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Table 1 The origins of Pinus tinanensis
( ) ( )
A 11X 18 ¢ ) p 31% « X )
B 1718 ( ) 0 3218 X )
D 1732 ( ) Y 41X 126 (X )
K 15X 126 ¢ X ) 7 43% « X )
M 27X 32 ( ) e 36X 36 ( X )
. 200206 12; . 2002-09-26
(30100115); (300255)

(1975 )



24 2003 3

1.2 DNA
Nelson " . . 800 ML (100 mmol °L. ' Tris -
HCL pH 8 0, 50 mmol °L "EDTA pH 8.0, 500 mmol °L. 'NaCI, 2%SDS, 1%2- ),
L SmL Empdof . 65°C  1h /3 KAc (5molL ), 2h.
: (25 24 °1), 2 . 1710 NaAc 3 mol L ', pH 5.2) 2.5
, —10°C  2h. 5 min, 70% 2 . 200 “L TE
. —207C
1.3 DNA 2
DNA PCR (Hybald PCR express Table 2 The names, sequences and locus numbers amplified of 17 primers
thermal cycler) . 20 *L PCR : 5 (5'=3)
~10ng  DNA, 0.75mol°L ' (10 & o — . )
bp), dATP, dTTP, dCTP, dGTP 250 Pmol ©  s47 TIGGCACGGG 2 1
L' 20010 (100 mmol °L " 5% CACCGTATCC ! X
- L1 ST AGATGCAGCC 7 2
KCL, 80 mmol °L. ~ (NH4 2S04, 100 mmol °L 83 ACAGCCTGCT 6 3
Tris-HCI pH 9. 0 NP-40), 2 5m nol°L 'MgCh, s7su27° GGTGACGCAB 7 I
15U Tag DNA .94 °C S83-S1427 * GAGCCCTCCA 6 1
' .aq 5 ‘ . ’ .. SI34S1427* TCCTGCAGGT 11 1
6 min; 94 C 40s, 38 C 40s, 2 C SU6S1427” ACCTTTGCGG 8 1
2 min, 35 ;s 2 C 7 min., S248-S1427" GGCGAAGGTT 13 1
06 ( $249-S147 " CCACATCCGT 11 2
$22-S190 TCCCGACCTG (S22) 14 10
) Sangon o ACCGTTCCAG (S190)
14 S48-5246 GIGTGCCCCA (S48) 8 3
ACCTTTGCGG (S246)
(D8hannon 2 M= 2 PidnPis o ors CAGCACCCAC (833 10 2
Pi i O i ) GTCAGTGCGG (S259)
S21-S1425 CAGGCCCTTC (2D 13 2
. @Shannon . H=H.,/N, N CTNGILECE (S145)
. Q@ n ,  S4S145 GTCGCCGTCA (S43) 16 2
. HW: 1/ (an ), CTTGGCACGA (S1459)
$26-S1440 GGTCCCTGAC (S26) 10 1
1.5 ACGGAAGTGG (S1440)
2 Nei'"! 158
S) (D) 23 22
*S1407 GTGGCCGATG
Sy,=2N, (N.,+N,), D,
=1—2N,/ (N,FN,) N, 2 . N, N, x y
3
+ N
2 élj % ’k:j éj ﬁ Table 3 Phenotypic diversity revealed by 17 RAPD
2 1 RAPD primers in P. taiwanensis
17 H, H H, H
A 6646 Q0049 || P 2705 00175
o 2. 200 ~3 B 6755 Q027 || 0 1691 00102
000 bp , 93 . 17 D 67512 00£7 || Y 2879 00183
10 60 PCR , RAPD K 7968 00%4 ||z 3M@55 00191
158 13 M 40065 00254 e 2825 00181
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Analysis of the genetic diversity of Pinus taiwanensis populations

TANG Juan-juan's FAN Yi-rong’s ZHU Mu-yuan'
(1. Faculty of Life Science, Zhejiang Univemity, Hangzhou 310012 Zhejiang, China; 2. Faculty of Landscape
Architecture and Art  Zhejiang Forestry College, Lin'an 311300, Zhejiang, China)

Abstract: The genetic diversity of 10 Pinus taiwanensis families are analyzed by RAPD molecular markers. 17
primers and 38 polymorphic loci are screened from 206 random oligonucleotide primers. The mean Shannon Wevieis
diversity index is 4. 525 1, which ranges within 0. 010 2 ~ 0. 050 4. The genetic diversity level of the family
Yuyao X Wenshi) is the highest and its Shannon Wevieis index is 7. 965 8. Geretic distance is calculated
according to 38 polymorphic loci and clustering analysis is carried out. 10 clustering families can be divided into 3
groups at the point of the genetic distance 0. 42.

Key words: Pinus taiwanensis; random amplified polymorphic DNA (RAPD); genetic diversity; clustering

analysis



