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ArcA (E. coli)
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ArgP (E. coli)
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ArgR (E. coli)
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CpxR (E. coli)
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Motif information content: 9.00 bits
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Cra (E. coli)
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Crp (E. coli)
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Motif length: 22

Motif information content: 11.31 bits
Max possible PSSM score: 25.13
Motif GC content: 36.94 %
Genome GC content: 50.79 %
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CsgD (E. coli)

T T _

el = -
Fer e T TEEE

Motif length: 17
Motif information content: 8.41 bits
Max possible PSSM score: 18.87
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CysB (E. coli)

Motif length: 38
Motif information content: 23.
Max possible PSSM score: 42.
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Genome GC content: 50.79 %
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CytR (E. coli)
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DnaA (E. coli)
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FadR (E. coli)
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Fis (E. coli)
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FIhDC (E. coli)
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Motif length: 16

Motif information content: 12.83 bits
Max possible PSSM score: 19.22
Motif GC content: 47.66 %
Genome GC content: 50.79 %
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FNR (E. coli)
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FNR (R. sphaeroides)

PSSM score cutoff
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Fur (E. coli)

48 sites

Motif length: 18

Motif information content: 15.78 bits
Max possible PSSM score: 26.69
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GadW (E. coli)
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GadX (E. coli)
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GalR (E. coli)
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Motif length: 15

Motif information content: 16.27 bits
Max possible PSSM score: 20.83

Motif GC content: 39.44 %

Genome GC content: 50.79 %
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GIpR (E. coli)

GlpR.1Int_upstream-neorf-ovlp-2str.19.consl
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Motif length: 19

Motif information content: 15.30 bits
Max possible PSSM score: 23.98
Motif GC content: 39.63%
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H-NS (E. coli)

Motif length: 13

Motif information content: 8.22 bits
Max possible PSSM score: 14.84
Motif GC content: 2439 %
Genome GC content: 50.79 %
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95 sites

Motif length: 13

Motif information content: 8.39 bits
Max possible PSSM score: 15.85
Motif GC content: 25.83%
Genome GC content: 50.79 %
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LexA (E. coli)
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LexA (C. difficile)
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LexA (M. tuberculosis)
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Lrp (E. coli)
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MalT (E. coli)
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MarA (E. coli)
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MetJ (E. coli)
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Motif length: 17

Motif information content: 10.56 bits
Max possible PSSM score: 18.63

Motif GC content: 31.51%

Genome GC content: 50.79 %
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NagC (E. coli)

20 sites

Motif length: 22

Motif information content: 19.86 bits
Max possible PSSM score: 28.05
Motif GC content: 27.50 %
Genome GC content: 50.79 %

100000

10000

Complete genome

100000

10000

Protein-coding regions - coding (sense) strand

PSSM score cutoff

&
g 3
3 E
o o
A A
& 9
3 8
“ “n
£ £
E 1000 g 1000
Q
E E
c o
@ c
b &
o 100
2 100 2
£ £
«
W ”
s 10 5 10
5 s
2 8
E €
= 3
4
1 - - . 1 :
10 15 30 30
PSSM score cutoff PSSM score cutoff
Intergenic regions (both strands) Protein-coding regions - template (antisense) strand
10000 100000
&=
E $
3 3 10000
N o
A
1000 A
g g
3 8
b n
£ <
= =
s $ 1000
2 o
£ 100 5
S c
o o 100
Q
s £
£ £
a [
g Q
£ 10 E-
..é 5 10
s
8 2
E [
3 S
z H
1 - , 1 - ,
25 30 25 30

PSSM score cutoff




NarL (E. coli)
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Motif length: 17

Motif information content: 7.77 bits
Max possible PSSM score: 15.43
Motif GC content: 34.42 %
Genome GC content: 50.79 %
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NsrR (E. coli)
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Motif information content: 12.18 bits
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NtrC (E. coli)
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Motif length: 18

Motif information content: 14.37 bits

Max possible PSSM score: 24.98
Motif GC content: 51.33%

Genome GC content: 50.79 %
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OmpR (E. coli)
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Motif length: 19

Motif information content: 13.53 bits
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OxyR (E. coli)
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PhoB (E. coli)
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PhoP (E. coli)
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PurR (E. coli)
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SoxS (E. coli)
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TyrR (E. coli)

Motif length: 17
Motif information content: 15.77 bits
Max possible PSSM score: 22.87
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o> (S. enterica subsp. Typhimurium)
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