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Local adaptation in populations of Mycobacterium tuberculosis endemic to the Indian Ocean Rim. 16 13
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Phylogenomics of Mycobacterium africanum reveals a new lineage and a complex evolutionary
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Local adaptation in populations of Mycobacterium tuberculosis endemic to the Indian Ocean Rim. 16 21
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Potential contribution of HIV during first-line tuberculosis treatment to subsequent
rifampicin-monoresistant tuberculosis and acquired tuberculosis drug resistance in South Africa: a
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A sister lineage of the Mycobacterium tuberculosis complex discovered in the African Great Lakes
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The molecular clock of Mycobacterium tuberculosis. PLoS Pathogens, 2019, 15, e1008067.
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Whole genome sequencing of Mycobacterium tuberculosis: current standards and open issues.
Nature Reviews Microbiology, 2019, 17, 533-545.

Transition bias influences the evolution of antibiotic resistance in Mycobacterium tuberculosis. PLoS 56 50
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A chromosomeé€scale genome assembly reveals a highly dynamic effector repertoire of wheat powdery
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A New Phylogenetic Framework for the Animal-Adapted Mycobacterium tuberculosis Complex.
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Non-parent of Origin Expression of Numerous Effector Genes Indicates a Role of Gene Regulation in
Host Adaption of the Hybrid Triticale Powdery Mildew Pathogen. Frontiers in Plant Science, 2018, 9, 49.
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Rapid turnover of effectors in grass powdery mildew (Blumeria graminis). BMC Evolutionary Biology,
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Reconstructing the Evolutionary History of Powdery Mildew Lineages (Blumeria graminis) at
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Hybridization of powdery mildew strains gives rise to pathogens on novel agricultural crop species.
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Genetic and molecular characterization of a locus involved in avirulence of Blumeria graminis f. sp.
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