[bookmark: _GoBack]Sequencing of virulence genes of P. aeruginosa

Alkaline protease (apr)
>1988147_apr_apr_F
CGAGCGTATACCAGGTAGACACTTCCTGCATGCCTATGCGCGGGGCGGGGACGAATTGGTCAATGGCCATCCGTCCTATACCGTCGACCAGGCGGCGGAGCAGATCCTCCGCGAACAGGCGTCTTGGCAGAAAGCGCCGGGCGACTCGGTGCTGACCCTGTCCTATTCGTTCCTGACCAAACCGAACGACTTCTTCAATACGCCGTGGAAGTATGTCAGCGATATCTACTCGCTGGGCAAGTTCAGCGCCTTTTCCGCGCAGCAGCAGGCCCAGGCCAAGTTGTCGCTGCAATCCTGGTCGGACGTCACCAATATCCACTTCGTCGACGCCGGCCAGGGCGATCAGGGCGACCTGACCTTCGGCAACTTTAGCAGTAGTGTCGGCGGTGCGGCGTTCGCCTTCCTGCCGGATGTACCGGATGCGCTCAAGGGGCAATCCTGGTACCTGATCAACAGCAGCTACAGCGCCAACGTCAATCCGGCCAACGGCAACTACGGACGCCAGACCCTGACCCACGAGATCGGCCATACCCTGGGCCTGAGCCACCCCGGCGACTACAACGCCGGCGAGGGCGATCCCACCTACGCCGACGCTACCTACGCCGAGGACACCCGCGCCTATTCGGTGATGAGCTACTGGGAAGAGCAGAACACCGGCCAGGACTTCAAGGGCGCCTATTCCTCGGCACCGCTGCTGGACGACATCGCGGCGATCCAGAAGCTCTACGGGGCCAACCTGACCACCCGCACCGGCGACACGGTGTACGGCTTCAACTCCAACACCGAGCGCGACTTCTACAGCGCCACCTCGTCCAGTTCCAAGCTGGTGTTCTCGGTGTGGGACGCCGGCGGCAACGACACCCTGGACTTCTCCGGCTTCAGCCAGAACCAGAAGATCAACCTCAACGAGAAGGCGCTGTCCGATGTCGGCGGGTTGAAGGGCAATGTGTCGATCGCTGCCGGGTCCGCGGGGAAAAAA

>1988148_apr_apr_R
TTGACTTCACCCGCCGACATCGGACAGCGCCTTCTCGTTGAGGTTGATCTTCTGGTTCTGGCTGAAGCCGGAGAAGTCCAGGGTGTCGTTGCCGCCGGCGTCCCACACCGAGAACACCAGCTTGGAACTGGACGAGGTGGCGCTGTAGAAGTCGCGCTCGGTGTTGGAGTTGAAGCCGTACACCGTGTCGCCGGTGCGGGTGGTCAGGTTGGCCCCGTAGAGCTTCTGGATCGCCGCGATGTCGTCCAGCAGCGGTGCCGAGGAATAGGCGCCCTTGAAGTCCTGGCCGGTGTTCTGCTCTTCCCAGTAGCTCATCACCGAATAGGCGCGGGTGTCCTCGGCGTAGGTAGCGTCGGCGTAGGTGGGATCGCCCTCGCCGGCGTTGTAGTCGCCGGGGTGGCTCAGGCCCAGGGTATGGCCGATCTCGTGGGTCAGGGTCTGGCGTCCGTAGTTGCCGTTGGCCGGATTGACGTTGGCGCTGTAGCTGCTGTTGATCAGGTACCAGGATTGCCCCTTGAGCGCATCCGGTACATCCGGCAGGAAGGCGAACGCCGCACCGCCGACACTACTGCTAAAGTTGCCGAAGGTCAGGTCGCCCTGATCGCCCTGGCCGGCGTCGACGAAGTGGATATTGGTGACGTCCGACCAGGATTGCAGCGACAACTTGGCCTGGGCCTGCTGCTGCGCGGAAAAGGCGCTGAACTTGCCCAGCGAGTAGATATCGCTGACATACTTCCACGGCGTATTGAAGAAGTCGTTCGGTTTGGTCAGGAACGAATAGGACAGGGTCAGCACCGAGTCGCCCGGCGCTTTCTGCCAAGACGCCTGTTCGCGGAGGATCTGCTCCGCCGCCTGGTCGACGGTATAGGACGGATGGCCATTGACCAATTCGTCCCCGCCCCGCGCATAGGCATGCAGGAAGTTGTCTACCTGGGTATACGCATCGCTACGACCTTTCAATGCAGAGATTTTGCTGGAACA
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Elastase B (lasB)
>1988149_lasB_lasB_F
GTGGATGTGAGTCGATGCCGTTGTAGTACTGCGACGCGTTGTCGATGGATCGCCCGTCGCGGCTGGGCTGGTCCATGTAGCGCAGCGCACCGCTGCCCTTCTTGATGTCGTAGCCGATCAGGAAGTCGTTCTTGCCGCGCATATAGAACTCGGCAGCCTCGCCGGCCATGTCGGAGAACGCTTCGTTCATTCCGCCTGATTGCCCGCGGTAGATCAGCCCGGAGTTCTGCTCGGTGAAGCCGTGGCTGACCTCGTGGGCCGCCACGTCCAGCGACACCAGCGGATAGAACATGGTGGCGCCGTCGCCGAAGAGCATCGCCGTGCCGTCCCAGTAGGCGTTCTCCACGCTGCGCCCGTAGTGCACCTTCATGTACAGCTTGTGGGTCAGCGGGCTGGTGCCGAACCAGTCCCGGTACAGTTTGAACACCACGCCGCCGAAGAAATGCGCGTCGTTCAGCGGCGAATAGGCGCCGTTGACCTGCTTGTAGGTGTTGGTCGGGCAGGCGAAGCGGAACGGCGTGGTCTTGCTGTCGTCGGTGCTGCTGTTCATGTCGACGGTGATGACGTTGCCGTCGTCCATCTCGCAGCGGTCGTTGACGATCAGCGGACCGTAGTCGCTACCGTAGGTGTACTTGCCGATCTTCTGGTTGCCGCCGGGGCCGCCCGCCTCGGCGTGGGCCAGGCCTTCCCACTGATCGAGCACTTCGCCGGTCTTGGCGTCGATGACGAAATGCGGCCGCGACAGTCCCTCGCCGGGAATCAGGTAGGAGACGTTGTAGACCAGTTGGGCGATGTTGTTCTCGCCCAGGCGGATCACCAGTTCCACTTTGTCATTCTCGGTCTTGCGGCCCTGGGCCTTCAGGCTCTTGGCCTGGGCCAGCACCTGCTCGGCGGATACCGCCGCGGTGGTGCTGCCCGGCAGGTCGGCAGCGATGTTGGCGACGAAATGGCCGCTGCGCTGCGCCGCCACGCTCTTGCCGGGACCCTTGACTTCGGTGATGGCTTCGCCGACCACCCGTACGCCGTTGTGGAATTGCTCGTAGCGGGTGACCTGCTTGCCGTTGGGCAGGGTCGTGCTGCGGATCGCTTTCAGTTCGTCGGCACCGCCAGCGCCAACCGCGGCTTGCAAGGTGACCGGGCCGGNCCCGCCCTGGGCAACCTTGCTGGGATTTGTGGAACACACTCCAATATAAA

>1988150_lasB_lasB_R
ACCGTCATGACGCGACGGTCGGTCACCTTGCAGCCGCGGTCGGCGCTGGCGGTGCCGACGAACTGAAAGCGATCCGCAGCACGACCCTGCCCAACGGCAAGCAGGTCACCCGCTACGAGCAATTCCACAACGGCGTACGGGTGGTCGGCGAAGCCATCACCGAAGTCAAGGGTCCCGGCAAGAGCGTGGCGGCGCAGCGCAGCGGCCATTTCGTCGCCAACATCGCTGCCGACCTGCCGGGCAGCACCACCGCGGCGGTATCCGCCGAGCAGGTGCTGGCCCAGGCCAAGAGCCTGAAGGCCCAGGGCCGCAAGACCGAGAATGACAAAGTGGAACTGGTGATCCGCCTGGGCGAGAACAACATCGCCCAACTGGTCTACAACGTCTCCTACCTGATTCCCGGCGAGGGACTGTCGCGGCCGCATTTCGTCATCGACGCCAAGACCGGCGAAGTGCTCGATCAGTGGGAAGGCCTGGCCCACGCCGAGGCGGGCGGCCCCGGCGGCAACCAGAAGATCGGCAAGTACACCTACGGTAGCGACTACGGTCCGCTGATCGTCAACGACCGCTGCGAGATGGACGACGGCAACGTCATCACCGTCGACATGAACAGCAGCACCGACGACAGCAAGACCACGCCGTTCCGCTTCGCCTGCCCGACCAACACCTACAAGCAGGTCAACGGCGCCTATTCGCCGCTGAACGACGCGCATTTCTTCGGCGGCGTGGTGTTCAAACTGTACCGGGACTGGTTCGGCACCAGCCCGCTGACCCACAAGCTGTACATGAAGGTGCACTACGGGCGCAGCGTGGAGAACGCCTACTGGGACGGCACGGCGATGCTCTTCGGCGACGGCGCCACCATGTTCTATCCGCTGGTGTCGCTGGACGTGGCGGCCCACGAGGTCAGCCACGGCTTCACCGAGCAGAACTCCGGGCTGATCTACCGCGGGCAATCAGGCGGAATGAACGAAGCGTTCTCCGACATGGCCGGCGAGGCTGCCGAGTTCTATATGCGCGGCAAGAACGACTTCCTGATCGGCTACGACATCAAGAAGGGCAGCGGTGCGCTGCGCTACATGGACCAGCCCAGCCGCGACGGGCGATCCATCGACAACGCGTCGCAGTACTACAACGGCATCGACGTGCACCATTCCAGCGGGGTGACAACGGGGGGGCTTCCCNACGTTAAAAC
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Phenazine operon (phzI)
>1988151_phzI_phzI_F
AGGAATCTTGACTACAGATCTTGTAGTTGAGCCGGTACGAGCGTTCTGTGTTTTATGCAATCCACATCAGCGACCAGGGATGCTGGCTATTTGAAACACTTCACGGAATGACGCTGAAAGTCTTCGCGACCTCGTCTGTCGCACCTTAACGAAAGCATTGCGAATCCATTACCGACAGGTTTCCAAAAGAAACCCGGGATGAAACTCCTATTGCCTTTCGAAAATTGGAAACGACAGGCGAACATATGTAACGCGAAATTTCACCCTACGTATAAACAATGCGCCCAGCGAATATCGCTCCCTTACCGAGCGACGAACTCCTGCGCGCCAGCGAATAACCGATGCCGCGAGGGAAAAGTTTCTCCGA

>1988152_phzI_phzI_R
ATCGCTGGCGCGCAGGAGTTCGTCGCTCGGTAAGGGAGCGATATTCGCTGGGCGCATTGTTTATACGTAGGGTGAAATTTCGCGTTACATATGTTCGCCTGTCGTTTCCAATTTTCGAAAGGCAATAGGAGTTTCATCCCGGGTTTCTTTTGGAAACCTGTCGGTAATGGATTCGCAATGCTTTCGTTAAGGTGCGACAGACGAGGTCGCGAAGACTTTCAGCGTCATTCCGTGAAGTGTTTCAAATAGCCAGCATCCCTGGTCGCTGATGTGGATTGCATAAAACACAGAACGCTCGTACCGGCTCAACTACAAGATCTGGTAGGTGCCAGACAGGGTATGCGGGATTGCTAAGCTGATGA
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Phanazine operon (phzII)
>1988153_phzII_phzII_F
GTCCACGATGGGAGCGTGCGAGAGACATGAGAAAGACCGCCGTGAGGCCCATCGGAGAGCCGTTCTACGGTTTCCGCAAAGATCCGGGGCGCCGTCCCCTCCAGCCCAGCGCAGTTCCTGCGCGGCGCCTCGTGTCCGTGCTCATCGAGAAGTTCTCTTCAGCCTCGTTTCGTCGTCGCCCGGCGGGCGGCGAATGGGCTCGACCTCGTCCGGAACACCCGCACAGGGCCGGTGGCGATATGTACTTCCAGGTCCGGCTTGATAAAGGGAATTGTCATGAGTGGATAAGACGGAAACAAAAAAGAATAAAAACGCTGAAGAACCGAATCCTGCCGGGATCGATTGTTGACTGGTGAAGCTGGCATGCATGATGAGAGAGAGGGATATCTCGAGATTTTGTCAAGAATAACAACCGAGGAAGAGTTCTTCTCCCTGGTTCTCGAGATATGCGGTAATTATGGATTCGAATTCTTTTCATTCGGTGCGCGGGCGCCTTTCCCGCTGACCGCACCTAAATATCATTTCCTGTCCAATTACCCAGGGGAATGGAAAAGCAGATATATCTCCGAAGACTACACATCCATCGACCCGATCGTGCGCCATGGTCTCCTGGAATACACCCCGCTGATCTGGAATGGCGAAGACTTCCAGGAGAACCGTTTCTTCTGGGAGGAAGCGCTGCATCACGGTATCCGTCACAGCTGGTCCGATCCTCGGTGCCGCGACAAGTACGGGCATGATCAGCATGGCTGTCCCCTGGGTGCGTTTCCAGCGAAGAGCATCGACCGCCACGGGAAATCCTGGCAGAAGGAATCCTATCCTGCTTCTGGATCACCAGTCATGCTTGCAGGGCTACCTTCGGAGGACCTGGCTGGACGCCACTGCATCCGTCCCTGGAAAGCAAATGTGGCGCCCTGAACCGCCCAGGGGAAACCCGAGAATGACTCAAAGTGGCACCAGCGGGTGGGGCCAAGAACCTTACTGGCGTAGATTCGGGCCTTGATCCCTGGTCTAATCGAACCAGGCGCAACGGGAGAAAGTTCCATAACTGG

