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Genetic relationship of Gardenia j asminoi des among plantations revealed by ISSR
LEILi*®, WANG Yi', ZHAO A-man' , ZHU Pei-lin’ , ZHOU Shi-liang'
(1 State Key Laboratory of Systematic and Evolutionary Botany , Institute of Botany , Chinese Academy of Sciences,
Beijing 100093, China; 2 Jiangxi Academy of Forestry Sciences, Nanchang 330032, China;
3 Graduate School , Chinese Academy of Sciences, Beijing 100039, China)

Abgtract : Objective To evaluate the genetic differences and mutual relationship of Gardenia jasmi-
noi des at DNA level among Zhangshu, Fengcheng, and Xingan GA P plantationsin Jiangxi Province, s as
to provide referencefor G jasminoides breeding Methods Genetic variations were revealed by inter-sm-
ple sequence repeats (ISSR) markers Results Ten ISSR primers generated 58 loci of which 32 loci were
polymorphic The average percentage of polymorphic bands ( PPB) is55 17 % The range of Né' s genetic
diversity is 0. 005 —0 167, and the range of Shannon informationindex ( ) is 0 008 —0. 254 The varia
tions within populations account for 75 12 % and among them for 24 88 % of the total. The NJ dendro-
gram showed two basic clusters One cond stsof the samplesfrom Zhangshu, and the other mainly condsts
of the samplesfrom Xingan and Fengcheng with very few samplesfrom Zhangshu Conclusion Zhangshu
population has the highest genetic diverdty, while Fengcheng has the lowest genetic diversty, posshbly
because of very few samples assayed The samplesfrom the same population are more smilar than those
from different populations, indicating that ISSR makers have the power to trace the origin of samples The
geographical distance between Fengcheng and Xingan is farther but the genetic distance between themis
shorter. Thisis quite possbly because of inter-introduction between them, and some exceptions of a few
samplesfrom Zhangshu clustered with samples from Fengcheng might be because of parallel mutations
which are common below specific level.

Key words: Gardenia jasminoide Ells; inter-9mple sequence repeats (ISSR) ; geoherbalism genetic diverdty
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