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Sequences of the 170 bp segments upstream the start codon of the 32 genes used 

for the Gibbs Sampling analysis. (The start codon is shown in bold letter). 

Gene Sequence 

omp25a 

(BAB1_0722, 

BAB_RS19375) 

CTCGACAGATTATCTCCACACAATGGGGCATTTCGTGCCGCAATTACCCTCGATATGTCACCCCTGTC

AGCGCGGCATGGGCGGTTTACTCCCGATGCTGCCCGCCCGATAAGGGACCGCGCAAAACGTAATTT

GTGTAAGGAGAATGCCATGCGCACTCTTAAGTCTCTC 

omp25d 

(BAB1_0115, 

BAB_RS16480) 

TAAATTTCAAGTTAATCAAATATATATCAACTTTTTGTATAAATGAAAATCAAGACAATTCATTATTG

TTGCTCATTTACTACATACATTCGACCAGATCATCACTATATGCTAGCCGCATTGCAACGCCATTCTT

ATTAGGAGTTTTCAATGACGTTCAAAAATCTACTT 

BAB1_0358, 

BAB_RS17640 

CTTGGTCCACGTGTAACCCATAAGCCTCAACAGCCAGATACTCTGCTTATCGTGGATAAAAGTGGGT

TGGCAGGGATTGTTCCGTGAAGGATATATTAACCGCGAATTTTCCGGTGTAAGAAAACTTTTTCGGTT

CGGCGGACAGGGAATTTGGATTTGCGGCGCATTGTT 

BAB1_0589, 

BAB_RS18735 

CTCACAAACGTCGAACCCAGCCGTGCATCAAGCAGCGGCCCATGCAAATTCAACTGTTCACCGCGC

ACCGACCACCCCCGGTCTGGTCGCATTTCGTTAACCTTAAACGTTGTATCTCTATCCCTCTCCCATCA

TCAATCTGGTTTTCATATGCAAACGACCCTTACCCGC 

BAB1_2147, 

BAB_RS26155 

GCGGTCGCGCCAAGGCGGGGATTTGACCTTTCGCCTTTTTTTGGCCTAAAAATTCCAAAACCTTGCAT

GCGAAGAGAAATTGCCGGACGTTGATTTTGATCCTGTCCGCTTTGACTTGCACCCCAGCCGGATCGTT

CGGATATTTCCGGGATGGCTGGATCAGTTAAGGGT 

htpX 

(BAB1_1821, 

BAB_RS24585) 

CGTCGTTATTTTCGCTCATCGATAACATTCCAATTCTCGGCTTTGCCACAAATATTGAAGCGAAGCTT

TTTCATACCCATCATATAGGCAGAAAGGCTTGCCGTGCAAAACCGTTTGACGGGCAATTGCCAGATT

TGGAGACCGCCACGGATGAATATGACGAAAACTGCC 

moxR 

(BAB1_1573, 

BAB_RS23420) 

CTTCCTTGCCGCCGGGGGTGCTTTTTATCATCCGACTCGGTTATTCCTGCGCAAATAGACTTAAAGCC

ATGAAATAGTCACCCTTTCACGGCTTGTCAGTATTATATAGCGATTTATGAAGCAGTTCCGCCAGAG

CATTGCGAGGTCCATATGAGCGTTGCCGTTACGCCT 

clpB 

(BAB1_1868, 

BAB_RS24840) 

TTTTTATTTGGATTTTCCGATGCCTGCCGGTCTTGCCGAAAGAGGGCAATATTCCCATATGCACTTTTG

AGAAGAGCCCGCCCTTGTGGGGGGTCGTCACCCAACATCTCTCGGTGCCGCGGGACGGACCGAGAG

GCAAACGGAGACATTATGAATATCGAAAAATATACA 

BAB2_1107, 

BAB_RS31625 

GATCACCTATAAACCTCTGGGATGATGTTGAAATGCAGTTGCATCAACATGATCCCGGGCATTTTTTG

CTTATGAATAACAGAATACTCGTACCTCCCTTTTGAAATGACCGCGAATTGATGTGGTAAATGACAG

AGGCGGGGTTGAGATATGCCTAATTTGGCCAATCAG 

s7 

(BAB1_0505, 

BAB_RS18325) 

TCCTGTGCGTGGTCATAGTAATAAAGAAGGTAGCAAGACTCAGCAAAATGACAATGGCTTTCCATC

GCGGGCGGCCGCTTTGGCGCGAATTATCCGGTTAGGCTATCTGTTGGACTTGAAGCGACCATTTTTTT

CATTTTCAGGGCATGAAAATCTGTACCTCTATT 

BAB1_1022, 

BAB_RS20820 

TTCGTGGGGTTATCATCACAGGCAAGGGCTGATGGAGGCTGGCGCCCATCATATCCTGGAAAAGCCT

TCCGATCTTCATGCTCTATTGCTGGAAATGGAAGAATTCTGAGCCTCGCCCTTTGAAATCCGTGACAC

GGGACTGGATAATTCATGCGTGACATTTTGAGCGAT 



 