>1988154_phzII_phzII_R
GGTGCTATGATCGAAGGATCAGGCCGATCTCGCCGTAGGTCTTGCCCACCGCGGTCCACTTGAGCATCTCGGTTTCCCTGGCGGTCAGGCGCACATTGCTTTCCGGGACGATGCGCGGCGCCAGCAGGTCGCCGAAGGTAGCCTGCAGCATGCTGGTGATCCAGAGCAGGAAGGATTCCTTCTCCAGGATTTCCGTGGCGGCGATGCTCTCGCTGGAACGCACCAGGGACAGCATGCTGATCAGCCCGTACTTGCCGCGGACCGGGATCGACCAGCCGTGACGGATGCCGTGATGCAGCGCTTCCTCCCAGAAGAAACGGTTCTCCTGGAAGTCTTCGCCATTCCAGATCAGCGGGGTGTATTCCAGGAGACCATGGCGCACGATCGGGTCGATGGATGTGTAGTCTTCGGAGATATATCTGCTTTTCCATTCCCCTGGGTAATTGGACAGGAAATGATATTTAGGTGCGGTCAGCGGGAAAGGCGCCCGCGCACCGAATGAAAAGAATTCGAATCCATAATTACCGCATATCTCGAGAACCAGGGAGAAGAACTCTTCCTCGGTTGTTATTCTTGACAAAATCTCGAGATATCCCTCTCTCTCATCATGCATGCCAGCTTCACCAGTCAACAATCGATCCCGGCAGGATTCGGTTCTTCAGCGTTTTTATTCTTTTTTGTTTCCGTCTTATCCACTCATGACAATTCCCTTTATCAAGCCGGACCTGGAAGTACATATCGCCACCGGCCCTGTGCGGGTGTTCCGGACGAGGTCGAGCCCATTCGCCGCCCGCCGGGCGACGACGAAACGAGGCTGAAGAGAACTTCTCGATGAGCACGGACACGAGGCGCCGCGCAGGAACTGCGCTGGGCTGGAGGGGACGGCGCCCCGGATCTTTGCGGAAACCGTAGAACGGCTCTCCGATGGGCCTCACGGCGGTCTTTCTCATTGTTCTTCTCGCACGCTCCATCGTCGTCGGGAGAGCCTCCCACACAAAAAC
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Phenazine modifying enzyme (phzH)
>1988155_phzH_phzH_F
AGGAGATTGCTGCGATCTTCGCCATGACCGATACGCTCGCCTTGCGCGGGCCGGATGCCGAGGGCATCTGGAAGCACCGCAACGCCCTGCTGGGTCACCGGCGGCTGGCGGTCATCGACCTCAGCGGCGGCGTGCAGCCGATGTCCTATCGCTTTCCCACCGGCCAGGAGGTCACCCTCGTCTACACCGGCGAGGTGTACAACCACGATGCCCTGCGCGAGCGGTTGCGCCGGGCCGGACATGAGTTCCGCACCCGCAGCGATACCGAGGTGGTCCTGCACGCCTATCTGCAATGGGGCGAGCGTTGTTGCGAGTACCTGACCGGGATGTTCGCCTTCGCCGTCTTCGATGGCCGCGACGGCCACCTGCTGCTGGTGCGCGACCGCCTGGGCATCAAGCCGCTGTATTACGCGCGGCACCGCGAGGGACTGCTGTTCGGCTCGGAGATCAAGTCCATCCTGGCGCATCCGGAATTCGCCGCCAGGCTCGACGCGGTCGGCCTGGTCGACCTCCTGACGCTGTCCCGGGGCACTTCGCAGACGCCGTTCCGCGAGGTCCAGGAACTGCTGCCCGGCCACCTGCTGTCCTGGCGTCCCAATTCCCAGGCGAAGTTGCGCCGCTATTGGGAGGTACGCCGCCAGGAGCATGCCGACGACCTGCAGAGCACCGTGCAGCGCACCCGCGAACTGGTCACCCGCGCCCTGGGGGCGCAATTGCACGCCGACGTTCCGGTGTGTTCGCTGCTATCGGGTGGGCTCGATTCGACCGCCCTGACCGGCATCGCCCAGCGCATCGCGAAGGCGGAGCACGGCGGCGACATCAATTCGTTCTCGGTGGACTTCGTCGGCCAGGCCGAGCAGTTCCGCAGCGACGACCTGCGTCCCGACCAGGACCAGCCGTTCGCCCTGCTGGCCGCGCAGTACATCGGCAGCCGTCATCGCACCGTGCTCATCGACAATGCCGAACTGGTCTGCGAACGAGCGCGCGAAGAGGTATTCCGGGCCAAGGACGTACCTTCCACCTTCGGCGACATGGATACCTCGCTGCACCTGATGTTCGGCGAGATCCGCCGGCATTCCACGGTGGCCATCTCCGGTGAAGGCGCCGATGAACTGTTCGGTGGCTACGGCTGGTTCCCCGATCCCCAGGCGGTGGCTGCGGGCCGCTTCCCCTGGGCCTCCAGGGGGCGCCTGCCGGCCGGGTTTATTGAAGGCGGGTTTCAACGGCNGCTGGGGATTCCCTCCAGTAACAGCAAGGCCAACNTCCAACAAAGGGTTTGGCCCAGGTCTAAACCTNGGGCCGGAAATTCCCTGAGNAACCGGTGATGGCCTAGNTTTCGCCCCTGNNCTTTAAANCCTNGGAAGGGCTGGCGNTCCCTANACAGATGATCCCCTGTAAATTGTCGAGGNGCCTTGAGAGTGNGGGTGCCCAACTCTACATTGATATGGTGGTAAATNNTACAAATATGCCCNGGTAGCATATAACCATGGGAACACGAATATATGGCCCCTCCACAGGCGCTTCCCGCATATTGCTCCTA

>1988156_phzH_phzH_R
GGTCTCGATCGGCGGCAGGACTCTCGCGAAACGATGCCGAACACCGGGTTCGCCGCGTCCTCCAGCAGGCGCCGCACGCTCCCGCGCAGGAAACGCTCGTAGCCGAGGTTGGCAGAAGTCGGATAAGGGCTCTTGCGGCGCTTGAGCACGGCTTCCGGGACATAGTCGGCGCAGGCCCGCTTGAGCAGCCACTTCTCCTCGCCGTCCCGGCTCTTGATCGACCAGGGCACGTTGTAGACGTACTCCACCAGCTCATGGTCGGTGTAGGGCACCCGCACCTCCAGGCCGTTGCACATGCTCAGGCGATCCTTGCGTTCGAGCAGCAGCACCATCCAGCGCTTCAGATGCAGGTGGCTGAACTCGCGCATCCGCCGCTCCTCCGGGCTGTCGCCGGCCAGGTGTTCGACCTGGCGCAGCCCATCGTCGTAGCTGGCCTGCTGGTACTGGAGGAGATCGCAGCGGCGGTTGAAACCGGCGTCGATGAAGCCGGCCGGCAGGCGCACCCTGGAGGCCCAGGGGAAGCGCGCCGCAGCCACCGCCTGCGGATCGCGGAACCAGCCGTAGCCACCGAACAGCTCATCGGCGCCTTCACCGGAGATGGCCACCGTGGAATGCCGGCGGATCTCGCCGAACATCAGGTGCAGCGAGGTATCCATGTCGCCGAAGGTGGAAGGTACGTCCTTGGCCCGGAATACCTCTTCGCGCGCTCGTTCGCAGACCAGTTCGGCATTGTCGATGAGCACGGTGCGATGACGGCTGCCGATGTACTGCGCGGCCAGCAGGGCGAACGGCTGGTCCTGGTCGGGACGCAGGTCGTCGCTGCGGAACTGCTCGGCCTGGCCGACGAAGTCCACCGAGAACGAATTGATGTCGCCGCCGTGCTCCGCCTTCGCGATGCGCTGGGCGATGCCGGTCAGGGCGGTCGAATCGAGCCCACCCGATAGCAGCGAACACACCGGAACGTCGGCGTGCAATTGCGCCCCCAGGGCGCGGGTGACCAGTTCGCGGGTGCGCTGCACGGTGCTCTGCAGGTCGTCGGCATGCTCCTGGCGGCGTACCTCCCAATAGCGGCGCAACTTCGCCTGGGAATTGGGACGCCAGGACAGCAGGTGGCCGGGCAGCAGTTCCTGGACCTCCCGGAACGGCGTCTGCCAAATGCCCCGGGACAACCTTCAGGAGGTCGACCAAGGCCAACCGGTTCCAGCCTGGCGGCNAATTCCGGATGGCCCAGGATGGACTTGATCTCCGAGCCGAAAAGAGTTCCTTCCGGGGGCCGCCGGTAATACATGGGCTGTATGCCCAGGCGGTCCGCACTAAAAAAAGGTGGGCCGTCCGGGCCCTCAAAAAAGGGAAAGGGATAATTCCNG
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Phenazine modifying enzyme (phzS)
>1988157_phzS_phzS_F
TGGACGGAGCGAGGGCATCTGGAGCACCGCAACGCCCTGCTGGGTCACCGGCGGCTGGCGGTCATCGACCTCAGCGGCGGCGTGCAGCCGATGTCCTATCGCTTTCCCACCGGCCAGGAGGTCACCCTCGTCTACACCGGCGAGGTGTACAACCACGATGCCCTGCGCGAGCGGTTGCGCCGGGCCGGACATGAGTTCCGCACCCGCAGCGATACCGAGGTGGTCCTGCACGCCTATCTGCAATGGGGCGAGCGTTGTTGCGAGTACCTGACCGGGATGTTCGCCTTCGCCGTCTTCGATGGCCGCGACGGCCACCTGCTGCTGGTGCGCGACCGCCTGGGCATCAAGCCGCTGTATTACGCGCGGCACCGCGAGGGACTGCTGTTCGGCTCGGAGATCAAGTCCATCCTGGCGCATCCGGAATTCGCCGCCAGGCTCGACGCGGTCGGCCTGGTCGACCTCCTGACGCTGTCCCGGGGCACTTCGCAGACGCCGTTCCGCGAGGTCCAGGAACTGCTGCCCGGCCACCTGCTGTCCTGGCGTCCCAATTCCCAGGCGAAGTTGCGCCGCTATTGGGAGGTACGCCGCCAGGAGCATGCCGACGACCTGCAGAGCACCGTGCAGCGCACCCGCGAACTGGTCACCCGCGCCCTGGGGGCGCAATTGCACGCCGACGTTCCGGTGTGTTCGCTGCTATCGGGTGGGCTCGATTCGACCGCCCTGACCGGCATCGCCCAGCGCATCGCGAAGGCGGAGCACGGCGGCGACATCAATTC
GTTCTCGGTGGACTTCGTCGGCCAGGCCGAGCAGTTCCGCAGCGACGACCTGCGTCCCGACCAGGACCAGCCGTTCGCCCTGCTGGCCGCGCAGTACATCGGCAGCCGTCATCGCACCGTGCTCATCGACAATGCCGAACTGGTCTGCGAACGAGCGCGCGAAGAGGTATTCCGGGCCAAGGACGTACCTTCCACCTTCGGCGACATGGATACCTCGCTGCACCTGATGTTCCGGCGAGATCCGCCCGGCATTCCACGGTGGGCCATCTCCCGGTGAAAGGCGCCCAATGAAGCTGTTTGGGTGGGCTACCGGCTGGTTCCCGCGATCCCCAAGGCGGGGGGCTGCGGNCGCGCTTCCCCTGGGGCCTCCAGGGTGGCGTCTGGCCGGNCGGNTTTCATCGAACGCCGGGTTTCAACCGGCCGTTGCGGATNCCCTCCAGTACCCANANGGGCAGTTAACGACGAATGGGCTTGCCCCAGGTCAAAACACCTGGGCCCGGNAAACGTCCCGGAAGGAACGGCNGGAATGCNCGAATTTCAGCCCCCTTGAATCTGAAACCTCNTGAATGGGNCTCNCGNTCCCTAANCCANNGNATCCNNCTGGATATNTGTGCAAACGCCCNTGGANAGGTCGGTGGTCCCTNAACNCCCACACAAGGATCTGGGTGGANAAANCNCTCCAACATAGGNCCCCTGGGNCCAATAAAGAANCCTGNGTNACNGTGNTAAGATAAAATGTNNGTCGNNCATGNGNTGCTTNGCNNCCCATATNNTNTCNCNGGGAAGTGGNNGTTNNTAGNNNCTNCGGATNAGTCTTTTTACAGGTTTTTCGCGNACGCGGGNTGAATAATGCTATTGCTGTNAGAGTNAGTTGCCGGCC

>1988158_phzS_phzS_R
CGGTCTCAGTTGTGGCGGCTCACCTGGGTGTTGAAGTACCCCTCCGGATGCTCCAGTTCGGCGGCCAGGAACTCTCGCGAAACGATGCCGAACACCGGGTTCGCCGCGTCCTCCAGCAGGCGCCGCACGCTCCCGCGCAGGAAACGCTCGTAGCCGAGGTTGGCAGAAGTCGGATAAGGGCTCTTGCGGCGCTTGAGCACGGCTTCCGGGACATAGTCGGCGCAGGCCCGCTTGAGCAGCCACTTCTCCTCGCCGTCCCGGCTCTTGATCGACCAGGGCACGTTGTAGACGTACTCCACCAGCTCATGGTCGGTGTAGGGCACCCGCACCTCCAGGCCGTTGCACATGCTCAGGCGATCCTTGCGTTCGAGCAGCAGCACCATCCAGCGCTTCAGATGCAGGTGGCTGAACTCGCGCATCCGCCGCTCCTCCGGGCTGTCGCCGGCCAGGTGTTCGACCTGGCGCAGCCCATCGTCGTAGCTGGCCTGCTGGTACTGGAGGAGATCGCAGCGGCGGTTGAAACCGGCGTCGATGAAGCCGGCCGGCAGGCGCACCCTGGAGGCCCAGGGGAAGCGCGCCGCAGCCACCGCCTGCGGATCGCGGAACCAGCCGTAGCCACCGAACAGCTCATCGGCGCCTTCACCGGAGATGGCCACCGTGGAATGCCGGCGGATCTCGCCGAACATCAGGTGCAGCGAGGTATCCATGTCGCCGAAGGTGGAAGGTACGTCCTTGGCCCGGAATACCTCTTCGCGCGCTCGTTCGCAGACCAGTTCGGCATTGTCGATGAGCACGGTGCGATGACGGCTGCCGATGTACTGCGCGGCCAGCAGGGCGAACGGCTGGTCCTGGTCGGGACGCAGGTCGTCGCTGCGGAACTGCTCGGCCTGGCCGACGAAGTCCACCGAGAACGAATTGATGTCGCCGCCGTGCTCCGCCTTCGCGATGCGCTGGGCGATGCCGGTCAGGGCGGTCGAATCGAGCCCACCCGATAGCAGCGAACACACCGGAACGTCGGCGTGCAATTGCGCCCCCAGGGCGCGGGTGACCAGTTCGCGGGTGCGCTGCACGGTGCTCTGCAGGTCGTCGGCATGCTCCTGGGGGCGTACCTCCCAATAGCGGCGCAACTTCGCCTGGGAATTGGGACCCCAGGACAGCAGGTGGCCGGGCAGCAATTCCTGGACCTCCCGGAAACGGCTTCTGCAAATTGCCCCGGGACACGCTCCAGGAAGGTCAACCAGGCCTAACCGCCTTCAAGCCTGGNCGGCTAATTCCGGAAGGCCCCGGGATGGGACTTGTTCCCCGAGCGGAAAANGANNNCCTCCGGGNGGCCCCGCGGAAAAACAGGGGTTTGAGACCCAGGTNTGTCCGCACAACAAACATTGGGGCCTNCGGGCTCTCTTAATCGTGAAAGGGAAATTCCTTGGTGTGTNTCCTTAANNNCTCCTGCCCNTTGNNAAAATTGCTGCGGACACTCCAGGTNNNTCGTGGGTGTGGGAAATNATNNGTCGTGCCAGAANACCTCCTCCTGGGGATACGGTGGTCTACCTCCGGTGGTAAAAAAGTGTAGCCNGCCGTGNCGTGAAATAAACAAACCNCCNGCGCTCTNCG
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Phenazine modifying enzyme (phzM)
>1988165_phzM_phzM_F
TGCGCGCGGTCGGTTCGATGCCGAGCGCATCCATCGACTGATGCGCCTGCTGGTGGCCTTCGAGATCTTCCAGGGCGATACCCGCGACGGCTACGCCAATACCCCCACCAGCCACCTGCTGAGGGATGTCGAGGGCTCCTTCCGCGACATGGTGCTGTTCTACGGCGAGGAGTTCCACGCCGCCTGGACGCCCGCCTGCGAGGCGCTGCTCAGCGGTACCCCAGGCTTCGAGCTGGCGTTCGGCGAAGACTTCTACAGCTACCTGAAGCGCTGCCCGGATGCCGGCCGGCGCTTCCTGCTGGCGATGAAGGCGAGCAACCTGGCCTTCCACGAGATCCCCAGGCTCCTGGATTTCCGCGGGCGTAGCTTCGTCGACGTCGGTGGCGGTTCCGGCGAATTGACCAAGGCCATCCTGCAGGCCGAGCCCAGCGCCCGGGGCGTGATGCTCGACCGCGAGGGTTCCCTCGGCGTGGCCCGCGACAACCTCTCCAGCCTGTTGGCAGGGGAGCGCGTCAGCCTGGTGGGCGGCGACATGCTGCAAGAGGTGCCGTCCAACGGCGATATCTACCTGCTGTCGCGGATCATCGGCGATCTGGACGAAGCCGCCAGCCTGAGGTTGCTCGGCAATTGCCGCGAGGCGATGGCCGGCGACGGCCGGGTGGTGGTGATCGAGCGGACCATCTCGGCCAGCGAGCCGTCGCCGATGTCGGTGCTCTGGGACGTGCACCTGTTCATGGCCTGCGCTGGCCGTCACCGCACCACCGAGGAGGTGGTCGACCTGCTCGGGCGCGGCGGCTTCGCGGTGGAGCGGATCGTCGACCTGCCGATGAAAAACCCNCATA

