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Cassava mosaic disease (CMD) and cassava brown streak disease (CBSD) constitute the most 
formidable threat to cassava (Manihot esculenta Crantz) productivity in African continent. 
Effective management of CMD and CBSD depend very much on ability to diagnose them and 
their causal viruses efficiently, accurately and timely at low cost. In sub Saharan Africa capacity 
to diagnose CMD and CBSD is limited by deficiencies in array of interrelated factors. In 2008 we 
imitated a project aimed at enhancing the capacity of National Cassava Programs in Tanzania, 
Kenya, Uganda, Malawi, Rwanda, Mozambique and Zambia to develop diagnostics tools to 
effectively implement CMD and CBSD management programs. From 2008 to 2012, cassava 
virus disease diagnostic capacity in terms of human and infrastructure has been significantly 
enhanced in the project countries. NARs scientists have been trained on various cassava 
disease diagnostics. Various molecular laboratory disease diagnostic equipments were 
procured and delivered to NARs labs. As a result of these, cassava mosaic begomoviruses and 
cassava brown streak viruses as well as their associated vector, Bemisia tabaci have been 
identified and characterized using standardized and harmonized molecular tools. Cassava 
disease prevalent and virus distribution maps have been generated by NARs scientists to inform 
sustainable disease management strategies including provision of support to cassava seed 
systems and conventional breeding programs.  


