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Table 1

Primer sequences of 13 microsatellite DNA

(LR YL NS

M icrosatellite loei

Fasms - 3)

Forward primer sequence

B - 3)

Reverse primer sequence

TKY16 GGTTATGGTTTGGTATCTGTC AAAACAATGGCTTCCTGGTCA
TKY21 AGGTGAACCCCAGAGAGTCC AGTGAGGCCTCGGTTGGGAG
LEX064 ACCCTTTCCGCAGACAA CACATCAGAGCCCATCTTCTC
HTG20 CTGGTTTACCTTCCCTACAG CCAATGGTTCCTCTGAGAAG
HTG21 ATTACTTCCTCCAGGTATCTCAG AGGCAGGGCTGGGAGACGT
HTG28 AATCAACTAATATTAGGCCTCCT GAATACAGCTTCTAGGGGCGT
UMO002 AGTGGCAGCATAAAGATA TTTTGGTCCTTGTAGGAG
UMO12 GGAATTTAGACTATGACTGAGG GCCACCTGAACACTTTTAC
UMO16 TTCCTCCACTATCTCTCCCTC GCAAAAATGCACAGCCTC
UMO18 AGATAGGGAAAGAACGAAG GGTTAGTGTTCGGATTAGG
UCDEQ440 TGTTCGGACAGTGTGGAT GCAGGGTATGTGTGTGCT
UCDEQ465 AACCAGTCCCTACATAGAAC CTCACAACCAAGCATACA
UCDEQ482 CACAGCCCTGACCACTGA CCAAAACAGCCCTGGACT
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Fig. 1 The part results of PCR of UMO002 loci in
Mongolian horses and Thoroughbred horses
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Table 2 The numbers of effective alleles, polymorphism information contents and heterozygosity of 13 microsatellite

loci in two breeds

JAE AL s HEhY ali . 1y FEA JREAE fits FEh Y 4l ifin Rkl
Loci Index Mongolia Thoroughbred M ean Loci Index Mongolia Thoroughbred M ean

TKY16 Ne 1.587 9 1.764 7 1.676 3 TKY21 Ne 1.578 9 1.875 0 1.727 0
PIC 0.589 1 0.585 4 0.587 2 PIC 0.525 8 0.737 0 0.631 4

H 0.366 7 0.4333 0.400 0 H 0.366 7 0.466 7 0.416 7

LEX064 Ne 1.875 0 1.764 7 1.8199 HTG20 Ne 2.3077 2.307 7 2.307 7
PIC 0.756 1 0.606 1 0.681 1 PIC 0.647 7 0. 806 4 0.727 1

H 0.466 6 0.4333 0.449 9 H 0.4333 0.4333 0.433 3

HTG21 Ne 2.307 7 2.3077 2.307 7 HTG28 Ne 1.764 7 2.500 0 2.1323
PIC 0.6350 0.806 4 0.720 7 PIC 0.5452 0.525 8 0.5355

H 0.566 7 0.566 7 0.566 7 H 0.433 3 0.600 0 0.516 7

UMO002 Ne 1.764 7 2.7273 2.246 0 UMO012 Ne 2.1429 1.8750 2.009 0
PIC 0.738 2 0.589 6 0.663 9 P1C 0.6209 0.764 6 0.692 8

H 0.433 3 0.633 3 0.533 3 H 0.533 3 0.466 7 0.500 0

UMO16 Ne 1.8750 1.8750 1.8750 UMO18 Ne 2.307 7 2.000 0 2.1539
PIC 0.666 8 0.590 3 0.628 6 P1C 0.7372 0.709 1 0.723 1

H 0.466 7 0.466 7 0.466 7 H 0.566 7 0.500 0 0.533 4

UCDEQ440 Ne 3.000 0 3.000 0 3.000 0 UCDEQ465 Ne 2.3077 2.500 0 2.403 9
PIC 0.637 1 0.595 6 0.616 4 PIC 0.646 8 0. 666 9 0.656 9

H 0.666 7 0.666 7 0. 666 7 H 0.566 7 0. 600 0 0.583 3

UCDEQ482 Ne 2.000 0 2.727 3 2.363 6 M ean Ne 2.020 6 2.248 0 2.1343
PIC 0.652 9 0.726 2 0.689 6 PIC 0.646 1 0.662 4 0.654 2

H 0.500 0 0.633 3 0.566 7 H 0.482 1 0.548 7 0.515 4
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Table 3 Total heterozygosity( Hy) , average heterozygosity

within each population( Hs) and coefficient of gene

differentiation ( Gsr) of 13 microsatellite loci in two breeds
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Loci Hy H, 5 ST
TKY16 0.665 6 0.643 9 0.0325
TKY21 0.701 0 0.667 8 0.047 3
LEX064 0.745 4 0.728 4 0.0229
HT G20 0.7915 0.719 0 0.091 7
HTG21 0.775 0 0.754 9 0.026 0
HTG28 0.591 6 0.587 3 0.007 3
UMO002 0.656 9 0.654 1 0.004 3
UMOI12 0.841 0 0.780 1 0.072 4
UMOI16 0.744 2 0. 664 1 0.107 6
UMO18 0.801 4 0.749 3 0.065 0
UCDEQ440 0.667 3 0.664 9 0.003 6
UCDEQ465 0.715 4 0.701 3 0.019 7
UCDEQ482 0.749 8 0.725 9 0.0319
M ean 0.726 6 0.6955 0.042 9
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Evaluation of Genetic Diversity of Mongolian Horse and Thoroughbred Horse Using
Microsatellite Markers

LI Jirrlian, MANG Lai , SHI Yourfei
( College of Animal Science and Veterinary, Inner Mongolia Agricultural University,
Huhhot 010018, China)

Abstract: 13 microsatellite loci were used to detect 60 horses of two horse breeds, namely mongolian and thor-
oughbred in this experiment. The PCR amplified products of microsatellite were detected by 8 percent non-dena-
tured polyacry lamide gel electrophoresis and show ing in silver staining protocol. Allele frequency, numbers of ef-
fective alleles(Ne), polymorphism information contents( PIC) and heterozygosity( H) for every microsatellite locus
were calculated by softwares. The results were the greatest variation in UCDEQ440 and the lowest in TKY 16 in
13 microsatellite loci; M ean numbers of Ne, PIC and H in thoroughbred horses were all higher a bit than in mon-
golian; Mean coefficient of gene differentiation( Gsy) of the whole breeds was 0. 042 9. These results could pro-
vide references in the future that breeding new excellent breeds in our country.

Key words: mongolian horse; thoroughbred horse; microsatellite; evaluation of genetic diversity
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