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Supplementary Figure 1
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Supplementary Figure 1. The matrix reporting the percentage of identity and diversity. A: Percentage of Average Nucleotide Identity between the 20 Mycobacterium saskatchewanense samples sequenced on the MiSeq Illumina platform; B: Percentage of diversity between the 20 Mycobacterium saskatchewanense samples sequenced on the MiSeq Illumina platform. REF = Mycobacterium saskatchewanense reference genome (Accession number: NZ-AP022573.1).
2.2 Supplementary Figure 2
[image: Immagine che contiene diagramma, schizzo, Disegno tecnico, testo

Il contenuto generato dall'IA potrebbe non essere corretto.]
Supplementary Figure 2. Hierarchical cluster analysis. 20 samples of Mycobacterium saskatchewanense sequenced on the MiSeq Illumina platform. M: samples sequenced through the MiSeq platform. N: samples sequenced through the NextSeq 2000 platform.

2.3 Supplementary Figure 3
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Supplementary Figure 3. Unique mutation annotated in 15 samples sequenced on MiSeq and NextSeq 2000 Illumina platforms. The Single Nucleotide Polymorphisms were classified according to their position in the genome and the base change. A: M02-23-01; B: M02-23-04; C: M03-23-03; D: M03-23-04; E: M04-23-01; F: M04-23-02; G: M04-23-03; H: M04-23-04; I: M05-23-01; L: M05-23-02; M: M05-23-03; N: M05-23-04; O: M06-23-01; P: M06-23-02; Q: M06-23-03.
2.4 Supplementary Figure 4
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Supplementary Figure 4. Hierarchical cluster analysis. 10 samples of Mycobacterium saskatchewanense sequenced on MiSeq and NextSeq 2000 Illumina platforms. M: samples sequenced through the MiSeq platform. N: samples sequenced through the NextSeq 2000 platform.
2.5 Supplementary Figure 5
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Supplementary Figure 5. Phylogenetic analysis of 16S, hsp65, and rpob concatenated genes of the 15 Mycobacterium saskatchewanense isolates (highlighted in red) sequenced. The output was defined as Mycobacterium absessus ATCC 19977 and additional Mycobacteria species were added (accession number in parentheses). The tree was displayed with IQ-tree v.2.3.6. A: samples sequenced on MiSeq Illumina platform. B: samples sequenced on NextSeq 2000 Illumina platform.
2.6 Supplementary Figure 6
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Supplementary Figure 6. Heatmap obtained from the single nucleotide polymorphisms analysis of 16S and hsp65 genes. The mutations were classified as present (1) or absent (0) In 20 Mycobacterium saskatchewanense samples, the M. saskatchewanense reference genome, and 10 Nontuberculous mycobacteria species. A: 16S gene; B: hsp65 gene

2

3

image1.jpeg
Mo1
MO1
MO02,
M02,
MO02,
MO3,
MO3,
MO3,
MO3,
MO4,
Mo4,
MO4,
Mo4,
MOS,
M

MO5,
MO5,
MO8,
MO8,
MO8,

©W KN s wN kA
m

[ L <
S © ® 4 o b WN RO

REF
_23_02
_23_04
2301
_23_03
_23_04
_23_01
_23_02
_23_03
_23_04
2301
_23_02
_23_03
_23_04
_23_01
_23_02
_23_03
_23_04
_23_01
_23_02

_23_03

% identity

8 19 10 11 92 13 A4 15 16 17 18

Phylogenetic distance

19 20





image2.jpeg
60

T
=) o
< 1Y

ainseaw Aejwissiq

0-

€0-€2-90W

€0-€2-G0W

20-€T-VOW

€0-€2-20W

Y0-€2-CON

€0-€T-VOW

LO-€Z-90W

V0-€C-VOWN

LO-€2-G0W

€0-€2-E0W

V0-€2-€0W

LO-EZ-VOW

LO-€2-20W

20-€Z-E0W

V0-€2-L0W

20-€2-S0W

LO-€Z-LOW

20-€2-90W

LO-€Z-E0W

Y0-€2-S0W

Samples




image3.jpeg




image4.jpeg
ﬁiﬁmﬂ

SR

|

80

T
(=]
©

o
I

alnseaw Ajlejwissiq

T
o
N

0-

basINTZ0-€2-vOW
basIxaN"Z0-€2-vOW
basINT0-€Z-E0W
basINTE0-€Z-20W
basIXaN"0-€2-C0W
basIxaN"€0-€2-Z0W
basinTLO-E2-E0W
besixeN~L0-€Z-E0IW
basiNy0-g2-Z0W
basixeN"70-€Z2-20W
basIXaN"0-€2-G0W
basINy0-€2-G0W
basiNTz0-e2-€0W
basIXaN"Z0-€Z-E0W
basiNTL0-e2-vOW
basixaN"L0-£2-VOW
basiNTLo-€2-Z0W
basixaN~L0-£2-20W
basINE0-£2-€0W

basixeN"€0-€2-£0W

Samples




image5.jpeg
A

Tree scale: 0.1 ————

B

Tree scale: 0.1 ———

— M. abscessus ATCC 19977 (NC_010397.1)

