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Genetic D iver sity of D ifferent Torreya grandis Populationsby AFL P

M IN Hui', CHENG Shiming’, KANG Zhi-xiong’, HUANG Jian-gin'
(1 The Key L aboratory of Forest Cultivation of Zhejiang Forestry University, Lin’ an 311300, Zhejiang, Ching
2 Forestry Institute of Zhejiang Province, Hangzhou 310023, Zhejiang, Ching
3 Forestry Deparment of Zhejiang Province, Hangzhou 310020, Zhejiang, China)

Abstract: Amplified fragnent length polymomhisn (AA.P) was used o analyze the genetic diversity of 92 Torreya
grandis fram 6 different populations Total of 364 loci of the T grandis genome were exanined for molecular
variation and 63 loci were polymomphic Analysis of variance showved that variance canponents anong populations
was not obvious the percentage of variance components was 11 14% among populations and 88 86% within
populations The percentage of polymomphic loci (P) ranging from 79 73% - 98 41%, Shaoxing > Dongbaihu >
Panan > Zhongjialing > Shengzhou > Huangshan, the number of alleles(A) ranging fram 1 793 9 - 1 984 1, the
effective number of alleles(A, ) ranging fram 1 541 6 - 1 675 9, Shannon infomation index (1) ranging fran Q 454 8 -

Q0 547 1 Asfor T. grandis, the genetic differentiation coefficient anong 6 populations (G,)wasQ 113 6 Genetic
identitieswithin 6 populations(H,) were Q 351 2 The gene flov anong 6 populations(N,, ) was 3 899 7. The
average genetic identitywasQ 917 4 and the average genetic distancewasQ 079 7. The 6 populationswere divided
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according o the UPGVIA cluster analysis
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