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Peste des petits ruminants [pest da pa-te’ ru-me-nah’]

rom the French for “plague of the small, hooved
mammals,” peste des petits ruminants (PPR) is a
severe (mortality rate may be >90%), highly conta-
gious disease of sheep and goats. PPR was first de-
scribed in Cote d’Ivoire in 1942 and soon discovered
in other countries in West Africa. In more recent de-
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