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Lower respiratory tract infections in children requiring mechanical ventilation: a multicentre
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Emergence of an early SARS-CoV-2 epidemic in the United States. Cell, 2021, 184, 4939-4952.e15. 28.9 31
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diversity gradient in brush-footed butterflies. Nature Communications, 2021, 12, 5717.

Emergence and spread of SARS-CoV-2 lineage B.1.620 with variant of concern-like mutations and
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Bayesian inference of reassortment networks reveals fitness benefits of reassortment in human
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Estimating effective population size changes from preferentially sampled genetic sequences. PLoS

Computational Biology, 2020, 16, e1007774. 3.2 14

Inferring time-dependent migration and coalescence patterns from genetic sequence and predictor
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MERS coronaviruses from camels in Africa exhibit region-dependent genetic diversity. Proceedings of
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Active Ebola Virus Replication and Heterogeneous Evolutionary Rates in EVD Survivors. Cell Reports, 6.4 37
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MERS-CoV spillover at the camel-human interface. ELife, 2018, 7, .

Phylodynamic assessment of intervention strategies for the West African Ebola virus outbreak.
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The evolution of Ebola virus: Insights from the 2013a€“2016 epidemic. Nature, 2016, 538, 193-200.
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