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Ontologie

* Contexte : partage de connaissance

* Réle : production d'un vocabulaire contrélé pouvant
s'appliquer a la connaissance du role des transcrits et

protéines
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[. Visualisation des transcrits liés aux termes de [‘ontologie

I1. Evolutions internes de ['ontologie pour une meilleure
adequation au sujet de recherche, Knowledge management

(projet)
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Gene Ontology (GO)

GO

— Biological process
Objectif biologique du géne

Cellular component

Localisation intracellulaire
o1l le produit du géne est actif

— Molecular function

Activité biochimique du produit
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Exemples de concepts et relations

* Exemples * 2 wypes de relations

EGO:0003673 : Gene Ontology (30674)
B @ G2:0008150 : biolomeal process (23487

© GO:0008151 - czll srowth andlor maintenance (15526) Protéine
@ FOO008152 : metabolem (10526) is a
@iF00009058 : kiosynthesiz (2327 Li] Enzyme

@ FO0009059 : macromolecule biosynthesis (1634)
@ GO:0006412 : protein hiosynthesis (1572)
E @ GO:0006411 : protein metaholism and modification (4159)

@ (30:0006412 : protein hiosynthesis (1572) IS a
[ @ €0:0006461 : protein complex assembly (111 e ATP synthase

M GOO007582  physielogical processes (685)
@ GO:0007585 : respiration {26)
@ G2:0005575  celular component {14402 part of
@ 00005623 cell (11523 g :
FH® GO:0005622 - mtracelhlar (10235) B Domalne FO
@ GO0005737 - eytoplasm (5373)
® (0:0005739 : mitochondrion (1433) %art of
‘ H@ GO:0003674 : molecular function (21455 — Domaine F1

@ GOO005215 ; transporter (1920)
E@ GO:0005372 ; water transporter (3)
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I. Visualisation des transcrits liés aux termes de [‘ontologie
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Associations termes - transcrits

* Evidences : codes pour juger de la qualité de ['annotation

Exemnples :
— I'EA : inferred from electronic annotation
— T4S : traceable author statement
* Bases de données pour les transcrits (Swiss-Prot, TITEMBL,
SGD...)

* Articles justifiant ['annotation (Pubmed)
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Visualisation termes - transcrits
i1
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=p:Q00257: TAS : pubmed 9215567 id: 7137 Chromobox protein homolog 4 CBXA_HURMAN [IPI000105
sp:014E4E: TAS : pubmed 9326634 id:7263 Chromodomain-helicase-DMA-binding protein 1 CHD1_H
=p 014647 TAS @ pubmed 9326634 id: 7264 Chromodomain-helicase-DMNA-binding protein 2 CHDZ_H
=p:OTE3ET: IEA goa interpro id: 7833 Core histone macro-H2A.1 H2AY_HUMAN [IPI000253216]
=p:035985; TAS : pubmed 9725343 id:2164 DNA topoisomerase |1l beta-1 TPIB_HUMAN [IPI2000150
=p:PO1133: TAS : pubmed 10436156 id:3257 Pro-epidermal gromth factor precursor EGF_HUMAN [IPI
=p:POZ2E1: MAS sp HOREFERENCE id:8438 Histone HZA cfdfifn/p HZAC_HUMAN [IPI00020025]
=p:POZ2TE: IEA goa interpro id:3439 Histone HZB.afghk HZBA_HUMAN [IFI00020101]

sp:PO2304: |IEA goa interpro id:2440 Histone HA HS4_HUMAN [IFI00020463]

=p:PO4553: |IEA goa interpro id:2596 Sperm protamine P41 HEP1_HUMAN [IP100024632]

sp:PO4554: IEA goa interpro id:23597 Sperm histone P2 precursor HSPZ2_HUMARN [IPI00024583]
sp:PO4805: MAS sp HOREFEREMCE id: 2624 Histone HZA m HZAM_HUMAM [IFI000Z527 2]

=p:POB351: MAS sp HOREFEREMNCE id: 2730 Histone HZ.2 H3Z_HUMAM [IPI0002G253]

=p:POEE33: IEA goa interpro id:2767 Histone H2B.r HZBR_HUMAN [IPI00027361]

=p:POTA93: |IEA goa sphw id:8779 Major centromere autoantigen B CENB_HUMAN [IP100010328]
=p:POT305: |[EA goa interpro id:8782 Histone H1' HA0_HUMAN [IF100011152]

=p:PO9429: |IEA goa sphw id:2359 High mobility group protein HAG1 HMGA_HUMAN [IP 1000 14459]
sp:PO94:30: IEA goa interpro id:2960 Spermatid nuclear transition protein 1 STPA1_HUMAN [IP10001444
spiPA0412: MAS sp MOREFERENCE id: 0045 Histone H1B H14_HUMAN [IFI00020252]
=p:PAE104: MAS sp HOREFERENCE id:9425 Histone HZAx HZAX_HUMAN [IPI00027366]
=p:PABA0E: MAS sp HOREFERENCE id: 9426 Histona HZ 1 H31_HUMAM [IPI00027367]
sp:PAE404: MAS sp HOREFERENCE id: 2446 Histone H1A H1S_HUMAM [IPI00022533]
“ spiPAE402: MAS sp HMOREFERENCE id: 2447 Histone H1C H1Z_HUMAN [IFI000Z2524]
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Informations présentées

