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Comparative Research of Total RNA Extraction Methods From Apocynum venetum L.

LI Miao"?,LI Guo-qi'
(1. Key Lab for Restoration and Recovery of Degraded Ecosystem in Northwestern of Ministry of Education,Ningxia University, Yinchuan,
Ningxia 750021;2. Key Lab of Agricultural Biotechnology of Ningxia, Yinchuan,Ningxia 750002)

Abstract; Total RNA was extracted by Trizol , modified SDS and RNA plant plus Reagent Kit methods, the extracted
effect were compared by UV Spectrophotometry and Gel Electrophoresis, in order to screen out the best method for
extracting Apocynum venetum L.. The results showed that the RNA samples extracted by the method of Trizol were
degraded gravely. Samples extracted by the method of modified SDS were low concentration and less amount,and the
operation results were in poor repeatability. RNA plant plus Reagent Kit method was optimum extraction of A. venetum
L. total RNA. The RNA samples extracted by the method of RNA plant plus Reagent Kit method were high quality,
purity and good reproducibility,and could be used for research of molecule biology directly.

Key words: A pocynum venetum L. ; Trizol method;modified SDS method; RNA plant plus Reagent Kit method;extraction
of total RNA
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.M 2 15 kb DNA marker, 1~ 10 7 B ¥k 4 =, 1. 2796; 2. 258;
3,1901;4. 5113; 5; XXX; 6 2200; 7 H901; 8; HRLM; 9 HA15; 10; F3F,
T,

Fig.1 The gel-electrophoresis profiles of the total genomic

DNA of 10 Agaricus bisporus strains
Note: M is 15 kb DNA marker, the stains are numbered as follows:1:
2796;2:258;3:1.901;4.5113;5.XXX;6.:2200;7: H901; 8. HRLM;9: HA15;
10:F3F. The same as below.
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Table 1 Sequence of ISSR primers and their number of amplified loci

YL R ZASHENL A B ZAHEH
54 527
Number of Number of Percentage of
Primer Sequence

amplified loci polymorphic loci  polymorphic loci/ %
8 (AG)8C 13 11 84. 62
9 (AG)8G 9 5 55. 56
29 (TG8C 4 3 75. 00
66 (CTOS6 9 7 77.78
27 (AO8G 5 4 80. 00
69 (GTD6 3 3 100. 00
42 (GA)8CG 6 4 66. 67
62 (AGO)6 8 4 50. 00
28 (TG)8A 4 2 50. 00
61 (ACO6 6 4 66. 67
64 (ATG)6 6 4 66. 67
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E:M 2 5 000 bp DNA marker; A 514 61 4" #4455 B 514 62
PIGR.
Fig. 2 Amplified results of 10 Agaricus bisporus

strains using the 61 and 62 primers
Note: M is 5 000 bp DNA marker; A: amplified results of 61 primers;
B:amplified results of 62 primers.
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Table 2

Matrix of genetic similarity coefficient of

10 Agaricus bisporus strains

g5 2796 258 L1901 5113 XXX 2200 H91 HRLM HAI5 F3F

2796 1. 0000
258 0.9589 1.0000
L1901 0.6575 0.6438 1.0000
5113 0.5890 0.5753 0.9315 1. 0000
XXX 0.6164 0.6027 0.8767 0.8904 1.0000
2200 0.5616 0.5479 0.8767 0.8904 0.8904 1.0000
H901 0.6712 0.6301 0.8493 0.8630 0.8904 0.8630 1.0000
HRLM 0.5753 0.5890 0. 6438 0.6849 0.6575 0.6301 0.6849 1.0000
HAI15 0.6301 0.5890 0.8356 0.8493 0.8493 0.8493 0.9041 0.6986 1.0000

F3F  0.6438 0.6027 0.8493 0.8630 0.8630 0.8904 0.9178 0.6575 0.9041 1. 0000

LS5 3% 8 5k (UPGMA) St 10 4> WA %% 1 AR 47
RASHT M E 10 ML ZE R IR E X REE. N
Bl 3 A LIE Y, 10 N XEEE R AT 4 4 A28 8T
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PR R = O R AR B B EERFEA, 5 E A
BMREG R R, 258 T bkt O H N Ik B k. 5
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Fig. 3 Dendrograms of UPGMA analysis of

10 Agaricus bisporus astrains
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Genetic Relationship Based on ISSR Markers Among Agaricus bisporus Strains From
China and Overseas

WANG Hong-lei,DING qiang, L.V Wei, QU Wei, CUI Cong-guang,ZOU Ji-hua
(Yantai Academy of China Agricultural University, Yantai,Shandong 264670)

Abstract: The genetic relationship of 10 Agaricus bisporus cultivation strains was analyzed by inter-simple sequence
repeats (ISSR). The results showed that 11 effective primers were screened from 117 ISSR primers. A total number of 73
clear bands were amplified from the 10 Agaricus bisporus strains, among which 51 bands were polymorphic and the
polymorphic loci ratio was 69. 86 %5. The genetic similarity coefficients among 10 strains were between 0. 5479 and 0. 9589
using NTSYSpc 2. 10. The clustering analysis conducted with UPGMA indicated that 10 Agaricus bisporus strains could
be divided into four groups: the first group included two domestic strains i. e. 258 and 2796; the second group only
included HRLM from Netherlands; the third group was consisted of 1.901,5113,XXX and 2200 from American;the fourth
group was consisted of H901, F3F and HAI5 from Netherlands. In contrast to two domestic strains, the genetic
relationship of Agaricus bisporus strains between from American and from Netherlands was closer and the genetic
similarity coefficients was higher than 0. 85, but the genetic similarity of Agaricus bisporus from China was only 0. 61.
The introduction of foreign high-quality Agaricus bisporus strains would play an important role to increase Agaricus
bisporus genetic diversity in our country.

Key words: Agaricus bisporus ; ISSR ; genetic relationship;cluster analysis
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