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Abstract Genetic diversity of Apooynun venetun was suudied by the mehod of randan anp lified polyn orph it DNA
(RAPD) i this paper Outof9 w il populatbns from 8 provinces of China 157 bands were produced with 17 rmndan
priners and 108 of them were polym oiphic At species leve] its polymorhic bci percentage Nei s genetic d versity
index and Shannon’ s mm atbn ndex were 68. 7%, 0. 2296 and 0. 339 0 respectively The total gene d ifferen tiation
(Gst) ofA. wvenetum was 0. 8841 Ths indicated that 88 41% of genetic varition resided anong popuhtions and ge-
netic variaton among populations w asm uch h igher than thatw ithin popuhtons Results fran genetic d stances and clus-
ter analys s showed that relationsh ps an ong populations was not comp ktely correlated with their geograph ald stances
According © the current genetic d versity s tuaton ofA. venetwun, protection of natural population was suggested to be
streng hened

K ey words A pocynum venewm, w ild populaton genetic d wersity RA PD

(Apocynun venetun L. nn) (Ap ocynaceae ) (Apocynum L)
: 10 ( n'
[2] [3]
. 2005
: 2008-03-12
B 7 (2004BA502B10) (BG2006318)

s N s : . E-mail lchangne®@ njpu edu cn



RAPD

RAPD (R andan Amplified Polym orphic DNA )

el RAPD 8 9
1 MEE T
1.1
19
2005 Tablk 1 Localities and san ple sizes of 9 populations of
A. venetun used in this study
’ 1 XJA 5
1 km 2 XJK 5
3 NM 5
’ 4 GS 5
. 5 NX 5
1.2 6 X 5
1.2.1 % DNA 354 7 HN >
30 8 B 5
mg ] ’ 9 L 5
Q iagen DNA'" DNA
0. % EB ( ) ,
1.2.2 3l4ia e 5 PCR ¥ 3%
, 80 AO01~ A20Q BO1
~ B20, CO1~ C2Q D01~ D20. PCR Taq dANTP
PTC- 200 ( BI0O- RAD ) . 9 DNA ,
RAPD . PCR : 2511, MeC b2. Smmol/L,
AINTP 5 pmo] DNA 30ng Tagq 1.50U, 10 pnol
: 94C 4mn 94 C 45 5 36C 305 72C Imn 42
72°C 7mn, 4C . PCR 1. %% s (UVP GDS
- 8000) .
1.2.3 R IR% 5 47
9 , DNA ,
, ( ) L Q Popgen32
9 Nel s (H) Shannon’ s (D Gst Nm
; NTSYS- PC (version 2. 10 e) , UPGM A
o 9 2
2SR5
2.1
80 10bp 17 , 9
RAPD s ( 2), 157 s 4~ 13
, 9.24 DNA 200~ 2000 bp 49 ( 31.21% ) 9
, 108 , PPB 68 7% .
Popgen32 9 PPB Nei s (H) Shannon’ s
(D ( 3): PPB  10.00% ~ 15. 78% ; Nel s Shannon’ s
0.1 ) ,



) 31 4 (2008 )
( ),
2 17
Table 2 Sequences and am plifica tions of 17 effective random prin ers
(5 —3%) (5 —3)
A02 TGCCGAGCTG 7 C06 GAACGGACTC 8
A09 GGGTAACGCC 11 C09 CTCACCGTCC 13
Al4 TCTGTGCTGG 8 C10 TGTCITGG GTG 8
Al7 GACCGCTTGT 9 Cl15 GACGGATCAG 9
BO1 GTTTCGCTCC 9 D16 AGGGCGTAAG 13
B02 TGATCCCTGG 4 D18 GAGAGCCAAC 11
B03 CATCCCCCTG 9 D20 ACCCGGTCAC 8
BO5 TG CG CCCTTC 9 B11 GTAGACCCGT 13
B08 GTCCACACGG 8 ( ) 157
3
Table3 Genetic diversity of different popuhtions ofA. venetun
Nei s Shannon’ s
XA 114 18 15.78 0. 040 1 0. 0547
XK 109 17 15.60 0. 0394 0. 0533
NM 107 14 13.08 0. 024 2 0. 0351
GS 99 11 11.11 0. 0216 0. 0300
NX 117 15 12.85 0. 0237 0. 0333
SX 98 10 10.20 0. 020 2 0. 0284
HN 102 12 11.77 0.0225 0. 0310
B 104 12 11.54 0.0220 0. 0305
JL 90 9 10. 00 0.0200 0. 0255
, Nei s 0.229 § Shannon’ s
0.3390Q , (Gst) 0. 884 1, 88. 41%
, 11.5% G st (Nm) 0.0727
2.2
( 4 ) : 9 0.1734~ 0.556 4
0.364 9 X K S JL , XJA X K NTSYS
- PC ( 4 ) )
4 ( , )
Table4 Genetic distance ( below diagonal) and genetic identity (aboved hgonal) among 9 populations ofA. venetun
1 2 3 4 5 7 8 9
1 XA KRR K 0.8408 0.7389 0.7261 0. 7389 0.6688 0.7197 0.6178 0.6051
2 XK 0.1734 & * * % 0.7325 0. 6815 0. 6815 0.649 7 0. 649 7 0.5732 0.5732
3 NM 0.302 7 0.3113 o * % = 0. 7452 0. 7452 0.7134  0.6879 0.6115 0. 6115
4 GS 0.3200 0.3834  0.2941 * * = = 0. 796 2 0.6879  0.7643 0.6879  0.5%7
5 NX 0.302 7 0.3834 0.2941 0.2279 ok * k% 0.7516  0.8153 0.7898  0.6624
6 SX 0.402 3 0.4313 0.3377 0.3741 0.2856 % * % % 0.7580  0.6943 0. 6% 3
7 HN 0.3289 0.4313 0.3741 0. 2688 0.204 2 0.277 1 % % % 0.7452  0.7070
8 B 0.4815 0.5564 0.4919 0.3741 0. 2360 0.3649  0.2941 * * * % 0. 65 1
9 JL 0.5024  0.5564 0.4919 0.5130 0.4119 0.3649  0.3467 0.4215 & * & *
( 1 ): 9
3 . XA XK , NM (a
) ; 5
5 (b )
(e ) ,
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Fig.1 Dendrogram of 9 populations of A. venetum
using NTSYS-PC cluster analysis
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Fig.2 RAPD results of 9 populations with primer B03
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