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NCBI Blast:Nucleotide Sequence ( 1175 letters) 

Descriptions 
Sequences producing s ignificant alignments: 

Description Max Total Query E ldent Accession 

score score cover value 

hypothetical protein [Escherichia 
193 193 30% 5e-57 80% WP 044069946.1 

coli] 

hypothetical protein [Escherichia 
193 193 30% 8e-57 80% WP 049144422.1 

coli] 

tia invasion determinant domain 
193 193 30% 9e-57 80% WP 042194856.1 

protein [Escherichia coli] 

tia invasion determinant domain 
193 193 30% 1e-56 80% WP 050436733.1 

protein [Escherichia coli] 

draP [Escherichia coli LAU-EC10] 174 174 22% 8e-51 96% ETE17982.1 

tia invasion determinant domain 
175 175 31% 6e-50 72% EHX71337.1 

protein [Escherichia coli DEC13E] 

hypothetical protein G770_04687 
[Escherichia coli HVH 109 (4- 173 173 30% 8e-50 72% EQQ62779.1 

6977162)] 

adhesin [Escherichia coli] 177 177 31% 9e-50 73% WP 000571846.1 

hypothetical protein [Escherichia 
174 174 30% 9e-50 72% WP 058033427.1 

coli] 

tia invasion determinant [Escherichia 
176 176 31% 1e-49 73% EFJ81905.1 

coli MS 69-1] 

outer membrane beta-barrel domain 
176 176 30% 1e-49 73% WP 001380747.1 

protein [Escherichia coli] 

adhesin [Escherichia coli LAU-
176 176 31% 1e-49 73% ETE23623.1 

EC10] 

ompA-like transmembrane domain 
176 176 31% 1e-49 73% EHX85258.1 

protein [Escherichia coli DEC14C] 

adhesin [Escherichia coli] 176 176 30% 1e-49 73% WP 061330160.1 

tia invasion determinant [Escherichia 
176 176 31% 1e-49 73% AAB06592.1 

coli ETEC H10407] 

adhesin/virulence factor Hek 
176 176 30% 1e-49 73% WP 001601288.1 

[Escherichia coli] 

adhesin/virulence factor Hek 
176 176 30% 2e-49 72% WP 021536698.1 

[Escherichia coli] 

adhesin [Escherichia coli] 174 174 30% 2e-49 72% WP 044074289.1 

adhesin [Escherichia coli] 175 175 30% 2e-49 72% WP 059327261.1 

adhesin [Escherichia coli] 174 174 30% 2e-49 72% WP 042098513.1 

adhesin [Escherichia coli] 175 175 30% 3e-49 72% WP 059333072.1 

tia invasion determinant domain 
173 173 30% 3e-49 72% WP 001438278.1 

protein [Escherichia coli] 

hypothetical protein G768_04025 
[Escherichia coli HVH 107 (4- 171 171 24% 3e-49 88% EQQ66869.1 

5860571 )] 

adhesin [Escherichia coli] 174 174 30% 3e-49 72% WP 059341043.1 

hypothetical protein PU18_24840 
171 171 24% 3e-49 88% KHI75040.1 

[Escherichia coli] 

adhesin [Escherichia coli] 175 175 30% 3e-49 72% WP 047626560.1 

tia invasion determinant [Escherichia 
176 176 31% 4e-49 73% EIH45503.1 

coli 99.0741] 

outer membrane beta-barrel domain 
174 174 30% 5e-49 72% WP 001407647.1 

protein [Escherichia coli] 

adhesin [Escherichia coli] 175 175 30% 5e-49 72% WP 061361977.1 

outer membrane beta-barrel domain 
174 174 30% 5e-49 72% WP 001412695.1 

protein [Escherichia coli] 

adhesin/virulence factor Hek 
176 176 30% 6e-49 72% EQX63545.1 

[Escherichia coli UMEA 3185-1] 

adhesin/virulence factor Hek 

http://blast.ncbi.nl m .ni h.gov/Blast.cgi 2/11 



NCBI Blast:Nucleotide Sequence (1175 letters) 

