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Zika virus (ZIKV) is an emerging arbovirus mainly transmitted among humans by Aedes aegypti mosquitoes. ZIKV was a neglected tropical pathogen until it emerged in French Polynesia in 2013 and subsequently spread across the Pacific islands and Latin America, causing large human outbreaks associated with birth defects and neurological disorders. Phylogenetic analyses show that ZIKV consists of an African lineage and an Asian lineage, but to date human outbreaks have exclusively been associated with strains from the Asian lineage. Surprisingly, a growing body of evidence points towards higher transmissibility and virulence of ZIKV strains from the African lineage relative to the Asian lineage. Whether this apparent paradox may result from differences in the year of isolation and passage history of the ZIKV strains used in most laboratory studies is unclear. Here, we experimentally compared the virulence and transmissibility of six low-passage ZIKV strains representing the recently circulating viral genetic diversity. We found that an African ZIKV strain isolated in 2015 was significantly more virulent than its Asian counterparts in a mouse model of ZIKV infection. In addition, this African strain largely outperformed the other strains in mosquito transmission kinetics assays. Outbreak simulations in silico using the in vivo empirical data are currently ongoing to predict whether this African ZIKV strain will be more likely to cause a large human epidemic than the Asian strains. 
Taken together, our results demonstrate the high epidemic potential of a recent ZIKV strain from Africa and highlight the threat it may represent for public health.
