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Supplemental Table S1: Spoligotype patterns and phylogenetical lineages observed among 480 M.
tuberculosis clinical isolates isolated in 12 countries of the Caribbean.

Lineage . . . Number of
(Total, %) Sublineage SIT Binary Spoligotype pattern strains
T (n=160, 33.3%)
T 53 EEEEEEEEEEEEEEENENEEEENENEEEEEENO OO NN 93
T 131 T 1] 25
T1 2406 EEEEEEEEEEEEEEEEEEEEECEEEEEEEEEROOOCNOONEEE 9
T 51 EEEEEEEEEEEEEEEEEE NN RN OO OO REO000 3
T1 2982 EEEEEEEEEEEEEEEEENEEECEENEEEEERCOOOOO000NEEE 3
T 519 EEEEEEEEEEEEEEEEEEENEEEEEEEEEEEOO00OOEEEEEE 2
T1 1526 EEROOO000000CNEEERC O EEEEEEEEEEENC OO NN 2
T 7 CEENEEEENENEEEENENEEEENEEE NN OO 1
T 77 EEEECEEENEEEENENENEENENEEEEEEN OO 1
T 205 EEE EEEEEEEEEEENEEEEEENENEEEEEENO OO NN 1
T 453 EEEEEEEEEEEEEEEEEEEECEEENEEEOEENOOOCN NN 1
T 516 EEEEEEEEEEEEEEEEEEENEEEEEEEOEEEREC0OEEEEEEE 1
T 521 EEEEEEEEEEEEEEENEEEEEENENEEEEE RN OOONRO00NE 1
T Orphan  sessEEEEEsCEEEEEEEEEEEEERCOC000R00C EEEEEEE 1
T Orphan EEEEEEE( [ EESEEEEEEEEEEEEEEEEOEE00 I EEEEEE 1
T Orphan memOCCCEEEEEEERCCRCECRO000000000CCEEEEEEEEE 1
T2 736 EEEEEEEEEEEEEEEEEEECEENENEEEEEENO OO ENONEE 1
T2 2322 EEEEEEEEEEEEEEEEEEEEEENCO00CoNENOOOC N RN 1
T3 37 T 3
T5 44 EEEEEEEEEEEEEEEEEEEEEEENEEEEEENO OO NN 1
T 73 EEEEEEEEEEEE EENENEEEENENEEEEEEN OO OEENCEE 3
T 2983 OOEECEEEEEEEECESE EEEENENEEEEEENC OO ENONEE 2
T 197 EEROOO000000CEEEEOEEEEEEEE RN OO RN 1
T 1081 EEEEEEEEEEEE EENE EEEENENEEEEEENC OO CEENCEEE 1
T 2296 EEE EEEEEEEEEEENENENEENENEEEEEENOOOONRO000N 1
EAI (n=90, 18.8%)
EAI1-SOM 958 EEEEEEEEEEEEEEEEEEEEEEEEEECOOC0ONOEEEERONEE 8
EAI1-SOM 72 EEEEEEEEEEOEEEEEEEEEEEEEEEECO0000ONEEENONEE 6
EAI1-SOM 349 EEEEEEEEEEEE EEEEEEEEEEEEEEECCOONEEEEEONEE 3
EAI1-SOM 48 ITTTTTTT LTI T | Tololotm! tal T 11 [ Jul 1 1] 1
EAI1-SOM 2986 ENCEEEEEEEEEEEEEEEEEEEEECOREO0CONCEEEENONEE 1
EAI2-Manilla 2934 ENCEEEEEEEEECCOEEEE CENEEEEECO N SN 8
EAI2-Manilla 2935 EECEEEEEEEEECCEEEECOEEEEEEECCOONCOECEEEEEEE 5
EAI2-Manilla 19 ENOEEEEEEEEEEEEEEEECONEENEEEC0CONCEEEEE RN 2
EAI2-nonthaburi 89 EROEEREO0000000000000000CEEEO00ONEaEEEEEEE 3
EAI3-IND 11 N EEEEEEEEEENEEEEEEEEEEEEEECCOONOERCOCNEEE 6
EAI3-IND 2990 EOOEEEEEEEEEEECOOOEEEEEENEEECO0OOROEROOONEEE 2
EAI3-IND 414 EOONEEEEEEEEEEEEEEEEEEEONEEEO0COROEROOONEEE 1
EAI5 138 EEEEEEEEEEEEEEEEEEEEEEEEEEEECCOONONEEERO000 3
EAI5S 763 EEEEEEEEEEEEOO000ONEEEE RN R RO R NN RN 0000 3
EAI5S 2987 EEEEEEEEEEEEEEERCO000000NEEEO0OONC NN NN 2
EAI5 126 Cww TTTT IO [ mmmt () TT T LT T 1T 1
EAI5 Orphan  memsmR0OCO0COCOCEEEECO0000000000CEEROODEEEE 1
EAI5 Orphan  mmmOOOOOCOOCEEEEECEEECCEEEEEEEERCOCCCEERO000 1
EAI5 Ol’phan EEEDD0OEEEEEROO000000000000000000000RERO000 1
EAI6-BGD1 1340 EEEEEEEEEEEEEEEE O EEEEECEEEEECO0COROENCNEENEE 24
EAI6-BGD1 2985 EEEEEEEEEEEEEEEEEEEEEROOO0ORO00OROENCNEEEEE 2
EAI6-BGD1 1409 EEEEEEEEEEEEEEEEEEEEEECEEEEECOOOROERCEC NN 1
EAI6-BGD1 1970 EEEEEEEEEEEEEEEEECEEERCEEEEEC0CONENEEE RN 1
EAI7-BGD2 2991 ENOEEEEEEEEEEEEEEEEEERORO0ORO0000OENCNEEEEE 2
EAI 2989 EEEEEEEEECEEEEEEEEEEEC000000000000NSCNEEEEE 2
Haarlem (n=27, 5.6%)
H1 47 EEEEEEEEEEEEEEENEEEEEEEEROOOO0ON000CE AN 7
H1 45 EEEEEEEEEEEEEEENEEEEEENCROO000ON000 N e 3
H1 62 EEEEEEEEEEEEEEEEEEEEEENEROO000OR000CNEEONER 2
H3 50 EEEEEEEEEEEEEEENENEEEENENEEEEE NN 10
H3 800 EEEEEEECC000000000CEEERECO00000NCO0C AN EEEE 3
H3 Orphan CeesssEsEEEs EEEEEEEEEEEEEEEECO0000CEEEEECEEE 1
H3 Orphan sassEEEEsEsEEEEEEEEEEECOCEECCEEERCOCCEEEEEES 1
LAM (n=27, 5.6%)
LAM1 20 ENOEEEEEEEEEEEEEEEERCCOONEEEEEENCOCCN NN 1
LAMA 2506 EECEEEEEEEEEECEEEEERCCOCNEEEEEEEROCOCENEEEEE 1
LAM2 2199 EECOEEEEEEEECEEEEEERCCOCNEEEEEEEROCOCENEEEEE 3
LAM2 17 ENOEEEEEEEEECEENEEERCCOONEEEEEENCOCCN NN 1
LAM3 950 [T annnenesss 11111 meww 111111 [ wews [TT]]]] 4
LAM3 376 T [ wwml TTTTT T mmmw 11111 [ (emmm [ TTT1]] 1
LAM4 60 EEEEEEEEEEEEEEEEEEERCOCOONEEEEEENOOOONENONEE 1
LAM5S 93 T T W T mmm T 1T 1] [ (wmmm ({1 1]] 1
LAM6 64 ITTTTTTT I  mmmt 1 1 1w [ [ (wmmiml [T {11 ]] 1



