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Figure S1: Alignment of IS711 gene in Brucella spp.
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B ced TEXTSS12: 150803151197
B piunpedilis B294: 152165152557
B abormus FUIS.0201: 713455713063
B ovis ATCC25840: 506619506227

B ced TEXTSS12: 150803151157
B piunpedilis B294: 1216512557
B abortus FUIS.G201: 713455713063
B ovir ATCC25840: 506619506227

B ced TEXTSS12: 150803151197
B piunpedilis B294: 152163132551
B abortus FUIS.0201: T13455.713063
B ovis ATCC25840:  S06615-506227

B ced TEXTSS12: 150803151197
B piunpedilis B294: 152163132551
B abortue FUIS.0201. 713455715063
B ovir ATCC25840:  S06615-506227

B ced TEXSTSS12:  150803-151197
B piunpedialis BY94152165-152557
B abortue FUIE.0201. 713455713063
B ovir ATCC25840:  S06615-506227

B ced TERSTSS12:  150803-151197
B piunpedialis BY94152165.152557
B abortue FUIE.0201. 713455713063
B ovir ATCC25840:  S06615-506227

B ced TERSTSS12:  150803-151197
B piunpedialis B294152165.152557
B abortus FL/1S.0201:713455-713063
B ovis ATCC25840:  S06615-506227

TTGACCACCARGCTGCATGC]CTTIGTCGATGCTATCGGCCTACCGCTGCGAATAAAGEC
ITTGACGACCAAGCTGCATGCTGTIGTCGATGCTATCGGOCTACCGCTGCGAATAAAGEC
ITTGACGACCAAGCTGCATGCTGTTGTCGATGCTATCGGCCTACCGCTGCGAATAAAGEC
TIGACGACCAAGCTGCATGCTGTTGTCGATGCTATCGGCCTACCGCTGCGAATARAGEC

AACACCCGGCCATTATGGTGACTGTCCGCAAGCTICAAGCCTICTATCCGGCTTAGAGSG
AACACCCGGCCATTATGGTGACTGTCCGCAAGCTICAAGCCTICTATCCGGCTIGAAGGS
AACACCCGGCCATTATGGTGACTCTCCGCA AGCTTCAAGCCTICTATCCGGCTTAGAGEG
AACACCCGGCCATTATGGTGACTGTCCGCAAGCTICAAGCCTICTATCCGGCTTGAAGEG

TGTGGGGGCATGTCATIGCTGATGCGGCCTATGATGCCGATCACTTAAGGGCCTICATTG
TGTG-GGGCATGTCATIGCTGATGCAGCCTATGATGCCGATCACTTAAGGGCCTTCATIG
TGTG-GGGCATGTCATTGCTGATGCGGCCTATGATGCCGATCACTTAAGGGCCTICATIG
TGTG.GGGCATGCCATIGCTGATGCAGCCTATGATGCCGATCACTTAAGGGCCTICATTG

CCAGCAATCTCAAGGCAACGGCTCAGATCAAGGCCAATCCAACACGTTCCAGTGTCCCAL
CCAGCAATCTCAAGGCAACGGCTCAGATCAAGGCCAATCCAACACGTTCCAGTGOCCCAA
CCAGCAATCTCAAGGCAACGGCTCAGATCAAGGCCAATCCAACACGTICCAGTGTCCCAA
CCAGCAATCTCAAGGCAACGGCTCAGATCAAGGTCAATCCAACACGTTCCAGTGTCCCAL

CAATCGACTGGAGGCTGTACAAGGAACGCCATCAGATTGAATGCTTTTTTAACAAGTTGA.
CAATCGACTGGAGGCTGTACAAGGAACGCCATCAGATTGAATGCTTTTTTAACAAGTIGA
CAATCGACTGGAGGCTGTACAAGGAACGCCATCAGATTGAATGCTTTTITAACAAGTTGA
CAATCGACTGGAGGCTGTACAAGGAACGCCATCAGATTGAATGCTTTTITAACAAGTTGA

AACGCTATCGTCGTATIGCGCTGCGAT]CGAGAAAACATIGACCGCATICATRGGTTTCG
AACGCTATCGTCGCATTGCGCTGCGATACGAGAARACATTGACCGCATICATEGGTTICG.
AACGCTATCGTCGTATIGCGCTGCGATACGAGAA AACATTGACCGCATICATEGGCTTCG
AACGCTATCGTCGTATTGCGCTGCGATGCGAGAAAACATIGACCGCATICATHGGCTTCG

TCCATCTCGCATGCGCTATGATCTGGTTACGTTAA 395
TCCATCTCGCATGCGCTATGATCTGGTTACGTTAA 353
TCCATCTCGCATGCGCTATGATCTGGTIGEGTTGA 395
TCCATCTCGCATGCGCTATGATCTGGTTACGTTGA 393
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