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Abstract : The plant height is a impact factor of soybean yield,so mapping the plant height trait loci in the genetic map has
important theoretical and applied values. One hundred and fifty- four individuals of F, population derived from a cross be-
tween Suinong 14 and Suinong 20 were used in this experiment. Both plant height and SSR data were investigated for map-
ping plant height QTLs. A genetic linkage map was constructed with 65 SSR loci screened with two parents and analyzed a-
mong 154 individuals of the population. Two plant height QTLs,named as Plht-1,PIht-2 in the G linkage group were identi-

fied.
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