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Applications of microsatellite marker technology in the
genetic structure research for closed colony of Brandt’s voles
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[ Abstract] Objective Analysis of the genetic structure stability of Brandt’ s vole (lasiopodomys brandtii) in
closed colony using microsatellite marker technology. Methods  Genomic DNA was extracted from tail tip using high-
concentration-salt precipitation methods. Marked with fluorescent tags(Fam) , 7 microsatellite primers were filtered out by
PCR, and the DNA structure of three consecutive generations of Brandt’ s vole was analyzed by microsatellite marker.
Results By the analysis of the average heterozygosity and polymorphism information content, Brandt’s vole populations
maintaineda closed group of qualified genetic structure. Conclusions The present results show that the closed group of
Brandt’ s vole species in our laboratory maintain a stable genetic structure.
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Tab.1 The primer and characteristics of 7 microsatellites loci for Brandt’ s voles

=1 R— 2z ’ ’ Bl s 4 L |2 BE
P B HEEHIT 5P HI(5°37) BKIRBE(°C) H i R B B (bp)
Sit | Microsatellite Primer sequence Annealing Fragmen tlength
1he number Motif (5°3) (C) (bp)
BVMO1 (GTT)sTA(T) GAATGGAGCTATGTAGACA 48 16
D(886925 GT(GTTT), GAGCTAACATTCCAGGAC
BVMO3 ACAGCAGGCACTGGTTCA
(GA)y A . . 57 165
D(886927 ATCTACTGTTGAGCTTCATTCC
BVMO6 . CACCCACACACTGAGACAAC
(AC) 67 200
D(886930 GTGGATGCTTGGACCAGAAC
BVMO02 GATCACCTTTTCCCTCAC
(CA)4GA(CA)y ko . 55 145
D(886926 CTTAGACTACCTCTCCTGG
BVMO5 . . GGAGTGGGCTGAGTATAGAAG
(TG) ;g TA(TG), A A A o . 65 180
D(886929 CCAACAGTCTCCACCTTATC
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(AG)sGT(AG)y o A 60 176
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Tab.2 Genetic characterisitics of 7 microsatellite locus in three generations of Brandt’s voles
LI 25457 N
. A . A2 W
HE PR AL idics Bk SERHER /N (bp) P o ZHEE AR
Locus Populations Observed Alleles size(bp) DH EI"I PIC
number of alleles ’ N
BVMOL F6 7 162 ~174 0.520 0. 640 0. 603
DOS86925 F7 4 163 ~174 0. 694 0. 667 0.612
F8 5 163 ~ 174 0. 625 0. 650 0. 601
BVMOD F6 6 139 ~ 146 0. 380 0. 640 0. 601
D(S86926 F7 5 139 ~ 147 0.556 0. 500 0. 459
F8 6 139 ~ 151 0.375 0. 475 0. 460
BYMO3 F6 10 151 ~ 194 0. 460 0. 680 0. 663
F7 6 151 ~17 0.778 0. 667 0. 62
DO886927 o ?
F8 9 151 ~183 0. 600 0. 750 0.716
BYMOS F6 5 175 ~ 186 0. 560 0. 460 0. 380
F7 3 173 ~ 181 0. 306 0.278 0.249
DQ886929
F8 3 175 ~181 0. 425 0. 325 0. 290
BYMOG F6 5 192 ~210 0. 300 0. 600 0.548
DOS86930 F7 4 192 ~211 0. 306 0. 361 0. 341
F8 4 192 ~209 0.275 0.275 0.265
BYMO9 F6 9 170 ~210 0. 680 0. 680 0. 669
DOS86932 F7 5 170 ~203 0.583 0.750 0. 706
F8 6 171 ~203 0.525 0. 675 0. 639
BYMI3 F6 4 125 ~134 0. 440 0. 540 0. 430
F7 2 126 ~134 0.361 0.361 0. 296
DQB86934
F8 2 126 ~ 134 0. 325 0. 400 0. 326
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