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Abstract; Statistical methods for mapping QTLs were summarized,including one marker analysis, marker regression

analysis,interval mapping (IM) . composite interval mapping (CIM), Jansen’s composite interval mapping, {lanking

marker regression analysis, multiple interval mapping { MIM) and multiple families mapping. Their advantages and

disadvantages were discussed,
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Table 1 Outline of the models fitted for Jansen's method
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Table 2 Genetic constitution and component of means of QTL underlying different flanking marker genotypes in BC,
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