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Artificial Theoretical 100 CFU/mL Theoretical 10 CFU/mL
environmental

sample Counted CFU/ Adjusted* TtP (days) Counted CFU/ Adjusted* TtP (days)
plate CFU/plate plate CFU/plate

M. chimaera-1 202 202 73 8 2 86
M. chimaera-2 21 an 84 2 2 103
M. chimaera-3 406 440 9.1 4 m s
M. chimaera-4 181 181 99 9 18 14
M. chimaera-5 100 100 15 10 10 26
M. chimaera-6 141 140 139 2 14 20
M. chimaera-7 130 130 80 9 13 98
M. chimaera-8 168 168 7.1 2 16 85
M. chimaera-9 ) ) 96 5 4 129
M. chimaera-10 296 280 79 2 2 97
M. chimaera-11 122 122 87 8 12 17.1
M. chimaera-12 518 460 61 16 6 81
M. chimaera-13 312 420 7 2 42 75
M. chimaera-14 102 102 8 9 10 89
M. chimacra-15 377 20 6 2 2 78
DSM 44623 9 94 86 10 9 n
DSM 44623 159 159 13 2 15 123
Mean 210 204 89 2 20 18
M. saskatchewanense-1 107 107 93 8 10 n
M. saskatchewanense-2 298 220 95 2 2 ns
M. saskatchewanense-3 8 48 103 5 4 139
M. saskatchewanense-4 361 520 80 52 52 106
M. saskatchewanense-5 52 52 128 3 5 19.1
M. saskatchewanense-6 72 400 60 0 0 78
M. saskatchewanense-7 599 500 63 50 50 8
M. saskatchewanense-§ 373 360 60 36 36 83
M. saskatchewanense-9 383 440 57 1 m 73
M. saskatchewanense-10 370 350 69 35 35 78
M. saskatchewanense-11 353 380 62 38 38 78
M. saskatchewanense-12 669 360 62 36 36 85
M. saskatchewanense-13 974 810 66 81 81 84
M. saskatchewanense-14 605 870 60 87 87 74
M. saskatchewanense-15 444 670 80 67 67 98
Mean 460 406 75 a4 10 97

* Adjusted value for Poissons distribution; TtP, time to positivity in MGIT culture.
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Artificial Theoretical 100 CFU/mL
Sovionmental Counted | Adjusted® st
CFU/plate  CFU/plate  day
‘M. chimaera-16 190 350 72
‘M. chimaera-17 19 119 79
DSM 44623 a 295 510 8.6
DSM 44623 b 426 400 88
Mean 268 345 8.1
M. saskatchewanense-16 585 560 6.7
M. saskatchewanense-17 416 530 6.5
‘M. saskatchewanense-18 720 570 76
M. saskatchewanense-19 987 1,450 6.5
Mean 677 777 6.8

* Adjusted value for Poisson’ distribution.
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Gene functional Virulence Product

category gene

Effector delivery system esxB 10 kDa culture filtrate antigen EsxB (CFP-10)

Adherence JfopC Secreted antigen 85-C FbpC (85C) (antigen 85 complex C) (AG58C) (mycolyl transferase 85C) (fibronectin-
binding protein C)

Effector delivery system eccA3 Type VII secretion system protein EccA3

Effector delivery system eccC3 Type VII secretion system protein EccC3

Effector delivery system PES PE family protein

Effector delivery system esxG Type VII secretion system protein EsxG

Effector delivery system esxH Type VII secretion system protein ESXH (10 kDa antigen) (CFP-7) (protein TB10.4)

Others icl Isocitrate lyase Icl (isocitrase) (isocitratase)

Adherence hbhA iron-regulated heparin binding hemagglutinin hbhA (adhesin)

Regulation ideR Iron-dependent repressor and activator IdeR

Regulation relA Probable GTP pyrophosphokinase RelA (ATP: GTP 3’-pyrophosphotransferase) (PPGPP synthetase I)
((P)PPGPP synthetase) (GTP diphosphokinase)

Effector delivery system esxM type VII secretion system ESX-5 protein Esx]

Effector delivery system esxN ESX-5 type VII secretion system EsxA (ESAT-6) homolog

Effector delivery system Rv1794 ESX-5locus protein

Effector delivery system eccD5 ESX-5 type VII secretion system EccD5

Effector delivery system mycP5 ESX-5 type VII secretion system subtilisin-like serine protease MycP5

Effector delivery system eccA5 ESX-5 type VII secretion system AAA + ATPase EccA5

Adherence fbpB Secreted antigen 85-B FbpB (85B) (antigen 85 complex B) (mycolyl transferase 85B) (fibronectin-binding
protein B) (extracellular alpha-antigen)

Nutritional/Metabolic factor mbtH MbtH-like protein

Regulation phoP Possible two component system response transcriptional positive regulator PhoP

