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Gene ontologyJt M3& &= &Al2 0BO format, XML, MySQL, OWL Ul JtXIel EEi=2
MBI ACH(FASTA EA2 GO HAASHA IJH0IEE NMB6tA Z=CH 0BO= Open
Biological Ontology2l 2fAt= NXMZEQl syntaxE JHAILD flat filell €EiZ XM3&Ch XML
A2 RDFOIA HMEdt= syntaxS 0/820t0 F &6t RDFEA = OFLIXIBHRDF like XML)
is_aZ ALt par_ofZHE H&otD UACH MySQLS DOBHIOIE2 dumpEEIiZ HMEE1D A2
0 OWLE2 EZ& OWLEA S M= UL

CtS& MySQL dump&EHZ KM 3% = Gene Ontology2l 0ici EEHOILCH.

e termdb — ontologies, definitions and mappings to other dbs

e assocdb - the above, plus associations to gene products

e seqdb - the above, plus protein sequences for some of the gene products
» seqdblite - the above, with IEA associations stripped out (this is the version
that drives AmiGO)
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Qo] HHE0 EEI0 USH BIIEOZ HEH FEE0| SAHJU=KX AHE X},
J220 UHese HHM ole statst & Z(antioxidant activity)Oletes 2010 et &
b €AHUE XMLZ Jl&=E termdb ontology2l 00| CF.

<go:term rdf:about="http://www.geneontology.org/go#G0:0016209" n_associations="0">
<go:accession>G0:0016209</go:accession>
<go:name>antioxidant activity</go:name>
<go:definition>
Inhibition of the reactions brought about by dioxygen (O2) or peroxides. Usually the antioxidant is
effective because it can itself be more easily oxidized than the substance protected. The term is
often applied to components that can trap free radicals, thereby breaking the chain reaction that
normally leads to extensive biological damage.
</go:definition>
<go:is_a rdf:resource="http://www.geneontology.org/go#G0:0003674" />
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>SP_KW</go:database_symbol>
<go:reference>Antioxidant</go:reference>
</go:dbxref>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>HAMAP</go:database_symbol>
<go:reference>MF_00269</go:reference>
</go:dbxref>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>HAMAP</go:database_symbol>
<go:reference>MF_00401</go:reference>
</go:dbxref>

</go:term>

2. XMLZ 0120 & termdb
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HIGH-QUALITY AUTOMATED AND MANUAL ANNOTATION OF MICROBIAL PROTEOMES
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<go:term rdf:about="http://www.geneontology.org/go#G0:0016209" n_associations="322">
<go:accession>G0:0016209</go:accession>
<go:name>antioxidant activity</go:name>
<go:definition>Inhibition of the reactions brought about by dioxygen (O2) or peroxides.
Usually the antioxidant is effective because it can itself be more easily oxidized than the substance
protected. The term is often applied to components that can trap free radicals, thereby breaking the
chain reaction that normally leads to extensive biological damage.</go:definition>
<go:is_a rdf:resource="http://www.geneontology.org/go#G0:0003674" />
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>SP_KW</go:database_symbol>
<go:reference>Antioxidant</go:reference>
</go:dbxref>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>HAMAP</go:database_symbol>
<go:reference>MF_00269</go:reference>
</go:dbxref>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>HAMAP</go:database_symbol>
<go:reference>MF_00401</go:reference>
</go:dbxref>
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<go:association rdf:parseType="Resource"

