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Fig. 1: Nucleotide BLAST analysis of fadD23 amplicon shows the presence of single copy gene in M. orygis genome

>fadD23 amplicon
ACGGCATTCACTTACATCGATTACGAACGGGATTCGGAGGGCATAAGTGAAAGCCTGACGTGGTCGCAGGTGTATCGGCGAACCCTAAAC 
GTTGCAGCAGAAGTCCGCCGCCATGCCGCAATTGGTGACCGTGCAGTGATATTGGCCCCACAAGGACGCGATTATATTGTTGCTTTTCTG
G
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Fig. 2: Nucleotide BLAST analysis of mbtG amplicon shows the presence of single copy gene in M. orygis genome

>mbtG amplicon
CTGTTCAGTCAGCACACCCTCGACCTGCTCGAGCTGGGACTGGGTGGACCGCTGACCGCCGACCGCCTGCAGGAAGCGATCGGCTACGAC
TTGGCAGTCACCGACGTCACGCCCAAGCTGTTCCTGCCCACCCTGTCCGGACTCACCCAGGGGCCCGGGTTCCCCAACCTGAGCTGCCTC
GGCTTGTTGTCGGACCGGGTGCTCGGCGCCGGCATCTATACGCCGACCAAACACAACGAC
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[bookmark: _GoBack]Fig. 3: Nucleotide BLAST analysis of IS1081 amplicon shows the presence of multiple copies in M. orygis genome
>IS1081 amplicon
AAGGAAATGACGCAATGACCTCTTCTCATCTTATCGACACCGAGCAGCTTCTGGCTGACCAACTCGCACAGGCGAGCCCGGATCTGCTGC
GCGGGCTGCTCTCGACGTTCATCGCCGCCTTGATGGGGGCTGAAGCCGACGCCCTGTGCGGGGCGGGCTACCGCGAACGCAGCGATGAGC
GGTCCAATCAGCGCAACGGCTACCGCCACCGTGATTTCGACACCCGTGCCGCAACCATCGACGTCGCGATCCCCAAGCTGCGCCAGGGCA
GCTATTTCCCGGACTGGCTGCTGCAGCGCCGCAAGCGAGCTGAACGCGCACTGACCAGCGTGGTGGCGACCTGCTACCTGCTGGGAGTAT
CCACTCGCCGGATGGAGCGCCTGGTCGAAACACTTGGTGTGACAAAGCTTTCCAAGTCGCAAGTGTCGATCATG
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Sbjct 2620563 TTCCTGCCCACCCTGTCCGGACTCACCCAGGGGCCCGGGTTCCCCAACCTGAGCTGCCTC 2620504

Query 181 GGCTTGTTGTCGGACCGGGTGCTCGGCGCCGGCATCTATACGCCGACCAAACACAACGAC 240

Sbjct 2620503 GGCTTGTTGTCGGACCGGGTGCTCGGCGCCGGCATCTATACGC! 2620444
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