Locus: ETR B
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IISJ 799091 e 97108 118120139369 180195204207 253259 299372300343 311372 SM355 369
Allele 3 2 2 - -2 2 2 -2 4 2 - 2 2 2 - 2 2 - 2 2 2 2

1 -5 GR (eSS 2,

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 49
Nw 1 234 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—II{:? 799091 . 97108 118120139369 180195204 207253259299372300343 311372 S'M355 369
Allele 3 2 2 - 22 2 -2 3 2 -12 2 2 -3 3 - 2 2 2 -

81 wow Mg 213113

"" {' 1o ‘

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 52
N°w 1 234 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—gj 799091 . 97108 118120139369 180195204 207253259299372300343 311372 S'M355 369
Allele 5 - 4 - 23 2 - - 44 -3 3 4 3 - 3 4 - 3 3 2 -

LoFa. Lty NauviL 9|99

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: Qub 11B
Nw 1 234 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—gj 799091 . 97108 118120139369 180195204 207253259299372300343 311372 S'M355 369
Allele 5 3 4 - 33 4 -1 4 4 -2 3 3 5 - 63 - 3 2 - 2

0.200 sec

Lot 2 8)8)19 Smbmb Gelo

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 20
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 1—11{3‘7 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 5 3 4 - 3 34 -1 4 4 -2 3 3 5 - 63 - 3 2 - 2

w3 GA3 Mlem2o 9)3)9

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: ETR B
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 3 2 2 - - 22 2 2 2 2 2 - 22 -2 2 2 - - 2 2 2

Lts Gela E®RB  19(9(3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 24
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 1 1 1 - -1 111 111 -11 -"111 - - 2 1 1

ARcq: 0.200

yed NLRU Ay [0]8)L Lt

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; “- “: negative



Locus: VNTR 424
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 2 2 - - 32 2 2 2 3 2 -2 6 - 2 2 2 - - 2 2 2

] ¢ SRR Y TS A

AL RIRER

.

GL2 VPTR Wih Wiz 19)3))3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 1955
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 1—1113\,7 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 1 2 2 - 3 33 43 4 3 3 - 2 4 2 3 2 3

- - 3 3 4

’

)olellﬁ C'Jq VNTTIZ 1866 ké}

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; “- “: negative



*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination;

Locus: ETR C
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 4 4 - - 2 3 3 4 3 4 4 - 43 - 4 4 4 - - 5 2 2

-~ ATERAN

B o &
K

’A"ﬁ'"'__s_ b aass

G4 BTWRC etz 1018118

{13

: hegative



Locus: MIRU 10
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 3 3 - - - 6 3 3 3 3 43 -3 6 - 33 3 - - 2 2 6

Ol 3 MIAU o Ltz 19)39)3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 16
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 2 - - - 33323 33 -3 3 - 333 - -3 3 3

Rcqg: 0.400 sec

(ely MZEuab Lotz (7°3//3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 31
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 3 3 3 - - 2 4 43 43 3 -3 3 - 333 - - 2 2 3

Galy MzAU 34 T3 10)8 1.5

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 2
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 2 - - - 122 2 2 12 -2 2 -2 2 2 - - 2 2 2

Acq: 0.200 sec

a4 aea . W3 (o(Si(S

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 23
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 1—1113\/7 375377394 S'M399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 6 5 5 - - 6 5555 6 5 - 65 - 535 - -6 6 5

GQ LY Muemld Iet3 193113

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 39
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 2 - - - 2 3323 2 2 -2 2 - 22 2 - -2 2 2

wek3 Ngu 3 A3 (0)87/3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 4
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—E‘Z 375377394 . 399401405411427434456476 536592 643 673 700 788 804 805 830832 . 847849
Allele 3 2 1 - - 222 2 2 2 2 - 22 -2 2 2 - - - - 2

B8)1S W Gl nu Yy

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative

“ o«



Locus: MIRU 26
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

D Ifj 375377394 5M 300 401 405 411427 434 456 476 536 592 643 673 700 788 804 805 830 832 SM 847 849
Allele 3 4 - - - 4 3 3 43 43 - 43 - 434 - -3 - 4

nepd Gelz PTRMLE 13

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 40
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 1—1113\,7 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 1 3 1 - - 1 8 6 4 6 7 2 - 3 5 - 2 3 4 - - 3 3 3

