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Advance in M ethodology for QTL Analysis of Plant

ZHOU M ing-Quan, ZHAN G Zhi-Hong, HU ZhongLi™

(College o L if e Sciences, W uhan U niversity, W uhan 430072, China)

Abstract: The paper presented here have introduced the principles and charac-
teristics of several QTL (Quantitative trait locus) analysis methods in plant,
including the singlemarker Q TL analysis, the interval mapping and the com-
posite interval mapping The singlemarker Q TL analysis is based on the sub-
groups of marker genotypes to do the significance analysis of average values
and the one-w ay analysisof variance T he intervalmapping isused to estinate
the probability of having Q TL at any position in the interval betw een any two
adjacent markers The composite interval mapping has been developed on the
basis of the interval mapping w ith use of multiple regression model in thema-
ximum likelihood estimate, and thus may give high accuracy and power in
mapping QTL s due to the control over large number of background genetic
variation in studying population Egecially inmapping Q TL sw ith epistatic ef-
fects and QE interaction, some extensivew ays of the composite interval map-
ping can produce more reliable results
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