a Tn insertion site
M. abscessus CCGGTTCGTGTGTATAGT-GGGGTTACTCGGCTAT-GCCGAGTGTGTCTCAGCCCGACCC...

Mtb CACTGTCATGTGTATAGTAAGCATTACTCGGCCATAGCCGAGGGTGTATCAGTCCGACCC..
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M. abscessus 432312 < MAB 0431c ‘ B | MAB 0432 > 434650

Mtb 4100510 < RvV3661 i—@—l Rv3660c > 4098096
M. tuberculosis/M. abscessus B11 sequence identity: 94%

M. smegmatis 6242253< MSMEG 6173 r—m—l MSMEG 6171 > 6239850
M. smegmatis/M. abscessus B11 sequence identity: 92%
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Figure S1. Disruption of the sRNA B11 by a transposon and by targeted replacement. A.
Schematic showing the position of transposon insertion at the M. abscessus B11 locus,
and alignment of the surrounding sequence with the equivalent portion of the M.
tuberculosis B11 locus. The promoter -10 sites are underlined. Three different 5’ ends
were reported for M. tuberculosis B11, indicted with bold red font. B. Genomic context of
B11 in three mycobacterial species. Not to scale. C. PCR reactions with primers binding
700 bp upstream and downstream of B11 were performed on WT and on the deletion
candidate. The reaction yields a 1500 bp product in WT, and a 1900 bp product when B11
is replaced by the 500 bp zeocin® gene. D. Deletion of B11 caused extensive clumping
during growth in liquid media without Tween. E. Predicted secondary structure of B11
(Vienna RNAfold). Boxed positions were mutated as follows in B11  ....q Shown in Fig la:
GtoA,CtoU,and U to C.
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