>1988166_phzM_phzM_R
CGACNGCGCGAGCGCCGCGCCCGAGCAGGTCGACCACCTCCTCGGTGGTGCGGTGACGGCCAGCGCAGGCCATGAACAGGTGCACGTCCCAGAGCACCGACATCGGCGACGGCTCGCTGGCCGAGATGGTCCGCTCGATCACCACCACCCGGCCGTCGCCGGCCATCGCCTCGCGGCAATTGCCGAGCAACCTCAGGCTGGCGGCTTCGTCCAGATCGCCGATGATCCGCGACAGCAGGTAGATATCGCCGTTGGACGGCACCTCTTGCAGCATGTCGCCGCCCACCAGGCTGACGCGCTCCCCTGCCAACAGGCTGGAGAGGTTGTCGCGGGCCACGCCGAGGGAACCCTCGCGGTCGAGCATCACGCCCCGGGCGCTGGGCTCGGCCTGCAGGATGGCCTTGGTCAATTCGCCGGAACCGCCACCGACGTCGACGAAGCTACGCCCGCGGAAATCCAGGAGCCTGGGGATCTCGTGGAAGGCCAGGTTGCTCGCCTTCATCGCCAGCAGGAAGCGCCGGCCGGCATCCGGGCAGCGCTTCAGGTAGCTGTAGAAGTCTTCGCCGAACGCCAGCTCGAAGCCTGGGGTACCGCTGAGCAGCGCCTCGCAGGCGGGCGTCCAGGCGGCGTGGAACTCCTCGCCGTAGAACAGCACCATGTCGCGGAAGGAGCCCTCGACATCCCTCAGCAGGTGGCTGGTGGGGGTATTGGCGTAGCCGTCGCGGGTATCGCCCTGGAAGATCTCGAAGGCCACCAGCAGGCGCATCAGTCGATGGATGCGCTCGGCATCGGAACCGACCGCGGCGGCCAGCGTCTCGTCGCTGTCGACCGCGCTTCTCCATA
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T3SS effector (exoS)
>1988159_exoS_exoS_F
GCATCTACGTTCCGGTTTGCTTGCCAGGTCGAGAGCATCGAGCAGTCCCTGGCTATGGCCACTCTGCTCCCCCAGGGCCGCCTCTTCGAGAACCCGGCGGGTCACTCCCTGCTCATCGCTGGCGCTCAGCAGCACGCGCATGTCGGTTTCTTTGTTATAGAGAATCTCTTTTTCATTCTTGTAGTTCGATATCCCGCTGACATCGATTCCGGACCTGCCGAACACGGTGGATATCGTGCCCTGCCCGAAGCTCCTCGCGACACCGGGGTTCAGGGAGGTGGAGAGATAGCCGTCGTA

>1988160_exoS_exoS_R
CGGGGATGCTTGCGAGTACTTCGGGCAGGGCACGATATCCACCGTGTTCGGCAGGTCCGGAATCGATGTCAGCGGGATATCGAACTACAAGAATGAAAAAGAGATTCTCTATAACAAAGAAACCGACATGCGCGTGCTGCTGAGCGCCAGCGATGAGCAGGGAGTGACCCGCCGGGTTCTCGAAGAGGCGGCCCTGGGGGAGCAGAGTGGCCATAGCCAGGGACTGCTCGATGCTCTCGACCTGGCAAGCAAACCGGAACGTTCAGGCGAGGTCCAGGAACAGGATGTACGCCTGAGGATA
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T3SS effector (exoU)
>1988161_exoU_exoU_F
CGATNNNAGCCTGTCGACCCCGTCGCAGGCAGCGCATAAGTCCGCCAGCTTGCGTCAGGAACCTTCAGGGCAAGGTCTCGGGGTTGCCCTAAAGAGCACGCCGGGAATACTTTCCGGGAAGTTGCCGGAAAGCGTTAGCGACGTGCGTTTCAGCAGTCCCCAAGGGCAAGGGGAGTCCCGTACTCTGACTGACTCGGCAGGGCCGCGGCAGATCACTCTGCGCCAGTTTGAGAACGGAGTCACCGAGCTACAGCTCAGTCGGCCACCATTGACCAGTCTGGTCCTAAGCGG
CGGTGGTGCCAAAGGTGCGGCATACCCGGGAGCAATGCTGGCGCTAGAAGAGAAAGGCATGCTCGATGGCATCCGCAGCATGTCCGGTTCGTCCGCTGGCGGCATCACCGCCGCCCTTTTGGCCTCAGGTATGAGCCCGGCGGCGTTCAAGACCCTTTCCGACAAGATGGATCTTATTTCGCTGCTCGACAGCTCGAACAAGAAGCTGAAGCTGTTCCAACACATTAGCAGCGAGATCGGCGCATCGCTGAAAAAGGGCTTGGGCAACAAGATCGGCGGCTTCTCTGAGTTGCTGCTCAATGTACTCCCACGCATAGATTCGCGGGCTGAGCCCCTAGAACGCCTATTGCGCGACGAGACACGCAAGGCCGTGCTCGGACAGATCGCTACGCATCCAGAGGNTTGCACGCCAGCCGACCGTTGCCGCCATCGCCAGCANATTGCATCCCGGCTCCGGAGTCACNTTTGGCGATCTAGATCGGNTGAGTGCTTACNTNTCCCAGATTAGNATGCTNAACATCACNAGTACT

>1990206_exoU_exoU_R
CGTGCAGCGGTTCAGTGCATCCACATCGTCAACGCCATCACGTGCCTCAGCCCAGAGCACAAGTCTACCGGCATCGTCCGCCGCAAGTTTCACCGGTGCCAAGGATGAGAATGGAGAGTTCACTTGTAACAATTGCAAGATCACACCCAGCGGTAACCCTGAAGGCACAAGTCCCAACTCGACGACGAAAAGCCAACCGCCCTCGAGGCGCTCCATAACCAGTTCCGGTCCCTCTGCCGGTTGCAGCCGCAACGTGGCATCGTTGCTCGAGGGAAGTCTCAAGCCCCACTGTGCCAGCCATGTATCAATCATGTGAACTCCTTATTCCGCCAAGCCTTAGCCATCTCAACGGTAGTCGAACTCAAGGGTTTGCCGAAACGCAGGAAGCCTCGTGCCGAGTAGTTGTCGACGATATCGTTCAGCGCTTGATTGATTTCCGCCGGACTGGTGGCATGCCGTAGCTGCTCCTCCGCCCGACGTAACAGAGCTACGTTGGAATCCGGCTGGCCAGGGCGATACAGAGAGGGGAAGATAACTTCCTTACGAATGTTCTCGGCAATAACCGCCACTTTGCGGCGCTGCGCCTCTGCTTACGCAGCGGCGACCACCGGCGACTGCACCGTCTGCTCGCGCATGGTATCGATTANCTGCTGATGATCAACGTCATCANCTGGTTCAACTCATCTGCCACCCTTGT
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T3SS effector (exoY)
>1988163_exoY_exoY_F
CCACGGGCCGCCCGGACGCTACTGCGCCCTGCGGATATGCAGGCACGGGCTCTACAGGACCTGTTCGATGCGCAGGGGGTGGGGGTTCCCGTCGAACATGCCTTGCGCATGCAGGCGGTGGCCAGGCAGACGAATACCGTCTTTGGCATTCGCCCGGTTGAAAGAATCGTCACCACGCTGATCGAAGAGGGTTTCCCGACCAAGGGCTTCTCGGTGAAGGGGAAAAGCTCGAACTGGGGTCCGCAGGCGGGGTTCATCTGTGTCGACCAGCATCTCAGCAAGCGGGAAGACCGCGACACGGCGGAAATACGCAAGCTGAACCTGGCTGTGGCGAAGGGAATGGATGGCGGAGCCTATACCCAGACCGACCTGCGGATCTCTCGGCAACGCCTTGCGGAGCTGGTGCGGAATTTCGGCCTGGTGGCAGACGGTGTCGGGCCGGTTCGCCTCCTGACCGCGCAGGGCCCCAGCGGCAAACGCTATGAGTTCGAGGCCCGCCAGGAGGCGGACGGTCTCTACAGGATCAGCCGCCTGGGGCGGTCGGAAGCGGTGCAGGTACTGGCCAGCCCGGCTTGCGGGCTGGCGATGACCGCCGATTATGACCTCTTCCTGGTAGCGCCCTCGATCGAGGCGCATGGCAGTGGTGGTCTCGATGCAAGAAGGAATACCGCGGTCAGATACACCCCCCTCGGTGCAAAGGATCCCCTGAGCGAGGACGGATTCTATGGCAGGGAGGATATGGCCAGGGGAAACATCACTCCGCGCACGCGGCAACT
GGTGGACGCCCTCAATGACTGCCTGGGCCGGGGGGAGCACAGGGAGATGTTTCACCACAGCGACGATGCGGGCAACCCAGGCTCCCATATGGGTGACAACTTCCCGGCCACCTTCTACCTTCCCCGGGCCATGGAGCATCGGGTCGGAGAAGAGTCCGTTCGCTTCGACGAGGTCTGCGTGGTGGCGGATCGGAAGAGCTTTTCCTTGCTGGCGAGGGGGGCATCAAAA

>1988164_exoY_exoY_R
TCGATCGCACCACGCAGACCTCGTCGAAGCGAACGGACTCTTCTCCGACCCGATGCTCCATGGCCCGGGGAAGGTAGAAGGTGGCCGGGAAGTTGTCACCCATATGGGAGCCTGGGTTGCCCGCATCGTCGCTGTGGTGAAACATCTCCCTGTGCTCCCCCCGGCCCAGGCAGTCATTGAGGGCGTCCACCAGTTGCCGCGTGCGCGGAGTGATGTTTCCCCTGGCCATATCCTCCCTGCCATAGAATCCGTCCTCGCTCAGGGGATCCTTTGCACCGAGGGGGGTGTATCTGACCGCGGTATTCCTTCTTGCATCGAGACCACCACTGCCATGCGCCTCGATCGAGGGCGCTACCAGGAAGAGGTCATAATCGGCGGTCATCGCCAGCCCGCAAGCCGGGCTGGCCAGTACCTGCACCGCTTCCGACCGCCCCAGGCGGCTGATCCTGTAGAGACCGTCCGCCTCCTGGCGGGCCTCGAACTCATAGCGTTTGCCGCTGGGGCCCTGCGCGGTCAGGAGGCGAACCGGCCCGACACCGTCTGCCACCAGGCCGAAATTCCGCACCAGCTCCGCAAGGCGTTGCCGAGAGATCCGCAGGTCGGTCTGGGTATAGGCTCCGCCATCCATTCCCTTCGCCACAGCCAGGTTCAGCTTGCGTATTTCCGCCGTGTCGCGGTCTTCCCGCTTGCTGAGATGCTGGTCGACACAGATGAACCCCGCCTGCGGACCCCAGTTCGAGCTTTTCCCCTTCACCGAGAAGCCCTTGGTCGGGAAACCCTCTTCGATCAGCGTGGTGACGATTCTTTCAACCGGGCGAATGCCAAAGACGGTATTCGTCTGCCTGGCCACCGCCTGCATGCGCAAGGCATGTTCGACGGGAACCCCCACCCCCTGCGCATCGAACAGGTCCTGTAGAGCCCGTGCCTGCATATCCGCAGGGCGCAGTAGCGGTCCGGGCTGTGCCGTTGCGTTAGAAACCACCTGACAGAACCCCGTCCGATAAA
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T3SS effector (exoT)
>3043613_exoT_PAO1_exoT_F
GGCCTGGCTTACTGAGCAGCCGTGGCCGGGCGCCTGGGACAGGTCGAGGCCCGCCAGGTGGCCACTCCCCGGGAGGCGCAACAACTGGCCCAGCGCCAGGAAGCACCGAAGGGCGAGGGCCTGCTCTCCCGCCTGGGGGCTGCCCTCGCGCGTCCCTTCGTGGCGATCATCGAGTGGCTGGGCAAACTGCTGGGGAGCCGTGCCCACGCCGCCACCCAGGCGCCGCTCTCCCGTCAGGACGCGCCGCCTGCCGCCAGTCTCTCTGCCGCCGAGATCAAGCAGATGATGCTGCAAAAGGCACTGCCCCTGACCTTGGGCGGACTTGGCAAGGCGAGCGAGCTGGCGACTTTGACAGCGGAGAGGCTGGCGAAGGATCACACGCGCCTGGCCAGCGGCGACGGCGCTCTGCGATCGCTGGCCACCGCCCTGGTCGGGATTCGCGATGGCAGCCGGATCGAGGCTTCCCGTACCCAGGCTGCCCGCCTGCTCGAACAGAGCGTTGGGGGGATCGCGCTGCAACAGTGGGGGACCGCGGGCGGTGCCGCCAGCCAGCATGTACTCAGCGCAAGCCCGGAGCAACTGCGCGAAATCGCCGTCCAACTGCATGCGGTAATGGACAAGGTCGCCCTGTTGCGCCACGCGGTAGAGAGCGAGGTAAAGGGCGAGCCTGTCGACAAGGCGCTGGCGGATGGCCTGGTGGAGCACTTCGGGCTGGAGGCGGAGCAGTACCTCGGCGAACACCCGGACGGGCCGTACAGCGATGCCGAGGTGATGGCGCTCGGTCTCTATACCAACGGCGAGTACCAGCACCTGAATCGGTCCCTGCGTCAGGGACGGGAGCTGGATGCGGGCCAGGCGTTGATCGACCGGGGCATGTCTGCCGCGTTCGAAAAGAGCGGACCGGCTGAACAGGTCGTGAAGACCTTCCGCGGCACCCAGGGCAGGGATGCCTTCGAGGCGGTGAAAGAGGGCCAGGTCGGCCACGACGCCGGCTATCTCTCCACCTCCCGGGACCCCGGCGTTGCCAGGAGCTTCGCGGGCCAGGGCACGATAACCACCCTGTTCGGCAGATCCGGGATCGATGTCAGCGAGATATCGATCGAGGGCGATAACAGAAAATTCCCTTTACACAAAAAAGTTTT

