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What is BioCuration?

The experimental research
community generates data

Biocurators, software and database

New Research Hypothesis FI %%Zelopers organize the data and
““make it available for users

Pascale Gaudet, ISB










Orthologs and Paralogs

Al QIFTEBEE| G| K
SiEl A QFE S GEEy

-

paralogs

\--'

orthologs

AV L] AL RK [ RS





































submit | ©
View BER Searches search date: Wed Oct 23 12:59:20 2002 Refresh Searches

“esim  length description pyaluc
in synthase {Shewanella oneidensis MR-1) 15¢-176
25¢119

GENE CURATION INFORMATION i
ORF0481 3 (802740) endS/end3: 2856763 / 2855711 database: bsp P it e i

» View BER Searches ynthase BioB (uncultured bactenium pCosHE2) 15119
asmbl_id: 7974 gens length: 1063 feat_name ! locus: | etase (Escherichia coli O157:H7 VT2-Sakai JOGM 13 5.1e-119

protein length: 350 o { Yersinia pestis CO92 YOOMNINTLO2YP2956 biot $3¢-119
* Reload P‘g' molecular wt: 38790.13 bs New_Gene like protein {uncultured bactenium pCosFS1) 95e-118

— hthesas, sulfur imsertion? (Eschenchia coli O157:H 22118

| Select Display - | Select Function - Refresh Searches Sttt e i
: hase (EC 2.1 6) (Biotin synthetase). {Salmonell Sielio

lxse (Vibno cholerae El Tor N1696 1 JOGM96555831g Sle-119
GENE lDENTIFICATION submit | hlltory J F tase {Salmonella entenca serovar Typhi CTI18)0G Lle-l18

gene name: se {Psendomonas scraginoss PAO! YOGP9946364ig T 7e-116

lbiO!ln synthase ynthase BioB (uncultured bactenium pCosAS1) 9.le113
ase (Xanthomonas campestns pv. campestris ATCC3 28111
ase (Xantbomonas axonopodis pv. citri 306 )}OGP2 | 66110
be (Buchmera aphidicola Sg JOGM21623185IgbIAAMG 14e-109
ase (Xylella fastidiosa 9aS¢ JOGM9 1048 34IghIAAFR Sde 110
EC GO auggestions: FTIN SYNTHASE PROTEIN (Ralstonia solanaceanm GMI | 4.7¢-109

» GO:0004076 @44 | Lioin synthase activity (F) nthase (EC 2 5.1.6) (Biotin synthetase). [Buchnera 1.1e-107
btin synthase {Acinetobacter calcoaceticus) 1 6e-106
hse {Camlobacter crescentus CB15)JOGM134252511gh 10105

public comment:
HASE {Brucella melitensis 16M)OGH 179849692 bIAAL 63108

Start confidence Low (

EVIDENCE PICTURE

100
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- sec structure: Coil(-), Strand(blue), Helix(yellow)
TIGROO433: biotin synthase

PFO6968: Biotin and Thiamin Synthesis associated doma
PF04055: radical SAM domain protein

C0GO502 (p-value: none)

Characterized match: SP:P12996
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Artemis File Entries Select View Goto Edit Create Run Graph Display
enNnOo Artemis Entry Edit: MAL1.embl
Entry: [W MALl.embl

110 selected bases on forward strand: 299715..299724
GC Content (%) Window size: 120

| User algorithm from MAL1.3.timepoints.plot Window size: 16
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[ PFAO34SW:mRNA 293860 295186  centrin-1
| PFA0350c 295518 297149 ¢ conserved Plasmodium protein, unknown function

| B PFAO355w 297580 299611 carbon catabolite repressor protein 4, putative
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