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The Joint Analysis of P1, P2, DH Population about Estimation of Genetic P
arameters for Qualitative-Quantitative Traits

HU Zhong-Li,ZHANG Zhi-Hong,ZHANG Y uan-Ming

College of Life Science, Wuhan University, Wuhan, 430072

Abstract The statistical mothod for Qualitative-Quantitative traits controlled by two major gene loci by using joint analysi
sof PL, P2, DH population was proposed in this paper. Twenty-two genetic models were established, which could be
classified into five types. The most suitable genetic model could be selected by using Akaike’ s Information Criterion and ¢
ould be further tested by using a set of tests of fitenss.
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