Effector delivery system eccAl ESX-1 type VII secretion system AAA + ATPase EccAl

Effector delivery system eccCal ESX-1 type VII secretion system FtsK/SpolIIE family protein EccCal

Effector delivery system eccCbl ESX-1 type VII secretion system FtsK/SpolIIE family protein EccCb1

Effector delivery system esxA 6 kDa early secretory antigenic target EsxA (ESAT-6)
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M. kansasii M. xenopi M. marinum M. scrofulaceum M. arupense M. gordonae

MIC Total strain  Total strain  Total strain Total strain (%) Total strain Total strain
(ng/mL) (%) (%) (%) (%) (%)
cLa < 43 (93.4) 60(93.7) 19.95.0) 14(100.0) 14(100.0) 35(897)
4-8 2043) 201 16.0) 0(00) 000.0) 4(102)
16 0(0.0) 2(3.0) 0(0.0) 0(0.0) 0(0.0) 0(0.0)
232 1(21) 0(0.0) 0(0.0) 0(0.0) 0(0.0) 0(0.0)
AK < 7(152) 49(76.5) 14(70.0) 3214 5(357) 28(71.7)
416 39(847) 14(21.8) 6(30.0) 11(785) 7(50.0) 11(282)
2 0(00) 000.0) 0(0.0) 0(00) 0(0.0) 0(00)
>64 0(00) 1015) 0000) 0000) 2(142) 0(00)
STRE <4 17 (36.9) 61(953) 5(25.0) 4(285) 10(71.4) 28(717)
8 13(282) 000.0) 14(700) 7(500) 17.1) 4(102)
>16 16 (34.7) 3(46) 1(5.0) 3(214) 3(21.4) 7(17.9)
DOXY <2 0(00) 1015 16.0) 3(214) 1.1 5(128)
4-8 2(43) 7(109) 16.0) 0000) 1.0 12(307)
216 44(956) 56 (87.5) 18 (90.0) 11(78.5) 12(857) 22(56.4)
ETHI <25 45(97.8) 61(953) 20(100.0) 9(642) 8(57.1) 22(56.4)
410 0(00) 2(3.) 0(0.0) 0000) 4(285) 8(205)
>10 11 1015) 0(0.0) 5(357) 2(142) 9(23.0)
RIF <1 45(97.8) 56 (87.5) 19.(95.0) 10(71.4) 8(57.1) 28(71.7)
28 121 4(62) 16.0) 4(285) 6(428) 7017.9)
8 0(00) 4(62) 0(0.0) 0(00) 0(0.0) 4(102)
RIB <1 46 (100.0) 61(95.3) 20(100.0) 14(100.0) 14(100.0) 29(743)
28 0(0.0) 3(46) 0(0.0) 0(00) 000.0) 9(23.0)
>8 0(0.0) 0(0.0) 0(0.0) 0(0.0) 0(0.0) 1(25)
EB <25 2043) 10(15.6) 19.(95.0) 3(214) 14/(100.0) 28(717)
4-8 330717 40(62.5) 16.0) 3(214) 000.0) 7(17.9)
>16 11(239) 14(218) 0000) 8(57.1) 0(0.0) 4(102)
MOX < 41(89.1) 59 (92.1) 19.95.0) 6(428) 4(285) 37(948)
48 3(65) 3(46) 160) 8(57.1) 5(35.7) 261
>8 2(43) 23.0) 0(0.0) 0(0.0) 5(35.7) 0(0.0)
CIPR <2 31(67.3) 60(93.7) 19.(95.0) 3(214) 3014 31(79.4)
4-8 9(19.5) 201 160) 2(142) 6(428) 5(128)
216 6(130) 201 0(00) 9(642) 5(357) 3(76)
INZ <8 45(97.8) 60(93.7) 19.95.0) 11(785) 6(428) 34(87.1)
16 121 105) 16.0) 3(214) 000.0) 307.6)
>3 0(00) 3(46) 0(00) 0(00) 8(57.1) 2(5.1)
SXT E 10(21.7) 43 (67.1) 18 (90.0) 10142) 5(357) 14(358)
48 10(217) 69.3) 160) 4(285) 000.0) 9(23.0)
8 26(56.5) 15 (23.4) 16.0) 9(642) 9(64.2) 16(41.0)

Species: (number of isolates): M. Kansasii (46), M. Xenopi (64), M. marinum (20), M. scrofulaceun (14), M. arupense (14), and M. gordonae (39); ATB, antibiotic; CLA, dlarithromycin; AK,
amikacin; STREP, streptomycin; DOXY, doxycycline; ETHI, ethionamide; RIF, rifampicin; RIB, rfabutins EB, ethambutol; MOX, moxifloxacin; CIPRO, ciprofloxacin; LNZ, linezolids SXT,
cotrimoxazole.
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