W) %24 & Chinese Journal of Zoology 2013,48(3) :367 ~370

HEEMZSUMIENRNIBESEE

M 2 B 2L 5

WE: 0%

BF

TREEBE RRCBRIN 239012

W ( Takydromus wolteri) J&— FAE 7= 2 55 G A W% . A 7 %k FL S e i) 3

FERT

L [a] — W A R BT

G £ 55 PN 0 T 4 SR B0 Tt B 14 33t A% 445 ) R0 00 i 14 2 0 B S S RIT 5 N R E AT R, AS BT T O I s
FEMN 9N EA R E S MM TR . T RA AR A M S (AC) I (ATAG) A 7 1Y

TEEEE, 61 ML BRI A RERY 16 ~ 32 DR 3 B A G 47 4 5

KB, bR A Y

S AR B H T D 12 ~20 A B2 & FEVE [ Dy 0. 894 ~ 0. 955, WR I 24 & FEJE [ 0. 565 ~0.938 , & ]

G i TR BRI BAT R I8 AL 2R VR, DR TE 11 5% 55 07 Y il T 38 A 4

WS BC I B R DP R R AR B AR .
RIS R LA

370 B AN SERE  FhIE Jg 1L 27

Bk TR K S R R 2 AR AT

hESERS Q75 XERIRAE:A X E4HS:0250-3263(2013)03-367-04

Isolation and Characterization of Nine Polymorphic Microsatellites

in White-striped Grass Lizard

LUO Lai-Gao

WU Yi-Lian GENG Jun

XU Xue-Feng "

School of Biology & Food Engineering, Chuzhou University , Chuzhou, Anhui 239012, China

Abstract; White-striped Grass Lizard ( Takydromus wolteri) is an oviparous lacertid lizard. Females produce

multiple clutches of eggs during the breeding season. To understand the mating system, the paternity of the

offspring within and among clutches, the population genetic structure and the evolutionary history of this

species, we developed 9 highly polymorphic microsatellites for T. wolteri in a population from Chuzhou, Anhui,

China. Loci were isolated from a genomic library enriched for (AC), and (ATAG), repetitive elements and

primers were tested in 16 —32 individuals. The number of alleles ranged from 12 to 20 per locus, the expected

heterozygosity (H_) ranged from 0. 894 to 0.955, and the observed heterozygosity ( H,) ranged from 0. 565 to

0.938. These loci could be useful markers to investigate population genetic structure, gene flow level,

population differentiation and mating systems in T. wolteri.
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Table 1 Characterization of 9 Takydromus wolteri microsatellite loci

JAE {37

Locus

519 1751

Primer sequences (5'-3 5]

Repeat

motif

T
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PR AMEE T, L B iy

No. of v a R a R KT

_ KT

(hp) o ° Hu Hp no.
alleles P

Size range Accession

Two-a03

Two-a07

Two-a43

Two-a36

Two-c04

Two-c60

Two-c89

Two-c66

Two-c132

: TAMRA-GAGTGCTTTTGCCCT

TATTTGAT

:GTGTGCCTCCCTCCTGTGA
:HEX-TGCAAAAAGATGAGTC

AAGGATGG

:TTGGTCAAATGCTGGTAGGA

TAGG

: FAM-AAAATGCGCCTAGAAC

AATGG

:AGAGCTACACTACTGGGGAA

GGA

:TAMRA-CTGATGGGTTGTGGC

TTCTGTG

. TTGCTCGCTTTCTTTCCATTT

GT

:HEX-TCCGACTTCCGCTCCC

TCTT

:ATTATCCCTCGCCAGCCAC

AC

:FAM-CCACGAACCAGCAAAT

GATAGACA

:ACTGGCACCCTGGCACACTT

:TAMRA-GAGATCATTAGTT

GGGAGGAAGG

:ACTGATGAGGGTCTAATGT

TGTGG

:HEX-TGAGGTTTGCTATTGT

TTTACTGT

:GAAGGCCGGTCCATTAGGT

:FAM-CTGCTTGGCTTCTGAG

TTTTG

R:CATATTTGGCATTGTTTTTG

TTTC

(AC),,

(AC)

(AC),,

(GT)

(ATCT) |,

(TAGA)

(TAGA)

(TAGA),,

(TCTA)

60

60

60

55

55

60

60

60

60

218 ~252 15 29 0.931 0.920 0.326 JX436104

330 ~370 18 31 0.903 0.929 0.605 JX436105

268 ~306 15 31 0.871 0.912 0.689 JX436107

317 ~367 20 23 0.565 0.955 1.000 JX436106

266 ~318 15 31 0.871 0.918 0.708 JX436108

220 ~270 13 30 0.733 0.894 0.687 JX436109

367 ~443 17 32 0.875 0.908 0.607 JX436111

301 ~345 12 16 0.938 0.907 0.430 JX436110

226 ~294 15 32 0.813 0.916 0.795 JX436112

T,. Annealing temperature; N. Number of individuals genotyped; H . Observed heterozygosity; H, . Expected heterozygosity; P. P-

value of Hardy-Weinberg equilibrium test.
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