<go:evidence evidence_code="ISS">



<go:dbxref rdf:parseType="Resource">
<go:database_symbol>MGI</go:database_symbol>
<go:reference>MGI:2429377</go:reference>
</go:dbxref>
</go:evidence>
<go:gene_product rdf:parseType="Resource">
<go:name>4930414C22Rik</go:name>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>mgi</go:database_symbol>
<go:reference>MGI:2444701</go:reference>
</go:dbxref>
</go:gene_product>
</go:association>
.../(\g él:
.../(\g él:
<go:association rdf:parseType="Resource">
<go:evidence evidence_code="ISS">
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>PMID</go:database_symbol>
<go:reference>10952301</go:reference>
</go:dbxref>
</go:evidence>
<go:gene_product rdf:parseType="Resource">
<go:name>VC1350</go:name>
<go:dbxref rdf:parseType="Resource">
<go:database_symbol>tigr_cmr</go:database_symbol>
<go:reference>VC1350</go:reference>
</go:dbxref>
</go:gene_product>
</go:association>
</go:term>
J8 3. XMLZ O0IF0{&l assocdb
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E DE 20l ISSetH inferred from sequence similarityE 2/ 0I18tCH. 242 2MEL LHE
£ 2JI9oll MGI(Mouse Genome Informatics) http://www.informatics.jax.org/ Ol JtAl
accession id0l diEdte MGI:2429377 2 ZAMa 22 “The FANTOM Consortium and
The RIKEN Genome Exploration Resea, Nature 2002;420():563-573" Olcte =20 28t

FEE A2 £ ULH S22 AH SEX 28 HE2E 2D Kol SEX 0[S0 of
&ot=  4930414C22Rik  OlLE idel MGI:2444701 = HME oHE2H  “Prdx6-rsi,
peroxiredoxin 6, related sequence 1, Chr 2" I} Z2 SEX0 28 XAE FEE 22
2 ALk = X2 MAMEZE DB 2% DBE OtLiet GO AAY =% UL ol

< ISBNO|I AFEZIH =22 &2 PMID(PubMed ID)Jt A €L

GO= A& A& (molecular function), 28 X Z(biological process), MlZE
Z(Cellular component) OIZ Al AIJIXIZ OIR20IA ULCH WTetA KoM oz € F2 |A
X 4930414C22RikIt GOUOIA CHE0l OIR0Xl= 052 &tUIE OtLiet oied JHXIDt

g 4 UCk

Gene |Process lipid catabolism

Ontology Component lysosome

(GO) Function antioxidant activity, catalytic activity...

classifications | ,; ;0 classifications(7)

J8 4. GO RE=ES IS

d84= otlel RE=E0l GOUOA GENH UWSH=XE HZ et AN0IL HE

2™ porcessOl StLt componentOfl StLE elx) functionOl 5JH0F HESE O 25 700 OH
SE2 2 £ UL £ 2O A0l is_aHILE part_of 2HJF UJI W20 ot S0i00
HSeEtd &< E00s HSEC =2 5 UCH H0l LIEHY WES L= EHMB “0f
SEX=s 2l2E WIA XNEZo MESstE ASZ ot=0l Satst A2 H20] JUC
o 20l & = US A0t

CtS2 OWLZ H&§ 0ol Coll &#HE XS otACt.

<owl:Class rdf:ID="GO_0016209">
<rdfs:label>antioxidant activity</rdfs:label>

<!-- molecular_function -—>
<rdfs:subClassOf rdf:resource="#G0_0003674"/>

</owl:Class>

<owl:Class rdf:ID="G0O_0009986">




<rdfs:label>cell surface</rdfs:label>
<rdfs:subClassOf>
<owl:Restriction>
<owl:onProperty>
<owl:ObjectProperty rdf:about="#part_of"/>
</owl:onProperty>
<owl:someValuesFrom rdf:resource="#G0_0005623"/>
</owl:Restriction>
<I--cell ==>
</rdfs:subClassOf>

</owl:Class>

8 5. OWLZ O[FH& termdb
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surfacedt cell & part of & OIRH AN USS LIEHHCE OWLE A M= 02t 01 A0S
2 olee 2IoEEE MEZX &£ JCH SHAILH OWLOI W3Cel E&E 282X 200l
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Gene Ontology2l E&&0k= 3N WSO AIJHX 202 Us0 2 %= UL HMe
OntologyXMtHE EctRAGt] H2gt= W00 SM= 2 OOIHHOIAS GOE 0l&d =
AEtoz i d2E A 2 Aol EHS MIoct= AOICH ME M= MSSR Ao Z1
=2 GOU0l tHSAIHAS2SZMN & O 20 U= Z2HE 2d0li= AO0ICH 0 ZlAs 2
2tol S0l st HEXQ HARES Soll GO SE=Z0H0 ol LotE2=S StCt.

