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Rabies shows how scale of transmission can enable acute infections to persist at low prevalence.
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Estimating viral bottleneck sizes for FMDV transmission within and between hosts and implications
for the rate of viral evolution. Interface Focus, 2020, 10, 20190066.
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Low topotype diversity of recent foot-and-mouth disease virus serotypes O and A from districts
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Venezuela's humanitarian crisis, resurgence of vector-borne diseases, and implications for spillover
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Evolution of foot-and-mouth disease virus intra-sample sequence diversity during serial transmission

in bovine hosts. Veterinary Research, 2013, 44, 12. 3.0 56

Surveillance guidelines for disease elimination: A case study of canine rabies. Comparative
Immunology, Microbiology and Infectious Diseases, 2013, 36, 249-261.

Designing Programs for Eliminating Canine Rabies from Islands: Bali, Indonesia as a Case Study. PLoS

Neglected Tropical Diseases, 2013, 7, e2372. 3.0 128

Observing micro-evolutionary processes of viral populations at multiple scales. Philosophical
Transactions of the Royal Society B: Biological Sciences, 2013, 368, 20120203.

A Bayesian Inference Framework to Reconstruct Transmission Trees Using Epidemiological and Genetic 3.9 104
Data. PLoS Computational Biology, 2012, 8, e1002768. ’

Limits to exploitation: dynamic food web models predict the impact of livestock grazing on Ethiopian
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