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ISSR PCR
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Table 1. The primers used for ISSR-PCR of Juniperus chinensis var.

sargentii

G+C NP
content(%)

Primer name Primer sequences(5'-3")

UBC-807 47 5 AGA GAG AGA GAG AGA GT
UBC-808 53 2 AGA GAG AGA GAG AGA GC
UBC-811 53 3 GAG AGA GAG AGA GAG AC
UBC-813 47 4 CTC TCT CTC TCT CTC TT
UBC-823 53 3 TCT CTC TCT CTC TCT CC
UBC-841 53 I GAG AGA GAG AGA GAG AY’C
UBC-847 53 3 CAC ACA CAC ACA CAC ARC

1. NP : number of polymorphic markers.
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Fig. 1. Distribution of Juniperus chinensis var. sargentii in the study
site. The spatial pattern of these clumps is random (Aggre-
gation index = 1.013, non-significant at 1% level). Clumps in
blocks have the same genotypes.
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Fig. 2. Correlogram for Juniperus chinensis var. sargentii using
Tanimoto genetic distance with 21 ISSR markers. The solid
line is the observed value, the horizontal straight line means
the random structure (expected value as 0.67), and the two
dotted lines indicate the upper and the lower confidence limit
at 95% level from 3,000 permutations.
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Spatial Genetic Structure and Genetic Diversity of
a Rare Endemic Juniperus chinensis var. sargentii in Mt. Halla, Korea

Choi, Hyung-Soon , Kyung-Nak Hong , Jae-Min Chung' and Won-Woo Kim
Department of Forest Genetic Resources, Korea Forest Research Institute, Suwon 441-350, Korea
"Korea National Arboretum, Pocheon-gun Kyunggi-do 487-821, Korea

ABSTRACT : Juniperus chinensis var. sargentii Henry is a short and creeping evergreen shrub which reaches
about 50 cm in height and occurs in the northeast Asia and in high mountains over the South Korea. Its
distribution is restricted, and the number of individuals are gradually decreasing. This study was conducted to
estimate spatial pattern, genetic diversity and spatial genetic structure of J. chinensis var. sargentii. A total of
131 clumps were studied in the study area (40 m x 60 m). The spatial pattern of this population was random
(Aggregation index R=1.031). In spite of the small number and the limited distribution, the level of genetic diver-
sity (Shannon's index /=0.463) was relatively high as compared with those of other plant species with similar
ecological characteristics. ISSR genotypes of all individuals were investigated to find the genetic relationship of
clumps and genets. Fifteen clumps were composed to be clones, and a total of 116 unique genotypes were
composed by separate genets. Spatial autocorrelation analysis using Tanimoto distance showed that the genetic
patch was established within 8 m. The effect of clonal reproduction on genetic structure was almost nothing.

Key words : Aggregation index, Genet, Genetic diversity, ISSR marker, Juniperus chinensis var. sargentii,
Spatial genetic structure
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