Lot ¢l Mlemgo 1)8)15

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 2401
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 1—1113\/7 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 2 2 - - - 4 43 4 2 3 -3 4 -3 3 3 - -3 - 4

(o} 111913 C‘...Oq VNTR. 244

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative

“ o«



Locus: ETR A

N'wW 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
ID I—E‘Z 375377394 . 399401405411427434456476 536592 643 673 700 788 804 805 830832 . 847849
Allele 3 3 - - - 2 3 3 43 2 4 - 3 3 3 4 3 4 - -3 3 3

celq BTRA etz nJ)3)3

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 27
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 3 3 - - - 3333333 -33 -333 - - - - 3

wWshs GAL Loy mees W+ Lot2

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 49

N'wW 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
ID I—E‘Z 375377394 . 399401405411427434456476 536592 643 673 700 788 804 805 830832 . 847849
Allele 3 2 - - - Cc*x2 2 3 2¢x2 - 2 3 2 2 3 C*x - - C* 2 2

Acq: 0.200 sec

119119 oty lowns 49 (0 3

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 52
N°w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I—IIS‘Z 375377394 SM399 401405411427434456476 536592643 673 700 788 804 805 830 832 . 847849
Allele 4 5 1 - - 2 4333 23 -333 -2 - - -3 3 4

LSts Gely lewo Nee use (’h

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: ETR B
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 -2 2 222 2 2 2 2 3 2 2 - 2 2 2 2 2 2 -/- 2 -

TITL IS ke L

Acqa: 0.200 see

W39 o, ETRE L

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 24
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PEJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 1 1 - 1 11111 1 1 2 1 1 -1 111 1 1 -1 -

EITTTI AN L 2l LA XL

#3113 (bl 16 2 NT-eandelp i lotiy

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 424
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 2 222 2 2 2 2 3 2 2 - 2 2 2 2 2 2 - 2 -

e : 2=

A e AR

0.200 sec

1L[8)) ® aely VMR 424 L'“(‘

{13

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 1955
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }EJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 3 223 4 4 4 3 4 3 3 - 3 3 3 3 3 3 - - -

oLl VNTR 19€C Wt Y

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative

16/ 3|19

“ o«



Locus: MIRU 16
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 3 223 3 3 3 3 3 2 2 - 33 3 3 3 3 - - -

0.200 sec

i8] G 3NIRL ot ¢

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 10
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\;7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 5 333 4 3 3 3 5 3 3 - 3 3C*3 3 5 - - -

wlslis Q) mreuie e

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 2
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\;7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 2 222 2 2 2 2 2 2 2 - 2 2 2 2 2 2 - - -

(H811» UL trzur Wi

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 31
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 3 333 3333 5 3 3 - 333 3 3 3 - - -

Rcqg: 0.200 sec

efs)is Gy Mzeusy Loty

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 23
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I_II{3V7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 6 -5 3 66 5 4 5 5 5 4 5 5 - 555 5 5 5 - 5 -

Acq: 0.200 sec

\HING (hg tazem L) M"(

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 39
N°w 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 2 222 2 3 2 2 2 2 2 - 2 2 2 2 2 2 - - -

Acq: 0.200 sec

disns Wy Gdy MDD

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus:Qub 26
N°w 12314 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\]7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 1 - - 1 i1 111 1 1 1 11 -"11 -1 1 1 -7 " - -

Acq: 0.200 sec

mons  lofy Iy Oub%

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 4
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 2 222 2 2 2 2 2 2 2 - 2 2 2 2 2 2 - - -

Acq: 0.200 sec

1}(3)(s Gls nreay by

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 26
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\;7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 5 555 4 4 4 4 4 5 5 - 5 4 5 5 5 5 - - -

Acq: 0.200 sec

Gey: nitmy, Wy o RI302

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 40
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\;7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 1 - - 3 443 3 7 7 2 3 3 3 - 4 2 2 4 4 4 - - -

1183 Gele, NIQUGE  (Wfl

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 2401
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 3 222 4 4 4 2 4 2 2 - 2 2 2 2 2 4 - - -

(+13)13 G 4 VYNTR Moy ot 4

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: ETR A
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 3 334 3 3 3 3 7 4 4 - 4 3 3 4 4 3 - - -

