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Background

Wildlife may harbor infectious pathogens that are of zoonotic concern acting as a reservoir of diseases transmissible to humans and domestic animals. This is due to human-
wildlife conflicts that have become more frequent and severe over recent decades, competition for the available natural habitats and resources leading to increased human
encroachment on previously wild and uninhabited areas.

ODbjectives Results

1. To establish the status and prevalence of haemo-pathogens in Non-human
primates in Zambia

2. To characterize and assess the risk of Human/wildlife conflict regarding
disease transmission

Table 2: The prevalence of zoonotic haemo-pathogens In
non-human primates in Zambia

Parasite species Primate species
Baboon (n=44) Vervet monkey (n=44)
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Table 3. Sequence and BLAST result of PCR-positive samples
ﬁgglﬂl Ecosystem Zé)lono.s.es' .E“OIOQIC Sample ID Host  TOP hitAccessionno. Size
Health -aSS|f|Cat|On ample 0S (blastn) omoiogy (bp)
*Viral
*Bacterial 15 Baboon JF949789 99% Rickettsia africae 426
*Parasitic

*Mycotic 16 Vervet JF949789 09% Rickettsia africae 426

Methods +Prion
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Sampling/ culling was done under the permission from
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Accession numbers are indicated.
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