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[bookmark: _GoBack]Additional file 3: Figure S1. Alignment of A) nucleotide sequences and B) amino acid sequences of M. abscessus MAB_4988c identified in this study and corresponding sequences of MAP_2636 (M. avium), MMAR_4306 (M. marinum) and RVBD_1144Ac (M. tuberculosis H37Rv). Sequence conservation is given below each alignment. 
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—--ATGGTGACCCCTAATGTCAGGTACATGACGAACGAGGAATTCGGTGCCACGGTCATC
—---ATGGTGGCCCATACGCTCAGTGTCATGTGGATCGACGACACAAGTGCCGACGTCATC
——-ATGGCGACTTCTACGCTCAGTGTCATGTGGATCGACGACTCGAGTGCCGATGTCATC

TTAATGGCGGCTTTTAGGCTCGCTGTCATGTGGATCGACGACTCGAGTGCCGACGTCATC
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GAGATCGACTTCGAAGCCATCTACAGCGGCGAGCTGCTGGTCGAGGGCGACAACACGGAG
AAGGTTGACTTCGAGGCCCTCTACCACGGCGACGTGCTGGTGGAAGGCGAGACCTCGGAG
AAGGCCGACTTCGAGGCTCTCTACCACGGCGACATGCTGGTGGAGGGCGAGACCTCGGAG

AAGGCTGACTTCGAGGCTCTCTACCACGGCGACATGCTGGTAGAGGGCGACACCTCCGAG
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CAGACCGATGAGTGGTTCCCGCTAGCCGTATAA-—-———=
CAGTTCGACGAACTGCAAGCAGCGAGCTGA---——-—-——
CAGGTTGAAGAGTGGCACCCCCTCCCTACGGCGAGCTGA

CAGCTCGAAGACTTGCACCCGCTGCCCACCGCG—-—-—-
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-MVTPNVRYMTNEEFGATVIEIDFEAIYSGELLVEGDNTEQTDEWFPLAV—--—
-MVAHTLSVMWIDDTSADVIKVDFEALYHGDVLVEGETSEQFDELQAAS——-—
-MATSTLSVMWIDDSSADVIKADFEALYHGDMLVEGETSEQVEEWHPLPTAS*
LMAAFRLAVMWIDDSSADVIKADFEALYHGDMLVEGDTSEQLEDLHPLPTA--
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