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Establishment Optimum Reaction System and Construction DNA

Fringerprinting with RAPD for Sambucus adnata L.

YANG Qing —song' XIONG Yong' ZHAO Yan™

LU Zhi — min' FAN Ru -yan'"’

(1. Key Laboratory of Ethnic Medicine Resource Chemistry State Ethnic Affairs Commission & Ministry of Education Yunnan

Minzu University Kunming 650500 China; 2. College of Basic Science and Information Engineering Yunnan Agricultural University

Kunming 650201 China; 3. Kunming Institute of Botany Chinese Academy of Sciences Kunming 650204 China)

Abstract: Objective: To obtain stability and reproducibility RAPD — PCR reaction system and build DNA fingerprinting and analyze ge—

netic diversity of Sambucus adnata 1.. Basing on RAPD markers. Method: Genomic DNA was extracted by CTAB from three populations

11 individual leaves and the optimal RAPD — PCR was constated from four factors i. e. DNA template primer dNTPs and Taq DNA poly—

merase concentration. Using optimal reaction system the DNA fingerprinting was constructed by different types and genetic diversity was

analyzed by Popgene32 and NTSYS2. Result: Three RAPD primers with high polymorphism and repeatability were successfully screened

out from 20 candidate primers. 27 reliable clear and reproducible bands with 17 polymorphic ones were amplified from three populations

11 samples using three RAPD primers. And individual — special DNA fringerprinting was constructed by amplified bands using primer SB—
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SAQ05 and SBSA11. The genetic diversity within S. adnata samples was low and genetic distance among populations was 0. 1493 - 0. 2312

and genetic diversity within populations were 0. 1102 0. 0153 and 0. 2294 respectively. Genetic distance and similarity cluster analysis

showed that the relationship between genetic distance and geographic distribution of samples was not obvious. Conclusion: RAPD molecu—

lar markers to build DNA fingerprinting in S. adnata is feasible and building its fingerprint can be distinguished from each individual iden—

tified. Whether among or within populations genetic diversity of S. adnata samples for the test were low and smaller genetic differentiation

was among samples it indicated that all samples for the test may belong to the same larger populations.

Key words: Sambucus L. ; Ethnic medicine; Genetic diversity; Cluster analysis
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Table 1 The samples information of S. adnata
(m)
Population 1D Elevation( m) Individuals
Popl 3343 401 ~4)
Pop2 3 445 2(5 6)
Pop3 3545 5(7 ~11)
1.2 %
1.2.1 DNA
CTAB DNA " 0.8%
DNA 40ng/ul
-20°C .
1.2.2 RAPD
PCR
20 ( SBSA
(Tm )
PCR 12
1.2.3
3 11 RAPD
RAPD
o 1.5% PCR
1.2.4
Excel RAPD 0.1
PopGene3. 2 -
NTSYS2 >
RAPD
DNA
5 o
2.1 %3 RAPD ¥ 3 42 R B4R &
PCR 20 RAPD
3
. 2,
3 :94°C . 5min; 94°C « Imin 56°C .

Imin 35cycle;
2.2 RAPD #7it % M54
3 RAPD

2min; 72°C 5min hold 4°C .
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N 27
17 63. 0%
5.73 11
33.3% ~76.9%
2 3 RAPD

Table 2 The best reaction system and Tm of three selected RAPD primers

for S. adnata

()
Primer  dNTP Buffer TaqE ddH, 0 ()
SBSA05 2 1 2 0.8 13.7 42
SBSA11 2 1.5 2 0.8 13.2 45
SBSA19 2 1.5 2 0.8 13.2 45
3 3 RAPD

Table 3 Amplified bands and polymorphic bands by three RAPD primers

of S. adnata

(%)
SBSAO05 6 2 33.3
SBSA11 8 5 62.5
SBSA19 13 10 76.9
2.3 b A BRI S AR
0.1 PopGene3. 2
0. 1493 ~0.2312 ; 1
3 2 3 (
4) .
4 RAPD ( ) ( )

Table 4 The genetic identify ( above diagonal) and genetic distance ( low
diagonal) of S. adnata ( Nei’s)

Pop ID 1 2 3
1 * ok kK 0.8116 0. 8613
2 0. 2087 * ok ok ok 0.7936
3 0. 1493 0.2312 * ok Kk K
1 0.1102 +0. 1952; 2
0. 0153 +0. 0797, 3

0.2294 +0.2296( 5) .

5 3

Table 5 Genetic diversity within three populations of S. adnata

Popl Pop2 Pop3

0.1102 +0. 1952 0.0153 +0.0797  0.2294 +0. 2296

RAPD 11
(1 0.01 11
1.2.3.9 ;
4
. 5.6.7.8.10.11
. 11 1.2.3.4 Popl; 5.6
Pop2;7.8.9.10.11 Pop3

o
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1 (NF)
Fig. 1  Cluster dendrogram of genetic similarity for S. adnata populations

by NJ

1.2.3
4.5.6 7.9
8.10.11
2

Fig. 2 The scatter plot of genetic similarity for S. adnata populations by
PCA
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Expression Analysis of Hsp70 Gene from the Leaves of

the Muskmelon under the Powdery Mildew Stress

BA Xue —li LIU Ting —ting ZHONG Li"
( College of Life Science and Technology Xinjiang University Urumgqi 830046 China)
Abstract: Objective: The expression of Hsp70 gene under the powdery was studied. Method: The intact seedlings of susceptible varieties