[Escherichia coli] 174 174 30% 6e-49 72% WP 001774679.1 

outer membrane protein PagN 
174 174 30% 6e-49 72% WP 001738403.1 

[Escherichia coli] 

MULTISPECIES: adhesin 
174 174 30% 6e-49 72% WP 001350744.1 

[Escherichia] 

MULTISPECIES: adhesin/virulence 
174 174 30% 6e-49 72% WP 001572253.1 

factor Hek [Escherichia] 

adhesin [Escherichia coli] 174 174 30% 6e-49 72% WP 032295294.1 

adhesin [Escherichia coli] 174 174 30% 6e-49 72% WP 031326373.1 

adhesin [Escherichia coli] 174 174 30% 7e-49 72% WP 042098515.1 

outer membrane protein PagN 
174 174 30% 7e-49 72% WP 001486234.1 

[Escherichia coli] 

adhesin [Escherichia coli] 174 174 31% 7e-49 73% WP 001406302.1 

adhesin [Escherichia coli] 174 174 30% 7e-49 72% WP 032326905.1 

outer membrane protein PagN 
174 174 30% 7e-49 72% WP 001485097.1 

[Escherichia coli] 

adhesin/virulence factor Hek 
174 174 30% 8e-49 72% WP 021538217.1 

[Escherichia coli] 

adhesin [Escherichia coli] 174 174 30% Be-49 72% WP 032175896.1 

adhesin [Escherichia coli] 174 174 30% 8e-49 72% WP 059319669.1 

adhesin [Escherichia coli] 174 174 30% 9e-49 72% WP 001536427.1 

adhesin [Escherichia coli] 174 174 30% 9e-49 72% WP 061892651.1 

adhesin [Escherichia coli] 174 174 30% 9e-49 72% WP 000719909.1 

adhesin [Escherichia coli] 174 174 30% 9e-49 72% WP 001318118.1 

tia protein [Escherichia coli TA007] 174 174 30% 1e-48 72% EGB64410.1 

adhesin [Escherichia coli] 174 174 30% 1e-48 72% WP 033805161.1 

adhesin [Escherichia coli] 174 174 30% 1e-48 72% WP 062871888.1 

hypothetical protein [Escherichia 
174 174 30% 1e-48 72% WP 000719910.1 

coli] 

adhesin [Escherichia coli] 174 174 30% 1e-48 72% WP 061358567.1 

adhesin [Escherichia coli] 173 173 30% 2e-48 72% WP 032208082.1 

adhesin/virulence factor Hek 
[Escherichia coli] 173 173 30% 3e-48 72% WP 001588944.1 

adhesin [Escherichia coli] 173 173 30% 3e-48 72% WP 040074753.1 

adhesin [Escherichia coli] 171 171 30% 3e-48 72% WP 042058673.1 

adhesin [Escherichia coli] 172 172 30% 3e-48 72% WP 029488461.1 

adhesin [Escherichia coli] 172 172 30% 4e-48 72% WP 032198288.1 

adhesin [Escherichia coli] 172 172 24% Se-48 88% WP 057697893.1 

adhesin [Escherichia coli] 172 172 30% Se-48 72% WP 047664222.1 

hypothetical protein [Escherichia 
172 172 30% 6e-48 72% WP 000719911.1 

coli] 

adhesin [Escherichia coli] 172 172 30% 6e-48 72% WP 063115501.1 

tia invasion determinant [Escherichia 
173 173 31% Be-48 72% EIH22380.1 

coli 1.2264] 

adhesin/virulence factor Hek 
171 171 30% Be-48 72% WP 001608785.1 

[Escherichia coli] 

adhesin [Escherichia coli] 171 171 30% 1e-47 72% WP 028131540.1 

adhesin [Escherichia coli] 171 171 30% 1e-47 72% WP 062893151.1 

adhesin [Escherichia coli] 171 171 30% 2e-47 71% WP 063103299.1 

adhesin [Escherichia coli] 171 171 30% 2e-47 72% WP 000719907.1 

adhesin [Escherichia coli] 170 170 30% 3e-47 72% WP 032261250.1 

hypothetical protein PU18_25750 
166 166 24% 3e-47 85% KHI72541.1 

[Escherichia coli] 

