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24 of these were obtained from rodents (3.6%) with the
remaining 652 samples obtained from humans.

No suitable assays were identified in the literature review.

Current species independent assays are limited to detecting acute
infection. Those that can detect seroprevalence were identified to
be effective in rodent and primate species only.

*Orders included: Primates, Rodents and Bats.
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LIPS development workflow. This
documents the bioinformatic approach
taken to obtain a consensus sequence
for the nucleoprotein of LASV to design

We have identified a suitable assay to describe the
seroprevalence of Lassa mammarenavirus in rodents and
peridomestic animals in West Africa. The antigenic target is
derived from publicly available viral sequences across the LASV

endemic zone and across time. We have used established
bioinformatic techniques to guide epitope selection.
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