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The major goal for cassava breeding is the genetic enhancement that aims at increasing 
cassava productivity through the use of broad-based improved germplasm that combines 
multiple disease resistance ability with high yield and other desirable traits3 varieties of cassava 
with pro vitamin A. There is the need to introduce yellow root genotypes that would be suitable 
for boil and eat and with mealy attributes. In the past in Ghana there were a large number of 
yellow root cassava that would pound and was used for a major food form in Ghana ‘fufu’ where 
the yellow colour would replace the use of limited amount of plantains for preparing ‘fufu’. The 
landraces of yellow root in Ghana and yellow root being bred in IITA genotypes will be assessed 
for the diversity that exist from the collection a search for the unique genes that control the 
proViatim A levels and unique genes in the yellow poundable genotypes. Results from this 
genome wide screening study will form the basis for a planned controlled breeding scheme with 
pairwise crosses for some genotypes, selfing for some of the genotypes to be used to develop a 
hybridisation that would allow the tapping of heterosis. The last set of breeding will be the use of 
some of the genotypes to backcross some advanced bred materials without the poundability 
trait to improve it using the selection from the study. Information on possible markers 
responsible for the provitamin A will be identified and used to validate markers that would be 
useful for marker assisted selection for screening large breeding populations for pVAC traits at 
the various breeding cycle.  The population to be used for the genome wide screening will be 
Ghanaian gene pool of yellow roots, yellow roots from IITA, yellow root seeds from CIAT and 
some white roots cassava making a total of 120 genotypes. 

This study will allow other cassava breeders from other institutes in Ghana also utilise the 
genomic facility available to enhance cassava breeding. 
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