Tracking Antiviral Responses Following Infection With Lassa Fever Virus
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Lassa fever is severe hemorrhagic fever caused by  We used Agilent microarrays to examine the gene From this analysis we have identified a set of genes may provide a reliable indicator of
the Lassa virus. It is estimated that Lassa virus  expression levels in peripheral blood mononuclear cells whose expression profiles in blood cells appear to be
infects more than 300,000 people per year in  (PBMCs) extracted from non-human primates at specific to Lassa infection.

Western Africa and that it causes more than  different stages of infection.

Lassa virus infection.
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