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The Mycobacterium tuberculosis complex
agents of tuberculosis in mammals

Estimated numbers of tuberculosis cases by country in 2000

Horizontal transfers ?

MT-complex

M. tuberculosis CDC1551
M. tuberculosis H37Rv

Corbett, E. L. et al. Arch Intern Med 2003;163:1009-1021.

Acquisition of new genomic IR

sequences by horizontal

transfer ? (Pathogenicity, host
specificity, drug resistance...)
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Methods

o Detection of horizontal transfers (HT),
consensus method (2/3) —
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— Codon usage analysis

— Signature

« Attribution of potential source species for HT
using sequence signature
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The Rv(0986-8 virulence operon
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top row numbers : distance minimum, mean and maximum

bottom row : number of potential donor species in each taxonomic group
the color corresponds to the mean distance (see scale on the right)

the width is correlated to the number of potential donor species
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For further explanations
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Mycobacteria
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