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Figure 1 
 

(A) 
 
MKNSEKNASIIMSIQRTLASLSLYGGRIDGLFGEKCRGAIILMLNKVYPNFSTNKLPSNTYE
AESVFTFLQTALAGVGLYTITIDGKWGGTSQGAIDALVKSYRQITEAERAGSTLPLGLATVM
SKHMSIEQLRAMLPTDRQGYAEVYIDPLNETMDIFEINTPLRIAHFMAQILHETACFKYTEE
LASGKAYEGRADLGNTRPGDGPLFKGRGLLQITGRLNYVKCQVYLREKLKDPTFDITSSVTC
AQQLSESPLLAALASGYFWRFIKPKLNETADKDDIYWVSVYVNGYAKQANPYYPNRDKEPNH
MKERVQMLAVTKKALGIV  
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Figure 2 
 
 

ATGAAAAATAGCGAGAAGAATGCATCGATAATTATGTCGATACAGAGAACGCTCGCTTCACT
CTCACTCTATGGAGGCCGCATCGACGGCCTCTTTGGAGAGAAGTGTCGTGGGGCTATCATCT
TGATGCTGAATAAGGTCTATCCTAATTTCAGCACCAACAAACTTCCGAGTAACACATATGAA
GCGGAATCCGTGTTCACGTTTCTCCAGACTGCTTTGGCTGGTGTTGGTCTTTATACCATTAC
TATTGATGGTAAATGGGGTGGTACTTCTCAAGGTGCTATTGACGCCCTCGTCAAGTCTTACC
GTCAAATTACCGAAGCGGAGCGAGCTGGGTCGACGTTGCCATTAGGTCTTGCTACTGTGATG
TCTAAGCATATGTCTATTGAACAGTTGAGAGCAATGCTCCCTACCGATAGACAAGGATATGC
TGAAGTTTATATCGATCCTTTAAATGAGACGATGGATATATTTGAAATAAATACTCCATTAC
GAATTGCTCATTTCATGGCCCAAATCCTCCACGAAACGGCGTGTTTTAAATATACCGAAGAA
CTGGCGAGCGGTAAGGCTTATGAGGGTCGTGCTGATTTAGGTAATACTCGACCAGGTGATGG
ACCACTGTTTAAAGGTCGTGGATTATTACAAATTACCGGGCGACTGAATTATGTGAAATGCC
AAGTGTATTTGAGAGAGAAGTTAAAGGACCCTACTTTCGACATTACGTCGTCTGTAACTTGT
GCCCAACAGCTCTCCGAAAGTCCACTTCTTGCTGCATTGGCATCGGGCTACTTCTGGAGATT
CATCAAACCTAAACTCAATGAAACGGCTGATAAAGACGATATCTATTGGGTTTCTGTTTATG
TCAATGGTTACGCTAAACAAGCGAATCCTTATTACCCTAACCGGGATAAGGAACCCAACCAT
ATGAAAGAACGTGTCCAAATGCTTGCAGTGACAAAGAAAGCACACGGAATAGTTTAA 
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Figure 3 
 
 

ATGAAAAATAGCGAGAAGAATGCATCGATAATTATGTCGATACAGAGAACGCTCGCTTCACT
CTCACTCTATGGAGGCCGCATCGACGGCCTCTTTGGAGAGAAGTGTCGTGGGGCTATCATCT
TGATGCTGAATAAGGTCTATCCTAATTTCAGCACCAACAAACTTCCGAGTAACACATATGAA
GCGGAATCCGTGTTCACGTTTCTCCAGACTGCTTTGGCTGGTGTTGGTCTTTATACCATTAC
TATTGATGGTAAATGGGGTGGTACTTCTCAAGGTGCTATTGACGCCCTCGTCAAGTCTTACC
GTCAAATTACCGAAGCGGAGCGAGCTGGGTCGACGTTGCCATTAGGTCTTGCTACTGTGATG
TCTAAGCATATGTCTATTGAACAGTTGAGAGCAATGCTCCCTACCGATAGACAAGGATATGC
TGAAGTTTATATCGATCCTTTAAATGAGACGATGGATATATTTGAAATAAATACTCCATTAC
GAATTGCTCATTTCATGGCCCAAATCCTCCACGAAACGGCGTGTTTTAAATATACCGAAGAA
CTGGCGAGCGGTAAGGCTTATGAGGGTCGTGCTGATTTAGGTAATACTCGACCAGGTGATGG
ACCACTGTTTAAAGGTCGTGGATTATTACAAATTACCGGGCGACTGAATTATGTGAAATGCC
AAGTGTATTTGAGAGAGAAGTTAAAGGACCCTACTTTCGACATTACGTCGTCTGTAACTTGT
GCCCAACAGCTCTCCGAAAGTCCACTTCTTGCTGCATTGGCATCGGGCTACTTCTGGAGATT
CATCAAACCTAAACTCAATGAAACGGCTGATAAAGACGATATCTATTGGGTTTCTGTTTATG
TCAATGGTTACGCTAAACAAGCGAATCCTTATTACCCTAACCGGGATAAGGAACCCAACCAT
ATGAAAGAACGTGTCCAAATGCTTGCAGTGACAAAGAAAGCACTCGGAATAGTT 
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Figure 5 A 
 

 
 
 
 

Figure 5 B 
 

 

Salmonella typhimuriumLT2 (SGSC N° 2317)
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Escherichia coli WK6
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Figure 5 C 
 

 
 
 
 
 

Figure 5 D 
 

 
 

Pseudomonas aeruginosa Br667
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Pseudomonas aeruginosa PAO1
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Figure 5 E 
 

 
 
 
 
 

Figure 5 F 
 
 

 

Burkholderia pseudomallei
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Pseudomonas putida G1
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Figure 6 

 

 
 
 
 
 
 
  

Host specificity of OBPgpLYS
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