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Abstract : We gudied the rdationship between genetic diversty and taxol content of Taxus wallichiana var. wallichiana us-
ing ARLP and HR_.C. The resuitsof AR Pfingemprinting indcated that two patterns were di scovered among seven popua
tions. Through FopGene 1. 31 and Arlequin 3. 1 siftware, sable genetics within population and dgnificant differentiation
anong populations (Fy =0.67) were reveded. However , taxol content was markedy different within and anong popula
tions when tegting the one-year twigs. Anongwildforeds, the highes taxol content wasfound inLuxi populaion which av-
erage percentage was 0. 0185 %. While the taxol content level was low in Tengchong and Yongde populations , which were
0. 0049 % and 0. 0087 % regpectively. The cultivated population in L ufeng showed the higheg taxol contert level which was
0. 0225 % conrparing with thet in the populations of wild foress. There were relations between genetic diversty and taxol
oontert at the population leve to some extent , while no corregpond ng relations were found & the individud leve .
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300 (Fermentas) 2U; T.Bufer 2u1; dd H,O9. 611, 16
( , 2006) 13h
(199) 1.2.2.3 2541 : DNA 2
) (2000) RAFD l; E+A Gpmul™™) 1ul, M+C (5pmul™tY) 1ul; Taqg
_ (20015) (Pomega) 0.2u1; 25 mmol L™* Mg® + 1.541; 10 mnol
’ _ L™*dNTP () 0.541; 10 x Bufer 2.501; ddH,0 16.3
' pl. PCR © 94 3mn; (94 1mn, 56 1mn,
(2004) , . .
72 1mn) 28 , 72 5mn, 4
1.2.2.4 251 : 10
( Taxus wallichiana var. wallichian) 201 5pmpl* l: Taqg  (Takara)
, ( 0.2ul; 25mmol L Mg +1.541; 10mol L Y oNTP ()
, 2004) , , 0.541; 10 xBufer 2.51; dd H,0 16.3u1, ,
( , 2006) , , . FCR : 94 3mn (%4 30s,
65 309 0.7 ,72 609 x13; (¥4
7 AAP HAC 30s, 56 30s, 72 60s) x30,72 5mn, 4 hold
1.2.2.5 6% ;
U=1500v, P=100 W, 1 x TBE1.5L, T =30 min;
Loading Bufer =1 1, 95 7mn, 8
pl; U=1500v, P=100W, T=1h5min
1
11 Table 1 Maerids and source of resources
2007.8 11
(ode  Locdity  Individuds Altitude(m)  Voucher
( ) A 20 2965 YXQ07817001
( ), 7 , 137 B 20 1900 YXQ070911002
( 1 , C 20 2300 L 9071011003
D 18 2900 YD07006
! E 19 2830 YL071107004
1.2 ARP T 20 2300 TO07007
121 CIAB  (Doyle |, 1987) DNA H 20 1947 NHO71120005
1.2.2 ARP ARLP
20 1.2.2.6 )
2 ( 2 (200 m C,HsOH +20 m CH; QOOH , 2L) ,
1221 1001 © M= (NBB) , 8U- 10 min; dH,O 1 mn; 1.5%HNG; 3 min;
Eor  (NEB) ; 10 x NEB Buffer 141; 10 xBSA 11 ; ddH,0 4.4 dH,0 1min; 0.1%Ag\o; 30 min; dH,0O 2
Ml. PCR 237 35h; 70 Dmin, -0 , 308 ;3% NaQO; + 81041 CH;CHO;
1.2.2.2 20¢1 D Aaul DNA ; ; 25 m CH;COOH
EA (10pmul ") 2pl, MA (S0pmu™™) 2ul; Tu : dH,0 ,
2 ARP
Table 2 AHR.P adgpters and primer sequences
Eorl 5-CTCGTA GACTGCGIACG 3 Msel 5-GACGATGAGICCTGAG3
3-CATCTGACGCATGGTTAA-5 3-TACTCAGGACTCAT-5
Eoorl 5- GTAGACTGCGIACCAATTCA-3 M=l 5-GACGATGAGICCTGAGIAACG3
Eorl E, 5- GACTGCGTACCA ATTCAGG3 Meel M 5- GATGAGICCTGAGIAACTG 3

E, 5- CACTGCGTACCAATTCACG3
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1.3 HRLC 27.32 %
1.3.1 Weters , Weaters 41.53 % ,

2487 ’ ? 27.2 %, 41.53 %
' , Ne' s
Shanron
1.3.2 : QunFre Cg, 4.6 x 150 mm
0.9290 0.2749 1.4527 0. 4228

, 5U m, Waters : .
=75 25 S immin ' - 10Ul , Ne's

1 Uv228 nm 0.3271 0.1224 1.2122

Anpva :
2 (
1.3.3 10 mg 50 66. 70 %, 33.30%) ,
m ( ) 0.05mg m™* 0.02ng :