adhesin [Escherichia coli] 169 169 30% 7e-47 70% WP 001385633.1 

tia invasion determinant [Escherichia 
169 169 30% 8e-47 71% AFX83958.1 

coli] 

ompA-like transmembrane domain 
169 169 31% 1e-46 69% EFZ46709.1 

protein [Escherichia coli E128010] 
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NCBI Blast:Nucleotide Sequence ( 1175 letters) 

adhesin [Escherichia coli] 169 169 30% 

adhesin [Escherichia coli] 168 168 30% 

adhesin [Escherichia coli] 168 168 30% 

adhesin/virulence factor Hek 
168 168 31% 

[Escherichia coli] 

adhesin [Escherichia coli] 168 168 30% 

outer membrane protein PagN 
167 167 30% 

[Escherichia coli] 

adhesin [Escherichia coli] 167 167 30% 

adhesin [Escherichia coli] 167 167 30% 

adhesin [Escherichia coli] 167 167 30% 

adhesin [Escherichia coli] 166 166 30% 

tia invasion determinant [Escherichia 
167 167 31% 

coli 9.0 111] 

adhesin [Escherichia coli] 166 166 30% 

adhesin [Escherichia coli] 165 165 30% 

adhesin [Escherichia coli] 165 165 30% 

hypothetical protein [Escherichia 
164 164 30% 

coli] 

adhesin [Escherichia coli] 161 161 31% 

adhesin [Escherichia coli] 159 159 30% 

adhesin [Escherichia coli] 156 156 30% 

tia invasion determinant [Escherichia 
149 149 24% 

coli MS 84-1] 

adhesin [Escherichia coli] 149 149 24% 

adhesin [Escherichia coli] 148 148 24% 

Putative peptide transport periplasmic 
148 148 24% 

protein [Escherichia coli NA114] 

tia invasion determinant [Escherichia 
148 148 24% 

coli 113290] 

tia invasion determinant [Escherichia 
147 147 24% 

coli DEC6B] 

tia invasion determinant [Escherichia 
147 147 24% 

coli 908573] 

Alignments 

hypothetical protein, partial [Escherichia coli] 

Sequence ID: reflWP _044069946.11 Length: 183 Number of Matches: 1 
Range 1: 1 to 123 

1e-46 

1e-46 

2e-46 

2e-46 

2e-46 

4e-46 

4e-46 

4e-46 

6e-46 

1e-45 

2e-45 

2e-45 

3e-45 

3e-45 

5e-45 

6e-44 

5e-43 

8e-42 

4e-39 

5e-39 

6e-39 

1e-38 

1e-38 

1e-38 

1e-38 

70% 

71% 

71% 

69% 

71% 

69% 

69% 

69% 

71% 

70% 

70% 

70% 

68% 

70% 

69% 

68% 

67% 

66% 

78% 

79% 

79% 

77% 

77% 

77% 

77% 

Score Expect Method Identities Positives Gaps Frame 

193 bits(49 1) 5e-57() Compositional matrix adjust. 99/123(80%) 103/123(83%) 2/123(1%) - 1  

Features: 

Query 854 MKKIITV5AMAMAGMF5T

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDWYKYKG 

MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDWYKYKG 
Sbjct 1 MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDWYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 

Query 500 ERI 492 
R+ 

Sbjct 121 NRL 123 

hypothetical protein, partial [Escherichia coli] 

Sequence ID: reflWP _049144422.11 Length: 19 1 Number of Matches: 1 
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

193 bits(490) 8e-57() Compositional matrix adjust. 99/123(80%) 103/123(83%) 2/123(1%) - 1  

WP 042342646.1 

WP 032219902.1 

WP 033884667 .1 

WP 021558531.1 

WP 032199216.1 

WP 001757780.1 

WP 027662028.1 

WP 024184564.1 

WP 032293016.1 

WP 032221534.1 

Ell24851.1 

WP 042960748.1 

WP 052895034.1 

WP 032223544.1 

WP 000719908.1 

WP 032186291.1 

WP 032229323.1 

WP 032290946.1 

EFJ85770.1 

WP 061350558.1 

WP 041124155.1 

AEG39517.1 

ESA68633.1 

EHV50316.1 

ESD79942.1 
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Features: 