BAB1_1620, 

BAB_RS23635 

AGGGACGCCCGTGCGCCAATTGTCCGCATAAGCCAAAAAATACACGATCTGGCCCAGGCGATGACA

AAGCGCGCACACTTTATACTGCTGCCATTAATTGACTAGAATTCAAAGGCCTCCTAATGAATGACCA

TTCCAAGGGGGGGCTTTATGAAGTGTTATCTTATTAAT 

fabG 

(BAB1_2043, 

BAB_RS25660) 

GCTCGATCCTTATTGCCGCGCTTACGATCACCCCAATCTCTACGTGGTCGATGCGTCGTTCCTGCCAA

CATCGGCAGCGGTCAATCCGGCGCTGACCATCGCCGCGCAAGCCTTGCGCGTCGCAGACCGTATCA

AGCGGGAGGGTTTTGCATGAGCCGTCAAAGACCTGTA 

fabF 

(BAB1_0872, 

BAB_RS20090) 

CGCTTGGCGCAATTTCCGTCTGGAAAGGCGAAGCCTTCGCCCCGCTGGATGCTTCGGAAAAGCCTGC

CAGTGGCGCGGTCAGCGAAGCCATTGTCACCACCATCGGGGCAACCCGCGCTGAAGGCGCAGCAA

AGCTGGTGAGAGCATAAGATGACGAAATATACAGACCAT 

BAB1_0320, 

BAB_RS17460 

TTAATTTACTCTTACGTCAATGTAACTCTTGCGAAGACAGTGAAACTCGACCACACTAAACAGCGAG

GGGCTATCCGGGGGCGGATGGCTGGGAGATGGGCGGGCGCCCTAGCGGCCTGCACAAAGGACGGA

GCGATCCGGGGAGAAGACATGGCAAAAAAGGTGACTGGG 

cfa 

(BAB1_0476, 

BAB_RS18195) 

TGTTGCTTTGGCATTTCTTCCAGGGCCGGTTGATTGACGGAAAACTGCCTGGAAATTTGACGGCAGA

GGGGCTTCTTTTGATAATGCCGCCTGCCGGGCAGCAGCATGGATGTATGCACCTGCTTCGTTCCCAA

AGAGGAGATGGGGCCGATGTATGGAATGCTGCGTACA 

BAB1_1357, 

BAB_RS22425 

GTTTACCGTTCTCAATCGCGGTGTGACGCTTGGCACGCGCACCAAGGACGATGTGGATATGGATGAG

TTGCAAAGCCTGATGGCAGGCGGGCAGGAGCTTGCCGATCTTACCGCTGAACTGGGCGGGCGAGTA

TAACCGGAGAACATGGAATGGGCGGACAGTTGAAGGGT 

nirK 

(BAB2_0943, 

BAB_RS30770) 

AATATAATTTAACTATCTGATTTTATTATGGAAATATTTCCATATCGAGCGCCTTATATTGATTGCGGT

CAAGGAAGCGCCATGCGGCATCGCCTAGAAAGGAGGGGACAGAGCCAATGGCTCTTGGTCCTATCG

CAAAGGAGAGAAACGATGGCCGACCAGATACAAGTC 

norC 

(BAB2_0955, 

BAB_RS30825) 

CTGCATCTTTGCCTATTCGCAAAGAAGGGTTCTGCGCGACCGATAGAATGGAAGCATCCCGCGGGG

CCGGCGAGGGGAATTGCCCGGCCGCATTTTCTGCGGGGGATTGGCTGCCGGAGCGATGGTTCCGGCC

AATGAAAGGACGAAGGGATGGCAGAACGCCTAACCAAG 

nosZ 

(BAB2_0928, 

BAB_RS30695) 

CGAAAAATTTGCAGCCCGCAATGCACCTCTCGCAGCGGCTGCCGAACGTGGCGGCGGTCCAGCCAG

GCCTATCATCTCGGTCAAGGGAAAGCCGGTGGAAACACCCGTCAATCCCGGTCCCGCGGCCTGATTT

TTTCAAAGGAGAAAAGTATGACTGAAGAAACCAGGAAA 

BAB2_0863, 

BAB_RS30420 

TACCTACGCAATTCGCAAGCCGCACTGGAAAACGCCGGAAGGGTCGGCCGATTTTGAGCCGTTCAA

CTGGGAAAAGGAAGGCCGGATGCCGGGTTCCCAGCAAGCCGCAGGCTGAAAAGCCCGTCCTGCAA

AAGCTATGGAGACATCTTAATGTCAAGCTCATCAGATGCG 

BAB1_0383, 

BAB_RS17760 

GGCCCATGCGCGTGAAATCTATTTGCAGGCTGGCCGCTCCCATGCCATGCCGCCCGCCAACGTTACC

GGCGTGACGGACGAGGAACGCCAGCTTCTGGCCTCCTGGTATCAATCCGTGACGACAGGCCCAAAA

GAGGGGACCAAGACCGAATGACAAAGCTTCTCATCCGC 

hPr-K 

(BAB1_2094, 

BAB_RS25910) 

