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(1. . 430072;
2. 510380)
RAPD 20 2% DNA PCR
s 3288  DNA s 137 137 s 119
, 86.9%, 0. 2kb—3kb 0. 467,
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, DNA
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RAPD 25HL, 20ng 1S RAPD

DNA, 0. 2Hm 0.5 Taq (Biostar intermnation- Tab 1 Primers sequences of S seriak and the resuls of RAPD
al) , 0. 14 mol/ L. dNip( )  1xTaq

i 4 M arkers of produd
( Biostar international) Primer 44 Sequence
S100+S1030 20 PCR PCR System Total Polymorphic
9600 ( PE ) , : S1002 CACTTCCGCT 3 3
94°C 4min 38 , $1003 GGITACTGCC 3 1
94°C 40s, 37.5C Imin, 2°C S1004 CTCCCCAGAC 7 6
1min20s, 72°C 7min, S1008 TTCCCGIGCC 6 5
1% (0. 5Hg/mL ) S1009 AGAACCGAGG 6 6
, ADNA/ Hind [T+ EcoR 1 $1010 GOGATGACCA 9 6
( ) S1011 TCCGCTGAGA 7 6
/ (Ultre- Violet Products) 1012 TCCAACGGCT 5 5
(GDS 8000 complete Gel Documentation & Analysis Sys- S1013 TGAGTCCGCA 10 10
tem) ( Olypia ) S1014 TGTGGCCGAA 7 6
1.4 20 , 81015 CTACAGCGAG 11 11
, S1018 GGGCTAGTCA 8 6
RAPDistance (1. 04 ) 1019 GGCAGITCTC 6 5
.10 81020 GGAAGGTGAG 6 4
.24 s1021 GGCATCGGCT 6 5
Nei  Li'"  Apostol @ s102 AGCCGITCAG 12 12
7 24 $1023 GOGTCCAAAG 7 6
RAPDistance( 1.04 ) 81025 GTCGTAGCGG 3 2
NJTREE [12] S1026 TGCCGCACTL 8 8
1030 TCGGOGCATC 7 6
2 Total 137 119
2.1 RAPD
S 20 , M 2 4 6 B 1012 1416 18 2020
24 PCR R
3—12
1 20 RAPD
137 119 s 86. 9%,
0.2—3kb
2.2
RAPDistance( 1.04 ) ,
24 P (2
P 0.467 —0. 168
24 0.324 =
0.0631
RAPD ,20
C D 137 RAPD 1 3 RAPD
, 18 ( 131%) 24 Fiz 1 Hedmphoretogram of 3 typical RAPD band pattars produced by

S1009, S1022 and S1026 primers with 24 individuals of C. reevesii
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Fig.2  The phologenetic tree of the 24 individuals of C. reaesii
obtained by NJTREE analysis in RAPDigance program
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GENETIC DIVERSITY ANALYSIS OF CHINESE THREE- KEELED POND
TURTLE ( CHINEM YS REEVESII) BY RAPD

ZHU Xin-Ping"2, DU He-Jun?, ZHOU Li', LI Ming You' and GUI Jian-Fang'
(1. Institwe ¢ Hydrobiology, Chinese Academy f Sdences, Graduate school ¢ the Chinese Acadeny ¢ Sciences, Wuhan 430072
2 Pearl Rve Fisharies Research Institute, ChineseAcademny Fishey o Sdences, Guangzhou  510380)

Abstract: Chinese three-keeled pond turtle ( Chinemys reevesit Gray) is a member of the family Emydidae and widely ranges in
southern China, especially in the regions of the lower and middle Yangtze River. It has high values for food, traditional Chinese
medicine and pet trade, and is one of the turtles for aquaculture in China. But the genetic background of Chinese three- keeled
pond turtle is still not very clear. In order to realize its population genetic structure and the diversity for the conservation of its
gem plasm and prevention of gene loss, genetic diversity analysis was carried out using RAPB-PCR technique.

In this paper, genetic diversity of 24 individuals of Chinese three-keeled pond turtle from Hubei province was analyzed by
the randam amplified polymorphic DNA (RAPD) technique, using 20 10-nucleotide-long primers. Twenty primers produced 3288
welt anplified DNA fragments with reproducible banding patterns and averaged 137 DNA fragments in one individual. 119 of 137
loci deteded are polymorphic, amounting to 86. 9% . The DNA fragments were from 0. 2kb to 3kb. The genetic distance between
two individuals was from 0. 168 to 0. 467. The average genetic distance was 0. 324 £0. 0631 among the 24 individuals. The phy-
logenetic tree of the 24 individuals was obtained by NJTREE analysis in the RAPDistance program and the 24 individuals were di-
vided into several clusters and it indicated the turtle maybe have two populations at least. In conclusion, genetic diversiy of Chi-
nese three- keeled pond turtle was high.

Key words: Chinese three-keeled pond turtle ( Chinemys reevesii ) ; Gendic diversity; RAPD analysis



