>IS26-tetA(D)-IS26 unit

GGCACTGTTGCAAA
GTTAGCGATGAGGCAGCCTTTTGTCTTATTCAAAGGCCTTACATTTCAAAAACTCTGCTTACCAGGCGCATTTCGCCCAGGGGATCACCATAATAAAATGCTGAGGCCTGGCCTTTGCGTAGTGCACGCATCACCTCAATACCTTTGATGGTGGCGTAAGCCGTCTTCATGGATTTAAATCCCAGCGTGGCGCCGATTATCCGTTTCAGTTTGCCATGATCGCATTCAATCACGTTGTTCCGGTACTTAATCTGTCGGTGTTCAACGTCAGACGGGCACCGGCCTTCGCGTTTGAGCAGAGCAAGCGCGCGACCATAGGCGGGCGCTTTATCCGTGTTGATGAATCGCGGGATCTGCCACTTCTTCACGTTGTTGAGGATTTTACCCAGAAACCGGTATGCAGCTTTGCTGTTACGACGGGAGGAGAGATAAAAATCGACAGTGCGGCCCCGGCTGTCGACGGCCCGGTACAGATACGCCCAGCGGCCATTGACCTTCACGTAGGTTTCATCCATGTGCCACGGGCAAAGATCGGAAGGGTTACGCCAGTACCAGCGCAGCCGTTTTTCCATTTCAGGCGCATAACGCTGAACCCAGCGGTAAATCGTGGAGTGATCGACATTCACTCCGCGTTCAGCCAGCATCTCCTGCAGCTCACGGTAACTGATGCCGTATTTGCAGTACCAGCGTACGGCCCACAGAATGATGTCACGCTGAAAATGCCGGCCTTTGAATGGGTTCAT
GTGCAGCTCCATCAGCAAAAGGGGATGATAAGTTTATCACCACCGACTATTTGCAACAGTGCC