CGATCAGCCGGCAGATCATCGAGGCGCATGGCGGCGCGCTGACGGCGGAAAATATTACCGATCCGG

ATAAGCCGGATATTTTCAAGGGTGCCCGCTTTATCGTTGATCTTCCGGCCAGCGCATGACCGTGAAA

AGTGGATATCTGAACCTGTGACGCCCGAGGAGGAAAGA 

BAB1_2091, CGGGTTAAACGATTTAAAAAAATTTCAAAAATTTTAAATCGATTAAATATTTGAATTTTCTCAATTAA



BAB_RS25895 TCTGTTTCTGACTGCCATCCCCCATGAAAGCCAAACCAGGGGGACGCATTTTTTAGTTAGTCAAACA

GACGGCGGAGACATCATGAAAGAGACCGGCATCCAC 

vjbR 

(BAB2_0118, 

BAB_RS26915) 

AATTAAGTAATTGCCGGTTGCCAACGACTATATTTTTTTTAAGTCACTAATAAGCGATTGAAGGCCTC

TGAGGGGAGGCGATTCTCTCGCAAGCAGTTATAGAGATACCAGAGCGAAGCCCGCATGGTTTCATC

ACCAAGGATATTTCCAATGAGTCTTGATCTCGTTCAT 

exoR 

(BAB1_0891, 

BAB_RS20180) 

GAGCAGAAAAAATTCTGCCCGTTTGCCTGTCGCCTCCGCCGAAGCGAGCTGAGCTTTTTTCCGTCAA

GATCGGGTCTCACTGTTGACGAAAAGCAGGCGCAACCTGCCTTTCATGATCTTTTCCGTTCCATATGA

AAGACCGGCGTTGTGATGCGTAGTCGCAGTTTTTCA 

ompR 

(BAB2_0762, 

BAB_RS29960) 

AACGCCTATGCGGGGAAATCAGCCAGTAGGCTGATTTCTGATCCGGCTTCGATGGAAAATGCGCCA

AAACAAATAGTTAGAGCAGTTCCGCCGTTTCTGTTAAAATAGGAAACGCTACAATACCCACCCCAA

CGGCAATGGAACAGCAAATTGAAAGAAGACGCCCACATT 

motB 

(BAB2_1103, 

BAB_RS31605) 

TCTGGAAGCATTGCAGGCCCATGGGGTGCTTTTGCCCTCCGGTTGCCGCTTTTCAGAGACGGCATCG

AACGAACTTTCCTTTTCCTTTGGCGAACGGATGCTCGAAACGCGCATCGCGCCGCTTCTTGAAGAAC

TGAAGGCTGCGGTGAAATGAACATTGAGCCCGAAACG 

malK 

(BAB1_0241, 

BAB_RS17050) 

TCGATTATACGGCCGAGTTCACCATCGATTGGCGCGGCATGTGCGCGCTTGCCGTGGTGATGATTGTT

CCGGCGCTGGCGCTCACCTTCGTCATCCAGAAACACCTCGTTTCCGGCCTGACTTTCGGCGCGGTTA

AAGGTTGAAATTGTAATGGCACAGCTTTCCATCAAA 

BAB1_1601, 

BAB_RS23550 

TTCGTTGCTTAACAGAAGGACGCTGTCGTTCGCTTCAAGGCAAATGACGACTATTGGGGCGGACGCC

CGAAGATCGACGATCTGGTCTTCGCGATCACGACCGATCCTGCTGTTCGCGCGCAGAAGCTCAAGGC

CGGCGAATGCCAGCTTATGTCCTATCCGGCTCCGGCG 

BAB1_1397, 

BAB_RS22600 

AATATCTTTATTCCATAGAAACATGGGAAAAGCTGTTCTCGTCCGCTGAAAATTGCGCTAAACCACC

ATCGTCAATAGCTGGGTTTGAGGAGACTTCGCTATTACAAGTTCCGCTGCAAGAGGCGGATAGTCTA

ATTGAGGAGACTTCCCGTGTTGGACTGGGAAAATGTA 

BAB1_0666, 

BAB_RS19125 

TCTGCCGCATTATCTCTTTTTTGCAGATACACCCCGCTTGCTCCATTCGCGTGGCAAGACTATGGTGC

AACGCCTCACGCATAATCCGATGAAGCCCGAAGGGGGCTTTGCTGCGTGGGGTCCCGTCTATCTGTT

TCAGGAGTTCACGAATGCTGAAGGGCTCAATTACCG 

 

 


