Supporting Table S2

Table S2. MIRU-VNTR patterns of smooth tubercle bacilli
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(154)# (424) (577) (580) (802) (960) (1644)(1895)(1982)(2059)(2347) (2401)(2461) (2531)(2687) (2996) (3007) (3171) (3192)(3232)(3336) (3690) (4156) (4348)

A 3 3 3 3 1 6 3 3 3 10 1 5 5 6 8 6 7 2 2 6 0 7 4 1 3

1 1 3 4 2 6 3 3 3 10 1 5 5 5 8 6 6 2 2 7 0 7 2 1 3

C/D 24 3 3 6 2 8 3 2 3 11 1 5 2 4 2 6 3 2 4 4 0 4 2 1 2
E 1 3 3 5 2 7 2 3 3 10 1 5 1 6 7 6 6 1 4 7 0 4 3 0 2

F 2 a 2 6 1 5 3 11 2 10 b 5 1 1 2 3 1 1 3 6 0 4 0 0 2

G 1 3 3 3 2 2 3 1 2 10 b 2 3 5 4 1 1 1 2 5 0 4 1 0 2
H 4 1 2 6 1 3 3 1 3 10 1 2 3 c 2 3 3 1 3 2 3 4 1 0 2

I 1 2 3 5 1 3 4 1 2 1 1 1 d 4 1 6 1 3 6 3 4 3 0 2
H37Rv 2 2 4 3 1 3 2 4 2 4 2 3 6 1 3 3 3 3 3 8 5 2 2

# Position in the M. tuberculosis H37Rv genome in Kb.
*Identical genomic patterns were observed within each group except 1 locus in two strains of group C/D.

a to d, variant repeat sizes: a, 0-30pb. b, 0+55pb. ¢, 3+33, d, 1+36 bp.
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