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 A molecular epidemiology study of Begomoviruses involved in Cassava Mosaic Disease (CMD) 
was conducted around Yangambi in North-Eastern DR Congo. Incidence and disease severity 
were systematically evaluated and compared to results from targeted PCR and sequences 
obtained from cassava, as well as legumes and whiteflies collected in the visited fields. The 
results showed that CMD-associated viruses are widely distributed throughout the investigated 
area. Dual infections were common (66%) in which both ACMV and EACMV species were 
present. EACMV-UG was predominant in highly infested fields. Sequence analysis showed a 
rather distribution related to the type of environment in which cassava is grown. The virus 
isolates were related to the principal ecosystems: moderate severity isolates were found close to 
the humid forest in which agricultural activity is not intensive and the severe isolates are limited 
to the secondary forest, in which the cassava is grown more intensively. EACMV isolates are 
randomly spread through each of the main agro-ecologies. Two virus species were frequently 
found in whiteflies (59%). The various whitefly biotopes and the season-long presence of 
cassava make it a region of special interest for studying the spread and development of CMD. 
Therefore, knowing the constant evolutionary process of begomoviruses, our study focused on 
the potential contribution of forest plants species to the emergence of different viruses: ACMV 
and EACMV were detected in two leguminous Fabaceae species (Centrosema pubescens and 
Pueraria javanica). The wide presence of EACMV-UG and the high incidence and severity of 
CMD demonstrate that this part of DRCongo continues to be affected by the CMD pandemic. 


