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Abstract ; ISSR markers were used to analyze the genetic diversity and genetic relationship of germplasm of Compositae ,
to preserve and identify Germplasm resources! ISSR-PCR was used to amplify 40 medicinal plants from 40 representative
genera of Asteraceae,which were conserved in The State Bank of Chinese Drug Germplam Resources. PCR products were
detected by agarose gel electrophoresis, and/the polymorphisms were analyzed by NTSYS-pc2. 1. The genetic tree was
constructed by UPGMA. In this experiment, 8 primers were screened,68 loci were amplified from 40 species of Composi-
tae medicinal plants. And the percentage of polymorphic loci was 100% . The genetic similarity coefficient ranged from
0.71 to 0.91. The results of UPGMA cluster analysis showed that the 40 species of compositae medicinal plants could be

divided into seven categoriés at 0. 75 similarity coefficient. The 40 genera collected have rich genetic diversity and the 8

ISSR primers can be used for molecular identification of germplasm resources.
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Table 1 Materials used in the study
%S Fill B 44 R B4 % Fil 2 B4
No. Germplasm name Genus name No. Germplasm, name Genus name
Al i iR A21 S e KEHT
A2 I H 355044 I H 38 A22 BRI T HLE e A
A3 il 75 24 iy A23 F b RRAE K JRAE kR
A4 Bk BiERE A24 —BEHAE —Hi# AR
A5 Ei 1] A25 AL i)
A6 KYH KYH R A26 Y 3 Y3
A7 AR AR A27 T3 &I
A8 FRATHE AT L A28 L G LR
A9 T R A B A29 W B
Al0 AN % ] Ay E s A30 AN Ui AN U 7
All b/ ] M) A31 i 3 H 3 IR
Al2 W43 1435 )E A32 MR AR LHE
A13 R I 8 P 2 R A33 4 bR )
Al4 355 438 A34 KA HLE s
Al5 Uital Upal A35 KA EARJE
Al6 E s SER A36 Ly ¥ By ¥
Al7 LT R {2 A37 AT A SR
A18 A0Sk 3 k4R A38 B AT T
A9 (RS i R A39 LITE 0 i R I
A20 i iz i 173 )& A40 tH GHJE
FFARF) S AL 25 :2 x Tag PCR Master Mix 18 1.2 Hik
WEERZH DNA #2867 & . DNA Marker DL2000 %) 1.2.1 #i4 DNA #9323

g 8 RARAEARHL (b s0) A BRA 5 514 i i AR 4
PHERR A H ARG R A A S . F A Bio-Rad
(T100TM Thermal Cycler) PCR {{(i#k474 3 , Bio-Rad
BEWE A% 255 (SYSTEM GelDoc XR + ) , Bio-Rad g,
VKA (Mini-Subcell GT) H3LUKAG PCR 74

ARSI ST FE R 4 DNA $ HG7) & 5271
%5 (TIANGEN, Beijing ) $2H 40 {5F} 57 55 5 22 25 4245 H
FEYIFIF-1 5 DNA R R Tas i i, -80 CLORFAT
1.2.2 Hkil4

REHLESE 10 SFEA DNA XFREHLEEE 50 4551



1766 KERF=YIBER ST K

Vol. 30

YIF 94707 128 (42K British Columbia K220 A
(955 9 Z 4 100 4% ISSR S191F5) ) BB
W5 |1 IR BT BIREAS DNA 347 ISSR-PCR 474
1.2.3 ISSR-PCR ¥ 3%

PCR & B & Z 41 F : 84 DNA (50 ng. pL™) 1
pwL,2 x Tag PCR master Mix 10 wL( TIANGEN, Bei-
jing) , 519 2 pL, MG AZEK (ddH,0) % 20 plL,
SEgGXT PCR R O BE HEAT T8 BE 0 8, 95 (48,
50,52,54,56 °C) , i KO EE s A3 80 50 C, it
FEEAEE, BT RO AR P AR 295 C FilAZ 1 4 min,
95 °CAFIE 30 5,50 CiHk 30 s,72 °C ZEA# 2 min, 35
MG, 7 72 CHAEA S ming 12 CLRAE,

1.2.4 R85 4R i Bk

W PCR 7P WI7E 1% B Aa WGk B v i DRSO, 4G

Mk Z K PCR 724 3 pl,ddH,0 5 pl,6 x Loading

Buffer 2 wL, 125 V HLJk 15 4350, 5 I8 UG ASCR 0
R eIk AR
1.2.5  RFEHH
ASEIG A ] NTSYS-pe2. 1 % ISSR 43 FFric B

R BRE I L Uk 45 S A i — oo AT S350 Ao
P I SR AL B TE R — R R 1 S5 i
H— L A RRESAIC N7 TR I 07,
Jaccard [ Z 50 T F 58 B8 6 35 1548 M UPGMA
BRI T AL PR A

2 #HR
2.1 DNARBEHER

HEAR I DNA FI 1% Tt o5 152 i, Pk G I
TAMR o HLPKGR T s AR & S U DNA i
U LUK AR T Wi T AR AN IAL 1 B

BEl1 DNA {RERFKE (#45)
Fig. 1 Agarose gel electrophoresis of DNA (only part of listed)
72 1-13 FoR 45 A13-A25, M. 2000 bp DNA marker,
Note :1-13 represent A13-A25 , M represents 2000 bp DNA marker.
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Table 2 8 Primer sequences_screened in the experiment

No. Sequence (5'—3")
1 AGAAGAAGAAGAAGAGG
2 AGAAGAAGAAGAAGAAC
3 ACACACACACACACACG
4 GAGAGAGAGAGAGAGAYC
5 ACACACACACACACACYT
6 ACACACACACACACACYA
7 ACACACACACACACACYG
8 GGAGAGGAGAGGAGA
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Fig.2  Agarose gel electrophoresis of primer screening results
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Fig. 3 Agarose gel electrophoresis of NO.2 ISSR primer
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Fig. 4" The UPGMA phylogenetic tree of 40 Germplasms
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