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Cassava is plagued by two important viral diseases one of which is the cassava mosaic disease 
(CMD) caused by a group of begemoviruses. CMD is transmitted by whitefly, Bemisia tabaci. 
Yield loss due to this disease can range from close to zero to near 100%. Two genes CMD1, of 
a polygenic nature and CMD2, a dominant kind, have been identified and mapped on the 
cassava genome. In order to ensure stability of resistance, there is need to identify more 
resistance genes to enable pyramiding through the aid of molecular markers. Two new sources 
of resistance namely TMS 97/2205 and TMS 96/1089A were used to generate 2 bi-parental 
mapping populations segregating for CMD resistance with TMS 30555 as a susceptible parent. 
The populations (304 from 97/2205 and 141 from 96/1089A) have been phenotyped on a scale 
of 1 to 5 and segregation resulted in the distribution of the genotypes in all the five phenotypic 
classes indicating the suitability of the cross for genetic analysis of CMD resistance. The 
proportion of resistant genotypes in the population was 65% with a chi square goodness of fit 
test that supports a 3:1 segregation ratio for resistant vs. tolerant/susceptible phenotypes. 
Screening of the 3 parental clones with SNP (KASPar) markers resulted in the identification of 
at least 900 polymorphic markers for each of the populations. These are now being used to 
genotype the entire populations for identification of QTLs that would prove useful for marker-
assisted pyramiding and selection of resistant cassava varieties. 