NCBI Blast:Nucleotide Sequence (1175 letters) 

Query 854 MKKIITVSAMAMAGMFST
g
TLADEGKTGFYVTGKAGASWT

g
ID

g
RFR

g
DFGDVVYKYKG 675

MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 
Sbjct 1 MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
g
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi

g 
501

SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

tia invasion determinant domain protein [Escherichia coli] 

Sequence ID: reflWP _042194856.11 Length: 199 Number of Matches: 1 
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

193 bits(490) 9e-57() Compositional matrix adjust. 99/123(80%) 103/123(83%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
g
TLADEGKTGFYVTGKAGASWT

g
ID

g
RFR

g
DFGDVVYKYKG 675

MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 
Sbjct 1 MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
g
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi

g 
501

SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

tia invasion determinant domain protein [Escherichia coli] 

Sequence ID: reflWP _050436733.11 Length: 199 Number of Matches: 1 

See 1 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

193 bits(490) 1e-56() Compositional matrix adjust. 99/123(80%) 103/123(83%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
g
TLADEGKTGFYVTGKAGASWT

g
ID

g
RFR

g
DFGDVVYKYKG

MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 
Sbjct 1 MKKIITVSAMAMAGMFST TLADEGKTGFYVTGKAGASWT ID RFR DFGDVVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY
g
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi

gSDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

draP [Escherichia coli LAU-EC10] 

Sequence ID: gbIETE17982.1I Length: 89 Number of Matches: 1 
Range 1 : 1 to 89 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

174 bits(440) 8e-51() Compositional matrix adjust. 

Features: 

85/89(96%) 86/89(96%) 0/89(0%) -3 

Query 423 

Sbjct 1 

Query 243 

Sbjct 61 

VLAVYYININRPSGFNLNS
g
NHLN

g
K

g
GGGFIMGNLPVGSRGLYKGKKRSAGMNESRHPG 244

+LAVYYININRPSGFNLNS NHLN K GGGFIMGNLPVGSRGLYKGKKRSAGMNE RHPG 
MLAVYYININRPSGFNLNS NHLN K GGGFIMGNLPVGSRGLYKGKKRSAGMNELRHPG 60 

ST
g
MTCTG

g
AHRGGEHRLNTGPPDW

g
TVE 157

ST MT TG AHRGGEH LNTGPPDW TVE 
ST MTRTG AHRGGEHWLNTGPPDW TVE 89 

tia invasion determinant domain protein [Escherichia coli DEC13E] 

Sequence ID: gblEHX71337.1 I Length: 188 Number of Matches: 1 
Range 1: 3 to 126 

Score Expect Method Identities Positives Gaps Frame 

175 bits(444) 6e-50() Compositional matrix adjust. 89/124(72%) 97/124(78%) 2/124(1%) -1 
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Features: 
NCBI Blast:Nucleotide Sequence (1175 letters) 

Query 857 

Sbjct 3 

Query 677 

Sbjct 63 

678EMKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDWYKYK 

EMKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGAS+VT D RFR DFGD VYKYK 
EMKKVIAVSALAMAGVFSA ALADRGKTGFYVTGKAGASIVT TD RFR DFGDDVYKYK 62 

GSDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGG5DLYSAEEAEGYLQP--GGGTQGI

G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWH5PMGDGGREDT 

Query 503 
S
ERI 492
R+ 

Sbjct 123 NRL 126 

hypothetical protein G770_04687  [Escherichia coli HVH 109 (4-69 771 62)] 
Sequence ID: gbIEQQ62779.1I Length: 1 38 Number of Matches: 1
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps 

504 

122 

Frame 

1 73 bits(438 ) 8e-50() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDWYKYKG 675

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGGSDLY5AEEAEGYLQP--GGGTQGI

8 
501

DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 5 + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

adhesin [Escherichia coli] 
Sequence ID: reflWP _000571846.11 Length: 251 Number of Matches: 1 

