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Basáñez, Nick Colegrave, and Sarah E Reece. Costs of crowding for the transmission of malaria
parasites. Evolutionary Applications, 6:617–629, 2013.

[123] Laura C Pollitt, Paula MacGregor, Keith Matthews, and Sarah E Reece. Malaria and trypanosome
transmission: different parasites, same rules? Trends in Parasitology, 27(5):197–203, 2011.

[124] Laura C Pollitt, Nicole Mideo, Damien R Drew, Petra Schneider, Nick Colegrave, and Sarah E Reece.
Competition and the evolution of reproductive restraint in malaria parasites. The American Naturalist,
177(3):358–367, 2011.
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