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01 02 03 o 05 06 07 08 09 10 1 12 13
o1 0.6964 0.6429 0.6786 0. 6607 0.6786 0. 6786 0.6071 0.5536 0.6429 0.6429 0.6250  0.5714
2  0.3618 0.7679 0.7679 0.7143 0. 6964 0. 6964 0.6250 0.6429 0.7321 0. 6964 0.678  0.6250
03 0.4418 0.2642 0.9286 0.7679 0.7500 0. 6786 0.6786 0.6250 0.7500 0.8214 0.7321  0.7143
04 0.3878 0.2642 0.0741 0.7679 0.7500 0. 6429 0.7143 0.6607 0.7500 0.7857 0.7321  0.7143
05 04144 0.3365 0.2642 0.2642 0.7321 0. 8393 0.8750 0.6786 0.6250 0.7321 0.8929  0.7679
06 0.3878 0.3618 0.2877 0.2877 0.3118 0. 6071 0.6429 0.5893 0.6429 0.7500 0.6064  0.7500
07  0.3878 0.3618 0.3878 0.4418 0.1752 0.4990 0.8214 0.7321 0.6429 0.6786 0.8036  0.6429
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3 ,
CTAB . .
DNA. ISSR-PCR . ISSR , ,
X . 85. 7% 0.5536 ~
ISSR-PCR 0. 9286. Hmarick
ISSR-PCR ., 100 tel, 64.7%.
10 . .
10 % .48 .
. 4.8 . ,
85.7%, 300 ~1 600 bp.
" CA case scores
- - :
4 13 UPGM A 5 13
Nei : 05¢ ISSR
) 12( ) , , ,
;o 09( ) 10¢ ) (-
NTSYS-pe MVSP 32 . .
13 Nei L 05¢( .
). 07( ). 08( 12 .
; 11¢ ) 13( ) , ;02 .
( )03 ( )04 ( ) . .
;01 ( .06 ( .09 ( ) 10¢ . .

9

169



’ ) b7 & 7 20001 166~ 170

DNA , , 52006, 33(3); 31-33.
, ,ISSR [4 , . . . 2002(5); 33.
[1 . , .
° [J. 2004 20(H: 1-4
RFLP.RAPD.STS.SSR JSSR gy . L -
N »  AFLP »2002(1 D; 17.
, ISSR N . [9 . (1. ,
195(2); 1-6.
’ ‘ S T .
L, 1992(5). 25-27.
’ ’ [ 11] , . DNA [Jy. , 199
, ISSR 19(4); 14-17.
13 [12 , . » . RAPD
[J. , 2002, 36( 1); 63-66.
’ [ 13] , , . . SCAR (7. .
’ 2007, 43(10): 150 153.
, [ 14 , . .
[J- , 2007 43(C1D); 37-42.
[ 15 . DNA [J. , 198
[1 , . (M. . , 40(3), 23-227.
2002; 246-248. [ 16] Harmrick J I Godt W j W. Aliozyme diversity in phnt spedes| M] .
[2] . [M]. . L 1987. Plant population genetics Breeding and Genetic Resources. Sunderlnd: Si-
[3) . [J] .2002(1): 29. nauer; 1990; 43-46.
[4] , R , . (7. [ 171 Nybom H . Comparison of different nuckar DNA markers for estima-
,2003, 18(2); 191-194. ting intraspecific genetic diversity in plants[ J] . M olecular Ecology, 2004 13
[5] , s .. (1. 1143-1155.

ISSR Analysis of Genetic Diversity of Main Germplasm Resources of
Nandina domestica in Hunan Province

TANG Li
(School of Resources and Environments Central South University of Forestry and Technology, Changsha, Hunan 410004, China)

Abstract; Nandina domestica is the noble evenrgreen shrub tree distributed widely in China, and characterized by the in-
tegration of afforesting, beautifying and perfuming. The improved ISSR-PCR reaction system was established for the ge-
netic diversity analysis of 13 populations of Nandina domestica in Hunan Province, and 10 primers with the good repeti-
tion, special bands and distinct polymorphism were selected from 100 random ISSR primers. Each selected primer aver-
agely yielded 4.8 polymorphic bands (85.7 polymorphism) varying from 300 bp to 1 600 bp in length. The analytical re-
sult of geretic distance and genetic identity showed that the genetic distance between Shaodong and Yizhang was the
least, and that between Zhangjiajie and Hengshan was the maximal. The analytical result of genetic distance, clustering
and PCOA on 13 populations of Nandina domestica showed that populations of Shaodong, Qiyang Shaoshan and
Yizhang were clustered into a class, Rushong and Xinhua as a class, Baijia, Yueyang and Huanghua as a class, howev-
er, the other four populations including Hongjiang, Taojiang, Zhangjiajie and Hengshan were divided into four independ-
ent classes for the far homology with each other.
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