GTAAGCTGCACCTCAAACCCCCGGATCAGGCTCTCCAGGCCATGCAGAAAGGCCTGCTCACCATCATCACTGTCCATAATCTGCAGCGCTTCCCGCAATAGCGGCGGCAGGTTTTCGTCCGGTGCTGCAGGGCGGTCGGTCAGGGCGGCAGTATGCTCCTGCTGCTCCAGTACGGCACCAAGGGTAAAATGACTGACCGCTGAAATCGCATATAACCCGTCGCGCAGTGAAAAGCCGTTTTCTGTCATAAAGCGTAACTGGGTTTCCACCGTATCATACTGTTTTTCATCAGGGCGGGTGCCGAGGTGCACTTTTGCCCCGTCACGGTAACGCAGCAGCGCCCGGCGGAAACTCATTGCATTATTGCGCAGAAATGACTGCCAGGATTCCCCCGCCGCAGGCAGTGAATAATCATGATGACGCGCCAGGATCTCCACCGCCAGCGCATCCAGTAACGCCCGTTTATTTTTCACATGCCAGTAAAGTGTCGGCTGTTCTATTCCCAGCTTCTGCGCCAGCTTGCGGGTCGTCAGCCCGTCAATCCCTGTCTCATTCAGCAGTTCCAGTGCCGCATCAATAACCGATTCTCTGTTCAGCCGTGCCAT
GACCGTCTCCTCCGATTTTCAGATTGACACTCTATCATTGATAGGGATATATTCCAACTCTATCAATGATAGGGAATTAACACAGGATCTGAAAAATGAATAAACCCGCTGTCATCGCGCTGGTGATTACACTGCTGGACGCGATGGGAATTGGTCTGATCATGCCGGTATTACCGTCACTGCTGCGGGAATATCTCCCGGAAGCGGATGTGGCAAACCATTACGGCATTCTGCTGGCGCTGTATGCGGTGATGCAGGTCTGTTTTGCTCCGCTGCTGGGCAGATGGTCAGATAAGCTGGGGCGCAGACCGGTGCTGCTGTTATCCCTGGCGGGTGCCGCGTTTGATTACACACTGCTGGCACTGTCCAATGTGCTGTGGATGTTGTATCTCGGGCGGATTATCTCCGGGATCACTGGTGCCACCGGCGCGGTTGCGGCTTCGGTAGTGGCGGACAGCACGGCGGTCAGCGAGCGTACCGCCTGGTTCGGCCGTCTCGGTGCGGCCTTTGGTGCCGGGCTGATTGCCGGGCCGGCTATCGGCGGACTGGCGGGGGATATCTCACCGCATCTGCCGTTTGTCATTGCGGCAATACTGAATGCCTGCACCTTTCTGATGGTCTTTTTTATCTTTAAACCGGCGGTACAGACAGAAGAAAAACCGGCGGAGCAGAAACAAGAAAGCGCAGGTATCAGCTTTATCACACTGCTTAAACCTCTGGCGCTGTTGCTGTTTGTCTTTTTTACCGCGCAGCTTATCGGGCAGATCCCGGCCACTGTCTGGGTATTGTTTACGGAGAGCCGCTTTGCCTGGGACAGCGCGGCGGTCGGTTTTTCACTGGCGGGACTCGGGGCGATGCATGCACTGTTTCAGGCGGTGGTTGCCGGGGCGCTGGCAAAACGGCTGAGTGAGAAAACCATTATTTTCGCCGGATTTATTGCCGATGCCACCGCGTTTTTACTGATGTCTGCTATCACTTCCGGATGGATGGTGTATCCGGTCCTGATCCTGCTGGCAGGCGGCGGAATTGCACTGCCTGCATTGCAGGGCATTATCTCTGCCGGGGCATCGGCGGCAAATCAGGGAAAACTACAGGGTGTGCTGGTCAGCCTGACCAATCTGACCGGCGTGGCGGGCCCGCTGCTGTTTGCTTTTATTTTCAGTCAGACACAGCAGAGTGCGGACGGTACGGTGTGGCTGATTGGCACGGCACTGTACGGTCTGCTGCTGGCAATCTGTCTGCTGATCAGAAAACCGGCACCGGTGGCGGCCACCTGCTGA
CCGGCGCTATACAGGCAGCGCTGTTGTGCGGTATGGTGGACGGCATTCGTGCTTATCGCCTGCCATGATAAGCCTCAGACACAGAGGAACCGTTATGAAATCACGCGCAGCAGTCGCCTTCGGGCCGGGTTTACCCCTTGAAATTGTTGAAATTGATGTGGCACCGCCGAAGAAAGGTGAAGTGCTGGTGAAAATCAGTCACACCGGGGTATGCCATACCGATGCCTACACGCTTTCCGGTGATGATCCGGAAGGTCTGTTCCCGGTGGTGCTCGGCCATGAAGGTGCCGGGGTGGTGGTTGAGGTCGGTGAGGGCGTGACCAGTGTGAAACCGGGCGACCATGTGATCCCGCTGTACACCGCCGAGTGCGGCGAGTGTGATTTCTGTACCTCCGGTAAAACCAACCTCTGTGTTGCCGTCCGCGAAACCCAGGGCAAAGGCGTGATGCCGGACGGCACCAGCCGTTTTTCGTATAACGGTCAGCCGCTCTATCACTATATGGGCTGCTCGACATTCAGCGAATATACCGTTGTGGCGGAAGTATCACTGGCGAAAATCAATCCGCAGGCCAATGCGGAGCAGGTTTGCCTGCTCGGCTGCGGCGTGACCACCGGGATCGGCGCGGTACACAATACCGCGAAGGTACAGGAAGGGGATTCTGTGGCGGTATTCGGCCTCGGCGGTATCGGGCTGGCCGTGGTGCAGGGCGCACGTCAGGCAAAAGCGGGGCGCATCTTTGCCATCGATACCAATCCATCCAAGTTTGAGCTGGCAAAACAGTTCGGCGCCACAGACTGCATTAATCCCAATGATTATGACAAACCTGTTCAGCAGGTGCTGGTCGAAATGACCAAATGGGGTGTGGATCATACCTTTGAATGTATCGGCAATGTCAATGTGATGCGGTCGGCGCTGGAAAGTGCGCACCGTGGCTGGGGGCAGTCGGTAATTATCGGGGTGGCGGGTGCCGGAAAAGAGATTTCAACCCGTCCGTTCCAGCTGGTGACCGGCCGGGTCTGGAAAGGCACGGCGTTCGGCGGCGTGAAAGGGCGTACCCAGTTGCCGGGAATGGTGGAAGATGCCATGAGCGGCAAAATCGAGCTGGCGCCGTTTGTCACGCACACCATGGAACTGGATAAAATCAATGAAGCTTTTGATTTGATGCACGACGGCAAATCCATCCGCACAGTCATTCATTACTGA
TAACGTATTCAGGGAGATACTATGGAACGGATTGAACATCACGTCTGTTTCGGCGGCAGCCAGGAAGTCTGGCGTCACCACTCTGCGGTGACCGGCACGCCGATGACTTTTTCCGTGTTTCTGCCGCCGCAGGCAAAAACAGAGAAATGTCCTGTGCTGTACTGGCTTTCCGGGCTGACCTGCAACGAGCAGAATTTTATCACCAAAGCCGGGGCACAGCGTTACGCAGCGGAACACGGCCTGGTGATTGTCGCGCCGGATACCAGTCCGCGCGGCAGTCAGGTGGCGGATGATAAAGAGTACGATCTCGGCCAGGGTGCCGGGTTTTATGTCAATGCCACACAGGAGCCGTGGAAAGCGCATTATCAGATGTATGATTATATTCTGAATGAGCTGCACACCCTGGTAAGCGGGCATTTCGGCACATCGGAAAAACGGGCACTGTTGCAAA
GTTAG
CGATGAGGCAGCCTTTTGTCTTATTCAAAGGCCTTACATTTCAAAAACTCTGCTTACCAGGCGCATTTCGCCCAGGGGATCACCATAATAAAATGCTGAGGCCTGGCCTTTGCGTAGTGCACGCATCACCTCAATACCTTTGATGGTGGCGTAAGCCGTCTTCATGGATTTAAATCCCAGCGTGGCGCCGATTATCCGTTTCAGTTTGCCATGATCGCATTCAATCACGTTGTTCCGGTACTTAATCTGTCGGTGTTCAACGTCAGACGGGCACCGGCCTTCGCGTTTGAGCAGAGCAAGCGCGCGACCATAGGCGGGCGCTTTATCCGTGTTGATGAATCGCGGGATCTGCCACTTCTTCACGTTGTTGAGGATTTTACCCAGAAACCGGTATGCAGCTTTGCTGTTACGACGGGAGGAGAGATAAAAATCGACAGTGCGGCCCCGGCTGTCGACGGCCCGGTACAGATACGCCCAGCGGCCATTGACCTTCACGTAGGTTTCATCCATGTGCCACGGGCAAAGATCGGAAGGGTTACGCCAGTACCAGCGCAGCCGTTTTTCCATTTCAGGCGCATAACGCTGAACCCAGCGGTAAATCGTGGAGTGATCGACATTCACTCCGCGTTCAGCCAGCATCTCCTGCAGCTCACGGTAACTGATGCCGTATTTGCAGTACCAGCGTACGGCCCACAGAATGATGTCACGCTGAAAATGCCGGCCTTTGAATGGGTTCAT
GTGCAGCTCCATCAGCAAAAGGGGATGATAAGTTTATCACCACCGACTATTTGCAACAGTGCC


IRR_IS26 (-)


tnpA(-)


IS26 (-)


IRL_IS26 (-)


tetR(D) (-)


tetA(D) (+)


adhC (+)


IRR_IS26 (-)


orf435 (+)


tnpA(-)


IS26 (-)


IRL_IS26 (-)