Acq: 0.200 sec

A EARE LR ©TR A Lot

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 27
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 11113\]7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 3 - - 3 333 33333 3 3 - 333 3 3 3 - - -

A(s)s Gke Miew i+ Lt

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 20
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID PIISJ 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 2 - - 2 221 2 2 2 2 2 1 1 - 12 2 1 1 2 - - -

G 42913 GP3 Miewio bty

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: Qub 11B
N°w 12314 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID }1113\;7 75474 e 8092250373448 468 478 482 518 548 856 858 872 876 882 886 900 920 ) 9571007
Allele 5 - - 4 22 6 5 3 3 2 5 5 5 - 6 2 3 6 6 3 - - -

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 49
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I_IISJ 75474 e 8092250373 448 468 478 482 518 548 856 858 872 876 882 886 900 920 ey 9571007
Allele 1 - -1 1111 1 1 1 1 11 - 11 - 21 2 - - -

S B B

Acq: 0.200 sec

GCh@1 nituys (LY 181y

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: MIRU 52
N°W 123 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID 75474 e 8092250373 448 468 478 482 518 548 856 858 872 876 882 886 900 920 e I;ISJ 1007
Allele - - 3 331 3 3 3 4 2 3 C* - 6 4 3 7 3 3 - 1 -

Acqg: 0.200 sec

2519 Gy MlemdSl Ly

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: éontamination; : nwegative



Locus: ETR C
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

ID I_IISJ 75474 . 8092250373 448468478482 518 548 856 858 872 876 882886 900920 . 9571007
Allele 2 - - - 554 3 3 3 4 5 3 3 - 4 4 3 4 4 3 - 4 -

Acq: 0.200 sec

b[9) 9119 Qs BVRG Loty

“ o«

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; : hegative



Locus: VNTR 424

Nw 1 2 3 4SM*5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 SM 23 24

ID H37253349a350 351363367369 370 371a 372 408 470476480481 531673 7048139221007  349b372b
RV

Allele 2 2 2 2 222 - 2 2 2 C6¢2 4 2 2 2 - 3 2 3 - 2 -

ﬁu\:r L: ok (18
L3 NUA-

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus ETRB

Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM
1D RV 253349a350  351363367369370371a372408470476480481 531673704813 9221007 349b372b

Allele 7 6 6 6 6 6 6 - 6 6 6 6 6 6 6 6 6 - 6 6 6 - 6 -

T —

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 27

N°W 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM

ID Ry 253 349a350 351363367369370371a3724084704764804815316737048139221007 349b372b

Allele 3 3 3 3 33 3 -3 3 33 3 3 3 3 3 - 3 3 3 - 3 -

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; “- “: negative



Locus: MIRU 24

N'w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
SM SM

ID 11{13\/725334%350 351363367369370371a3724084704764804815316737048139221007 _  349b372b

Allee 1 - 11111 -1 1 1111111 - 1191 - 1 -

(LS ™MERY LY
Manipok: Uleg(48 NA

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 27
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID 11{{3\/7 253349a350  351363367369370371a3724084704764804815316737048139221007  349b372b

Allele 3 3 3 3 3 33 -3 3 3333333 - 333 - 30 -

gl 4 MZRYLY Danip Lot 19

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: Qub 11B

N°W 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM

ID Ry 253 349a350 351363367369370371a3724084704764804815316737048139221007 349b372b

Allele 5 3 3 5 33 3 -6 2 323 6 6 6 1 - 2 2 2 - 2 -

.

*SM: Size Marker (Ladder); W: well; H37Rv: positive control MTBC reference strain; *C: contamination; “- “: negative



Locus: MIRU 10
Nw 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID Il?\: 253349a350  351363367369370371a372408470476480481 531673704813 9221007 349b372b

Allele 3 3 3 3 33 - -3 3 3¢~3 33 33 - - 333 30 -

Acqg: 0.200 sec

Gel ol ! Lous Mo

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 31

Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
SM SM
H37

1D RV 253349a350  351363367369370371a372408470476480481 531673704813 9221007 349b372b

Allele 3 3 3 3 c* 3 3 - 3 3 3 ¢¥c¢¥e*r3 3 3 - 2 3 2 - 2 -

.- cebgeliess L0 s

3

e S e

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 16

Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID 1113\/7 253349a350 351363367369370371a372408 470 476 480 481531673704813 9221007 349b372b