>3043614_exoT_PAO1_exoT_R
AGGGTCTTGATGGATTCTCGGCTGACTCGATCCCGGATCTGCCGAACAGGGTGGTTATCGTGCCCTGGCCCGCGAAGCTCCTGGCAACGCCGGGGTCCCGGGAGGTGGAGAGATAGCCGGCGTCGTGGCCGACCTGGCCCTCTTTCACCGCCTCGAAGGCATCCCTGCCCTGGGTGCCGCGGAAGGTCTTCACGACCTGTTCAGCCGGTCCGCTCTTTTCGAACGCGGCAGACATGCCCCGGTCGATCAACGCCTGGCCCGCATCCAGCTCCCGTCCCTGACGCAGGGACCGATTCAGGTGCTGGTACTCGCCGTTGGTATAGAGACCGAGCGCCATCACCTCGGCATCGCTGTACGGCCCGTCCGGGTGTTCGCCGAGGTACTGCTCCGCCTCCAGCCCGAAGTGCTCCACCAGGCCATCCGCCAGCGCCTTGTCGACAGGCTCGCCCTTTACCTCGCTCTCTACCGCGTGGCGCAACAGGGCGACCTTGTCCATTACCGCATGCAGTTGGACGGCGATTTCGCGCAGTTGCTCCGGGCTTGCGCTGAGTACATGCTGGCTGGCGGCACCGCCCGCGGTCCCCCACTGTTGCAGCGCGATCCCCCCAACGCTCTGTTCGAGCAGGCGGGCAGCCTGGGTACGGGAAGCCTCGATCCGGCTGCCATCGCGAATCCCGACCAGGGCGGTGGCCAGCGATCGCAGAGCGCCGTCGCCGCTGGCCAGGCGCGTGTGATCCTTCGCCAGCCTCTCCGCTGTCAAAGTCGCCAGCTCGCTCGCCTTGCCAAGTCCGCCCAAGGTCAGGGGCAGTGCCTTTTGCAGCATCATCTGCTTGATCTCGGCGGCAGAGAGACTGGCGGCAGGCGGCGCGTCCTGACGGGAGAGCGGCGCCTGGGTGGCGGCGTGGGCACGGCTCCCCAGCAGTTTGCCCAGCCACTCGATGATCGCCACGAAGGGACGCGCGAGGGCAGCCCCCAGGCGGGGAGAGCAGGCCCTCGCCCTTCGGTGCTTCCTGGCGCTGGGCCAGTTGTTGCGCCTCCCGGGGGAGTGGCCACCTGGCGGGCCTCGACCTGTCCCAGGCGCCCGGCCACGGCCTGGCTCAACTCACCACAAAGACGGTCGCTCTTAAAAAAAAAATGTGGAGCT
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Pyoverdine (pvdA)
>1988167_pvdA_pvdA_F
ACTATCTATCGGTGTCGGCTTCGGCCCTTCCATATCGCCCTGGCGATTGCCCTCCAGGAACGGGCCCAGGCGCAGGGCGCCCTGGAAGTGCTGTTCCTGGACAAGCAGGGCGACTACCGCTGGCACGGCAACACCCTGGTGTCGCAGAGCGAGTTGCAGATCTCCTTCCTCAAGGACCTGGTGTCCCTGCGCAACCCCACCAGCCCGTATTCCTTCGTCAACTACCTGCACAAGCACGATCGCCTGGTCGACTTCATCAACCTGGGCACCTTCTATCCCTGCCGGATGGAGTTCAACGACTACCTGCGCTGGGTCGCCAGCCACTTCCAGGAGCAGAGCCGCTACGGCGAAGAGGTCCTGCGCATCGAGCCGATGCTGAGCGCCGGCCAGGTCGAGGCGCTGCGGGTGATCTCGCGCAACGCCGACGGCGAGGAACTGGTGCGCACCACCCGCGCCCTGGTGGTCAGTCCCGGCGGCACCCCGCGTATCCCGCAGGTGTTCCGTGCGCTCAAGGGCGACGGCCGGGTGTTCCACCACAGCCAGTACCTGGAGCACATGGCCAAGCAGCCCTGCAGCAGCGGCAAGCCGATGAAGATCGCCATCATCGGCGGCGGGCAGAGCGCGGCGGAGGCCTTCATCGACCTCAACGACAGCTACCCGTCGGTGCAGGCCGACATGATCCTGCGTGCCTCGGCGCTCAAGCCGGCGGACGATAGCCCGTTCGTCAACGAAGTGTTCGCGCCGAAGTTCACCGATCTCATCTACAGCCGCGAGCATGCCGAACGCGAGCGTTTGCTGCGCGAATACCACAACACCAACTATTCGGTGGTGGATACCGACCTGATCGAGCGCATCTACGGCGTCTTCTACCGCCAGAAAGTCTCCGGCATCCCGCGCCACGCCTTCCGTTGCATGACTACTGTGGAGCGCGCGACCGCCACCGCCCAGGGCATCGAGCTGGCGTTGCGCGACGCCGGTAGCGGCGAGCTAAGCGTAGAGATCTACGACGCAGTGATCCTGGCCACCGGCTATGAGCGCCAGTTGCACCGCCAACTGCTCGAACCGCTGGCGGAGTACCTCGGCGACCATGAGATCGGCCGCGACTACCGCCTGCAGACCGACAAGCGCTGCAAGGTGGCGATCTACGCGCAGGGTTTCAGCCAGGCCAGCCATGGCCTCAAGGAACCCCTGCTGTCGGGGCTGCCGGGACGGGCCAAGGAAAATCCCGGTCTCGTTCNGCCTACCGCCTGAAAATGGGANTTATTTTTGTGTTCTGCTACTCTTCTGCTCTTCTTTCTTCCTATCTGTCTACTATCTTATTCTACTATTGAGTTCCGATTCTAATTCTGTCTTAGTTACAGCTAGATTCATTACCGTCCTG

>1988168_pvdA_pvdA_R
GGGTCTGGGAGCACGGCAGCACCGACAGCAGGGTGTCGCTGAGGCCATGGCTGGCCTGGCTGAAGCCCTGCGCGTAGATCGCCACCTTGCAGCGCTCGTCGGTCTGCAGGCGGTAGTCGCGGCCGATCTCATGGTCGCCGAGGTACTCCGCCAGCGGTTCGAGCAGTTGGCGGTGCAACTGGCGCTCATAGCCGGTGGCCAGGATCACTGCGTCGTAGATCTCTACGCTTAGCTCGCCGCTACCGGCGTCGCGCAACGCCAGCTCGATGCCCTGGGCGGTGGCGGTCGCGCGCTCCACAGTAGTCATGCAACGGAAGGCGTGGCGCGGGATGCCGGAGACTTTCTGGCGGTAGAAGACGCCGTAGATGCGCTCGATCAGGTCGGTATCCACCACCGAATAGTTGGTGTTGTGGTATTCGCGCAGCAAACGCTCGCGTTCGGCATGCTCGCGGCTGTAGATGAGATCGGTGAACTTCGGCGCGAACACTTCGTTGACGAACGGGCTATCGTCCGCCGGCTTGAGCGCCGAGGCACGCAGGATCATGTCGGCCTGCACCGACGGGTAGCTGTCGTTGAGGTCGATGAAGGCCTCCGCCGCGCTCTGCCCGCCGCCGATGATGGCGATCTTCATCGGCTTGCCGCTGCTGCAGGGCTGCTTGGCCATGTGCTCCAGGTACTGGCTGTGGTGGAACACCCGGCCGTCGCCCTTGAGCGCACGGAACACCTGCGGGATACGCGGGGTGCCGCCGGGACTGACCACCAGGGCGCGGGTGGTG
CGCACCAGTTCCTCGCCGTCGGCGTTGCGCGAGATCACCCGCAGCGCCTCGACCTGGCCGGCGCTCAGCATCGGCTCGATGCGCAGGACCTCTTCGCCGTAGCGGCTCTGCTCCTGGAAGTGGCTGGCGACCCAGCGCAGGTAGTCGTTGAACTCCATCCGGCAGGGATAGAAGGTGCCCAGGTTGATGAAGTCGACCAGGCGATCGTGCTTGTGCAGGTAGTTGACGAAGGAATACGGGCTGGTGGGGTTGCGCAGGGACACCAGGTCCTTGAGGAAGGAGATCTGCAACTCGCTCTGCGACACCAGGGTGTTGCCGTGCCATCGGTAGTCGCCCTGCTTGTCCAGGAACAGAACTTCCAGGGTGCCCTGGTCCTGGACCCTTTCCTGGAGGGAAATCCCCAGGGCCAATTTGTGAGGGCCTAATCCTAACCCTTTTAATTCGGGAACTCGTGGGTGTATTCTTGCCTGAATCAATTTTTTTTAATGCGAAC
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Lectin (lecA)
>1988169_lecA_lecA_u
CANGCACGAGCAGGCTTGCTGAAGGTAGGATCGCGAATCAGGGTTTTTCGCCTCTTTCGTTTATGAACAGGAATTCATATATCGGAGATCAATCATGGCTTGGAAAGGTGAGGTTCTGGCTAATAACGAAGCAGGGCAGGTAACGTCGATTATCTACAATCCGGGCGATGTCATTACCATCGTCGCCGCCGGTTGGGCCAGTTACGGACCTACCCAGAAATGGGGGCCGCAGGGCGATCGGGAGCATCCGGACCAAGGGCTGATCTGCCACGATGCGTTTTGTGGTGCGCTGGTCATGAAGATCGGCAACAGCGGAACCATTCCGGTCAATACCGGGTTGTTCCGTTGGGTTGCACCCAATAATGTCCAGGGTGCAATCACTCTTATCTACAACGACGTGCCCGGAACCTATGGCAATAACTCCGGCTCGTTCAGTGTCAATATTGGAAAGGATCAGTCCTGATAACTTGTCTCGGAAAAAAAGGGCCCGAATGGGCTCTTTTTTTAAATACAAATAAAGTGAAGTTGCCCGTGTGGCCGTTATGAACGGACAGGCAGCGCTTCGCAGTTGCGACTACCAATGACAAGGGTATCGAACTCCTGGGGCTGCCGCGGTCGTGGGAAACCGAGCGAGGGGGGGCGGGGAACTGCTTCAACACGCTTCGGTCTGAACGGGAATATCGATTCCTGACCCA

>1988170_lecA_lecAd
TTGGATTGCGTGTTGAGCAGTTCCCGCCCCCCCTCGCTCGGTTTCCCACGACCGCGGCAGCCCCAGGAGTTCGATACCCTTGTCATTGGTAGTCGCAACTGCGAAGCGCTGCCTGTCCGTTCATAACGGCCACACGGGCAACTTCACTTTATTTGTATTTAAAAAAAGAGCCCATTCGGGCCCTTTTTTTCCGAGACAAGTTATCAGGACTGATCCTTTCCAATATTGACACTGAACGAGCCGGAGTTATTGCCATAGGTTCCGGGCACGTCGTTGTAGATAAGAGTGATTGCACCCTGGACATTATTGGGTGCAACCCAACGGAACAACCCGGTATTGACCGGAATGGTTCCGCTGTTGCCGATCTTCATGACCAGCGCACCACAAAACGCATCGTGGCAGATCAGCCCTTGGTCCGGATGCTCCCGATCGCCCTGCGGCCCCCATTTCTGGGTAGGTCCGTAACTGGCCCAACCGGCGGCGACGATGGTAATGACATCGCCCGGATTGTAGATAATCGACGTTACCTGCCCTGCTTCGTTATTAGCCAGAACCTCACCTTTCCAAGCCATGATTGATCTCCGATATATGAATTCCTGTTCATAAACGAAAGAGGCGAAAAACCCTGATTCGCGATCCTTCCCTGTCAGCAAAGCACAGCAACGAGGAAGTACCGCCTACCAATTCATTGCAGGAGA
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Lectin (lecB)
>1988171_lecB_lecB_u
ATAGCTAGCTGCGGTCTGCACGGGCATGCATCGCCAGTGCCAGGACACCCCTGTAGCCCTCCTGCGAACTCTAGCAGTGGTCGCGCCCGGTCGACGGCGTAGATTGGCTGAACGATGCGTCCTTCCTGCCTGCGCATCGCCTGCCGCCAAGGACTGCGGATTTCTCCCGACACGCCATACCGCGCGCCAGACGGCTGCCTGAAAAGGCAGGCCAGGTATTCAGTGGAGATACACCATGGCAACACAAGGAGTGTTCACCCTTCCCGCCAACACCCGGTTCGGCGTCACCGCCTTCGCCAACTCGTCCGGAACCCAGACGGTGAACGTGCTGGTCAACAACGAGACGGCCGCGACCTTCAGCGGGCAAAGCACCAATAACGCCGTCATCGGCACCCAGGTGCTCAACTCCGGCAGCAGTGGCAAGGTACAGGTCCAGGTCAGCGTCAACGGCCGCCCCTCGGATCTGGTCTCGGCACAGGTAATCCTGACCAACGAGCTGAACTTCGCCCTGGTCGGCTCTGAAGACGGCACCGACAACGACTACAACGACGCCGTCGTGGTGATCAACTGGCCGCTCGGCTAGGAGTTCGGAAGGGACGGGA

>1988172_lecB_lecB_d
CGAAGCGATTCTCTGCTGCTGGGGCTGTCCGCAGCATCCAGAAGCCGGTGGCCTACCTGACCCTGGCCAGCGCCATATTCACCGCCTGGTTGCCCGGCCTGCTGCTGCTCGGGCAGGTGCTCAAGGCATAGCAGGAAGTCGGAAAGGGATGGCGGCTTGCCGCCATCCCGTCCCTTCCGAACTCCTAGCCGAGCGGCCAGTTGATCACCACGACGGCGTCGTTGTAGTCGTTGTCGGTGCCGTCTTCAGAGCCGACCAGGGCGAAGTTCAGCTCGTTGGTCAGGATTACCTGTGCCGAGACCAGATCCGAGGGGCGGCCGTTGACGCTGACCTGGACCTGTACCTTGCCACTGCTGCCGGAGTTGAGCACCTGGGTGCCGATGACGGCGTTATTGGTGCTTTGCCCGCTGAAGGTCGCGGCCGTCTCGTTGTTGACCAGCACGTTCACCGTCTGGGTTCCGGACGAGTTGGCGAAGGCGGTGACGCCGAACCGGGTGTTGGCGGGAAGGGTGAACACTCCTTGTGTTGCCATGGTGTATCTCCACTGAATACCTGGCCTGCCTTTTCAGGCAGCCGTCTGGCGCGCGGTATGGCGTGTCGGGAGAAATCCGCAGTCCTTGGCGGCAGGCGATGCGCAGGCAGGAAGGACGCATCGTTCAGCCAATCTACGCCGTCGACCGGGCGCGACCACTGCTAGAGTTCGCAGGAGGGCTACAGGGGTGTCCTGGCACTGGCGATGCATGGCCCGGTGCCGGACTGCGGCAGCGGCCTGCCGTGCCGGCTCGTCCGATTGTTAAA
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Pili (pilB)
>1980322_pilB_x5_pilB_F
CAACTGAATCTGGCGGCGATTGCATTCCCAGTACCAGAACTATGTGGCGCGTTCGGAAGGTGCTTCGGCGCTGGCGACGATCAATCCGCTGAAGACCACTGTTGAAGAGTCTCTGTCGCGTGGAATTGCTGGTACCAATATTAAAATTGGTACTGATCCATCTACTGCCACCGAAACATATGTTGGGGTTGCTGCGAATGCCAACAAGCTGGGCTTGATTGATGTAAAGATTGCTGATACTGGTGCGGGTGATATTACCTTTACCTTCCAGACTGGTACTTCTAGTCCCAAGAATGCTACTAAAGTTATCACTCTGAATCGTACTGCGGATGGGGTCTGGGCTTGTAAATCTACCCAGGATCCGATGTTCACTCCGAAAGA

