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For the 16S and 23S rRNAs, full-length sequences from all isolates were aligned using Clustal Omega. For the erm(41) gene, only
full-length sequences from M. abscessus subspp. abscessus and bolletii were included. Nucleotide calls at positions corresponding
to the NTM-DR LPA probes (positions 1406, 1408 and 1409 of the 16S rRNA [5], 2058 and 2059 of the 23S rRNA [6], and position 28
from erm(41) [6]), were analyzed and scored for each isolate. Base calls from genome-derived sequences were then compared to
those from the NTM-DR LPA to compute sensitivity (sens) and specificity (spec) for each locus.
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