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Genetic Variation and Differentiation of Gekko gecko
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Abstract: Samples of Geklo gecko were collected from 12 areas of Guangxi China, Vietnam and Laos. Four hundred
and twenty four base pairs of G . gecko mitochondrial Cyt 4 gene were sequenced and seven haplotypes were found. Gekko
vitatus and Teratoscincus keyserlingii acting as outgroups, the phylogenetic trees of the & . gecko constructed using NJ and
MP methods showed that the average genetic distances were; (.209%-1.20% between four haplotypes of black . gecko
from Guangxi China; 0.509% between Vietnamese and Laotian red & . gecko; 1.70% between Ningming and Vietnamese
red G. gecko; 2.20% between Guangxi and Laotian red G . gecko; 8.609%—9.50% between black . gecko from Guangxi
and all red G. gecko . The genetic difference of black and red . gecke reached the species or subspecies differentiation .
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B, e, MBS, ROV, MRS
SV B RE W AHR L K P R R RE SR MMA RV R M, {4
HER, KReER, BAREMTAM S, TR
BAMY . Liu et al (2000) 38330 BG4 B 2040 1R
128 (RNA ZEFE R EFY), fa il #0589 Gf N £ 5,
SHAMFRER, HEFH 5.20%. SEHEaHE
AR RN ESR, XN AEREE TEER
FFAFF AR T X, BT, Han & Zhou
(2005 ) FHesuhaprid B [ 4R 207 7)) K H A w17
THOE, RAAEBEHS T RoFRME T R,
A= F A E I 12 A FEHB T K L B
FERE FIE R FORE R EAT Cyt b FEFF 5 AL AT
587, B EITE TR A b B R AR G R AR
SUARARHAT I 5 RS a2 EE L.

1 MB5FE

1.1 # #l

LGSR I A T ET AT 12 A P b X
R . R (F 1. REEHIE, B -70C
IKFERAT S
1.2 DNA HJEEL. PCR ¥ 1&F0iNE

FH DNA PYRBURBHM SDS /B 0B K 7
% ( Wang et al, 2001 Jo

PCR ¥ BB R B miDNA HAREE b 48
B 424 bp BI— RS VI8R50
primerl: 3" - CATGATGAAACTTITGGCTCACTAC -
3', primer2: 5’ — AGAATCGGTTTAATGTTGGATTGT
- 3", S|4 D A TR RA R A K.

PCR RUW RN 25 oL, HoA &8 DNA 2

25ng, 10xPCR ZMH#E 2.5 uL, 2.5 mmol/L MgCl,
2.0 uL, 10 mmol/L dNTP 2 pL, 10 pmel/L L T
514 2 ul., Taq DNA REEF2U, I dd H,O 4
B 25uL, Lldd H0 {EXTBR . HESTF PCR I 350
P18, 04 CTENE 5 min BVEATEIR: 94C 21
min. 50°C iBK 50s. 72°C #EM 1 min, 3£ 35 8
¥, mlE 1 B 72°CEE 10 min. PCR &
DNA fiftidRl &aifb)s, B EEE TEYEARE
PSR AT, ABI377 MNP, LAY
1.3 DNA FIIEEALE
Tl S A5 B R0 45 R A CLUSTAL 3145 &
N THAEXTETN DNA FANHEATHER . $5 T Cyt b
EH 424 bp FI—FUFS, FEM GenBank 1 FE U
& { Teratoscincus keyserlingii, NC007008, 2= 3L
RS sH) MEEFRBEM TR R ( Gekko vittatus ,
NCO08772, AXHEZH GV ) Oyt b EEFIFRIIE
AR5 B MEGA3. 1 B A i 2 20 A B L
B, TR A MFRER EEER ( p-dis-
tance )o 1HEE NJ fll MP 3 FREMW, RGP &L
AEFEERGSITMHE ( Bootstrap value ) fliit 32
R, 1000 IREEWL.

2 & R

2.1 Cyt p BEEFSFIINERRTR
AEENE T 20 &P ETTH . B FERR
BER LA DNA Cyt b BREFRFF), S iise
S Cyt b 2 B BRI 1 424 bp. RIT S
e S A A T, HA RS T, L G.
A TEWFHEDNN27.0% 28.5% 15.5%-

#1 FHAEDHRERERREN S, REME, B2ERE GenBank BES

Tab. 1 Sampling sites, Haplotypes and GenBank Accession numbers in the present study

