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Abstract

Both restriction fragment length polymorphism (RFLP) and, using a pooled
DNA approach, amplified fragment length polymorphism (AFLP) analyses were
employed to map a new source of resistance to powdery mildew (Erysiphe polygoni) in
mungbean (Vigna radiata). A RFLP linkage map was reconstructed with 98 probes
across the 13 linkage groups of the current map using an F, mapping population
derived from the cross between a moderately resistant breeding line (VC1210A) and a
susceptible wild relative of mungbean (V. radiata var. sublobata accession TC1966).
The disease score of the F, population showed continuous distribution and was treated
as quantitative trait. QTL analysis base on the linkage map showed only marker that
associated with resistance to powdery mildew. However, the direction of gene action
and extent of genetic variation explained by the QTL does not completely explain the
variation of the F, population. Consequently, using DNA pooled separately from the
resistant and susceptible F, plants 100 AFLP primer combinations were tested for
polymorphism associated with resistance. Out of more than 5700 bands 4 were
associated with the resistance. The new RFLP loci detected by two cloned probes from
the AFLP bands associated with resistance constitute a new linkage group. A major
resistance QTL was found on a new linkage group that accounted for 64.9% of the total
variation for plant reaction to powdery mildew. The resistant parent allele enhances
powdery mildew resistance with partially dominant effect. One of the probes developed

In this study has potential to assist in breeding for powdery mildew resistance in
mungbean.
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