>1980323_pilB_x5_pilB_R
CTGGATTAAGTCAGACCCCATCCGCAGTACGATTCAGAGTGATAACTTTAGTAGCATTCTTGGGACTAGAAGTACCAGTCTGGAAGGTAAAGGTAATATCACCCGCACCAGTATCAGCAATCTTTACATCAATCAAGCCCAGCTTGTTGGCATTCGCAGCAACCCCAACATATGTTTCGGTGGCAGTAGATGGATCAGTACCAATTTTAATATTGGTACCAGCAATTCCACGCGACAGAGACTCTTCAACAGTGGTCTTCAGCGGATTGATCGTCGCCAGCGCCGAAGCACCTTCCGAACGCGCCACATAGTTCTGGTACTGGGGAATGGCAATCGCCGCCAGGATACCGATGATCGCAACCACGATCATCAGTTCGA
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Description

O Pseudomonas aeruginosa sirain F22031, complete genome
© Pseudomonas aeruginosa PAO1H2O genome

O Pseudomonas aeruginosa LESiked sequence

O Pseudomonas aeruginosa LESiike1 sequence
O Pseudomonas aeruginosa LESBES sequence

O Pseudomonas aeruginosa LES400 sequence
O Pseudomonas aeruainosa LESike7 sequence
O Pseudomonas aeruginosa LESikes sequence

© Pseudomonas aeruginosa YL84, complete genome

O Pseudomonas aeruginosa LES431. complete genome
© Pseudomonas aeruginosa PATR. complete genome

© Pseudomonas aeruginosa PA1. complete genome
© Pseudomonas aeruginosa c7447m genome
© Pseudomonas aeruginosa 18, complete genome

O Pseudomonas aeruginosa LESBSE complete genome sequence

O Pseudomonas aeruginosa DNA complete genome. strain: 8380
O Pseudomonas aeruginosa PAOT-VE13 genome

© Pseudomonas aeruginosa PAOT-VE2 genome
© Pseudomonas aeruginosa PAOS81 genome
© Pseudomonas aeruginosa PAO1. complete genome

© Pseudomonas aeruginosa PhzR (phzR) gene. complete cds
O Pseudomonas aeruginosa DSM 50071, complete genome

O Pseudomonas aeruinosa strain Carb01 63, complete genome

O Pseudomonas aeruginosa genome assembly NCTC10332, chromosome : 1
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99%
99%
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99%
99%
99%
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99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
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0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
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4%
4%
4%
4%
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4%
4%
4%
4%
4%
4%
4%
4%
4%
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4%
4%
4%
4%
4%
4%
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Accession

cPoo7300.1
cPoseTag
cPoosegs 1
CPO0BoBat
cPoosega1
cPosseg21
cPossee11
cPooseR01
cPo0T1a71
cPo0ses7 1
cPon0ss 1
CPOnADsat
cPooe728.1
cPon2as6.1
Fu200185.1
AP0148302
cPonsaz2 1
cPoosa31
CPO06T05.1
AE0040912
AF190630.1

crot20011
cPot1a17
Lg31024.1
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O Pseudomonss aeruginosa PAOTH20 genome 2246 2245 97% 00 97% CPOOETav1
O Pseudomonss aeruainosa DNA. complete genome, sirin: 8380 226 2228 9% 00 97% APD1EIR2

O Pseudomonas aeruaingsa strain F9676, complete genome 2022 2222 97% 00 7% CPO12086.1 I
O Pseudomonss aeruginosa LESiked sequence 222 222 9% 00 97% CPoosEs
O Pseudomonss aeruginosa LESiked sequence 222 222 9% 00 97% CPoDGEA1
O Pseudomonss aeruginosa LESBOS sequence 222 222 9% 00 97% CPoosoEnt
O Pseudomonss aeruginosa LES400 sequence 222 222 9% 00 97% CPoosvEz1
O Pseudomonss aeruainosa LESIike? sequence 222 222 97% 00 97% CPo0GELY
O pseudomonss aeruginosa LESikeS sequence 222 222 9% 00 97% CPoDGEL1
O Pseudomonss aeruginosa LES431. complste genome 222 222 9% 00 97% CPo0GYaTA
O Pseudomonss aeruginosa PAOT-VE13 genome 222 222 97% 00 97% Ceoosea
O Pseudomonss aeruginosa PAOT-VE2 genome 222 222 9% 00 97% CPooseaLi
O Pseudomonss aeruginosa PAOSE1 genome 222 222 9% 00 97% CPoosTOsA
O Pssudomonss aeruainosa RP73, complete genome 222 222 9% 00 97% CPoosesi
O Pseudomonss aeruginosa DK2. complete genome 222 222 9% 00 97% CPopaisvd
O Pseudomonss aeruginosa LESESS complete genome sequence 222 222 9% 00 97% Fup0viEei
O Pseudomonss aeruginosa PAOY. complete genome 222 222 9% 00 97% AE00avat2
0 Pseudomonss aeruginosa sirain Carb01 63, complste genome 217 217 9% 00 97% ceoitaina
O Pseudomonss aeruginosa sirain FRD1. complete genome 217 217 9% 00 97% Ceoisss
Pseudomonss aeruginosa YLE4, complste genome 217 217 9% 00 97% CPooTisTA
O Pseudomonss aeruginosa PA3E162. complete genome 217 217 9% 00 97% Hoswmeat
O Pseudomonss aeruginosa 18, complete genome 217 217 9% 00 97% CPoo2usei
O Pseudomonss aeruginosa sirain F22031. complste genome 211 211 9% 00 97% CPoorasen
O Pseudomonss aeruginosa SCY20265. complete genome 211 211 97% 00 97% CPo0saLY
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O Pseudomonas aeruginosa PAIR, complete genome 2206 2206 97% 00 97% CPO040551 -
Pseudomonas zeruainosa PA1. complete qenome 2206 2206 97% 00 97% CPO040541
O Pseudomonas seruainosa PA96 genome 2198 2198 95% 00 97% CPOOTZ241
O pseudomonas aeruainosa c7447m genome 2194 2194 97% 00 9% CPO0G7281
© Pseudomonas aeruainosa strain S04 90 genome 2178 2178 97% 00 9% CPO11369.1
© Pseudomonas seruainosa MTE-1. complete genome 2178 2178 97% 00 9% CPO0GSSI1

O pseudomonas aeruainosa UCBPP-PA14, complete genome 2178 2178 97% 00 9% CPO0431 D
Pseudomonas zeruainosa DSM 50071, complete genome 2167 2167 97% 00 9% CPO120011
© Pseudomonas aeruainosa aenome assembly NCTC10332. chromosome -1 2167 2167 97% 00 96% LB310241
O Pseudomonas seruainosa VREPAO4, complete genome 2161 2161 97% 00 96% CPO0ET02
© Pseudomonas seruainosa B136-33, complete genome 2161 2161 97% 00 9% CPOO40611
© Pseudomonas seruainosa DNA complete qenome, strain: NCGUZ57. 2156 2166 97% 00 9% AP0146511
© Pseudomonas aeruainosa DNA complete qenome. strain: NCGM 1984 2156 2166 97% 00 9% AP0146451
Pseudomonas zeruainosa DNA complete qenome, strain: NCGM 1900 2156 2166 97% 0.0 9% AP0146221
) Pseudomonas seruainosa NCGM $1 DNA complete qenome 2156 2166 97% 0.0 9% AP0122801

O Pseudomonas chiororaphis autoinducer svnthase Phal (phz), iranscriptional activator PhaR (phzR), Phz (phzA), PhzB (phzB), PhzC (phzC), PheD (phzD). Phee 881 881 80% 0.0 81% AF1956151

() Pseudomonas aeruginosa sirain 31430 AFLP-derived sequence P31430-5 861 861 7% 2e12 81% GQ4731741
(O Xanthomonsas citr pv. citr strain -6, complete genome 639 639 2% 8e06 100% CPO11827.1
(O Xanthomonas citri subsp. cit strain UI7, complete genome 639 639 2% 8e06 100% CP0089891
Xanthomonas citri subsp. citr strain NT17, complete genome 639 639 2% 8e06 100% CP0089951
(O Xanthomonas citri subsp.cit strain x5, complete genome 639 639 2% 8e06 100% CP009010.1
(O Xanthomonas citri subsp.cit strain x4, complete genome 639 639 2% 8e06 100% CP0090131
(@ Xanthomonas citri subsp.citr strain qd3, complete genome 639 639 2% 8e06 100% CP0090161
(O Xanthomonas citri subsp. cit strain FE19, complete genome 639 639 2% 8e06 100% CP0090221
(O Xanthomonas citri subsp.citr strain AW13, complete genome 639 639 2% 8e06 100% CP0090311
Xanthomonas citr subsp. citr UI6. complete genome 639 639 2% 8e06 100% CP0039921 -
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O Pseudomonss aeruginosa PAOTH20 genome 2078 2078 79% 00 95% CPOGeTAT
O Pseudomonss aeruginosa DNA complste genome, sirain: 5260 2065 2085 79% 00 95% AP0148302

seusomonss seiness DX comiete o 2065 66 79% 00 o coomant H
0 Pseudomonss aeruginosa sirain Carb01 63, complste genome 2060 2080 79% 00 95% CPOITATA
O Pseudomonss aeruginosa sirain FRD1. complete genome 2060 2060 79% 00 95% CPOI0SEST
O Pseudomonss aeruginosa PA3E162. complete genome 2060 2080 79% 00 95% HGS300681
O Pseudomonss aeruginosa PAOT-VE13 genome 2060 2080 79% 00 95% CPODsEIR
O Pseudomonss aeruginosa PAOT-VE2 genome 2060 2080 79% 00 95% CPOOEEILL
Pseudomonss aeruginosa PAOSE1 genome 2060 2080 79% 00 95% CPOOGTOST
O Pseudomonss aeruginosa RPT3. complete genome 2060 2060 79% 00 95% CPODG2eS1
O Pseudomonss aeruginosa PAOY. complete genome 2060 2080 79% 00 95% AE0040912
O Pseudomonss aeruginosa sirain F9576. complete genome 205 2056 79% 00 95% CPO120881
O Pseudomonss aeruginosa YLE4, complste genome 205 2056 79% 00 95% CPOOTIATA
O Pseudomonss aeruginosa sirain F22031. complste genome 2054 2054 79% 00 95% CPOTIN0T
Pseudomonss aeruginosa SCY20265, complete genome 2054 2054 79% 00 95% CPOOGE3LT
O Pseudomonss aeruginosa 18, complete genome 2054 2054 79% 00 95% CPO24%61
O Pseudomonss aeruginosa LESiked sequence 2049 2049 79% 00 95% CPODGORS
O Pseudomonss aeruginosa LESiked sequence 2049 2049 79% 00 95% CPODGORAT
O Pseudomonss aeruginosa LESBOS sequence 2049 2049 79% 00 95% CPODGORT
O Pseudomonss aeruginosa LES400 sequence 2049 2049 79% 00 95% CPODsORR1
Pseudomonss aeruginosa LESike? sequence 2049 2049 79% 00 95% CPOOGORLT
O pseudomonss aeruginosa LESikeS sequence 2049 2049 79% 00 95% CPOOGORDT
O Pseudomonss aeruginosa LES431. complste genome 2049 2049 79% 00 95% CPOOBEITT

O Pseudomonss aeruginosa LESESS complete genome sequence 2049 2049 79% 00 95% Fu209t8E1 .
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@ Pseudomonas aeruginosa LESB58 complete genome sequence 2049 2049 79% 0.0 95% FEM209186.1 -
O Pseudomonas aeruginosa strain PSE305, genome 2043 2043 79% 0.0 95% HG9742341
O Pseudomonas aeruginosa PA1R, complete genome 2043 2043 79% 0.0 95% CP0040551
O Pseudomonas aeruginosa PA1. complete genome 2043 2043 79% 0.0 95% CP004054.1
O Pseudomonas aeruginosa PA96 genome 2037 2037 79% 0.0 95% CP007224.1
Pseudomonas aeruginosa c7447m genome 2037 2037 79% 00 9% CPoOET281

O Pseudomonas aeruginosa strain S04 90 genome 2021 2021 79% 0.0 94% CP011369.1 U
O Pseudomonas aeruginosa VRFPAD4, complete genome 2021 2021 79% 0.0 94% CP0087392
O Pseudomonas aeruginosa B136-33, complete genome 2021 2021 79% 0.0 94% CP0040611
O Pseudomonas aeruginosa DSM 50071, complete genome 2015 2015 79% 0.0 94% CP0120011
O Pseudomonas aeruginosa genome assembly NCTC10332, chromosome : 1 2015 2015 79% 0.0 94% LN8310241
Pseudomonas aeruginosa UCBPP-PA14, complete genome 2010 2010 79% 00 4% CPO0AT
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM 1984 2004 2004 79% 0.0 94% AP0146461
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM 1900 2004 2004 79% 0.0 94% AP0146221
O Pseudomonas aeruginosa MTB-1, complete genome 2004 2004 79% 0.0 94% CP0068531
O Pseudomonas aeruginosa NCGM2.S1 DNA complete genome 2004 2004 79% 0.0 94% AP012280.1
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM257 1993 1993 79% 00 94% AP0146511
Pseudomonas chiororaphis autoinducer synihase Phzl (phz) ranscriptional actvator PheR (phZR), PhzA (phzA). PhoB (hzB). PheC (pheC) PhoD (onzD) PhuE ( 756 756 66% 0.0 79% AF1956151
O Pseudomonas aeruginosa strain 31480 AFLP-derived sequence P31480-6 745 745 24% 00 99% GQ4731741
O Alloactinosynnema sp. L-07 genome assembly Alloactinosynnema sp. L-07. chromosome - | 152 152 19% 2e-32 76% LN850107.1
(O streptomyces piomogenus piericidin A1 gene cluster, partial sequence 990 990 13% 3e-16 75% HQ840721.1
O Pseudomonas sp. CCOS 191 genome assembly Pseudomonas sp. strain CCOS 191, chromosome : | 694 694 5% 2007 80% LNB472641
O Pseudomonas mosselii SJ10, complete genome 694 694 5% 2e-07 80% CP0093651
Ramlibacter tataouinensis TTB210, complete enome 565 565 1% 0002 97% CPO0I24S1
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O Pseudomonas aeruginosa DNA, complete genome, strain: 8380
O Pseudomonas aeruginosa LESiked sequence