See 13 more title(s) 
Kange 1: 3 to 126 

Score Expect Method Identities Positives Gaps Frame 

1 77 bits(448 ) 9e-50() Compositional matrix adjust. 9 0 /124(73%) 9 7/124(78%) 2/124(1%) -1 

Features: 

Query 857 EMKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDWYKYK

EMKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYK 
Sbjct 3 EMKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYK 

Query 677 GSDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 63 GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 503 
S
ERI 492
R+ 

Sbjct 123 NRL 126 

hypothetical protein, partial [Escherichia coli] 
Sequence ID: reflWP _058033427.11 Length: 181 Number of Matches: 1
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps 

678 

62 

504 

122 

Frame 

1 74 bits(442) 9e-50() Compositional matrix adjust. 89 /123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDWYKYKG

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 5 + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

tia invasion determinant [Escherichia coli MS 69-1] 
Sequence ID: gbIEFJ81905.1I Length: 251 Number of Matches: 1
Range 1: 3 to 126 

Score Expect Method Identities 

http://blast.ncbi.nl m .ni h.gov/Blast.cgi 

Positives Gaps 

675 

60 

501 

120 

Frame 
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NCBI Blast:Nucleotide Sequence (1175 letters) 

176 bits(447) 1e-49() Compositional matrix adjust. 90/124(73%) 97/124(78%) 2/124(1%) -1 

Features: 

Query 857 EMKKIITVSAMAMAGMFST
S
TLADEGKTGFYVTGKAGASWT

S
ID

S
RFR

S
DFGDVVYKYK

EMKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYK 
Sbjct 3 EMKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYK 

Query 677 GSDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 63 GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 503 

S
ERI 492
R+ 

Sbjct 123 NRL 126

outer membrane beta-barrel domain protein, partial [Escherichia coli] 

Sequence ID: reflWP _001380747.11 Length: 244 Number of Matches: 1 

See 1 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps 

678 

62 

504 

122 

Frame 

176 bits(447) 1e-49() Compositional matrix adjust. 90/123(73%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
S
TLADEGKTGFYVTGKAGASWT

S
ID

S
RFR

S
DFGDVVYKYKG

MKK+I VSA+AMAGMFS TLADE KTGFYVTGKAGASW D RFR DFGD VYKYKG 
Sbjct 1 MKKVIAVSALAMAGMFSA TLADESKTGFYVTGKAGASWM TD RFR DFGDDVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

SDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123

adhesin [Escherichia coli LAU-EC10] 

Sequence ID: gbIETE23623.1I Length: 251 Number of Matches: 1 
Range 1: 3 to 126 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

176 bits(447) 1e-49() Compositional matrix adjust. 90/124(73%) 97/124(78%) 2/124(1%) -1 

Features: 

Query 857 EMKKIITVSAMAMAGMFST
S
TLADEGKTGFYVTGKAGASWT

S
ID

S
RFR

S
DFGDVVYKYK

EMKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYK 
Sbjct 3 EMKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYK 

Query 677 GSDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 63 GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 503 

S
ERI 492
R+ 

Sbjct 123 NRL 126

ompA-like transmembrane domain protein [Escherichia coli DEC14C] 

Sequence ID: gbIEHX85258.1I Length: 251 Number of Matches: 1 
Range 1: 3 to 126 

Score Expect Method Identities Positives Gaps 

678 

62 

504 

122 

Frame 

176 bits(447) 1e-49() Compositional matrix adjust. 90/124(73%) 96/124(77%) 2/124(1%) -1 

Features: 

Query 857 EMKKIITVSAMAMAGMFST
S
TLADEGKTGFYVTGKAGASWT

S
ID

8
RFR

8
DFGDVVYKYK 678

EMKK+I VSA+AMAGMFS LADE KTGFYVTGKAGASW D RFR DFGD VYKYK 
Sbjct 3 EMKKVIAVSALAMAGMFSA ALADESKTGFYVTGKAGASWM TD RFR DFGDDVYKYK 62 

Query 677 GSDKNDTVFGAGLAVGYDFY
S
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI 504

G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 63 GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 122

Query 503 
S
ERI 492
R+ 

Sbjct 123 NRL 126

adhesin [Escherichia coli] 