REH A L B! HE FBRAT fE] GenBank 2= £H
Sampling site Haplotype  Number  Collection date  Accession number Type
FET A SRS Pingguo county, Baise, Guangxi, China BS 2 2005-09 EF174457 Bty
FEI MM HEE R Duan county, Hechi, Guangxi, China BS 2 2004-08 EF174457 Bl
HE FEMT AR Pingle county, Guilin, Guangd. China PL 2 2004- 08 EF174450 2y ey
HE FEMEET 2 Zhaoping county, Hezhou, Guangxi, China Lz 2 200406 EF174458 2y ey
FEIMASLHKE R Fusui county, Chongzuo, Guangxi, China 17 2 2004-08 EF174458 Bl
HEN A REBET 2 Guiping county, Guigang, Guangxi, China 4 2 200509 EF174458 2y ey
HE FAH EERE Debao county, Baise, Guangxi, China Lz 2 200406 EF174458 2y ey
FE A A Xincheng county, Liuzhou, Guangxi, China 17 3 2004-09 EF174458 Bl
FEI MFEESID A Heshan county, Laibin, Guangxi, China Lz 2 2006-06 EF174458 Bl
HEM AREEER Qintang county, Guigang, Guangxi, China Lz 2 2005-08 EF174458 2y ey
FEAg ERER Shangsi county, Qinzhou, Guangxi, China Q7 2 2005-05 EF174456 Bl
FEMFrAETTEHER Ningming county, Nanning, Guangxi, China NN 2 2006-07 E¥174455 EAN 5L
AL Liangshan, Viemam YN 2 2006- 06 EF174460 AR =1 )
ZHd% B Mengwei, Laos LW 2 200607 EF174454 AL
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29.1%; *EEBAEAN N 30.0% - 26.2% 14.6%-
29.2%; BRI 30.0%- 26.2% 14.6%-
29.2%; T P07 B AT RS M O 30.0%-. 25.9%.
14.9% 29.2% . WA ANEFEE Cpe b BEE K Eh
A+TEEWNRERT C+C HE. X 20 ™EH Gy
b EER BRI otr, HEIMT 7R REE, T
WP dREE. TR L. A, B0, R
HE MR (1z2), FRMFEMFFRE 2
B (BS), P4 LB EFirEH - FEga,
IR RS AT A R A B — R R AR
(1)

AN, FE T RS A ] 2 F 6
434, Hrh BGm 4 MRER G 6 4, 200 3
ARG 39 . FFFIRIATEE S ER £ R
AathgIT (F2) R, 790 4 DREBGEER
ZIRIEA I L P A, SRR AR, T
1—5 M2 la)e 3 ELHE S B 2 R] B TR R e 4
it LA, R0 2—8 T 0—1 . [HEERS
By ST dRg s ) R PR R AR, s E|

29—32 4~ H1 5—6 I~
2.2 REWHIEE

AFEEW 7 D EAFBUF IS GenBank FE T HIYS
7 (T keyserlingii ) T EF R { 6. vittatus ) BY
Cyt b [RIRFFHFGEE Ny F0 MP - F R W (E 1),
7E NJ WP 4 A PR ER AN — 32, Fdap o
SPPRMEFE MR, RESE P FEE
R, MY 3 MEMEY, BhlWlmany 5e
WA MR, REHS TWHAHNE X2, MP
WE NI RERER B, ER{UEBE LR T
BN TSR, SRR

3 %

#eprik DNA Eoi% DNA vE{EHR ( Brown et al,
1979, Cyt b B ZESORL {4 B ] 4 o i fb o B 5
B, BER 1R BORERE & AT AKE BB AR
HEYPRKTFHERELZFTRE ( Meyer & Wilson,
1990 Jo ITEEk, WAL oy b EFFH O K
DR T ARSI R AR E R R (Zhang, 1997;

it

F2 KEBE Ot s ZERFIISEEER ( TZ/H ) BEFFRENEGR., B ( L=/)
Tab. 2 Genetic distances between pairwise sequence of Gekko gecko Cyt b gene ( below diagonal )

and numbers of transition/transversion ( above diagonal )

ouT Lz PL BS Q2 NN TN LW SH GV
LZ 170 3/0 2/0 30/6 29/5 20/5 52/64 61/43
PL 0.002 4/0 370 3176 30/5 305 53/64 62/43
BS 0.007 0.010 570 3176 32/5 32/5 55/64 60,743
Q7 0.005 0.007 0.012 30/6 29/5 29/5 52/64 58/43
NN 0.092 0.085 0.005 0.092 6/1 8/1 55/64 58/47
TN 0.086 0.089 0.095 0.086 0.017 2/0 56/63 60746
Lw 0.086 0.08% 0.095 0.086 0.022 0.005 56,63 60746
SH 0.342 0.346 0.354 0.342 0.354 0.354 0.354 52/55
GV 0.303 0.307 0.299 0.295 0.305 0.310 0.310 0.310

LIRS (L2 80, PL: FAR: BS: A/ QZ: FM: NN: BT YN: ME; Lw: ZE: SH: ¥WiE: ov: BHER)
Statistic with hapletypes (12: Liuzhou; PL: Pinde; BS: Baise; QZ: Qinzhou; NN: Nanning; YIN: Viemam: LW: Laos; SH: E.egregious; GV: . vittarus )
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Fig. 1 Phylogenetic trees of seven haplotypes based on Gekko gecke Cyt b sequence data
A: NIF (NJ tree ); B: MP# (MP tree)s
Bl 3 3LRIEE 2 ( The letters in the Fig. I are as in Tab. 2 ),
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Tanaka et al, 19965 Yang et al, 2004; Tao et al,
2006 ). — L& & 58 0 o3 35 U7 ER AR ME AL E B A,
Wi TR G T RS FIAE R (Zhou et al,
2003; Wang et al, 2004 )

MIER Bk, (ESEm ia s il 23 B de 4
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TERPRERIE (B2 R M AL 2 L B R R T B oy
S EEE U E o128 RNA A B NA A
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W, Birungi & Arctander ( 2000 ) LA Cyt b ZF R
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PHEE A, Femnando et al (1999) FIH Cyt & &
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LB ENTES T . melanosoma 1 T brasiliensis HY
FREETRFR, FMNSL T T.melanosoma BT
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