O Pseudomonas aeruginosa LESike1 sequence

O Pseudomonas aeruginosa LESBES sequence
O Pseudomonas aeruginosa LES400 sequence

O Pseudomonas aeruainosa LESike7 sequence
O Pseudomonas aeruginosa LESikes sequence
© Pseudomonas aeruginosa YL84, complete genome

O Pseudomonas aeruginosa LES431, complete genome

O Pseudomonas aeruginosa LESBSE complete genome sequence
O Pseudomonas aeruginosa sirain F9576. complete genome

© Pseudomonas aeruginosa PAYE genome

© Pseudomonas aeruginosa 18, complete genome

© Pseudomonas sp. W18 putative phenazine-specific methyitranserase (phzl) gene, complete cds
© Pseudomonas aeruginosa PAO1H2O genome

Pseudomonas aeruginosa DSM 50071, complete genome

O Pseudomonas aeruinosa strain Carb01 63, complete genome

O Pseudomonas aeruginosa genome assembly NCTC10332, chromosome : 1
© Pseudomonas aeruginosa sirain FRD1. complete genome

© Pseudomonas aeruginosa sirain F22031, complete genome

() Pseudomonas aeruginosa PA38182. complete genome

Pseudomonas aeruginosa strain PSE305. genome
O Pseudomonas aeruginosa VRFPA4, complete genome

O Pseudomonas aeruginosa SCV20265. complete genome
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99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
99%
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Accession

AP0148302
cPoosegs 1
CPO0BoBat
cPoosega1
cPosseg21
cPossee11
cPooseR01
cPo0T1a71
cPo0ses7 1
Fu200185.1
crot2088.1
cPo072241
cPon2as6.1
Esas573.1

cPoseTag
crot20011
cPot1a17
Lg31024.1
cPot0ss5.1
cPo07309.1
HGS30088.1
Ho742341
cPoser302
cPossest1
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O Pseudomonas aeruainosa DNA complete genome, strain: 8380 53 536 9% Be-149 100% AP0148302
O Pseudomonas aeruaingsa strain F9676, complete genome 53 536 9% Be-149 100% CPO120661
O Pseudomonas aeruginosa strain Carb01 63, complete genome 53 53 9% Be-149 100% CPO113171
O Pseudomonas aenuginosa strain FRD1. complete genome 53 53 9% Be-149 100% CPO10551
O Pseudomonas aerugingsa strain PSE305, genome 53 53 97% Be-149 100% HG9742341
O Pseudomonas aeruginosa PAOTH20 genome 53 53 9% Be-149 100% CPO0ST401
O Pseudomonas aeruginosa LESIiked sequence 53 53 9% Be-149 100% CPO0SOBS1T
O Pseudomonas aeruainosa LESBSS sequence 53 53 9% Be-149 100% CPO0G9B31T
O Pseudomonas aeruainosa LES400 sequence 53 53 9% Be-149 100% CPO0S9B21
O Pseudomonas aenuginosa LESIike? sequence 53 53 9% Be-149 100% CPO0S9BT1
O Pseudomonas aeruainosa L84, complete genome 53 53 9% Be-149 100% CPOO714T1
O Pseudomonas aeruginosa PA33182. complete genome 53 53 97% Be-149 100% HGS300681
O Pseudomonas aeruginosa LES431, complete genome 53 536 9% Be-149 100% CPO0SO71
O Pseudomonas aeruainosa 7447m genome 53 53 9% Be-149 100% CPO0ST281
O Pseudomonas aeruginosa LESBSS complete genome sequence 53 53 9% Be-149 100% EU2091851
Pseudomonas aeruginosa CCU3 exoenzime S (exoS) gene. complete cds 53 53 97% Be-149 100% AY0202521
O Pseudomonas aeruginosa FRD1 exaenzime S (ex0S) gene. complete cds 53 53 97% Be-149 100% AY0202511
O Pseudomonas aeruainosa CCUS exaenzume S (ex0S) gene. complete cds 53 536 97% Be-149 100% AY0202491
O Pseudomonas aeruainosa DG1 exoenzime S (exoS) gene. complete cds 53 536 O7% Be-149 100% AY0202471
O Pseudomonas aeruainosa PAU1 exoenzime S (exoS) gene. complete cds 53 536 O7% Be-149 100% AY0202451
O Pseudomonas aeruainosa PAU3 exoenzime S (exoS) gene. complete cds 53 53 O7% Be-149 100% AY0202421
Pseudomonas aeruginosa CCU1 exoenzime S (ex0S) gene, complete cds 53 536 O7% Be-149 100% AY0202401

O Pseudomonas aerugingsa exoenzime S (ex0S) gene. complete cds 53 53 97% Be-149 100% L276291
O Pseudomonas aeruginosa LESIiket sequence 531 631 9% de-147 99% CPO0S9BA1
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O Pseudomonss aeruginosa sirain S04 90 genome 1219 1219 %% 00 9% CPO113691
0 Pseudomonss aeruginosa DNA complete genome, sirin: NCGI25T 1219 1219 9% 00 9% APDIaESLY
O Pseudomonss aeruginosa DNA complste genome. siain: NCG 1984 1219 1219 9% 00 98% APDIEAG1
O Pseudomonss aeruginosa VREPADA, complste genome 1219 1219 %% 00 9% CPO0ETIN2
O Pseudomonss aeruginosa DNA complste genome, sirain: NCG 1900 1219 1219 9% 00 9% APD1E221
O Pseudomonss aeruginosa UT-1. complete genome 1219 1219 %% 00 9% CPOOGBSAA
O Pseudomonss aeruginosa 8136-32, complete genome 1219 1219 %% 00 98% CPODAOGLI
O Pseudomonss aeruginosa NCGH2 51 DNA complste genome 1219 1219 9% 00 98% APD12280.1
O Pseudomonss aeruginosa UCBPP-PA14, complete genome 1219 1219 %% 00 9% CPOON3E1
O Pseudomonss aeruginosa sirain X13273 Exol stand C. complete sequence 1219 1219 %% 00 98% DQaITAL1T
O Pseudomonss aeruginosa sirain 6077 Exol Island A complete sequence 1219 1219 %% 00 9% DQaxTAZ1
O Pseudomonss aeruginosa PA1 pathogenicity island PAP2, complete sequence 1219 1219 9% 00 98% AvzrasTOn
0 Pseudomonss aeruginosa ExoU operon, complete sequence 1219 1219 9% 00 98% USTOss1
) Pseudomonss aeruginosa PepA (pepA) gene. complete cos 1208 1208 98% 00 98% AF0272011
O Pseudomonss aeruqinosa sirain 19560 ExoU lsiand B, complete sequence 1197 1197 %% 00 9% DQaxrTeaL

©Alignments

ing-virdlen.
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Pseudomonas aeruainosa ademiale ciclase (exoY) gene. complete cds: and unknown gene 1812 1812 98% 0.0 99% AFOS17451
O Pseudomonas aeruginosa PAOTH20 genome 1808 1808 98% 0.0 99% CPO0ST491
O Pseudomonas aeruginosa LESIiked sequence 1807 1807 98% 0.0 99% CPO0Gess1
O Pseudomonas aeruginosa LESIiket sequence 1807 1807 98% 0.0 99% CPO0GeB4t
O Pseudomonas aeruainosa LESBSS sequence 1807 1807 98% 0.0 99% CPO0Ges3t
O Pseudomonas aeruainosa LES400 sequence 1807 1807 98% 0.0 99% CPO0Ges21
Pseudomonas aeruginosa LESIike7 sequence 1807 1807 98% 0.0 99% CPO0Ges11
O Pseudomonas aeruginosa LESIikeS sequence 1807 1807 98% 0.0 99% CPO0G9801
O Pseudomonas aeruginosa LES431, complete genome 1807 1807 98% 0.0 99% CPO0Ge3T1
O Pseudomonas aeruginosa LESBSS complete genome sequence 807 1807 98% 0.0 99% EM2091861
O Pseudomonas aeruginosa strain Carb01 63, complete genome 1801 1801 98% 0.0 99% CPO131Z1
' Pseudomonas aeruginosa strain FRD1, complete genome 1801 1801 98% 0.0 99% CPO10ss51
Pseudomonas aeruginosa PA38182 complete genome 1801 1801 98% 0.0 99% HGS300681
O Pseudomonas aeruginosa DSM 50071, complete genome 7% 179 98% 00 99% CPO120011
O Pseudomonas aeruaingsa genome assembly NCTC10332, chiomosome : 1 7% 179 98% 0.0 99% LN8310241
O Pseudomonas aeruginosa PATR, complete genome 7% 179 98% 0.0 99% CP000s51
© Pseudomonas aeruainosa PA1, complete genome 7% 179 98% 00 99% CPO00s4t
O Pseudomonas aeruginosa PAO1-VE13 genome 7% 179 98% 00 99% CPO0GE31
Pseudomonas aeruginosa PAOT-VEZ genome 7% 179 98% 00 99% CPO0GE3L1
O Pseudomonas aeruainosa PAOS81 genome 7% 179 98% 00 99% CPO0GTO0S1
© Pseudomonas aeruginosa PAO1, complete genome 7% 179 98% 0.0 99% AE0040912
O Pseudomonas aeruaingsa strain F9676, complete genome 790 179 98% 00 99% CP0120861
O Pseudomonas aeruginosa strain F22031. complete genome 79 179 98% 00 99% CP00Ta0O1

O Pseudomonas aeruginosa sirain PSE30S. genome 1790 1790 98% 0.0 99% HG9742341 .





image16.png
& NCBI BlastNucleotide X

<« C | @ Secure | https:/blastncinim.nih.gov/Blast.cgi Q a‘ B :
S i S v @ &
Description e QU g et Accession
© Essudononas senginos san ATCC 12862 concieegerame 019 20 %% 00 99 ceoien
O Exeutomonss servgacsagereme sssembly PAO1OR ahromcsome | 2019 20 s% 00 99% L
@ Eseutomonss senginess PA01 VE2 gerome 2019 20 %% 00 9% ceoomens
© Esewtomonss senginess AOSS1 sneme 2019 280 %% 00 9% ceoer:
© Eseudononss senginesa P01 comsietesenome 2019 20 %% 00 9% sz
[EF—— 2008 225 se% 00 9% ceoicesst
[EF—— 1097 197 9% 00 so% cemmss
@ Exsugomonss sengnoss 1097 197 9% 00 so% cemmer
9 Eseudononas senginos san PASGNDIS comie nore 1097 197 9% 00 so% cemm
© Essudononas senginosa o S10W conclegereme 1097 197 9% 00 so% ceomest
@ Pxsugomonss servgnosasesn 17-1,comolet gsnome 1097 209 9% 00 s9% crmse
© Eseudononas seugnos sicn g0 somolt enare 1097 197 9% 00 so% ceomiees
© Eseudononas sengnosa ONA consicegerome s NCNGST 1097 197 9% 00 so% semuesi
@ Exsugomonss senvgnosa s P28 ovomosoms,comolete genome 1991 1991 9% 00 so% cemzmm
@ Exsugomonss senvgnosa sy P28 ovomosoms,comolte genome 1091 1991 9% 00 so% cemzmbee
9 Eseudononas sengnos s 26167, conoltegarome 1991 2009 9% 00 so% ceomamn
© Essudononas senginos s 5040 cename 1991 1991 9% 00 so% ceome:
© Eseudononas segnos s 22031, conolegzrome 1091 203 9% 00 so% ceomset
© Essudononas arginesa PAGS gerome 1091 203 9% 00 so% ceommer
9 Essutomonss senginess WTE:1 comoli gerame 1991 1991 9% 00 so% ceumsem
© Essudononas senginos sain Ocean- 128 comolte enome 1986 1985 9% 00 so% ceozzmer
© Essudononas senginos sain Ocear- 178 somolte ename 1966 1985 9% 00 so% ceozzmst
@ Exsugomonss servgnosasesn OV, comgers gsnome 1966 1985 9% 00 99% ceovmet
@ Exsugomonss servgnosasesn 17445, comolete genome 1986 27s2 9% 00 so% ceoumes
@ Exsugomonss senvgnosa sy P25 cvomosoms,comolete genome 1960 1960 9% 00 so% ceuzmset
@ Exsugomonss senvgnosa sy P28 ovomosoms,comolte genome 1960 1960 9% 00 so% ceuzmses
© Eseutomonss sengines simin 12638 cromosom.compli gename 1960 1980 9% 00 Se% cemaerns
[ ——— 1960 1960 9% 00 so% ceomet
© Essudononas senginos s 11808 comaetegzrome 1960 1980 9% 00 so% ceomanzz
@ Pxsugomonss servgnosa svsn 9130052, comosegename 1960 1960 9% QO_ga oo
) Essusomonss sergnoss st 4. 021 compes geneme PRI (= Questions/comments

