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Abstract [ Objective ] The genetic relationship of 11 Paulownia fotunei individuals was detected by ISSR analysis. [ Method ]10 P. fortunei indi-
viduals of different provenances and Liishu clones tissue culture seedlings were analyzed by ISSR. [ Result |22 paris of effective primers were
screened and 112 bands were amplified ,including 67 polymorphic bands with a polymorphism ratio of 59.82% . All these individuals could be di-
vided into six groups when genetic distance was 0.280 by ISSR cluster analysis. The first group was consisted of Jiangxi and Fujian provenances
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individuals. The second group was consisted of Liishu clone ,Hunan, Hubei,Henan and Zhejiang provenances individuals. The third group was con-
sisted of Jiangsu provenances individual. The fourth group was consisted of Hebei provenances individual. The fifth group was consisted of Guangxi
provenances individual ,and the sixth group was consisted of Guangdong provenances individual. [ Conclusion] These screened primers could ef-
fectively distinguish different provenances,and identify Liishu clones accurately ,which provide a molecular assisted breeding method for P. fortu-

nei’ s breeding and it is helpful for authentication and protection of intellectual property of Liishu clones.
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Fig.2 Tree diagram on ISSR genetic relationship of 11 P. fortu-
nei individuals( UPGMA )
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