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Abstract: [Objective] The study was conducted to compare and reveal the genetic polymorphisms of
GoLA-DQA1 gene in five native goat breeds. [Method] Polymorphism of 385 bp of the partial intronl,com-
plete exon2 and partial intron2 of GoLA-DQA1 gene were analyzed in 231 samples of five goat breeds
(Laoshan (LLS), Sannen (SN),Guanzhong dairy goat (GZ),Banjiao (B]) and Guizhou White goat (GW))
by PCR-RFLP and software Popgen32 was employed to calculate the relative genetic parameters. [Result]
After PCR products were digested by Taq | (Taq I -RFLP locus) ,the results showed that the average fre-
quency of allele A and B was 0. 846 and 0. 154 in five goat breeds respectively. By comparing with the allelic
frequency,the predominant allele was A, while the inferior allele was B. SN, BJ] and GW f{it Hardy-Wein-
berg equilibrium except .S and GZ breeds in this locus. To the Haelll-RFLP locus,the average allelic fre-
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quencies of allele M and N were 0. 819 and 0. 181 in five breeds respectively. The predominant allele was

M, while the inferior allele was N by comparing with the allelic frequency. Five breeds fit Hardy-Weinberg

equilibrium. There were nine composite genotypes of GoLA-DQA1 gene in five goat breeds by Taqg | and
Haell] digestion. Among them, AAMM, ABMM and AAMN genotypes were found in five goat breeds.

The results of genetic parameters showed that there were low polymorphic in exon2 of GoLA-DQA1 gene

at the two sites in LS,GZ,B] and GW ,while it was moderate polymorphic in SN goat. [Conclusion) There
were low genetic diversity in exon2 of GoLA-DQA1 gene at Taq | -RFLP locus and Haelll-RFLP locus in

the five goat breeds.
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Bl 1 GoLA-DQA1 MM Tag 1 fYI 5Bt
M. DNA Marker;1.,2,4,6.7,9. AA;3,5. AB;8. BB
Fig.1 Taq ] -RFLP patterns of GoLA-DQA 1
M. DNA Marker;1.2.4,6.7.9. AA;3.5. AB;8. BB
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234 bp/385 bp) \NN (151 bp/234 bp),
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Kl 2 GoLA-DQA1 MKy Hae Il W53 Hr
M. DNA Marker;1.,2,4,5,7. MM;3,6,9. NN;8. MN
Fig. 2 Hae [I-RFLP patterns of GoLA-DQA 1
M. DNA Marker;1.2,4,5.7. MM;3,6,9. NN;8. MN
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Table 1  Genetic parameters of PCR-RFLP about GoLA-DQA1 gene in five populations
RFLP ZH Ug 1L 3% L 2 B Re 45 1L = SURITES LS IES g ANSRIIES At
Parameters LS SN GZ BJ GW Total
A 0.953 0.658 0. 750 0. 920 0. 950 0. 846
B 0.047 0. 342 0. 250 0. 080 0. 050 0. 154
X2 26. 249 1.471 4. 409 0.139 0.055 6.465
Taq 1 -RFLP He 0. 090 0. 450 0.375 0.147 0.095 0.239
Ne 1.099 1. 818 1. 600 1.173 1. 105 1. 362
PIC 0. 086 0. 349 0. 205 0.136 0.091 0.193
1 0.191 0. 642 0.562 0.279 0.199 0. 387
M 0.872 0.583 0. 845 0. 880 0.917 0. 819
N 0.128 0.417 0. 155 0.120 0.083 0.181
X2 0.782 0. 822 1. 287 0. 381 0.195 0.693
Haelll -RFLP He 0.224 0. 486 0.262 0.211 0.153 0.276
Ne 1. 288 1. 946 1. 354 1.268 1. 180 1. 418
PIC 0.199 0. 368 0.227 0.189 0.141 0.225
1 0. 383 0.679 0.431 0. 367 0. 287 0. 445

R2 GLADQAI EENEBYIEEAERE LFERMH A S FHME
Table 2  Genotypic frequencies about Taq | and Hae [l of GoLA-DQA1 gene in five goat populations

2 A HE R 7 AR LIES [ LIS PG LIES DRENIES G LISHITES
Composite genotype LS SN GZ BJ GW

AAMM 54(0.730) 17(0. 283) 15¢0. 357) 16(0. 640) 23(0.767)
ABMM 3(0.041) 4€0.067) 14(0. 333) 3(0.120) 2(0.067)
BBMM 0(0. 000) 1€0.017) 0(0. 000) 0¢0.000) 0(0. 000)
AANN 0¢0. 000) 2(0.033) 0(0. 000) 0(0.000) 0(0. 000)
ABNN 0(0. 000) 4(0.067) 0¢0.000) 0¢0.000) 0¢0.000)
BBNN 2(0.027) 6(0.100) 0(0.000) 0¢0.000) 0¢0. 000)
AAMN 15¢0. 203) 9(0.150) 6(0.143) 5(0.200) 4(0.133)
ABMN 0€0.000) 15(0. 250) 7(0.167) 1€0.040) 1€0.033)
BBMN 0(0.000) 2(0.033) 0¢0.000) 0¢0.000) 0¢0.000)

T < BRI A 5 PR BT 25 A i R D B A WL L 4355 o R /N RO g 2 ik PR R A B35

Note: The integer was the observed number of composite genotype and decimal fraction was frequency of composite genotype detected in

each breed.
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