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Abstract Genetic divergence and phylogenesis of Gekko gecko from six different areas Hechi Nanning Guilin

Baise Viet Nam Thailand were analyzed by Random Amplified Polymorphic DNAs RAPD method. A total of 218
bands were obtained from 21 effective primers of which 184 bands were polymorphic accounting for 84.4% .
Relative genetic distance of G. gecko from six areas was 0.0112-0.963 1 and similarity coefficient was 0.381 7 —
0.988 8. Based on genetic distance and genetic similarity molecular phylogenetic tree of G. gecko has been
constructed by using UPGMA method. The results from the two methods are similar in general.
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6 RAPD 15 -
RAPD DNA 20 min 12 000 r/min 10 min
70% 2 1
1 50 pl TE -20C
1.3 S81-S140 S161-S180 S341-
1.1 S360 100 2
1 21
-70C 2 21
1 RAPD
Table 1 The localities of experiment material 2
Table 2 Sequences of the stably amplified
Location Time Sample size arbitrary primers
Duan County Hechi Guangxi 2004.08 3 5' -3
Primer Sequence No. of loci No.of polymorphic loci
2004.08 5
Fushui County Nanning Guangxi S89 CTGACGTCAC 3 3
. N 004,08 ) 91 TGCCCGTCGT 14 13
Pingle County Guilin  Guangxi S CAGCTCACGA 7 7
_ _ O 0m.07 B $97  ACGACCGACA 15 15
Lingyun County Baise Guangxd S0l GGTCGGAGAA 14 1
Viet Nam 2004.06 3 S04 GGAAGTCGCC 11 10
Thailand 2004.09 108 GAAACACCCC 11 9
S111 CTTCCGCAGT 10 6
S112 ACGCGCATGT 11 8
Viet Nam species come from free market Thailand species come 127 CCGATATCGG 1 11
from propagation wine factory of Wuzhou Guangxi. S128 GGGATATCGG 8 8
S165 TGTTCCACGG 9 8
10 100 SI67  CATCGACAAG 10 8
Taq DNA S170 ACAACGCGAG 9 9
Marker S171 ACATGCCGTC 9 7
S174 TGACGGCGGT 10 7
S344 CCGAACACGG 14 13
1.2 DNA 0.2¢g 8351 ACTCCTGCGA 9 6
1 000 #1 8352 GTCCCGCGGT 11 9
. 5353 CCACACTACC 5 4
STNE 10 mmol/L. Tris-HC1 pH 8.0 100 354 CACCCGGATG 7 7
mmol/L. EDTA pH 8.0 100 mmol/L. NaCl 1% Total 218 184
SDS 20 pd K 10
mg/L. 55°C 12 h 300 1.4 PCR PCR 25 pl
pl NaCl 8 000 r/min 10 min 2.5 pl 10 x buffer 100 mmol/L Tris-HCI
: 25:24:1 pH 8.3 500 mmol/L KCI 0.5 pl 2.5 mmol/L
12 000 r/min 10 min dNTP 2 pl 25 mmol/LL MgCL, 0.25 pl 50 mmol/L
RNase 20 pg/ml 37C 1h 0.5 pl DNA 40~200ng 1U
: 25 :24 : 1 Taqg DNA
12 000 r/min 10 min 2 95°C 1 min 94°C 1 min 36°C
1/10 1 min 72°C 2 min
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72C 10 min D Nei D=-InS
1.5% 1 x UPGMA  unweighted pair group
TAE 100 V 1.5h EB method with arithmetic mean
FR-980 S
1.5 RAPD 2
2.1 RAPD 21
200 ~ 2 000 bp 10 bp 6
RAPD 218
R G U 184
84.4% 5~
P = p/n x 100 p 15 10.38
n NTSYSpe 2.10° 5 162
Nei-Li 61
S=2N,/ N, + N, 37.6% 1 S111 S344
S N, N, x
% DNA

HC NN Gl BS YN TG M MOHC NN GLBS YN TG

— 21227bp
__ 5148 bp s
4269 bp
3 530 bp
— 2027 p
1904 bp
T~ 1587 bp
I 375 bp
— 941 bp
T~ 831 bp

1 S111 a S344 b
Fig.1 RAPD bands obtained with primer S111 a and S344 b
M Lambda DNA/EcoR | + Hin dlll Marker HC NN GL BS YN TG
M Lambda DNA/EcoR | + Hin dlll Marker HC Hechi area NN Nanning area
GL Guilin area BS Baise area YN Viet Nam TG Thailand.

2.2 0.015 2
S D 3 5
6 S 0.381 7~
0.381 7~0.988 8
D 0.011 2~0.963 1

* Rohlf F J. NTSYSpc Numerical Taxonomy and Multivariate Analysis
0.011 2 System Version 2.1. Exeter Software Setauket New York USA.



0.409 8 6 DNA

84.4%

Table 3 Genetic distance index and Genetic similarity 37.6%
matrix between different populations of Gekko gecko 4

HC NN GL BS YN TG
HC 0.0301 0.0340 0.0344 0.2458 0.8863
NN 0.970 4 0.0112 0.0266 0.2268 0.927 1 4
GL 0.9665 0.988 8 0.0152 0.2231 0.902 8
BS 0.9660 0.9736 0.9848 0.2464 0.9293
YN 0.7820 0.7970 0.8000 0.7816 0.963 1
TG 0.4098 0.3934 0.4033 0.3933 0.3817

HC NN GL BS
YN TG 18
HC Hechi area NN Nanning area GL  Guilin area BS

Baise area YN Viet Nam TG Thailand.

2.3 S
NTSYSpe 2.10 UPMGA

RAPD S

3.2

37.6%

BS

L YN

TG

0.39 0.54 069 034 099
AU R %L Similarity coefficient

2 UPGMA
Fig.2 UPGMA dendrogram based on
Nei & Li similarity coefficient

HC NN GL
BS YN TG
HC Hechi area NN Nanning area GL  Guilin area
BS Baise area YN Viet Nam TG Thailand.
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&
1997 4 4 259 ~263.

1996 14 2 62~ 66.
1986 21
6 25~26.

1981 16 4 36 ~37.

2001 221 74~77.

pa

199 14 1 71~
75.

1991 26 6 33 ~34.

1999 34 3 56 ~59.

xr. ADVR
1997 15 1 72~76.

12

13

14

15

16

17

18

Gekko
2002 21 3 200 ~204.
12S rRNA
10 . 2001 47 2 139 ~
144.
12S rRNA
2000 23 4 339 ~340.
DNA . 2003 12
20 ~ 23.
6 RAPD
2004 32 3 52~54.
RAPD
2003 38 3 7~13.
RAPD . 200530 1 1~
9.
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