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* Tuberculosis is a major disease with about one third of the world population infected.

*The emergence of multidrug resistant strains of M. tuberculosis has highlighted the
importance of developing new therapies.
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* Cyp450 enzymes are over represented (20 isoforms) for the size of the M. tuberculosis
genome. / Natlve mass spectrometry \
* They play essential roles in host infection, bacterial growth and survival, drug resistance, stress ’ il ‘
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* Elaboration of fragments based on X-ray crystal  « Heme-cofactor allows characterisation conformers of EthR under high activation
structures yields potent inhibitors. of both substrates (a) and inhibitors (b). \ conditions
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