e 192 -* 4 H Joumal of ChineseM ed ichalM ateriak 31 2 2008 2

7
1 2 3 4 5 6 7 8 9
0. 5915 0. 8810 1. 0000 0.6072 0. 6610 0. 4256 0. 6799 0. 8830 1. 0000
0.4234 0. 7791 0. 9929 0. 6028 0. 6437 0. 4876 0. 9436 0. 7633 1. 0000
0.2125 0. 8854 0. 3587 0. 6353 0. 4635 0. 5702 0. 6840 1. 0000 0.5197
0.5848 1. 0000 0. 4574 0. 8811 0. 6580 1. 0000 0.6737 0. 5154 0.3333
0.3862 0. 3333 0. 5020 1. 0000 1. 0000 0. 4450 0. 7707 0. 7845 1. 0000
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Ribosanal DNA ITS Sequence of Analysis of Psanm osilene tunico iles
fran Different Populations
LIU W enrzhi, DAIZhu-bho', QAN Zigang"’
(1. Yunan College of Traditbnal Chinese M edicng Kumm ing 650200, Ching 2.Kunming Instinite of Botany Chinese Academy of

Scences Kum ng 650204 Chmna)

Abstract Ob gctive To analyze the rbosom al II'S sequence variatbn ofPsanm osilene tuncolidesW. C.W u etC. Y. W u fran dif

ferent populations for dentifyng different local populatbons M ethods A pai of priners of 18SP1 and 26SP2 w ih PCR techn ique had
been applied © study the II'S sequences Resulis The sequences of 'S1, II'S2 and 5. 8S are 225~ 229 bp, 166~ 170 bp and 261~
264 bp. Among 12 bealpopubtbns the sequence of Kunm ng, Lijiang Geju, Heqing of Y unnan and Y anyuan of S ichuan showed no

variaton, therewere 1~ 4 variab ke sites ( incliding 5. 8S coding region) n paiw se comparison of the other 7 local populations nch-

ding Xuanwel Huize Zhongdian Baoshan of Yunnan M uliofSichuan and L inzhi of T bet Conclhisbnr Comparative analysis shovs

that the IT'S sequences of different local populatons i the middk of Yunnan southw est of Sichuan and west norhwest of Y unnan,

sou heast of T ibet southw est of Sichuan have different fingerprint character so the II'S sequences can be used o dentify different bcal

populatbns The varation of ITS sequence of P sammosilene tunicodes is related to its geographical d strbution.
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1.2 &K H CTAB (50 mmol/L
TrisHC] pH 8.Q 0.7 mol/L NaCl 10mmol/L ED-
TA, pH 8.Q 1% CTAB, 20 mmol/L. 2- )
10 x TBE
; TaDNA

ANTP

1 12
(m)

1 XW 2100 021030

2 7D 3230 03DXB-56

3 HQ 2270 HQ050721

4 HZ 2750 H 7050823

5 KM 2320 XMY-040924

6 YY 3320 20030728

7 BS 2050 BSH-040915

8 LJ 2795 LL.JO50831

9 ML 2550 M L040821

10 GJ 2100 03G J01

11 WN 2400 XS040903

12 XZ 3065 20060822
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GATATGC-3 (2 Hmol/L)  1.0H] TagDNA
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1 2 3 4 5 6 7 8 9 10 11 12
1
2 0. 005
3 0. 003 0. 002
4 0. 002 0.003 0. 002
5 0. 003 0.002 0. 000 0. 002
6 0. 003 0.002 0. 000 0. 002 0. 000
7 0. 005 0.003 0. 002 0. 003 0. 002 0. 002
8 0. 003 0. 002 0. 000 0. 002 0.000 0. 000 0. 002
9 0. 002 0.003 0. 002 0. 000 0. 002 0. 002 0.003 0. 002
10 0. 003 0.002 0. 000 0. 002 0.000 0. 000 0. 002 0. 000 0. 002
11 0. 003 0. 005 0. 003 0. 002 0.003 0. 003 0. 005 0.003 0. 002 0.003
12 0.009 0.011 0. 009 0. 008 0.009 0. 009 0.011 0.009 0. 008 0.009 0. 008




r* 4 # JoumalofChmeseM edichalM ateriak 31 2 2008 2 e 195
|JTS 8
[ 4TS 10
— JTIS 6 [1]
| JTS 5
1 ‘] , . 1979 471.
JTS 3
— L— s 7 [2] LuD Q Liden M, Oxeanan B. Psanmosilne mn Wu
—_— ———dI52 CY, Raven PH, Flora of China Beijng Science Press
| ﬁ o 2001: 108
= '*?[ JTS 4 [3] WolfeKH, LiWH, Shamp PM. Rates of nucleotide subst+
‘ TS 9 ution vary greatly anong plantm itochondrial chlowp hst
—— T e and nuclear DNAs Proc Natl Acad Scj USA. 1987 84
(5): 9054.
2 Irs 12
: JISL. Jrs2. Js3. JI'S4. [4] ’ ’ ’
ITSs. ITS6. Ts7. ITSs. , 1998 15(4): 8
JTS9. Ts1o. Jrsil [5] ) , , - DNA I8
JI'S12.

2.4 IR EHEAL%SW TSK F 7| a4
DNA TS

1999, 37(4): 407.

[ 6] , , , .F H
DNA TS SNP
. 2002, 27( 2): 85-88.
[7] ) , . DNA
s ) , 200Q 35(1): 56-59.
[ 8] ) , . iDNA
, 2006 31(2): 17681772
[9] , , , DNA T'S

. , 2005(5): 2628
[10] ClakM S -

’

, , 2001
IS i s >6
(2007— 03— 200 4%
2007- 10— 1544 &)
( » 2007 , s , : 220