Base de données Evidence

7

'@' sp:QO0257: TAS : pubmed 8215667 1d:7137 Chromobox protein homolog 94 CBXG_HUMAN [IP 10001027 2]

spOMdEdE: TAS : pubmed 9326624 id:7262 Chromodomain-helicaze-DNA-binding protein 1 CHO_HUMAN [IPI10002:23108]
spO1dEdY: TAS : pubmed 9326624 id:7264 Chromodomain-helicaze-DNA-binding protein 2 CHDZ _HUMAN [IFPI10002:23109]
sp:QVEZEET: IEA goa interpro 1d:78332 Core histone macro-HZAT H2A%_HUMAN [IP 10002532 16]

sp:035385: TAS : pubmed 9726242 id:2164 DHA topoisomerase |l beta-1 TP2ZE_HUMAN [IPI00001502]

sp:PO1133: TAS : pubmed 104236156 id:8257 Pro-epidermal growth factor precursor EGF_HUMAN [IP 10000007 3]

1% © @ © ©

ID article Nom complet Symbole
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Filtre des résultats
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database filter : sp

sprOB0832: TAS : pubmed 10891218 id:Fr58 Dwsherin DRCA_HUMAN [IP00032302]

=p:P35251: TAS @ pubmed 8954124 id: 10468 Activator 1 140 kDa subunit AC15_HUMAN [IF 000
sp:P49953: TAS  pubmed 3705271 id:11169 Double-strand break repair protein MEE11A MRE11_|
spePE4274: NAS  pubmed TEO2076 NAS @ pubmed 97329097 id: 11452 Telomeric repeat binding
tr043475: TAS : pubmed 9931450 id: 145897 DNA RECOMBINATION AND REPAIR PROTEIN HH
tr@35271: MAS : pubmed 9822373 id:15520 TRF1-INTERACTING AMKYRIN-RELATED ADP-RIB

trE@IZEVE: TAS @ pubmed 9705271 1d:16701 RADSD QIZE7E [IFIO0024721]
trEE3029: MR r MOREFERENCE id:16734 TTAGGG REPEAT BIMDING FACTOR 1 Q23029 [IFI0
trQAMYBO: TAS : pubmed 10250490 id:19424 TRFZ-interacting telomeric RAP1 protein QANYB
tr@IUHCZ: TAS : pubmed 105249025 id:20196 TINZ QIUHCZ [IPI0000597 4]

mgi:MSE1S19850: 104 mgi mgi 2152155 id:32391 PIN2'TRF1-interacting protein Pinx1-pending
mgi:MSA09634: IEA mgi mgid 12354194 id:34093 telomeric repeat binding factor 1 Terf1 [PinZ,
mgi:MSEAZ02T09: IEA mgi mgi: 1354194 id:34025 telomerase reverse transcriptase Tet [ESTZ,
=gd: 50002614 1] zgd 6278 |pmid: 106823542 IMP =gd G373 |pmid: 10828642 id:92045 no full_nar
20d: 50005160 IMF 2gd 7991 pmid: 1221914 id: 43692 repressor activator protein RAFP1 [GRF1, T
=gd: 50000473 [MP sgd 112336 pmid:A577274 id: 43763 RAPA-interacting factor RIF1 [vBRZTSC]

@
@
@
-

sp:014T46: IEA qoa sphow id:7285 Telomerase reverse transcriptase TERT_HUMAN [IFI000Z3651] |

tr@15554: TAS : pubmed 10335214 id: 16423 TELOMERIC REFEAT BINDING FACTOR 2 Q1558

T T B R
|

=0d: 50000134 IMP sgd 459 |pmid:3513174 id:447 15 phosphatidylinositol kinase (putative) TEL1 [—]

ﬁ' spQE0E32: TAS  pubmed 105991218 id: 7758 Doysherin DKC1_HUMAN [IFI00032302]
ﬁ' spP35251: TAS : pubmed 3954124 id: 10468 Activator 1 1490 kD a subunit AC1S_HUMAN [IP1000174
'@' zp:PA33959: TAS : pubmed 9705271 id:11169 Double-strand break repair protein MEE11A ME11_HU
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Liens aux bases de données
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Liens aux articles
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Termes associes a un transcrit
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11. Evolutions internes de ['ontologie pour une meilleure
adequation au sujet de recherche (projet)
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Prise en charge de ['ontologie
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Aiout d’association termes — transcrits
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 SPECAVAS0TC: IS5 awall pA7970 id:36553 ZF51 ZFS1
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‘Partage de connaissances

* Différentes « vues » de ['ontologie correspondant aux
informations entrées par les différents utilisateurs de
['ontologie :

— L’administrateur
— L'expert
— Le post-doctorant
— L'¢tudiant
* Confronter ces différentes vues
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Conclusion

* Permet d’obtenir toutes les informations recherchées
nécessaire d la compréhension et a ['analyse

* Mangue ['aspect développement de données propres d la
thématique du laboratoire (qui permet a ['expert d 'enrichir
['ontologie existante) : phase que nous démarrons. ..
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