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• Ikoma lyssavirus (African civet, 

Tanzania)

• Matlo bat lyssavirus identified 

during a surveillance in bats in 

Limpopo province.

• Phala bat lyssavirus identified in 

2021 in the same area (northern 

South Africa) 

• Both viruses were sequenced (N 

and G)



• Animal rabies outbreak in the 
Harare metropolitan city (2010-
2017)

• Routine surveillance data and 
molecular analysis

• Identified specific suburbs where 
disease transmission took place

• Rabies introduced from north-
eastern Zimbabwe



• Rabies virus genome amplified from the 
sample

• Five sequences from 2008/9 outbreak 
showed sequence similarity;
• 1.2 sequence divergence with those from 

2003/4 outbreak

• Likely source of the October case is a dog 
reservoir

• 2009 case could be due to wolf-wolf 
transmission 



Tracking the rabies virus in Africa

• Some laboratories on the continent have the capacity to apply molecular 

techniques to rabies diagnosis and research:

• Identify new lyssavirus variants

• Establish sources of rabies outbreaks

• Determine spillover between domestic and wildlife hosts (dogs and jackals in southern 

Africa)

• Together with other techniques establish reservoirs status of specific animal species

• Establish transboundary nature of the disease

• Multinational control of rabies  
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