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Uncovering the essential genes of the human malaria parasite <i>Plasmodium falciparum«</i> by
saturation mutagenesis. Science, 2018, 360, .

Applied Genomics: Data Mining Reveals Species-Specific Malaria Diagnostic Targets More Sensitive than 3.9 4
18S rRNA. Journal of Clinical Microbiology, 2011, 49, 2411-2418. :

Real-Time Loop-Mediated Isothermal Amplification (RealAmp) for the Species-Specific Identification of
Plasmodium vivax. PLoS ONE, 2013, 8, e54986.
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PLoS ONE, 2012, 7, e31848. :

Light pollution increases West Nile virus competence of a ubiquitous passerine reservoir species.
Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20191051.

TheCryptosporidium parvumApiAP2 gene family: insights into the evolution of apicomplexan AP2
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Plasmodium male gametocyte development and transmission are critically regulated by the two
putative deadenylases of the CAF1/CCR4/NOT complex. PLoS Pathogens, 2019, 15, e1007164.

The apicoplast link to fever-survival and artemisinin-resistance in the malaria parasite. Nature 12.8 2
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Phenotypic Screens Identify Parasite Genetic Factors Associated with Malarial Fever Response in
Plasmodium falciparum <i>piggyBac</i> Mutants. MSphere, 2016, 1, .
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Integration of population and functional genomics to understand mechanisms of artemisinin
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