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Distinction between plant samples according to 
allele dosage by semiquantitative polymerase 
chain reaction
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AbSTrACT. The lack of informativity of samples from heterozygotic 
individuals is one of the hindrances in the mapping of quantitative 
trait loci of outbred populations, since it is not normally possible to 
identify the origin of each allele. One way to include these individuals 
in analyses would be to genotype their endosperm, considering that a 
heterozygote (Aa) has AAa or Aaa endosperm, when the female genitor 
donates the A or a allele, respectively. We used semiquantitative poly-
merase chain reaction to determine allele dosages in DNA mixtures, by 
simulating the observed conditions for endospermic tissue. Semiquan-
titative polymerase chain reaction on agarose gels, along with regres-
sion analysis, allowed differentiation of the samples according to the 
amount of DNA. This type of information will help decrease the num-
ber of non-informative individuals in quantitative trait locus mapping 
of outbred populations, thereby increasing mapping accuracy.
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