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DDBJ GIB

GIB
Genome Information Broker
e E.col

Archaea 16
> = Bacteria 107
Eukaryota 6
Total 129
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Escherichia coli O157:H7 RIMD
0509952

putative virulence protein

Escherichia coli O157:H7 EDL933

putative transposase TnpB of
Insertion sequence 1S609

Escherichia coli K12 W3110

Hypothetical protein

Escherichia coli K12 MG1655

putative virulence protein

Escherichia coli CFT073

Peyer's patch-specific virulence
factor GipA




ORF

>100 codons (ATG or GTG start)
+ 50-99 codons extracted from no ORF
having >100 codons

Aeropyrum pernix K1

Methanosarcina

CRITICA implemented in ERGO software

6.0 Mycobactérium lepraé 0N

ORPHEUS and GLIMMER (both trained on
an initial ORF set generated by ORPHEUS)




j \GenMark 11

GeneHacker, 4 GeneSmith. 4




ORF

The threshold ORF length

>400aa
>300aa
>200aa
>150aa
>100aa

>80aa

>66.6aa(200bp)

>60aa
>50aa
>40aa
>33.3aa(100bp)
>30aa
>20aa

>5aa




Escherichia coli K12 MG1655 Glimmer2 10272  vs CDS 4289
(Glimmer2 ORF 45bp,ORF )

Glimmer2 . : ; !
5 i i i 3

CDS : Case 0 > 2765
:9% 1:> 0
Case 2 > 694 > 4245

. Case 3 > 784
| Cased— > 0
| Case 5 T 5
| =7 > 3
Case 7 > 423
[Case 8 > 665
Case 9 > 128

Case’ 10 4806 1/ 44

> 6025




Bacillus subtilis ORF
Escherichia colr K12 ORF
Streptomyces coelicolor A3(2) GC high,

Nostoc sp. PCC 7120 rearrangement

Mycobacterium leprae pseudo gene

Yersinia pestis KIM pseudo gene frameshift
Aeropyrum pernix K1l Crenarchea
Pyrococcus horikoshri 0T3 Euryarchea




5° 3'end

5° 3'end

BLAST,motif Hit GIB_ORF RNA Hit

BLAST,motif Hit GIB_ORF RNA Hit

5° 3'end

3’'end

BLAST,motif Hit GIB_ORF RNA Hit

5 3'end

BLAST,motif Hit GIB_ORF RNA Hit

RBS 3’end

RBS 3’end

RBS BLAST,motif Hit GIB_ORF RNA Hit

RBS BLAST,motif Hit GIB_ORF RNA Hit

RBS BLAST,motif Hit GIB_ORF RNA Hit

RBS 3’end

BLAST motif Hit GIB_ORF RNA Hit




ORF GIB ORF Location

5 3 16,545 52.16%
3 14,654 46.19%
525 0.02%

31,724 100.00%

QYA




GIB

GIB
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