3.1 GO Ect®AH

GO2 AJl= 2005E 3& & X 176800H2 E0IZ OIF0AM UL 0I= obsolete termS
HMI2lot® 9247J12| biological_process & &0, 1484J12] cellular_component 2& &0,
6949J1 2] molecular_function Z&&0{Jt 8 GOE 0l RUCH E 28 200l oL dt=
=& FE= JI2E2 SFIMUA =&EH0 021 UCH. Mt 22X 2@ FBE
I HMGD| st ES0| ZRsH GOHAANSUHAE Jl2Hel E2t2M2 AmiIGO[5]8
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3} AmiGO! Your friend in the Gene Ontology. - Microsoft Internet Explorer
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AmIiGOEet2XN= & QHHOIAE JIEICZ OIRUHA UI| W20 & Zue Al
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3.2 GO annotation
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) FlyBase Beport: Cat - Microsoft Internet Ezplorer

OHEiEY HEE) HII SAFENA BRI ESEH i
Q-9 NRAG PLaarew @ -5 w-JEHKHHE 3
Tl |s§] http://flybase. bio,indiana, edu/, bin/bida, htrml ?FBgn0000261 Vi ns oz *»
other Synonyms Catalase FBan0000261 SYMOpSs™— — 4
Date 24 Dec 04 A\'a“arl;'e
GENOMIC ORGANIZATION | SRS
grhnflomosome 3L Chr 3L:18787865. 16793453 Cat _ Syaopsls
FEL FOE2 :
. " —t g 5]
Cytogenetic  75E1 — ZONCHECTEpO
map - L Full report
Scaffold AEDOZE1D ] — o == Recent updates
Recomb. map 3-47.0 i rm——— Genome
Annotation
GENE PRODUCT Gene region map e e e e
Proteins & Transcripts Alleles (19
Polypeptides Cat-PA (506 aa): Cat-xP (506 aa) P%%)
; ; Phenotypes (11
Transcripts Cat-Ra Cat—xR £ e,s
Sequence: |Generegion v|  Format: |GenBank | Proteins &
Transcripts (4)
GENE ONTOLOGY l%)
GO:Molecular heme binding: antioxidant activity: catalase activity: %
function peroxidase activity: e
RS ; e Interactions
aging: calcium-dependent cell-cell adhesion: T an
GO:Biological defense response:  determination of adult life span: G al
process electron transport:  response to hydrogen peroxide: SEble e
response to oxidative stress Stocks 1) | =
&] © CIE
8 7. GOEOW &2 GO annotation
8 72 2H O OoledolAN GOE Ol8d =42 €1 Yes AE & = UCH 0 &
2E 0l2cotH ZAsh ZIF GOUe HE E00 UHSH=XKE & = /U CE DBOUIA
AMe ZtE s2st GO EHE MEBsUH = HOIEH= 22 MEWS /XA A
SAL 22 MEEA NZ2Z2 ol 2202t M2AE & QU S0 ot g2 SE2
20| A LAY 2 S0 HE2 AEUO0IEHS0l 20tKISHA 2212 HOIEOICH 25
MOl FH2 20l ol2{9XD ACk. DA DBUIS GIOIEISS F4sted =88 F
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2 £ QUCH GOFiguree= YN RAIE ZMS ot0 HSEH= GO BUHES =0t FHM
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EoZ2 HE 2O, RE LE= 0l B2 29 &0 Y1 FRs HFE HXE 2 8
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Help | About
G P b M d Enter PubMed query here,
o u e iIevamlsnle |nh|h|m|1 .
Onteology-based literature search, Biotec, TU-Dresden - i

Induced Gene Ontology | The first 20 Pubmed results for "levamisole inhibitor" #
“levamisole inhibitor” [100,  Legend: [Pubmed keywords [£] Gere Ontolagy terms

< Gene:Onkalagy [3] i 0 Characterisation of an ATP diphosphohydrolase {Apyrase, EC i BGOTerms:
9 biological process 53] '3.6.1.5) activity in Trichomonas vaginalis. ! entracellular (100%)
5% physiclogical process [31] : In the present report the enzymatic properties of an ATP diphosphohydrolase (apyrase, EC 3.6.1.511 iBetmlee (0]

