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Abstract: In this paper, partial sequence of horse DRD4 gene was cloned including intronl, par-
tial exonl and exon2. And restriction enzyme Stu I was used to analyze the polymorphism of the
DRD4 gene sequences of 270 horses from 6 types including importing breed, cultivating breed and
local breed. The products of digestion with restriction enzyme Stu | were detected by 8% non-
denatured polyacrylamide gel electrophoresis and showed in silver staining protocol. The result in-
dicated restriction enzyme Stu 1 showed polymorphism. Six kinds of genotypes were found in six
populations , which were controlled by three alleles. The results of y* test showed that genotypes
frequency of horse DRD4 gene in TB, SH, XN did not fit with Hardy-Weinberg equilibrium ( P
< 0.05), but that in WS, BH and WZ fit with Hardy-Weinberg equilibrium(P>>0. 05) .
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Table 1 Genotype distribution and allele frequencies at Stu I site of different horse breeds

FEAS % e [R] 45 5

S5 ar i IR 3 R

1 2
h i Sample Genotype frequency Allele frequency L
Breeds . x’ value
size AA BB cC AB AC BC A B C
I 0. 444 0.133 0. 044 0.156 0. 200 0.022
Be 45 0.622 0.222 0. 156 11.39"
XN (20) (6) (2) 7 (9 @D)
IR 0.370 0.130 0. 056 0. 296 0.130 0.019
Bk 1 54 0.583  0.287 0.130  9.11
BH 20 @P) (3) (16) @P) @D)
= S 0.575 0. 025 0. 000 0.175 0.175 0. 050
SIS 40 0. 750 0.138 0.112 1. 26
Wz (23) [@D) () D) (D (2)
JERGEE) 0.533 0. 000 0. 067 0.033 0.333 0.033
G 30 0.717 0.033 0. 250 0.75
WS (16) ) (2 [@D) 1o @D)
B o 0.392 0.176  0.078  0.255  0.059  0.089 . oo
SH (20) (9 4 (13) (3) (2 ' ' ' '
2 4 0. 040 0. 280 0. 100 0. 420 0.020 0. 140
AL 50 0. 260 0. 560 0.180 14.48* "
TB (2) (14) (5) @D [@D) (7

df=55y%0.05 =11. 07597 01, =15. 095 » FI/RZEF P (0. 01<C P<C0.05)5 * x FREZEFMBPE P < 0.0D, TIH
* means significant difference(0. 01<C P<C0.05) ; * * means most significant difference( P<C0.01). The same as below
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Table 2 The y’test of genotype of Stu I site in different horse breeds

i Breeds e & XN E R % % BH LRI S WZ iy WS =5 SH
B /R 2 T BH 3.257
LRI WZ 6.091 9. 694

JER: AR LS 8.330 15. 846" * 8.361

= SH 6.049 2.553 12. 868" 20. 428"

i1 & TB 36. 952" 27.123* " 47.662" 54. 635" 21.578"
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