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Introduction 
Cassava mosaic disease (CMD) is a ver-y important disease 
often causing total yield loss in farmers ' f ields. Molecular 
tools are being incorporated in many cassava breeding 
systems to enhance conventional breed ing for resistanee to 
CMD. Simple sequenee repeats (SSR), preferred for eo­
dominanee, eaSe of applieation and cost effeetiveness were 
used in Uganda to analyse local and introdueed progenitors, 
and their progenies for resistance to CMD. 
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Materials and Methods 

Parental lines included susceptible Uga 
(Bamunanika, Bao , Nyaraboke , Kakwale), 
released CMD resistant varíet ies Na 
(recessive); TME5, TMEI4 (dominant) an 
(tolerant). Nine half-sib famílies, obtaine 
mating design were assessed for reaetion 
severity seale af I(no symptoms) to 5 (se 
(Plate 1). Parents were sereened with a to 
SSR, 2 SCAR) markers for polymorphism 
resistance to CMD (Mba et al. , 2001). 
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polymorphic markers were advaneed to ana Iyse the ent ire 
F¡ population (Fig. 1). 
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Results and di.eussion 
j 'High frequeney(887.) of alleles assoeiated with resistanee to 

CMD (Table 1) highlights possib ilit ies of using MAS to 
eharaeterise the population for response to CMD. 
'Six markers, SSRY 20, SSRY45, SSRY284, SSRYI75, NS40 
and NS7I7 identified usíng BSA ean be advaneed to map the 
loci conferring resistanee to CMD in this population. 

--------------

QS5ocioted wifh ruistancc (arrow) 
1: Elcctrophuogratn ShowJng thru prímus 

co-Iood&d in orle copiltary f rogn'lMt onolysis 

TatM 1: SIJInInGry 01 e voluation 01 9 progcnitorf wit h 4 markers 4S5ociated with CIHOZ (R: GtI~e 
QSsociotc.d with CMb ruistana, S: othCf" olldu. NA: No amplif icat /on) 

..... _ ... ""' ..... .- NI",. NI'" RME-' RME·I 

1 
_ ... 

S"'uptible R A A NA 

A R A A 
Z KDkwoI. Susceptible , ............. Susu &tlbk A A A NA 

• Bao &.cqrtlbl. R R A A 

• TME I4 ' MOl 
A A A A 

6 TME ' ' MOl 
A A A NA 

7 NASE 10 ,*01 A A A • 
8 NASE l Z ,*01 A A A A 

9 ~SE"()()()J6 """'- S S S NA 

10 NOAZ Toluanf S S 5 S 

11 TME' CMOZ A • A A 

{:~'~ I 
''''''' 

~ SUSc~ptibl 

"' .. f--

Rec:e5sive { 
"-"', 

Resistance ""'" -

"'" 
Dom;,,.nt { "'" t--resistanc~ 

"'" 
{ _40 

Tol~ront NCA .. .~ 
, 

.h , , u 
"""-

.. PJg. 2 : UP6MA of EUC/ldUM dll1'GnUS of genetlc slmllorlty In 9 Ugandon pr09Cfll tOl"S Qnd two 
confr.OUiM.s 

Conclusion ond way forward 
Putative SSRs associated with CMD resistanee loei were 
identified . These will be used in linkage analysis and mapping 
Qn(s) eonditioning resistance to CMD in the segregating 
o ulation. 
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