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2.1

DBarillus subitilis

[9]

Nature

ESORE : Bacillus subtilis open reading frame  http://bacillus genome.ad. jp/

DNA
DETES : database of transcriptional regulation in Bacillus subtilis
http:/ /dbtbs hge jp/ 2.1 BSORF
Location DNA by by
base pair Strand DNA
DNA
Length PID
Gene Svnonym Code
2.2 DETDBS Transcription factor



Location Strand | Length PiD Gene | Synonym code
AL 1750 G 1GOTGED | donat Dsunnl
19393075 378 1GO0T0T0 | donaN DBsulinnz
32006G..3421 7l 1GOT0TL | vaal Daulins
LT 50 370 1GOTTOT2 recl’” Daulin-4
AOGT_ATZH 22 LGOTTOTE | vaald Bl
ABGG_GTR2 G35 1GOT07E | gual? Dsuinn
Consensus seq
Regulated gene
Operon Slgma
Merulation Absolute  DNA
Binding seq
2.2

Transcription factor : Phol®

Consensus seq : TT{A/T/CJACA-N3- to NT-T'T{A/T/C)ACA

Gene | Operon | Sigma | Regulation | Absolute position | Dinding seq

glpl) | glpTd) | Sigh Positive 233015233093 TTAATAGTTTTCCAACA
phoi | ND ND Positive IOITIGZ2 1018025 | rrrrcarrrocriacas
phold | ND ND Positive 212456217303 ANTCCANTOTTTAAANT
pholy | ND ND [Positive ZEI462_.283511 TTACAATCAGTTUACA
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4.1

5 40906
DNA
A+ T =G3.3[%]
G+ C = 36.7[H]
A T
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PP P, e
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ratio of covered known binding sequences

ratio of covered known binding segquences
not over threshold
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