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Abstract Methodology o linkage analysis by means of QTL variance using maximum likelihood based on the framework
o arandom QTL effect model was present in the paper. The effects of putative QTL were treated as random effect in
the model. The factors of irfluencing QTL mapping (e.g. QTL effect and heritability) were simulated in our study too.
The results showed that random QTL model have a good behavior for QTL mapping, and have a higher statistical pow-
er. The estimated QTL parameters are close to the expected values with reasonable standard errors in our study. In
addition, the accuracy of QTL mapping depended on the effect of putative quantitative trait loci and the value o heri-
tability. With the increase of QTL effect and heritability , the accuracy of QTL mapping improved slightly. When the heri-
tability and QTL effect were 0. 5 respectively, the power attained maximum (88 %) .
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