M05-23-02_Miseq
ey M06-23-01_Miseq
M05-23-03_Miseq
M04-23-01_Miseq
M03-23-03_Miseq
M06-23-02_Miseq
M04-23-02_Miseq
MO02-23-04_Miseq
M05-23-01_Miseq
M06-23-03_Miseq
M03-23-01_Miseq
M04-23-04_Miseq
MO04-23-03_Miseq
M05-23-04_Miseq
M02-23-01_Miseq
M02-23-03_Miseq
M01-23-04_Miseq
M03-23-04_Miseq
M03-23-02_Miseq
MO01-23-01_Miseq
M. saskatchewanense (NZ_AP022573.1)
M. interjectum (NZ_JACKRX010000008.1)
M. palustre (NZ_LQPJ01000153.1)
M. palustre (NZ_JACKRZ010000378.1)

T M. heidelbergense (NZ_AP022615.1)
M. simiae (NZ_MZZM01000006.1)

M. simiae (NZ_AP022568.1)
M. avium (NZ_CP046507.1)

M. heidelbergense (NZ_MVHR01000008.1)
Mycobacterium scrofulaceum (NZ_LZJW01000164.1)
M. intermedium (NZ_JACKTC010000035.1)

My. intermedium (NZ_MVHT01000019.1)
M. scrofulaceum (NZ_MV1J01000001.1)
Mycobacterium lentiflavum ATCC 51985 (NZ_CP092423.2)
Mycobacterium lentiflavum (NZ_CTEE01000001.1)

M. intracellulare ATCC 13950 (NZ_CP076382.2)
:[ M. intracellulare (NZ_CP085945.1)
M. avium (NZ_CP018019.2)

M. abscessus ATCC 19977 (NC_010397.1)
MO04-23-02_Nextseq
1) M04-23-03_Nextseq
M06-23-01_Nextseq
M05-23-04_Nextseq
MO04-23-04_Nextseq
MO05-23-03_Nextseq
MO03-23-04_Nextseq
M06-23-03_Nextseq
M04-23-01_Nextseq
M02-23-04_Nextseq
MO02-23-03_Nextseq
MO06-23-02_Nextseq
M05-23-01_Nextseq
M05-23-02_Nextseq
M03-23-03_Nextseq
M. saskatchewanense (NZ_AP022573.1)
- M. interjectum (NZ_JACKRX010000008.1)
& M. palustre (NZ_LQPJ01000153.1)
M. palustre (NZ_JACKRZ010000378.1)

[ M. heidelbergense (NZ_AP022615.1
M. simiae (NZ_MZZM01000006.1)

M. simiae (NZ_AP022568.1)
M. avium (NZ_CP046507.1)
M. heidelbergense (NZ_MVHR01000008.1)
M. scrofulaceum (NZ_LZJW01000164.1)
M. intermedium (NZ_JACKTC010000035.1)
M. intermedium (NZ_MVHT01000019.1)
M. scrofulaceum (NZ_MV1J01000001.1)
H M. lentiflavum ATCC 51985 (NZ_CP092423.2)

Bl

M. lentiflavum (NZ_CTEE01000001.1)
M. intracellulare ATCC 13950 (NZ_CP076382.2)

I M. intracellulare (NZ_CP085945.1)
M. avium (NZ CP018019.2)




image6.jpeg
Presence

Wo
1

Presence

mo
1

SNPs

SNPs

NZ_CP085945.1
NZ_AP022568.1
NZ_AP022615.1
NZ_CP018019.2
M01-23-01
M01-23-04
M02-23-01
M02-23-03
M02-23-04
M03-23-01
M03-23-02
M03-23-03
M03-23-04
M04-23-01
M04-23-02
M04-23-03
M04-23-04
M05-23-01
M05-23-02
M05-23-03
MO05-23-04
M06-23-01
M06-23-02
M06-23-03
NZ_CP092423.2
NZ_CTEE01000001.1
NZ_LQPJ01000153.1
NZ_MV1J01000001.1
NZ_JACKTC010000035.1
NZ_MVHT01000019.1
NZ_CP076382.2
NZ_JACKRX010000008.1
NZ_MZZM01000006.1
NZ_JACKRZ010000378.1
NZ_MVHR01000008.1
NZ_CP046507.1
NZ_LZJW01000164.1
NZ_AP022573.1

NZ_CP085945.1
NZ_CP076382.2
NZ_CP092423.2
NZ_LQPJ01000153.1
NZ_CP018019.2
NZ_JACKRX010000008.1
NZ_CTEE01000001.1
NZ_LZJW01000164.1
NZ_AP022573.1
M01-23-01

M01-23-04

M02-23-03

M03-23-02

M03-23-04

M02-23-01
NZ_MVHR01000008.1
M02-23-04
M03-23-01
M03-23-03
M04-23-01
M04-23-02
M04-23-03
MO04-23-04
M05-23-01
MO05-23-02
M05-23-03
M05-23-04
M06-23-01
M06-23-02
M06-23-03
NZ_AP022568.1
NZ_AP022615.1
NZ_MV1J01000001.1
NZ_JACKTC010000035.1
NZ_MVHT01000019.1
NZ_MZZM01000006.1
NZ_JACKRZ010000378.1
NZ_CP046507.1





image7.jpeg
’ frontiers




