Additional file 8. Motifs associated with highly expressed genes in the H. mustelae cell envelope proteome
[image: ]
image1.wmf
ENVELOPE 1

E-value

1E-36

Consensus

MOTIF #

ORF ID

PRODUCT

MOL %

START

MOTIF SEQUENCE

P-VALUE

1

HMU14370

cft ferritin 

5.74

137

99

GGGTTTTTTCTCATAATCTACATTGAAATGATAAAAAT

5.71E-06

1

HMU00320

undefined product; no putative conserved domains detected, hypothetical protein Lreu23DRAFT_1924 [L. reuteri  100-23]: 35% ID

2.89

71

33

GATTTTCTTTGTTGCATTAATGATAAATGGGCACAATT

2.52E-05

1

HMU14210

fldA flavodoxin 1 

2.76

176

138

TAGAATTTTTGTGAATTTTTACCAGTAAATTCTGATTT

1.12E-05

1

HMU03050 

ureAB fusion of urease beta and gamma subunits 

2.43

149

111

ATTTTTCTTGATAAATTTAATAAAAAAGACAAAAATTA

1.94E-05

1

HMU12690

possible bacterioferritin 

2.14

138

100

GGGCTTTATGAAAATGCTTGAGAAAATATGCAGAAAAA

2.75E-05

1

HMU01180

putative putative ENVELOPE-anchored cell surface protein

1.72

63

25

TTGATTTTTGCTAAAAGTTATGGGAAAATGCCAAAAAA

1.93E-10

ENVELOPE 2

E-value

7.2E-12

Consensus

MOTIF #

ORF ID

PRODUCT

MOL %

START 

STOP

MOTIF SEQUENCE

P-VALUE

2

HMU00320

undefined product; no putative conserved domains detected, hypothetical protein Lreu23DRAFT_1924 [L. reuteri  100-23]: 35% ID

2.89

130

119

GCAAAAAATAC

0.000061

2

HMU04030 

petA putative putative ubiquinol-cytochrome C reductase iron-sulfur subunit 

1.64

181

170

GCAAAAATCCC

6.04E-07

2

HMU11040

fliL possible flagellar protein 

0.7

148

137

CCCCAAATCGC

4.13E-05

2

HMU07380

hupB DNA-binding protein HU homolog 

0.61

114

103

CCCAAAAACCC

4.58E-06

2

HMU13670

undefined product; no putative conserved domains detected, hypothetical protein HH0645 [Helicobacter hepaticus ATCC 51449]: 23% ID

0.58

142

131

TCCAAAGCCCC

1.62E-05

2

HMU05800

undefined product; no   putative conserved hits detected, hypothetical protein HH0147 [Helicobacter hepaticus ATCC 51449]: 36% ID

0.46

82

71

GCCAAAATGCC

2.1E-06

2

HMU10630

putative putative periplasmic protein 

0.43

93

82

GCCAAAATCAC

1.46E-06

ENVELOPE 3

E-value

0.00036

Consensus

MOTIF #

ORF ID

PRODUCT

MOL %

START

STOP

MOTIF SEQUENCE

P-VALUE

3

HMU14370

cft ferritin 

5.74

12

6

AAGGAG

0.000196

3

HMU03320

ahpC alkyl hydroperoxide reductase 

5.22

11

5

AAGGAG

0.000196

3

HMU14210

fldA flavodoxin 1 

2.76

11

5

AAGGAG

0.000196

3

HMU03050 

ureAB fusion of urease beta and gamma subunits 

2.43

12

6

AAGGAG

0.000196

3

HMU12690

possible bacterioferritin 

2.14

12

6

AAGGAG

0.000196

3

HMU06410

undefined product; No putative conserved domains detected, hypothetical protein Hac_1480 [Helicobacter acinonychis str. Sheeba]: 29% ID

1.64

15

9

AAGGAG

0.000196

3

HMU04030 

petA putative putative ubiquinol-cytochrome C reductase iron-sulfur subunit 

1.64

129

123

AAGGAG

0.000196

3

HMU03990 

groES 10 kD chaperonin (cpn10) 

1.51

10

4

AAGGAG

0.000196

ENVELOPE 4

E-value

0.036

Consensus

MOTIF #

ORF ID

PRODUCT

MOL %

START

STOP

MOTIF SEQUENCE

P-VALUE

4

HMU14250

undefined product; COG4969, tfp pilus assembly protein, major pilin PilA [cell motility and secretion / Intracellular trafficking and secretion]

3

52

23

TTCTCTTGCAAATTTCCTTTGTTTCGCCG

4.93E-08

4

HMU00320

undefined product; no putative conserved domains detected, hypothetical protein Lreu23DRAFT_1924 [L. reuteri  100-23]: 35% ID

2.89

119

90

TTTTGATCTCAGTTTTGTTGCATTTTTTT

3.84E-07

4

HMU04030 

petA putative putative ubiquinol-cytochrome C reductase iron-sulfur subunit 

1.64

167

138

TTATCTTGCGAATTTGTATGGGTTCTTTT

3.18E-09

4

HMU01190

putative hypothetical glycine-rich autotransporter protein

1.02

190

161

TGTCTATCGCTGTTTTTTGCAGGTGTCTT

1.6E-06

4

HMU11370

undefined product; no putative conserved domains detected, hypothetical protein Abu_2077 [Arcobacter butzleri RM4018]: 37%

0.98

151

122

TTTTGTTTCAAATTCCCATGGATTTTTTG

1.03E-07

4

HMU11040

fliL possible flagellar protein 

0.7

67

38

ATCCTTGGGCATTTTGTAAAACTTTTTAT

5.87E-07

4

HMU05270

rpsO 30S ribosomal protein S15 

0.49

111

82

TTCCTTTGGAGAGATGCCTTGGTTCATTG

9.3E-08

4

HMU05800

undefined product; no   putative conserved hits detected, hypothetical protein HH0147 [Helicobacter hepaticus ATCC 51449]: 36% ID

0.46

174

145

TTTTGTGCGATGTTTGCATGATGGTTGCA

1.29E-06