352PM
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Description ey lent|  Accession E
O Pseudomonss aeruginosa RPT3. complete genome 2106 2106 92% 00 9% CPODG24s1
O Pseudomonss aeruginosa sirain PSE05. genome 2084 2084 92% 00 99% HG9TA23a1
O Pseudomonss aeruqinosa sirain Rerime fype IV pyoverdine region, complete sequence 2084 208 92% 00 9% AY7ES260.1
O Pseudomonss aeruginosa sirain FRD1. complete genome 2078 2078 92% 00 9% CPO10SES1
O Pseudomonss aeruginosa SCY20265. complete genome 2078 2078 92% 00 9% CPOvee3Li
O Pseudomonss aeruginosa sirain F9576. complete genome 2073 2073 92% 00 9% CPOt20861
O Pseudomonss aeruginosa PAOTH0 genome 2073 2073 92% 00 9% CPOvaTeS1
O Pseudomonss aeruginosa YLE4, complste genome 2073 2073 9% 00 9% CPOOTIeTI
O Pseudomonss aeruoinesa PA26182. complete genome 2071 2071 92% 00 9% Hosa00881
O Pseudomonss aeruginosa DNA complste genome, sirain: 5260 205 2056 92% 00 8% APO1E32
O Pseudomonss aeruginosa sirain F22031. complste genome 205 2056 92% 00 8% CPO07301
O Pseudomonss aeruginosa LESiked sequence 2056 2056 92% 00 8% CPODASES1
O Pseudomonss aeruginosa LESiked sequence 2056 2056 92% 0.0 8% CPODA%BA1
O Pseudomonss aeruginosa LESBOS sequence 205 2056 92% 00 8% CPODASE31
O Pseudomonss aerucinesa LES400 sequsnce 2056 2056 9% 00 8% CPODAsA21
O Pseudomonss aeruginosa LESike? sequence 205 2056 92% 00 8% CPODASAL1
O pseudomonss aeruginosa LESikeS sequence 2056 2056 92% 00 8% CPODASBO1
O Pseudomonss aeruginosa LES431. complste genome 205 2056 92% 00 8% CPODAeT1
O Pseudomonss aeruginosa c7447m genome 205 2056 92% 00 8% CPODGTZE1
O Pseudomonss aeruginosa LESESS complete genome sequence 2056 2056 92% 0.0 8% EM209185.1
O Pseudomonss aerucinesa sirain ATCCOT3 b Il pyoverdine region, complete sequence 2056 2056 92% 0.0 8% AY7s2621
O Pseudomonss aeruginosa PAOT-VE13 genome 2050 2050 92% 00 8% CPODAEIZ1
O Pseudomonss aeruginosa PAOT-VE2 genome 2050 2050 92% 00 8% CPODBEILI
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Pseudomonss aeruginosa 18, complete genome 1234 1234 9% 00 9% CPO024951
O Pseudomonss aeruginosa sirain F22031. complste genome 1230 1230 7% 00 99% CPO0T3091
O Pseudomonss aeruginosa SCY20265. complete genome 1223 1223 1% 00 99% CPOOGYALY
O Pseudomonss aeruginosa PATR. complete genome 1223 1223 1% 00 99% CPODASS
O Pseudomonss aeruginosa PA1. complste genome 1223 1223 1% 00 99% CPODADSA1
O Pseudomonss aeruginosa PAOTH0 genome 1218 1218 7% 00 99% CPOOGTaL1
Pseudomonas aeruginosa PAGS genome 1218 1218 7% 00 99% CPO0T2241
O Pseudomonss aeruginosa DK2. complete genome 1216 1216 7% 00 99% CPO031AL1
0 Pseudomonss aeruginosa sirain Carb01 63, complste genome 1214 1214 % 00 9% CPoiNLA
O Pseudomonss aeruginosa sirain FRD1. complete genome 1214 1214 1% 00 9% CPO1SESI
O Pseudomonss aeruginosa PA3E162. complete genome 1214 1214 7% 00 9% HOS30881
O Pseudomonss aeruginosa sirain F9576. complete genome 1212 1212 7% 00 99% CPO1Z0881
Pseudomonas aeruginosa c7447m genome 1208 1208 7% 00 99% CPOOSTZ81
O pseudomonss aeruginosa DSM 50071 complete genome 1206 1206 S7% 00 99% CPO1Z0011
O Pseudomonss aeruginosa genome assemoly NCTC10332, chromosome -1 1206 1206 S7% 00 99% Lug3t02a
O Pseudomonss aeruginosa LESiked sequence 1206 1206 S7% 00 99% CPO0SYES1
O Pseudomonss aeruginosa LESiked sequence 1206 1206 S7% 00 99% CPO0GYEA1
O Pseudomonss aeruginosa LESBOS sequence 1206 1206 S7% 00 99% CPODGOEL1
Pseudomonas aeruginosa LES400 sequence 1206 1206 S7% 00 99% CPODGOE21
O pseudomonss aeruginosa LESikeS sequence 1206 1206 S7% 00 99% CP00SYRO1
O Pseudomonss aeruginosa LES431. complste genome 1206 1206 S7% 00 99% CPO0GYAT1
O Pseudomonss aeruginosa RPT3. complete genome 1206 1206 S7% 00 99% CPODG24S1
O Pseudomonss aeruginosa LESESS complete genome sequence 1206 1206 7% 00 99% Fu091EB1

O Pseudomonas seruainosa LESIke? sequence 1201 1201 97% 00 99% CPOOS9ELI .
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Pseudomonas aeruginosa YL84, complete genome 1201 1201 97% 00 99% CP007147.1 -
O Pseudomonas aeruginosa MTB-1, complete genome 1201 1201 97% 00 99% CP006853.1
O Pseudomonas aeruginosa DNA, complete genome, strain: 8380 1197 1197 97% 00 98% AP014839.2
O Pseudomonas aeruginosa strain PSE305, genome 1197 1197 97% 00 98% HGI742341
O Pseudomonas aeruginosa PAO1-VE13 genome 1197 1197 96% 00 99% CP006832.1
O Pseudomonas aeruginosa PAO1-VE2 genome 1197 1197 96% 00 99% CP006831.1
Pseudomonss aeruginosa PAOSE1 genome 1197 1197 9% 00 99% CPOOSTOS1
O Pseudomonas aeruginosa PAO1, complete genome 1197 1197 96% 00 99% AE004091.2
O Pseudomonas aeruginosa putative histidine kinase gene, partial cds: tRNA-Leu gene, complete sequence: and galactophilic lectin (lecA) gene, complete cds 1197 1197 96% 0.0 99% AF2298141
O Pseudomonas aeruginosa strain S04 90 genome 1195 1195 97% 00 98% CP011369.1
O Pseudomonas aeruginosa UCBPP-PA14, complete genome 1195 1195 97% 00 98% CP000438.1
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM 1984 1182 1182 97% 00 98% AP014646.1
Pseudomonss aeruginosa DNA complste genome, sirain: NCG 1900 1182 1182 7% 00 98% APD1E221
O Pseudomonas aeruginosa NCGM2.S1 DNA complete genome 1182 1182 97% 00 98% AP012280.1
O Pseudomonas aeruginosa pa-1L gene for PAd qalactophilic lectin, strain ATCC 27853 1142 1142 88% 00 100% X659331
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM257 1129 1129 97% 00 97% AP014651.1
O Pseudomonas aeruginosa B136-33, complete genome 1112 1112 97% 00 96% CP004061.1
O Pseudomonas aeruginosa VRFPAD4, complete genome 1099 1099 97% 00 96% CP008739.2
Pseudomonss aeruginosa aalactophilc lectn PA- (pa-1L) gene. complete cds 784754 59% 00 99% AF1236041
O synthetic construct Peudomonas aeruginosa clone FLH033175.01F PA2570 gene, partial cds 671 671 52% 00 99% AY6571341
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Pseudomonss aeruginosa DNA complste genome, sirain: 5260 1072 1072 1% 00 9% APD1sEI02
O pseudomonss aeruginosa DSM 50071 complete genome 1072 1072 7% 00 9% CPo1Z00L1
O Pseudomonss aeruginosa genome assemoly NCTC10332, chromosome -1 072 1072 1% 00 9% Lugatnzai
O Pseudomonss aeruginosa sirain F22031. complste genome 1072 1072 7% 00 9% CPo0T301
O Pseudomonss aeruginosa sirain PSE05. genome 1072 1072 7% 00 9% Ho9Ta2aat
O Pseudomonss aeruginosa PAOTH0 genome 1072 1072 1% 00 9% CPODETav1
Pseudomonas aeruginosa PAGS genome 1072 1072 1% 00 9% CPo0T2241
O Pseudomonss aeruginosa LESiked sequence 1072 1072 7% 00 9% CPODGYES1
O Pseudomonss aeruginosa LESiked sequence 1072 1072 7% 00 9% CPODGYEA1
O Pseudomonss aeruginosa LESBOS sequence 1072 1072 7% 00 9% CPoDGoER1
O Pseudomonss aeruginosa LES400 sequence 1072 1072 7% 00 9% CPoosoE21
O Pseudomonss aeruginosa LESike? sequence 1072 1072 1% 00 9% CPODGYBLY
Pseudomonss aeruginosa LESikeS sequence 1072 1072 7% 00 9% CPODG9RL1
O Pseudomonss aeruginosa YLE4, complste genome 1072 1072 1% 00 9% CPOOTIATA
O Pseudomonss aeruginosa SCY20265. complete genome 1072 1072 1% 00 9% CPODGYALY
O Pseudomonss aeruginosa LES431. complste genome 1072 1072 1% 00 9% CPODGYATA
O Pseudomonss aeruginosa PATR. complete genome 1072 1072 7% 00 9% CPODAOSS
O Pseudomonss aeruginosa PA1. complste genome 1072 1072 7% 00 9% CPODADSA1
Pseudomonss aeruginosa PAOT-VE13 genome 1072 1072 7% 00 9% CPooseaz
O Pseudomonss aeruginosa PAOT-VE2 genome 1072 1072 7% 00 9% CPoOsE3LY
O Pseudomonss aeruginosa PAOSE1 genome 1072 1072 7% 00 9% CPOOSTOSA
O Pseudomonss aeruginosa c7447m genome 1072 1072 7% 00 9% CPoos72en
O Pseudomonss aeruginosa RPT3. complete genome 1072 1072 1% 00 9% CPoDG2as

O Pseudomonas senuainosa DKZ. complete genome 1072 1072 7% 00 9% CPOD3iant .
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O Pseudomonas aeruginosa LESB58 complete genome sequence 1072 1072 97% 00 99% FEM209186.1 -
O Pseudomonas aeruginosa PAO1, complete genome 1072 1072 97% 00 99% AE0040912
O Pseudomonas aeruginosa strain F9676, complete genome 1066 1066 97% 00 99% CP012066.1
Pseudomonas aeruginosa sirain Carb01 63, complste genome 1061 1061 7% 00 99% CPoitaMza
O Pseudomonas aeruginosa strain FRD1. complete genome 1061 1061 97% 00 99% CP0105551
[ Pseudomonas aeruginosa PA38182, complete genome 1061 1061 97% 00 99% HG530068.1
O Pseudomonas aeruginosa M18, complete genome 1046 1046 96% 00 99% CP002496.1
O Pseudomonas aeruginosa (PAC1) amiS gene 898 898 85% 00 98% X77161.1
O Pseudomonas aeruginosa UCBPP-PA14, complete genome 876 876 94% 00 95% CP0004381
Pseudomonss aeruginosa DNA complste genome, sirain: NCG 1984 870 70 W% 00 9% APDIEAG1
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM 1900 870 870 94% 00 94% AP0146221
O Pseudomonas aeruginosa B136-33, complete genome 870 870 94% 00 94% CP0040611
O Pseudomonas aeruginosa NCGM2.S1 DNA complete genome 870 870 94% 00 94% AP0122801
O Pseudomonas aeruginosa strain S04 90 genome 869 869 94% 00 94% CP0113691
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM257 865 865 94% 00 94% AP0146511
Pseudomonss aeruginosa VREPADA, complste genome 85 865 4% 00 9% CPO0ETIN2
O Pseudomonas aeruginosa MTB-1, complete genome 865 865 94% 00 94% CP0068531
O Pseudomonas aeruginosa PA7. complete genome 671 671 92% 00 88% CP0007441
O synthetic construct Peudomonas aeruginosa clone FLH033195.01F PA3361 gene, partial cds 638 638 57% 4e-179 100% AY657150.1
O Ralstonia solanacearum Po82, complete genome 143 143 55% 4e-30 75% CP002819.1
O Ralstonia solanacearum CFBP2957 chromosome complete genome 141 141 32% 1e-29 80% FP885897.1
Ralstonia solanacearum AidA (sigA), SolR (solR). and Soll (soll genes, complete cds W11 3% 1e29 80% AF0218401
O Ralstonia solanacearum strain YC45, complete genome 130 130 32% 3e-26 79% CP011997.1
O Ralstonia solanacearum rep. lechl genes for probable atp-dependent dna helicase rep protein, probable sugar-binding lectin protein, complete cds, strain:0 130 130  32% 3e26 79% LC051048.1
O Ralstonia solanacearum GMI1000 chromosome complete sequence 130 130 32% 3e-26 79% AL6460521
[ Ralstonia solanacearum FQY 4, complete genome 124 124 32% 2e-24 79% CP004012.1 -
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Pseudomonss aeruginosa PAO1-VE13 genome 494 494 97% 6136 91% CP0068321
() Pseudomonas aeruginosa PAO1-VE2 genome 494 494 97% 6136 91% CPO0683L1
() Pseudomonas aeruginosa PAOS81 genome 494 494 97% 6136 91% CPO067051
O Pseudomonas aeruginosa c7447m genome 494 494 97% 6136 91% CPO06728.1
() Pseudomonas aeruginosa PAO1, complete genome 494 494 97% 6136 91% AE0040012
O snthetic construct Peudomonas aeruginosa clone FLH043830.01F PA4625 gene. partial cds 494 494 97% 6136 91% AY657217.
Pseudomonss aeruginosa pilA gene for pilin, partial cds strain: PAO2001.2 494 494 97% 6136 91% AB2051851

() Pseudomonas aeruginosa (PA0) pilin gene. complete cds 494 494 97% 6136 91% 1113231
O Pseudomonas aeruginosa sirain 90083 PilA (pilA) gene. complete cds: tRNA-Thr gene, complete sequence: and NadB (nadB) gene. parial cds 488 488 97% 3e-134 90% AF3310681
() Pseudomonas aeruginosa pil4 gene for pilin, partial cds 488 488 97% 3e-134 90% AB2079701
() Pseudomonas aeruginosa sirain PA CD-142 fimbrial protein pilk (pilA) gene. partial cds 477 477 97% 6e131 90% KU2680521

O Pseudomonas aeruginosa sirain 1071 PilA (pilA) gene. complete cds: tRNA-Thr (RNA-Thr) gene. complete sequence; and NadB (nadB) gene. partialcds 477 477 97% Ge-131 90% AF331069.1

Pseudomonas aeruginosa PAOS79 truncated type IV pilin (pilA) gene. pilA-108 aliele. complete cds 298 419 85% GeT7 B87% KC6928351
O Pseudomonas aeruginosa strain PSE305, genome 213 213 41% 251 91% HG97a2341
() Pseudomonas aeruginosa sirain Z-8 pilin (pilA) gene. partial cds 213 213 41% 2651 91% KJI015501
(O Pseudomonas aeruginosa pilA gene for pilin partal cds, strain: 0U93051 213 213 41% 251 91% AB2051861
@ pilA=pilin Pseudomonas aeruginosa, T24 Genomic, 820 nf] 207 207 41% 950 90% 8681021
() Pseudomonas aeruginosa strsin 504 90 genome 204 204 4% feds 94% CP0113691

Pseudomonss aeruginosa pilA gene for piln, partial cds, strain 0U94026 204 204 4% 1eds 94% AB2051871
(' P.aeruginoss (strain PA103) pilin gene. complete cds 204 204 4% feds 94% 1148501
(' Paeruginosa pilin (pil4) gene, 3 end 204 204 4% feds 94% 1242811
() Pseudomonas aeruginosa PAIR. complete genome 198 198 34% 5ed7 93% CP0040S51
() Pseudomonas aeruginosa PA1. complete genome 198 198 34% 5ed7 93% CPOD4DSA1

O Pseudomonas aeruginosa sirain PAO pilin (pil) gene. partial cds 108 108 15% 9e20 100% S67808.1 >
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O Pseudomonas aeruginosa PAOTH20 genome AT ATTT 9% 0.0 99% CPO0ST4at
O Pseudomonas aeruginosa DNA. complete genome, sirain: 8380 772 1772 99% 0.0 99% AP0148392