5% requlation of biological proces in Trichomaonas vaginalis were determined, The enzyme hydrolyses purine and pyrimidine nucleaside 5= sty R

Ol viral life cycle [1] 'dl and 5'-triphosphates in an optimum pH rangs of 6.0--8,0. It is Ca(2+)-dependent and is insensitive | | 2xtracellular space (33%)
80 davelopment [s0] b0 classical ATPase inhibitars, such as ouabain (1 mi), M-ethylmaleimide [0,1 M), orthovanadate (0,1 ;) apyrase activity (37%)
80 celular process 4] .mM) and sodium azide (5 mM). A significant inhibition of ADP hydrolysis (37%) was observed in the ! adenylate kinase activity

—~ 2 .presence of 20 mM sodium azide, an inhibitor of ATP diphosphohydrolase, Levamisole, & specific 1 (34%)

&% behaviar [19] ‘inhibitor of Slkaline phosphatase), and PILY, P(S) -di {adenosine 5'-) pentaphosphate, a specific inhibitar « | phosphatase inhibitor

cel\u\ar component [51] -Df adenylate kinase, did not inhibit the Efzyme ackivity, The enzvme has apparent Kim) (Michasls @ | adtivity (839)

. /G0) 'Constant) walues of 49 24/-2.8 and 49,94/-10.4 microk and Wmax) (maximum velodty) values of ! alkaline phosphataze
149.4+/-7,1 and 48.3+/-6.2 nmal of inorganic phosphate x mind-13 x mg of proteini-1) for ATP and:-_a(li"ilv 182%5) \
1ADP, respectively. The parallel behaviglr of ATPase and ADPase activities and the competition plot: ____________________

50! pratein complex (5] isuggest that AT and ADP hydrobysis occur st the same active site, The presence of an ATP
60 etracellular [21] dlphosphohydro\ase activity in T, vaglnahs may be important For the modulation of nucleotlde-

60} organelle [11] -cuncentratmn in the extracellilar space, protecting the parasite from the cytolvtic effects of the !
0 extracellular matriz [10] -nuc\entldes, mainly AT,
'Puhlicatiun

‘molecular Function [91] Int J Parasitol, 31 (8): 770-5, 2001; PMID: 11403767 !

Eo Authors
e transpQrter fac_tlwty (13) de Aguiar Matos 1 A, Borges F P, Tasca T, Bogo MR, De Carli G A, da Gra?a Fauth ™M, Dias R D, |
501 catalytic activity [57] Bonan C D!
binding [23] + Affiliation

Laborat?rio de Pesquisa Bioqu?mica, Departamento de Ci?ncias Fisiol?gicas, Faculdade de Bioci? !
ncias, Pontif?cia Universidade Cat?lica do Rio Grande do Sul Avenida Ipiranga, 6681, Caixa Postal:
1429, 90619-900, Porto Alegre, RS Braz

3 E‘?‘enzyme regulator activity [17]
5 Ef‘signal transducer activity [14]
<80 antioxidant ackivity [2]

- Androgen metabolic response to indomethacin and the aIkaIlne i A btierms:
| phosphatase inhibitor levamisole in fibroblasts., : sestradiol 17-beta-
+ ' dehydrogenase activity
: OBJIECTIVES: The aim of this investigation is to study the effects of indomethacin (I} and the alkaline : .(99%]

-phmsphatasﬁ (ALP) inhibitor levamisole [L) on androgen Salpha-reductase expression in gingival and: 'andmgen retabalisr
:periosteal fibroblasts, in the context of repair in the periodontium, Chraonically inflamed human gingival | 1(33%]

'Flhrnhlasts (HGF) were used to demonstrate the comparative effects of L on HSF and human Dral':alkalme phosphataze
perlosteal Flbrnblasts (HFF). MATERIAL AND METHODS: Monolayer cultures of six ceII lines of HFF of | Iactnruy (7a%%)
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