Millet et al; BMRI/TB in the Caribbean; Supplemental Table S1, p. 2

LAM6 176 EEEEEEEEEEEECEEEEEERCCOONEEEOEEROOOCNEEEEEE 1

LAM9 42 EEEEEEEEEEEEEEEEEEEECCOEEEEEEEN OO 8

LAM9 509 mmm 2

LAM9 162 EEEEEEEEEEEEEEEEEEERCOCOONEEEEEENCOOONRONEEE 1

LAM 1710 EEEEEEEEEEEECEEEEEENDCCONEEEEEEECO0CEENCEEE 1

Cameroon (n=23, 4.8%)

LAM10-CAM 61 EEEEEEEEEEEEEEEEEEEEEE O NEEEEENO OO NN 15

LAM10-CAM 2550 EEEEEEEEEEEECEEEEEEEERCOCNEEEEERCO0CENEEE N 7

LAM10-CAM 2981 EEEEEEEEOC000000CEEEEROCCEEEEEEEC OO SN E 1

X (n=36, 7.5%)

X1 119 EEEEEEEEEEEEEEEEE EEEENENEEEEEENC OO 8

X1 1823 EEEEEEEEEEEEEEEEE O EEEEEENE NN RN OO O NN 2

X2 2016 EEE EEEEEEEEEEEEECENEENENEEEEEENOOOONRO000N 11

X2 478 ENO EEEEENEEEEEE EEEENENE RN OO OERO000N 3

X2 137 EEEEEEEEEEEEEEEEECENEENENEEEEEENOOOONRO000N 1

X3 70 EEROOO00000CNEEEECEEEEEEEE NN OO RN 9

X3 92 EEROOO00000 NSNS NS EEEEEN OO 1

X 199 EEROCO00000CNEEEEOEEERENO00000000000000000mE 1

Beijing (n=17, 3.5%)
BeIJIng 1 OO000000000000000000000000000000000ASAnEEEEE 17
Other/Unk (n=100, 20.8%) *

Other/Unk - — 100

* Note that the number n=100 for the “other/unknown” group corresponds to the sum of patterns with no
clade attribution (see Table 1), as well as profiles other than the 7 majors lineages described in the text
(note that 16 orphan patterns shown in Table 1 are equally split in this supplemental table as 8 being
classified among various lineages while the other 8 belong to the “other/unknown” group).



