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Analysis of the Taxonomical Position of Pinus tabulaeformis. f. Shekannesis
Based on RAPD Markers and Morphological Traits

XIE Qing' LIU Zhi-hong' LI Zhou~qi' YUAN Zhong-in® WANG Zhong-u’
(1. College of Forestry Northwest A&F University Shaanxi 712100 China;
2. Forestry Bureau of Qianshan Scenic Area Liaoning 114045 China)

Abstract: In this study the taxonomical position of Pinus tabulaeformis f. Shekannesis Yao et Hsu was estimated on
the basis of morphological characters and RAPD data. For RAPD analysis 20 random primers were selected and
176 bands within 172 polymorphic bands and a polymorphism rate of 97. 73% were obtained. Twenty four mor—
phological characters data were also recorded. The RAPD and morphological characters data were then respectively
analyzed with an unweighted pair—group method using an arithmetic average ( UPGMA) . The results based on differ—
ent data are similar and it indicates that the Pinus tabulaeformis f. Shekannesis Yao et Hsii has not yet reached a vari—

ant or relatives of Pinus tabulaeformis.

Key words: Pinus tabulaeformis f. Shekannesis Yao et Hsii; RAPD; morphological traits; taxonomical position

( Pinus tabulaeformis f. Shekannesis Yao et “
Hsii) ( Pinaceae) . ( Pinus) ” o
337.3 hm’,
1 20124109
: “ " (30972382)
(1983—)
* : (1962—) . E-mail: Lzhouqi@ yahoo. com. cn.



152 26

SN 2 ’ o 30 ( 50 )
( Pinus tabulaeformis f. Shek— . N 30 (
annesis Yao et Hsii) b 50 ) 2
60 ~— 80
2 € DNA " DNA
» K DIEINK e RAPD o
( ) ? PCR PTC200 PCR ( MJ Re-
o search ) o 25 pL (10 x
o Buffer( 10 mmol * L~" Tris-HCl pHS. 3; 50 mmol *
o L™'KCl) 2.5 pL. 25 mmol « L™'  MgCl, 2.5 L
10 mmol * L™" dNTP( TaKaRa ) 0.5 uL Taq
> ( MBI )2.0U 40 ng 5 pmol « L7
( )1.0 pL
> > 25 pLo
i 194 °C 3 min ; 94 °C
20 s;38°C 1 min ;72 C 1 min 40
v : 72 C 7 min.
2 50  RAPD
° 6 1 DNA 6
° DNA N
RAPD . DNA
. 10 pL. - 1.5%( )
1 x TBE 1.5 h
° DNA Marker DL2000
1 o
1.2.2 AR MK % 6
1.1
N N 2 ~ o ~ ~ ‘\ \
< I \
)
( Do . .
50 2 )
0m . ) ) )
) . . . .
P. tabulaeformis. f. Shekannesis Yao et Hsii 50 ' A X / A /
P. henryi Mast. 50 > / > / > /
P. massoniana Lamb. 50 . / . / .
P. tabulaeformis Carr, 50 / . / / 24
P. tabulagformis Carr. var. umbraculif- ) ( 2 30 .
era Liou et Wang 1.2.3 #3E%it 545  RAPD
P. tabulaeformis var. mukdensis Uyeki 50 RAPD (n (0) Nei
1.2 F =2NXY/

1.2.1 DNA 4R 7 % % RAPD R & 425 ( NX + NY) NXY X Y RAPD



2 © RAPD 153
2 3 RAPD

(5°-3") 1%
ST GTAGACCCGT 1 1 100
/ / SI9 ACCCCCGAAG 8 8 100
$29 GGCTAACGCC 6 6 100

$36  AGCCAGCGAA 1 10 90.91
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