa3/INYHbIX
KaTeropum

s KaxK bl reHHbI NPOAYKT MOXET MMETb HEeCKOJIbKO 3amnucei B Kaxaom 13
KaTeropum

*/lnctosble y3bl (Y31bl 6€3 4OYEPHUX SNEMEHTOB) ABAAIOTCA Hanbonee

TOYHbIM MPeacTtaBieHnem 3HAHWU



NaHHble GO AOCTYNHbI 414 KaXXA0ro opraHmM3ama Ha ctpaHuue 3arpyskm GO:

geneontology.org

-?GY About Ontology  Annotations Downloads Help

ﬂ' PAN-GO Functionome: Download ontology
Download annotations

ba3oBble AaHHbIe A8 OHTONOTMM FTEHOB COCTOAT U3 ABYX Pan0oB:

1. ®ann onpegeneHns OHTONOTMM FreHOB.

2. ®ann accoumaumm reHos.
OTn ABa dparmeHTa MHPOPMALLMK CBA3bIBAOT TEPMUHbLI OHTO/IOITUM C

HAa3BAdHWAMUW MPOAYKRTOB NreHOB. Pannbl GO VaOnBUTE/IbHO Ma/lbl.


https://geneontology.org/

1. ®dann onpeaeneHna OHTONOMMN reHOB.

ITY MHGOPMALMIO MOMKHO PACCMaTPMUBATb Kak BMoNOornyeckme 3HaHMsA, CBeAEHHbIE K MPOCTbIM M KPaTKMUM
onpeaeneHnam, 3aKkoaMPOBaHHbIe B AOCTYMHbIN ANA BbIYMCANUTENBHbBIX Lenen GopmaT, HanpuMep:

A) «id: GO:0000002 name: mitochondrial genome maintenance namespace: biological process def: "The
maintenance of the structure and integrity of the mitochondrial genome; includes replication and segregation of
the mitochondrial chromosome."».

B) «id: GO:0005886 name: plasma membrane namespace: cellular_component alt_id: GO:0005904 def: "The
membrane surrounding a cell that separates the ...»

2. ®ann accoupauni reHos.

3Tn ABa pparmeHTa MHGOPMALMM CBA3LIBAKOT TEPMMHbI OHTONIOTMI C HA3BAHMAMM MPOAYKTOB FrEHOB:
«IGLV3-9 ... GO:0005886»

®annbl GO yaMBUTENBHO Masbl.



C b4l geneontology.org

GE"{E%’:;OOIO;OGY About Ontology Annotations Downloads Help

Current release 2026-01-23: 38 739 GO terms | 9 445 585 annotation
1 723 113 gene products | 5 523 species (see statistics

THE GENE ONTOLOGY RESOURCE
GO Enrichment Analysis @

The mission of the GO Consortium is to develop a comprehensive, computational model of biological Powered by PANTHER

systems, ranging from the molecular to the organism level, across the multiplicity of species in the tree of life.

The Gene Ontology (GO) knowledgebase is the world’s largest source of information on the functions of genes.
This knowledge is both human-readable and machine-readable, and is a foundation for computational analysis of
large-scale molecular biology and genetics experiments in biomedical research.

biological process v
Q ;
Homo sapiens M Examples Launch >

© Any @ Ontology @ Gene Product Hint: works with

UniProt ID/ACs, Gene Names, Gene Symbols, MOD IDs, Ensembl IDs, and
more

! PAN-GO enrichment can be found here
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