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Appendix
Appendix Table 1. SNP matrix of Mycobacterium chimaera isolates*
Mean
coverage
Isolate (X) A3 A4 A1l A5 A6 Referent A2 A7 A8 B1 A9 A10 A11 A12 B2 A13
A3 78 0
A4 65 1 0
A1 78 2 1 0
A5 54 3 2 3 0
A6 68 3 2 3 0 0
Referent - 4 3 4 5 5 0
A2 48 6 5 4 7 7 8 0
A7 58 7 6 7 8 8 9 11 0
A8 60 10 9 10 11 11 12 14 7 0
B1 64 30 29 30 31 31 32 34 35 38 0
A9 75 166 165 166 167 167 168 170 161 156 194 0
A10 57 929 928 929 930 930 931 933 924 923 957 901 0
A11 59 927 926 927 928 928 929 931 922 921 955 899 2 0
A12 53 929 928 929 930 930 931 933 924 923 957 901 4 2 0
B2 28 1002 1001 1002 1003 1003 1004 1006 997 996 1030 968 87 85 87 0
A13 63 18832 18831 18832 18833 18833 18834 18836 18832 18831 18860 18888 19130 19128 19130 19199 0

*Reads were mapped to the M. chimaera ZUERICH-1 strain genome (CP015272.1) (7). More information on A1-A2 isolates is available (2). SNP, single-nucleotide polymorphism.

*

Appendix Table 2. SNP matrix of Mycobacterium fortuitum isolates

Mean
Isolate coverage (x) C3 Cc2 C1 Referent
C3 66 0
C2 84 3 0
C1 Y| 5 4 0
Referent - >20,000 >20,000 >20,000 0

*Reads were mapped to the M. fortuitum DSM 46,621 strain genome (3). SNP, single-nucleotide polymorphism.
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Appendix Table 3. SNP matrix of Mycobacterium chelonae isolates*

Mean
coverage
Isolate (%) E4 E1 D2 E5 E2 E3 D1 G2 H2 H3 H1 H4 G6 H5 G1 G4 F4 F5 F2 F3 F1 Ref G5 G3
E4 54 0
E1 62 0 0
D2 69 5 5 0
E5 55 8 8 11 0
E2 54 8 8 11 0 0
E3 54 7 7 10 1 1 0
D1 75 5 5 8 3 3 2 0
G2 58 9 9 12 3 3 2 4 0
H2 54 2539 2539 2542 2545 2545 2544 2542 2546 0
H3 60 2538 2538 2541 2544 2544 2543 2541 2545 3 0
H1 54 4573 4573 4576 4579 4579 4578 4576 458 4622 4621 0
H4 50 4574 4574 4577 4580 4580 4579 4577 4581 4623 4622 1 0
G6 62 4574 4574 4577 4580 4580 4579 4577 4581 4623 4622 9 10 0
H5 60 4576 4576 4579 4582 4582 4581 4579 4583 4625 4624 11 12 10 0
G1 63 8073 8073 8076 8078 8078 8077 8075 8079 8102 8101 7925 7926 7926 7928 0
G4 73 14935 14935 14938 1494 1494 14939 14937 14941 14951 1495 14864 14865 14865 14867 14127 0
F4 32 >20000 >20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 >20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 >20000 0
F5 32 >20000 >20000 >20000 >20000 >20000 >20000 =>20000 >20000 >20000 >20000 =>20000 >20000 >20000 =>20000 >20000 >20000 0 0
F2 29 >20000 >20000 >20000 >20000 >20000 >20000 >20000 =>20000 =>20000 >20000 >20000 >20000 =>20000 >20000 >20000 >20000 4665 4665 0
F3 32 >20000 >20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 4665 4665 0 0
F1 30 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 =>20000 >20000 >20000 >20000 >20000 4665 4665 0 0 0
Ref - >20000 >20000 >20000 =>20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 =>20000 >20000 >20000 14535 14535 13241 13241 13241 0
G5 32 >20000 >20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 =>20000 0
G3 34 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 >20000 =>20000 >20000 >20000 >20000 >20000 4724 O

*Reads were mapped to the M. chelonae CCUG 47,445 strain genome (CP007220.1) (4).

Ref, referent; SNP, single-nucleotide polymorphism.
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Appendix Table 4. SNP matrix of Mycobacterium marinum isolates™

Mean
Isolate coverage (x) 11 13 12 Referent
11 97 0
I3 83 0 0
12 87 2 2 0
Referent - >20,000 >20,000 >20,000 0

*Reads were mapped to the M. marinum strain M genome (5). SNP, single-nucleotide polymorphism.

Appendix Table 5. SNP matrix of Mycobacterium mucogenicum isolates*

Mean

coverage
Isolate (%) J5 J7 J2 J6 J4 J3 J1 Referent
J5 24 0
J7 27 0 0
J2 26 1 1 0
J6 25 2 2 3 0
J4 30 3 3 4 5 0
J3 37 3 3 4 5 6 0
J1 23 4 4 5 6 7 7 0
Referent - >20,000 >20,000 >20,000 >20,000 >20,000 >20,000 >20,000 0

*Reads were mapped to the M. mucogenicum strain DSM 44,124 genome (NZ_POTL01000001, BioProject: PRINA224116, BioSample:
SAMNO08339096, Leif A. Kirsebom, Department of Cell and Molecular Biology, Uppsala University, Uppsala, Sweden. SNP, single-nucleotide
polymorphism.

Appendix Table 6. SNP matrix of Mycobacterium neoaurum isolates*

Mean
Isolate coverage (x) K3 K2 K1 Referent
K3 34 0
K2 28 1 0
K1 28 6 7 0
Referent - >20,000 >20,000 >20,000 0

*Reads were mapped to the M. neoaurum strain HGMS2 genome (6). SNP, single-nucleotide polymorphism.
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