Allele 2 3 3 3 c* 3 3 - 3 4 ¢3 3 3 3 33 - 3 2 2 - 2 -

Acq: 0.200 sec

' Gaeled [ NL

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 23

Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID Iig; 253 349a350 351363367369370 371a 372 408 470476480481531673704 8139221007 349b372b

Allele 6 5 5 5 5 5 ¢ - 5 5 ¢f c¢*¥ c*¥5 4 55 - 65 6 - -5

G kg |NIRMAZ | 23p%1D

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 2

Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
1D 11_5217 253349a350 351363367369370 371a 372 408 470476 480481531673 7048139221007 349b372b

Allele 2 2 2 2 222 - 2 ¢ 2 ¢Ccx2 2 2 2 2 - 121 - -2

Acg: 0.200 sec

2108)1S Locus MIRUYL Geld

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative




Locus: MIRU 26

Nw 1 2 3 4 5.6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM

ID 1, 2533492350 351363367369370 371a 372 408 470476480481 5316737048139221007  349b372b

Allele 3 4 4 5 5 5 5 - ¢t ¢t ¢* 3 55 5 5 5 - 55 5 . - -

Gl towns NERMUL 26 LH0 ([

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 39

N'W 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM

ID oy, 2533492350 351363 367 369 3703712372408 470 476480481 531673 7048139221007 349b372b

2 2 2 - -2

Allele 2 3 3 2 3 2 2 - 2 2 c¢*2 2 3 2 2 2 -

-l-.:lgy'gugdisiy.,ug.

3 NRm 3 L3/08)5

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 4

Nw 1 2 3 4 5.6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM

ID 2533492350 351363367369370 371a 372 408 470476480481 531673 7048139221007  349b372b

Allele 3 2 2 2 202 2 - 2 2 2 2 22222 - 222 - 30 -

e Oﬂﬂbﬁﬂ

Acq: 0.200 sec

gdA: Ny  13198/18

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: VNTR 2401
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID If{i: 253349a350  351363367369370371a3724084704764804815316737048139221007  349b372b

Allele 2 4 4 2 c* 2 4 - 2 ¢ 21 4 4 2 2 2 -1 2 1 - 2 -

ko9 C(JH letd VATR 400

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 40
Nw 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID 1113\/7 253 349a350 351363367369370 371a 372 408 470476 480481531673 7048139221007 349b372b

Allele 1 3 4 3 3 -3 -1 3 3 2 ¢33 3 3 - 2 2 3 - 4 -

0¥ botmo VR Y 40 2361 /i

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 49
N'w 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID ?&: 253349a350 351363367369370371a372408470476480481 531163704 813 922 345 349b372b

Allele - 2 2 2 233 -3 3 22223332333 - 3 -

0.200 sec

25 [°8 (s (g0 & M43

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative




Locus: ETR A
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID oy 79 90091 97 108 118 120 139 369 180 195 204 207253 259268300299310311372  349b355
Allele 3 3 3 - 33 3 - 6 3 3 - 3 43 433 - 6 - 4 4 4

WS (g lowd T & [kl

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 24
Nw 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
1D RV 799091 97108118120139369180195204207253259268300299310311372 349b 355

Allele 1 - 1 - 111 - 211 - - 111111 2 -1 1 1

Gl mekull  2)o08/15

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: VNTR 424
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
1D RV 799091 97108118120139369180195204207253259268300299310311372 349b 355

Allele 2 2 2 - 223 - - 21 - 22222 7 -3 -2 2 2

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: VNTR 1955
NwW 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
D o 799091 97108118120 139369 180195204207 253259268300299310311372  349b355

Allele 2 - - - 33 2 - 42 4 - 3 3 4 2 3 3 - 443 - 3

Acqg: 0.200 sec

Gefyg YNTR 135

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: ETR A
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 72533492350 351363367 65370371a372408470476480481531163704813922345 " 3496372b

Allele 3 3 3 4 4 3 3 -4 2 4 2 3 3 4 4 3 3 2 3 2 - 4 -

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 27
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 7799091 97108 118120139369 180 195204207253 259268300299310311372  349b355

Allele 3 - 3 - 333 -333 - 3333 - 313 - 313 3 -

Gla 2)8)183 MERMIF-

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: ETR C
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 97108 118120139369 180 195204207253 259268 300299310311372 " 349b355

