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Supplementary Tables

Supplementary Table 1: Isolate Sequencing statistics and quality control.
See attached file.

Supplementary Table 2: Ontario isolate SNV statistics
See attached file.

Supplementary Table 3: Public SRA sequences used for global comparison.
See attached file.

[bookmark: _GoBack]Supplementary Table 4: Possible transmission pairs
See attached file.

Supplementary Table 5: SRA sample statistics and quality control.
See attached file.

Supplementary Table 6: Global M. abscessus isolate SNV statistics.
See attached file
Supplementary Figure Legends

Supplementary Figure 1 - Assembly contiguity vs length. Four isolates are outliers with respect to both length and number of contigs (orange) compared to the other isolates (blue).

Supplementary Figure 2 – Pairwise distance matrix of M. abscessus Isolates. Number of SNVs between each pair of isolates from the recombination masked SNV alignment used to generate the maximum-likelihood phylogeny in Figure 2.

Supplementary Figure 3 – Pairwise distance matrix of M. massiliense isolates. Number of SNVs between each pair of isolates from the recombination masked SNV alignment used to generate the maximum-likelihood phylogeny in Figure 2.

Supplementary Figure 4 – Timeline of interactions between patients. a Patients 1 and 4. b Patients 1 and 22. c Patients 4 and 22.  For each patient, available visit data, microbiology results, and isolate data are indicated. Hospital visits are shown on the timeline as bars for clinic (gold), pulmonary function testing (PFT, purple), hospitalization (blue) events. Spirometry during CF clinic visits occurs in the patient clinic room, post-2014, rather than a central location. Contact recorded as a grey vertical bar for overlapping visits when they occur on the same day for both patients. Mycobacterium-specific microbiology results are indicated by circles for no growth (open grey), growth of other Mycobacterium spp. (filled grey) and growth of Mycobacterium abscessus complex organisms (filled green). Sequencing of collected isolates is indicated for unsequenced (open dark red) and sequenced (filled red) isolates and labelled with the isolate identifier.

Supplementary Figure 5 – Maximum-likelihood unadjusted SNV phylogeny of global M. abscessus isolates. This phylogeny includes a total 2669 M. abscessus isolates. The country of sampling, where available is indicated by the colour used for leaf branches and on the outer ring. The positions of Ontario patients are indicated.

Supplementary Figure 6 – Maximum-likelihood unadjusted SNV phylogeny of global M. massiliense isolates. This phylogeny includes a total 983 M. massiliense isolates. The country of sampling, where available is indicated by the colour used for leaf branches and on the outer ring. The positions of Ontario patients are indicated. Country colours follow Supplementary Figure 5.

Supplementary Figure 7 – Maximum-likelihood unadjusted SNV phylogeny of M. bolletii isolates. This phylogeny includes a total 219 M. bolletii isolates. The country of sampling, where available, is indicated by the colour used for leaf branches and on the outer ring. The position of the Ontario patient is indicated. Country colours follow Supplementary Figure 5.
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