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            Abstract
The 2013–2016 epidemic of Ebola virus disease in West Africa was of unprecedented magnitude and changed our perspective on this lethal but sporadically emerging virus. This outbreak also marked the beginning of large-scale real-time molecular epidemiology. Here, we show how evolutionary analyses of Ebola virus genome sequences provided key insights into virus origins, evolution and spread during the epidemic. We provide basic scientists, epidemiologists, medical practitioners and other outbreak responders with an enhanced understanding of the utility and limitations of pathogen genomic sequencing. This will be crucially important in our attempts to track and control future infectious disease outbreaks.
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                    Figure 1: Evolution of EBOV during the 2013–2016 outbreak showing the extent and location of virus sampling.


Figure 2: Evolutionary rates of EBOV compared to those of other RNA viruses.


Figure 3: Examples of violations of the Ebola virus molecular clock.


Figure 4: Illustration of different measures of genomic variation.
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        Editorial Summary
Molecular epidemiology of the Ebola outbreak
Large and deep datasets of genetic sequencing information for Ebola virus were generated during the 2013–2015 epidemic in West Africa. The outbreak marked a milestone in the use of large-scale molecular epidemiology as a tool to inform disease management. In this Review, Kristian Andersen and colleagues discuss how analyses of genome sequences provided insights into virus origins, evolution and spread during the epidemic.
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