Allele 2 - 3 - 6 3 4 - 6 6 3 - 3 3 3 3 - 3 3 - 43 4 -

Acqg: 0.200 sec

bl y TTRC HALY R,

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative




Locus: VNTR 1955
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID I—IIS‘Z 253349a350  351363367369370371a372408470476480481531163704813922345  349b372b

Allele - 4 4 3 533 -3 3 333 4333 - 333 - 30 -

Acg: 0.200 sec

(u,Q'L Lecro UNTR 1355

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 53
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID I—E‘Z 2533492350 351363367369370371a372408470476480481 531163704 813 922345 349b372b

Allele - - - = = = = = == - - - ..o a e e e e e e e

ng3 (L ha 9(K[LS

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 53
Nw 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

SM SM
ID 1—1113\,7 253349a350  351363367369370371a372408470476480481531163704813922345  349b372b

Allele - - - = = = = = == - ... a e e e e e e e

o)o € p Lfa ﬂs/.b
(o

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 2
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 7799091 97108 118120 139369 180 195204207253 259268300299310311372 " 349b355

Allele 2 2 2 - 222 -2 22 - 2222 -2 2 - 22 2 2

612113 Geta m2RM2

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 23
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 97108 118120139369 180 195204207253 259268 300299310311372 " 3490355

Allele 6 5 5 - 55855 - 545 - 5553554 - 55 5 5

€213 QL NIRY L2

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 39

N'w 1 234 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27917990 97108 118120139369 180 195204207253 259268 300299310311372 " 349b355

Allele 2 - 3 2 222 -2 23 - 2222 -2 2 - 22 2 2

b §
-
..
-
-
=

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: Qub 26
Nw 1 234 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 97108 118120139369 180 195204207253 259268 300299310311372 " 349b355

Allele 1 - 1 - 111 -1 -1 - 111 - -1 - -1 1 1

Acq: 0.200 sec

tive




Locus: MIRU 10
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
1D Rv 799091 97108 118120139369 180195204207253259268300299310311372  349b355

Allele 3 - 3 - 36 5 -3 6 3 - 3336 - 65 - 33 3 -

0.200 sec

Gl ). btmo N0 R 4

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative




Locus:MIRU 16
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 97108 118120139369 180 195204207253 259268 300299310311372 " 349b355

Allele 2 - 3 - 333 -3 43 - 3333 - 24 - 313 3 3

Rcg: 0.200 sec
8y MILuy..; efs118 m™Mianb Wh

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative




Locus: MIRU 31
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 7799091 97108 118120 139369 180 195204207253 259268300299310311372 " 349b355

Allele 3 3 4 - 332 - 355 -23 32355 - 32 3 -

Locy NIey:n 6918 Guy

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 4
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
1D Rv 799091 97108 118120139369 180195204207253259268300299310311372  349b355

Allele - 1 2 - 222 - 212 - 3222 - 22 - 23 2 2

gda 3312 Nty

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 26
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID Rv 799091  97108118120139369180195204207253259268300299310311372  349b355

Allele 3 4 4 - 556 - - 44 - 5433 - 54 - 55 3 -

ol 31318 Yy

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 40
N°w 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 97108 118120139369 180 195204 207253259268 300299310311372 " 3490355

Allele 1 4 8 2 -3 1 - 328 - 433 2 - 42 - 3 4 3 -

Acq: 0.200 sec

: 3. 2
Lf“x_'/! g. ';?’:'JA P

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus:VNTR 2401
Nw 1 23 4 56 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

H37 SM SM
ID 27799091 " 97108 118120 139369 180 195204 207253259299 372300343 311372 355369

Allele 2 4 4 4 24 4 - 2 4 4 - 2 4 2 4 - 24 2 2 - 2 2

*SM: Size Marker (Ladder); W: well; H37Rv: positive control reference MTBC strain ATCC; *C: contamination; “- “: negative



Locus: MIRU 52

Nw 1 2 3 4 5 6 7 89 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24
H37 SM SM

ID oy, 2533492350 35136336765370371a372408470476 480481531 163704813922345  349b372b

Allele - 3 3 3 333 -3 2 3233 - 333232 - 30 -

L]/°%)1y (ol o, Lot MTRuS L

*SM: ive
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