-1 -1

m 0.005mg m , F« 0.67,
© Y=154x10"°X+1.41x10°°
Gene G
1.3.4 , Fop
50g . 100m 2.5h, 40 0.5545 ( Fe )
, 41 | 3, Nm 0. 4018,
Al, Oy \ 40 , 7 ,
- 41 - ( )
25m, ,
1.4 2.2
ARLP 4 :
' 0.0049% 0.0225 %,
, 0. 0225 %:;
1, 0,
0 . .
R — ’ . 0.0185 %; ;
(Yeh , 1999) Arlequin3. 1 (
Anova (Exodffier , 1992) |, ) , 0. 0087 %
F& HRC 0. 0049 %
, SPSS515.0 52
0.0003% 0.0636 % ,
2.1 (D) 0.0041 0.01887 ,
37
Table 3 Genetic diversty and genetic gructure of 7 populaions
Qode P (%) He | Na Ne N H Hs Gy
H 29.51 0.1003 0. 1497 1. 2951 1.1729
A 27.32 0. 1009 0.1485 1.2732 1. 1765
B 29.51 0.1138 0. 1676 1. 2951 1. 1963
c 31.69 0.1253 0.1837 1. 3169 1.2186
D 40. 98 0. 1582 0. 2322 1. 4098 1. 2775
E 41.53 0. 1505 0.2238 1. 4153 1. 2564
T 28.42 0. 1080 0. 1593 1. 2842 1. 1875
Mean 32.71 0. 1224 0. 1807 1.3271 1.2122
Tota 92.90 0. 2749 0. 4228 1. 9290 1. 4527 0.4018 0. 2748 0.1224 0. 5545

He =Né' s gene diverdty ; | = Shannor s Irformetion index ; N, = Observed number of dldes; Ne = Hfective number of dldes; N, = gene flow;
H; = Variance conmponents anong populations; Hs = Variance conmponents within population; F4 = gene differertiation index
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4  Amova , A
Table 4 Andyssd genetic variance by Anova B
(Percentage) 1)
Within popul ation 0.3330 '
Anpng populations 0. 6670 ’
Fq 0.67 PSS
P=0.05 ,
7 1 1
> >
> > > h jomp mmm "y P —
i o - - ——
2.3 h .
—; [ L .
! 3 ;m-:' = B e = B =
[ o2 e e e - e m——
0. 6886 ; !. (=
ol B e
, 0.9128 0.9120 v s 1T 111 b
- .. £ i
mEE: 2
= . = B e e e ..
0.01 % 7 BT H
( 4:A
B 1 : BT , H
, Fg. 1 Two banding paterns: BT represent Lufeng and Tengchong
(AGC/CTG ACGCTQ i )
populations, H represent Nanhua population
, A B
5 SPSS
Table5 SPSSandyssof taxol content of the populations
Qode Number Mean Maximum Minimum Sd. Deviation Sd. Hror
H 20 0.0136 0.0313 0.0034 0. 0098 0.0024
A 20 0. 0098 0. 0351 0.0035 0. 0106 0.0038
B 20 0.0225 0. 0636 0. 0042 0.0188 0. 0063
C 20 0.0185 0.0554 0.0010 0.0137 0. 0031
D 18 0.0087 0.0159 0. 0016 0. 0041 0.0011
E 19 0.0120 0. 0357 0. 0015 0. 0106 0.0033
T 20 0. 0049 0.0151 0. 0003 0. 0053 0.0016
Total 137 0.0132 0. 0636 0.0003 0.0120 0.0013
) The taxol contert is the percentage
6 7
Table 6 Genetic identity and mean content anong 7 populations
H A B C D E T
H * ok ko 0. 8269 0.7127 0. 8826 0. 8959 0. 8345 0.7293
A 0. 0039 * ok ko 0. 7355 0.8342 0. 8551 0.9120 0. 7459
B 0. 0089 0.0128 xRk 0. 6902 0.7077 0. 7058 0.9430
C 0. 0049 0.0087 0. 0041 ok xE 0.9128 0.8322 0. 6886
D 0. 0050 0.0011 0.0139 0.0098 ok ko 0.8780 0.7213
E 0. 0016 0. 0022 0.0106 0. 0065 0. 0036 *ok kK 0.7114
T 0.0088 ° 0.0049 0.0177 ~ 0.0136 " 0.0038 0.0071 il
( ) ( ) P=0.05

genetic identity (upper right corner) , mean content (lower |t corner) .

" taxol content indicates sgrificant differences ( P =0.05)
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0.0132 %,
ARLP ,
, (Cameron , 2008)
3
3.1
(2001a)
4 (2006) “ ” “
’ L 4 K “ K
(G =0.071)
ARP 0.0225 %,
7 ( )
(G =0.5545) ) ,
, 3.3
) (2001b)
(N =0. 4018)

(Tauber , 1967 ; Levin and
Kerger , 1974 ; Wheder , 1995; Xing, 2000) ,

3.2
(2006)
0.0058% 0.0075% 0.0049 %:;
(2004)
0. 0102 %
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