Sequence ID: reflWP _061330160.11 Length: 248 Number of Matches: 1 
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See 4 more title(s) 
Kange 1: 1 to 123 

Score Expect Method 

NCBI Blast:Nucleotide Sequence (1175 letters) 

Identities Positives Gaps Frame 

176 bits(446) 1e-49() Compositional matrix adjust. 90/123(73%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
g

TLADEGKTGFYVTGKAGASWT
g

ID
g

RFR
g

DFGDVVYKYKG
MKK+I VSA+AMAGMFS LADE KTGFYVTGKAGASWT D RFR DFGD VYKYKG 

Sbjct 1 MKKVIAVSALAMAGMFSA VLADESKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY
g

HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi
gDKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 

Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWHSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

tia invasion determinant [Escherichia coli ETEC H10407] 

Sequence ID: gbIAAB06592.1I Length: 251 Number of Matches: 1 
Range 1: 3 to 126 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

176 bits(447) 1e-49() Compositional matrix adjust. 90/124(73%) 96/124(77%) 2/124(1%) -1 

Features: 

Query 857 EMKKIITVSAMAMAGMFST
g

TLADEGKTGFYVTGKAGASWT
g

ID
g

RFR
g

DFGDVVYKYK 678
EMKK+I VSA+AMAGMFS LADE KTGFYVTGKAGASW D RFR DFGD VYKYK 

Sbjct 3 EMKKVIAVSALAMAGMFSA ALADESKTGFYVTGKAGASWM TD RFR DFGDDVYKYK 62 

Query 677 GSDKNDTVFGAGLAVGYDFY
g

HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI 504
G DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 

Sbjct 63 GGDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWRSPMGDGGREDT 122 

Query 503 
S

ERI 492
R+ 

Sbjct 123 NRL 126 

adhesin/virulence factor Hek [Escherichia coli] 

Sequence ID: reflWP _001601288.11 Length: 248 Number of Matches: 1 

See 1 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

176 bits(446) 1e-49() Compositional matrix adjust. 90/123(73%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
g

TLADEGKTGFYVTGKAGASWT
g

ID
g

RFR
g

DFGDVVYKYKG 675
MKK+I VSA+AMAGMFS TLADE KTGFYVTGKAGASW D RFR DFGD VYKYKG 

Sbjct 1 MKKVIAVSALAMAGMFSA TLADENKTGFYVTGKAGASWN SD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
g

HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi
g 

501
DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 

Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWHSPMGDGGQEDT 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

adhesin/virulence factor Hek [Escherichia coli] 

Sequence ID: reflWP _021536698.11 Length: 248 Number of Matches: 1 

See 2 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

176 bits(445) 2e-49() Compositional matrix adjust. 89/123(72%) 97/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST
g

TLADEGKTGFYVTGKAGASWT
g

ID
g

RFR
g

DFGDVVYKYKG 675
MKK+ITVSA+AMAG+FS LAD GKTGFYVTGKAGAS+VT D RFR DFGD VYKYKG 

Sbjct 1 MKKVITVSALAMAGVFSA ALADRGKTGFYVTGKAGASIVT TD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
g

HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGi
g 

501
DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 

Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWHSPMGDGGREDT 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 
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NCBI Blast:Nucleotide Sequence (1175 letters) 

adhesin, partial [Escherichia coli] 

Sequence ID: reflWP _044074289.11 Length: 205 Number of Matches: 1 
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

174 bits(442) 2e-49() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG 675 

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8
501 

DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 5 + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 120 

Query 500 ERI 492 
R+ 

Sbjct 121 NRL 123 

adhesin, partial [Escherichia coli] 

Sequence ID: reflWP _059327261.11 Length: 225 Number of Matches: 1 

See 1 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

175 bits(443) 2e-49() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG 

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 5 + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 500 ERI 492 
R+ 

Sbjct 121 NRL 123 

adhesin, partial [Escherichia coli] 

Sequence ID: reflWP _042098513.11 Length: 214 Number of Matches: 1 
Range 1: 1 to 123 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

174 bits(442) 2e-49() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG 675 

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8
501 

DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 5 + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 120 

