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RAPD analysis on genetic diversity among the stocks of
Hyriopsis cumingii from the five large lakes of China
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Abstract With the random amplified polymorphic DNA  RAPD analysis method forty ten-base arbitrary primers
of OPJ and OPM groups were used to study the genetic variability among geographic stocks of Hyriopsis cumingii
from the five large lakes of China Po-yang Lake PY  Dong-ting Lake DT  Tai Lake TH  Chao Lake CH
and Hong-ze Lake HZ  and one cultured stock from Zhuji City ZJ of Zhejiang Province. The amplified results
of twelve primers showed abundant polymorphy and the percentage of polymorphy with each primer amplified varied
55.6% to 80% . The intra-stock genetic similarity indexes ranked as PY 0.888 9 >TH 0.869 4 > DT
0.8111 > Z] 0.7746 > HZ 0.7348 > CH 0.718 5 . Based on inter-stock genetic distance indexes and
molecular phylogenetic tree we can conclude that the phylogeny relation between DT and HZ stocks is closest and
the cultured stock from ZJ is relatively close to the cluster of PY and CH stocks.
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1
Tab.1 Sequences of random primers and their amplified results
53 G C

OPJo1 CCCGGCATAA 0.6 11 7 63.6%

OPJO3 TCTCCGCTTG 0.6 9 6 66.7%

OPJ12 GTCCCGTGGT 0.7 9 5 55.6%

OPJ17 ACGCCAGTTC 0.6 8 6 75.0%

OPJ19 GGACACCACT 0.6 8 5 62.5%

OPMO3 GGGGGATGAG 0.8 7 4 57.1%

OPM0O4 GGCGGITGTC 0.7 13 10 76.9%

OPMO09 GTCTTGCGGA 0.6 8 6 75.0%

OPM10 TCTGGCGCAC 0.7 7 5 71.4%

OPM17 TCAGTCCGGG 0.7 10 8 80.0%

OPM18 CACCATCCGT 0.6 9 6 66.7%

OPM20 AGGTCTTGGG 0.6 12 9 75.0%

0.65 111 86 77.5%
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Fig.1 RAPD patters of different stocks of random primers OPM17 A and OPM4 B
A M marker DL2000 1~3 PY 4~6 DT 7~9 TH
10~12 CH 13~14 HZ 15~16 7Z)
B M marker DL2000 1~7 BY 8§~13 CH 14 7]
2.2
RAPDs
2 0.888 9 0.869 4 0.8111
0.774 6 0.734 8 0.718 5 0.873 8
0.126 2 0.683 0 0.3170
2
Tab.2 Intra-and inter-stock genetic similarity indexes and genetic distances of Hyriopsis cumingii

PY DT TH CH HZ VA
PY 0.888 9 0.766 7 0.847 4 0.767 7 0.8228 0.873 8
DT 0.2333 0.8111 0.6830 0.777 4 0.761 6 0.746 8
TH 0.1526 0.3170 0.869 4 0.703 3 0.771 2 0.842 1
CH 0.2323 0.222 6 0.296 7 0.718 5 0.783 2 0.743 3
HZ 0.1772 0.238 4 0.228 8 0.216 8 0.734 8 0.8308
7] 0.126 2 0.253 2 0.1579 0.256 7 0.169 2 0.774 6
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Fig.2  Molecular phylogenetic tree constructed by the UPGMA

method for six stocks of Hyriopsis cumingii
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Fig.3  Molecular phylogenetic tree constructed by the NJ

method for six stocks of Hyriopsis cumingii
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