O Pseudomonas seruginosa DSI 50071, complete genome 172 172 %9% 00 9% CPo1z001n U
O Pseudomonas aeruginosa genome assembly NCTC10332. chromosome 1 772 1772 99% 0.0 99% LNB310241
Pseudomonas aeruginosa PAS genome 772 1772 9% 0.0 99% CPO0722e1
O Pseudomonas aeruginosa PATR. complete genome 1772 1772 99% 0.0 99% CPO040SS1
O Pseudomonas aeruginosa PA. complete genome 1772 1772 99% 0.0 99% CPO040SA1
O Pseudomonas aeruginosa sirain K organic solventfolerant protease gene. complete cds 772 1772 9%% 0.0 99% AvasTreal
O Pseudomonas aeruginosa sirain Carb01 63 complete genome 1766 1766 9% 0.0 99% CPO113171
O Pseudomonas aeruginosa sirain FRD1. complete genome 1766 1766 9% 0.0 99% CPO10551
Pseudomonas aeruginosa YL84. complete genome 1766 1766 9% 0.0 99% CPO071471
O Pseudomonas aeruginosa PA38182. complele genome 1766 1766 9% 0.0 99% HGS300681
O Pseudomonas aeruginosa PAOT-VET3 genome 1766 1766 9% 0.0 99% CP00S8321
O Pseudomonas aeruginosa PAOT-VE? genome 1766 1766 9% 0.0 99% CPO0S311
O Pseudomonas aeruginosa PAOSE1 genome 1766 1766 9% 0.0 99% CPO0ST051
O Pseudomonas aeruginosa PAO. complete genome 1766 1766 9% 0.0 99% AE0040912
Pseudomonas aeruainosa sirain F9676. complele genome 1760 1760 99% 0.0 99% CPO120661
O Pseudomonas aeruginosa SCV20265. complete genome 1760 1760 99% 0.0 99% CP0059311
O Pseudomonas aeruginosa c7447m genome 1760 1760 99% 0.0 99% CPO0S7281
O Pseudomonas aeruginosa RE73, complete genome 1760 1760 9% 0.0 99% CPO0s2a51
O Pseudomonas aeruginosa i1, complete genome 1760 1760 9% 0.0 99% CP0024951

O Pseudomonas aeruginosa genes aprD. aprE. apiF. aprA. apr for alkaline prolease secrefion apparatus. alkaline protease, inhibitor 1760 1760 9% 0.0 99% 645581

Pseudomonas aeruainosa LESIiked sequence 1785 1755 9% 0.0 99% CPO0S98S1T
O Pseudomonas aeruginosa LESiiket sequence 1785 1755 9% 0.0 99% CPO0S9BA1
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O Pseudomonas aeruginosa LESIike7 sequence 1755 1755 99% 00 99% CP006981.1 -
O Pseudomonas aeruginosa LESIike5 sequence 1755 1755 99% 00 99% CP006930.1

O Pseudomonas aeruginosa LES431, complete genome 1755 1755 99% 00 99% CP006937.1

O Pseudomonas aeruginosa LESB58 complete genome sequence 1755 1755 99% 00 99% FW209186.1

O Pseudomonas aeruginosa strain F22031, complete genome 1749 1749 99% 00 99% CP007399.1

O Pseudomonss aeruainosa DNA complete genome, sirain: NCGH 1984 1749 1749 99% 00 99% APD1ES1

O Pseudomonas aeruginosa VRFPAD4, complete genome 1749 1749 99% 00 99% CP008739.2 U
O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM 1900 1749 1749 99% 00 99% AP0146221

O Pseudomonas aeruginosa strain ATCC 27853 alkaline metalloprotease (aprA) gene, complete cds 1749 1749 99% 00 99% JX853450.1

O Pseudomonas aeruginosa strain PAO2/18 alkaline metalloprotease (aprA) gene, complete cds 1749 1749 99% 00 99% JX8534491

O Pseudomonas aeruginosa strain PAC124/9 alkaline metalloprotease (aprA) gene, complete cds. 1749 1749 99% 00 99% JX8534481

O Pseudomonss aeruainosa NCGM2.51 DNA complete genome 1749 1749 99% 00 99% APD122801

O Pseudomonas aeruginosa strain S04 90 genome 1744 1744 99% 00 99% CP011369.1

O Pseudomonas aeruginosa strain PSE305, genome 1744 1744 99% 00 99% HGO742341

O Pseudomonas aeruginosa MTB-1, complete genome 1744 1744 99% 00 99% CP006853.1

O Pseudomonas aeruginosa B136-33, complete genome 1744 1744 99% 00 99% CP004061.1

O Pseudomonas aeruginosa DK2. complete genome 1744 1744 99% 00 99% CP003149.1

O Pseudomonss aeruainesa sirain NS 12.4/0U alkaline protease gene, complete cds 1738 1738 99% 00 9% JaBo13001

O Pseudomonas aeruginosa alkaline protease (aprA) gene. complete cds 1738 1738 99% 0.0 99% AY973251.1

O Pseudomonas aeruginosa DNA, complete genome, strain: NCGM257 1733 1733 99% 00 99% AP0146511

O Pseudomonas aeruginosa UCBPP-PA14, complete genome 1727 1727 99% 00 99% CP000438.1

O Pseudomonas aeruginosa DNA for alkaline proteinase, complete cds 1709 1709 99% 00 98% D879211

O Pseudomonas aeruginosa PA7. complete genome 1450 1450 98% 00 94% CP000744.1

O Microbacterium sp. GZ profease (apr) ene, partial cds 665 665 7% 00 99% GQ2020151

O Pseudomonas aeruginosa strain SRC-004 protease (apr) gene. partial cds 665 665 38% 00 98% GQ2020121

O Enterococcus sp. RSC protease (apr) gene, partial cds 652 652 37% 00 98% GQ2020171
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O Pseudomonas aeruginosa PAOTH20 genome 2119 2119 98% 0.0 99% CPO0ST4D1
O Pseudomonas aeruginosa SCV20265, complete genome 2119 2119 98% 0.0 99% CPO0Ge3L1
O Pseudomonas aeruginosa PATR, complete genome 2119 2119 98% 0.0 99% CPO00SS1

© Pseudomonas aeruainosa PA1, complete genome 2119 2119 98% 0.0 99% CPO00S41 U
O Pseudomonas aeruginosa PAOT-VE13 genome 2119 2119 98% 0.0 99% CPO0GE3R1
O Pseudomonas aeruginosa PAOT-VE2 genome 2119 2119 98% 0.0 99% CPO0GE3LY
O Pseudomonas aeruainosa PAOS81 genome 2119 2119 98% 0.0 99% CPO0GTOS1
O Pseudomonas aeruginosa sirain MCCB 123 elastase LasB precursor (1asB) gene. complete cds 2119 2119 98% 0.0 99% JN1189551
O Pseudomonas aeruainosa strain ATCC 27853 preproelastase gene. complete cos 2119 2119 98% 0.0 99% JES020751
O Pseudomonas aeruainosa strain KS-1 keratinase KP2 gene. partial cos 2119 2119 98% 0.0 99% HU4sP1631
Pseudomonas aeruginosa PAO, complete genome 2119 2119 98% 0.0 99% AE0040912

O Paeruginosa elastase precursor (12sB) gene. complete cos 2119 2119 98% 0.0 99% M194721

O Pseudomonas aerugingsa strain PSE305, genome 2113 2113 98% 0.0 99% HG9742341
O Pseudomonas aeruginosa strain F22031. complete genome 2108 2108 98% 0.0 99% CPO073091
O Pseudomonas aeruainosa PA9S genome 2108 2108 98% 0.0 99% CPOOTZ241
O Pseudomonas aeruainosa L84, complete genome 2108 2108 98% 0.0 99% CPOOT14T1
Pseudomonas aeruginosa 18, complete genome 2108 2108 98% 0.0 99% CP0024961
O Pseudomonas aeruainosa asB gene for PST-01 protease (pseudolysin) precursor, complete cds 2108 2108 98% 0.0 99% AB0293%81
O Pseudomonas aeruainosa strain C11 elastase precursaor, gene. complete cds 2102 2102 98% 0.0 99% JX0036191
' Pseudomonas aerugingsa strain ACCC 10647 elastase precursor (1asB) gene. complete cds 2102 2102 98% 0.0 99% EUZBSTTZA
O Pseudomonas aeruainosa DNA complete genome, strain: 8380 2007 2007 98% 0.0 99% AP0148392
O Pseudomonas aeruaingsa strain F9676, complete genome 2097 2097 98% 0.0 99% CP0120861
O Pseudomonas aeruginosa c7447m genome 2097 2097 98% 0.0 99% CPO0GT2B1
O Pseudomonas aeruainosa RP73, complete genome 2097 2007 98% 0.0 99% CPO0G2451
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U Pseugormonas seniaingsa DKZ. somplele Genome 2097 2097 9% 00 99% CPOUITAT R
Pseudomonss aeruginosa sirain ATCC 25619 elastase gene, complete cds 2097 2097 9% 0.0 9% JxoanEn1
O pseudomonss aeruginosa DSM 50071 complete genome 2091 2091 9% 00 9% CPO120011
0 Pseudomonss aeruginosa sirain Carb01 63, complste genome 2091 2091 9% 00 9% CPO1131T1
O Pseudomonss aeruginosa genome assemoly NCTC10332, chromosome -1 2091 2091 9% 0.0 9% LuE3t0241
O Pseudomonss aeruginosa sirain FRD1. complete genome 2091 2091 9% 00 9% CPO10SES1
O Pseudomonas aeruginosa asB gene for ME-4 metalloprotease precursor, partal cds, sirain: ME=4 2091 2091 98% 00 99% ABG180541 U
Escherichia-Pseudomonas shute veclor pCon2(31Kan, complete sequence 2091 4165 9% 0.0 99% JE2zaser
O Escherichia-Pseudomonas shufte veclor pCon2(3), complete sequence 2091 4165 9% 0.0 99% JE27a0st
) Escherichia-Pseudomonas shutte veclor pCon2(3}-Zeo, complete sequence 2091 4165 9% 0.0 99% JE2zaent
O P.aeruoinesa elastase gene, complete cds 2091 2091 9% 0.0 99% L2esaLa
O Pseudomonss aeruginosa LESiked sequence 2085 2085 9% 0.0 9% CPODASAS1
O Pseudomonss aeruginosa LESiked sequence 2085 2085 9% 0.0 9% CPODA%BAt
Pseudomonss aeruginosa LESBOS sequence 2085 2085 9% 0.0 9% CPODASE31
O Pseudomonss aeruginosa LES400 sequence 2085 2085 9% 0.0 9% CPODA%B21
O Pseudomonss aeruginosa LESike? sequence 2085 2085 98% 0.0 9% CPODASAL1
O pseudomonss aeruginosa LESikeS sequence 2085 2085 9% 0.0 9% CPODASBO1
O Pseudomonss aeruginosa PA3E162. complete genome 2085 2085 9% 0.0 99% HGS300881
O Pseudomonss aeruginosa LES431. complste genome 2085 2085 9% 0.0 9% CPODAe3T1
Pseudomonss aeruginosa LESESE complete genome sequence 2085 2085 9% 0.0 99% EM2091851
) Expression vector pCons. complete sequence 2074 2074 9% 0.0 9% JE27aesi
) Expression vector pCond. complete sequence 2074 2074 9% 0.0 9% JE2zanat
O Pseudomonss aeruginosa sirain K oraanic solvent tolerant elastase ene, complete cds 2074 2074 9% 00 9% EUR212221
O Pseudomonss aeruginosa VREPADA, complste genome 203 203 9% 00 8% CPO0A7I2
O Pseudomonss aeruginosa B136-32, complete genome 203 2035 9% 00 8% CPODADBLI
Pseudomonss aeruainosa sirain MICC 7837 elastase precursorike (3s8) gene. parial sequence 203 203 9% 0.0 8% EJ715960.1
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© Pseudomonas aeruginosa DSH 50071, complete genome

O Pseudomonas aeruginosa genome assembly NCTC10332, chromosome : 1

O Pseudomonas aeruginosa strain F22031. complete genome
© Pseudomonas aeruinosa sirain PSE305. genome

© Pseudomonas aeruginosa PAO1H2O genome
© Pseudomonas aeruginosa PAYE genome
O Pseudomonas aeruginosa SCV20265. complete genome

© Pseudomonas aeruginosa PATR. complete genome

O Pseudomonas aeruginosa PA1. complete genome
O Pseudomonas aeruginosa PAOT-VE13 genome

© Pseudomonas aeruginosa PAOT-VE2 genome
© Pseudomonas aeruginosa PAOS81 genome
© Pseudomonas aeruginosa c7447m genome

© Pseudomonas aeruginosa 18, complete genome

O Pseudomonas sp. 118 putative phenazine-speciic methyiransferase

© Pseudomonas aeruginosa PAO1. complete genome

O Pseudomonas aeruginosa DNA, complete genome, strain: 8380
O Pseudomonas aeruinosa strain Carb01 63, complete genome
© Pseudomonas aeruginosa sirain FRD1. complete genome

O Pseudomonas aeruginosa LESiked sequence

O Pseudomonas aeruginosa LESiike1 sequence
O Pseudomonas aeruginosa LESBES sequence

O Pseudomonas aeruginosa LES400 sequence

O Pseudomonas aeruainosa LESike7 sequence
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651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
651 651
645 645
645 645
645 645
645 645
645 645
645 645
645 645
645 645

Query
cover

96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%
96%

value
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident

Accession

crot20011
Lg31024.1
cPo07309.1
Ho742341
cPoseTag
cPo072241
cPossest1
cPon0ss 1
CPOnADsat
cPonsaz2 1
cPoosa31
CPO06T05.1
cPooe728.1
cPon2as6.1
Esas573.1

AE0040912
AP0148302
cPot1a17
cPot0ss5.1
cPoosegs 1
CPO0BoBat
cPoosega1
cPosseg21
cPossee11
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[ Pseudomonas aeruginosa LESlike5 sequence 645 645 96% 00 99% CP006930.1 -
O Pseudomonss aeruginosa YLE4, complste genome 645 645 9% 00 9% CPOOTIATA
[ Pseudomonas aeruginosa PA38182, complete genome 645 645 96% 00 99% HG530068.1
O Pseudomonss aeruginosa LES431. complste genome 65 645 9% 00 9% CPO0SOITA
O Pseudomonss aeruginosa RPT3. complete genome 65 645 9% 00 9% CPO0GS
O Pseudomonss aeruginosa DK2. complete genome 645 645 9% 00 9% CPO0Z1491
O Pseudomonss aeruginosa LESESS complete genome sequence 65 645 9% 00 9% FU2091861
O Pseudomonss aeruginosa sirain F9576. complete genome 640 640 96% 7e-180 99% CPO120851
O Pseudomonss aeruginosa sirain S04 90 genome 640 640 96% 7e-180 99% CPO11369.1
O Pseudomonss aeruginosa DNA complste genome. siain: NCG 1984 60 640 6% 7e-180 99% APO14BAS1
O Pseudomonss aeruginosa DNA complste genome, sirain: NCG 1900 60 640 96% 7e-180 99% APO1AEZ21
O Pseudomonss aeruginosa NCGH2 51 DNA complste genome 60 640 96% T7e-180 99% AP01Z260.1
O Pseudomonss aeruginosa UCBPP-PA14, complete genome 640 640 96% T7e-180 99% CPOOD3E1
[ Pseudomonas aeruginosa pyocyanine biosynthesis operon. complete sequence 640 640 96% 7e-180 99% AF0054042
O Pseudomonss aeruginosa VREPADA, complste genome 634 63 9% 3e-178 9% CPOOETIN2
O Pseudomonss aeruginosa UT-1. complete genome 634 63 9% 3e-78 99% CPOOGBSII
O Pseudomonss aeruginosa B136-32, complete genome 628 628 96% 26176 99% CPO0AOBLY
0 Pseudomonss aeruginosa DNA complete genome, sirin: NCGI25T 623 623 6% Te-f75 98% APO1ABSLY
) Pseudomonss aeruqinosa PA7. complste genome 305 305 96% 3e79 82% CPOON74dt
©Alignments
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Pseudomonas aeruginosa DSM 50071, complete genome

ing-virdlen.