Query 500 ERI 492 
R+ 

Sbjct 121 NRL 123 

adhesin [Escherichia coli] 

Sequence ID: reflWP _059333072.11 Length: 232 Number of Matches: 1 

See 1 more title(s) 
Kange 1: 1 to 123 

Score Expect Method Identities Positives Gaps Frame 

175 bits(443) 3e-49() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1%) -1 

Features: 

Query 854 

Sbjct 1 

Query 674 

675 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG 

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 60 

SDKNDTVFGAGLAVGYDFYQHYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGIQ 
DKNDTVFGAGLAVGYDFYQHYNVPVRTEVEF G 5 + + P GG + Q 

501 
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NCBI Blast:Nucleotide Sequence (1175 letters) 

Sbjct 61 GDKNDTVFGAGLAVGYDFYQHYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDTQ 120 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

tia invasion determinant domain protein [Escherichia coli] 

Sequence ID: reflWP _001438278.11 Length: 185 Number of Matches: 1 

See 2 more title(s) 
Kange 1 :  1 to 123 

Score Expect Method Identities Positives Gaps Frame 

1 73 bits(439) 3e-49() Compositional matrix adjust. 88/123(72%) 96/123(78%) 2/123(1 %) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGAS+VT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIAVSALAMAGVFSA ALADRGKTGFYVTGKAGASIVT TD RFR DFGDDVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8 DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSRYTLDTWHSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

hypothetical protein G768_04025 [Escherichia coli HVH 107 (4-5860571 )] 

Sequence ID: gblEQQ66869.1I Length: 124 Number of Matches: 1 

See 3 more title(s) 
Kange 1 : 1 to 94 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

171 bits(433) 3e-49() Compositional matrix adjust. 

Features: 

83/94(88%) 86/94(91 %) 0/94(0%) -1 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG 675

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY
S

HYNVPVRTEVEFTG 573
DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 

Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYG 94 

adhesin [Escherichia coli] 

Sequence ID: reflWP _059341043.11 Length: 227 Number of Matches: 1 

See 1 more title(s) 
Kange 1 :  1 to 123 

Score Expect Method Identities Positives Gaps Frame 

174 bits(442) 3e-49() Compositional matrix adjust. 89/123(72%) 96/123(78%) 2/123(1 %) -1 

Features: 

Query 854 MKKIITVSAMAMAGMFST

8
TLADEGKTGFYVTGKAGASWT

8
ID

8
RFR

8
DFGDVVYKYKG

MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
Sbjct 1 MKKVIWSALAMAGVFSA ALADRGKTGFYVTGKAGASWT TD RFR DFGDDVYKYKG 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTGGSDLYSAEEAEGYLQP--GGGTQGI

8 DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G S + + P GG + 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYGRGAADSHYTLDTWHSPMGDGGREDT 

Query 500 ERI 492
R+ 

Sbjct 121 NRL 123 

hypothetical protein PU18_24840, partial [Escherichia coli] 

Sequence ID: gblKHl75040.1I Length: 119 Number of Matches: 1 
Range 1 : 1 to 94 

Score Expect Method Identities Positives Gaps 

675 

60 

501 

120 

Frame 

1 71 bits(432) 3e-49() Compositional matrix adjust. 

Features: 

83/94(88%) 86/94(91 %) 0/94(0%) -1 

Query 854 MKKIITVSAMAMAGMFST8TLADEGKTGFYVTGKAGASWT8ID8RFR8DFGDVVYKYKG 675
MKK+I VSA+AMAG+FS LAD GKTGFYVTGKAGASWT D RFR DFGD VYKYKG 
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Sbjct 1 

NCBI Blast:Nucleotide Sequence (1175 letters) 

MKKVIWSALAMAGVFSAQALADRGKTGFYVTGKAGASWTQTDQRFRQDFGDDVYKYKG 60 

Query 674 SDKNDTVFGAGLAVGYDFY

8
HYNVPVRTEVEFTG 573 

DKNDTVFGAGLAVGYDFY HYNVPVRTEVEF G 
Sbjct 61 GDKNDTVFGAGLAVGYDFY HYNVPVRTEVEFYG 94 
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