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Abstract; [Objective] This research analyzed the molecular genetic characteristics of goat POULF1
gene in Chinese goat breeds,which will contribute to clarify breeds of goat. [Method)] PCR-RFLP and mo-
lecular population genetics analysis were applied to study the molecular genetic characteristics of Dde [ lo-
cus of POUILF1 gene in several Chinese goat breeds including Inner Mongolia white cashmere (IMWC) , Xi-
nong Saanen dairy (Sa),lLaoshan dairy (LS).,Guanzhong dairy (GZ) ,Guizhou black (GB),Matou (MT),
Banjiao (BJ),Guizhou white (GW) and Leizhou (LZ). [Result] The 450 bp PCR amplification products of
goat POULF1 gene (including Exon 6 and 3’ UTR) was digested by restriction enzyme Dde T and two dif-
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ferent genotypes (ID;D; and D;D,) were found. Frequencies of allele D, ,allele D, , Ho, He, Ne and PIC var-
ied among breeds were from 0. 600 to 1. 000, from 0. 000 to 0. 400, from 0. 520 to 1. 000, from 0. 000 to
0.480,from 1. 000 to 1. 923 and from 0. 000 to 0. 365, respectively. The chi-square analysis revealed that

there were significant statistical differences (P<C0. 05) or high significant statistical differences (P<C0.01)

of distributions of genotype frequencies and allele frequencies at POU1F1-Dde ] locus among analyzed

goat populations. [Conclusion) Hence, breed factor had significant effect on the molecular genetics charac-

teristics at POU1F1-Dde 1 locus in goat.
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Fig. 1 Electrophoresis of PCR amplification
products of goat POU1F1 gene
M. Marker DL2000;1.2. PCR products
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Table 1  Genetic structure analysis at goat POULF1-Dde | locus

ﬁ;ﬂ%&li Dy /D, %1

L} ample i 2%
Bureed conti:)nt Allirjz}zfency Ho He Ne pIC

DD DD, of D1 /D;
{EffjijlfigﬂjiNhhecashnmregoal 339 113 0.875/0.125 0.781 0.219 1. 280 0.195
PH A BEREY 1L 3¢ Xinong Saanen dairy goat 57 17 0.885/0.115 0.797 0.203 1. 255 0.183
5 1 473 1L 2 Laoshan dairy goat 16 64 0. 600/0. 400 0.520 0. 480 1. 923 0. 365
K@il 3¢ Guanzhong dairy goat 43 19 0.847/0.153 0. 741 0. 260 1. 350 0.226
PN 3 Guizhou black 21 0 1.000/0. 000 1. 000 0. 000 1. 000 0. 000
3111 2 Matou goat 10 12 0.727/0.273 0.603 0. 397 1. 658 0.318
#1112 Banjiao goat 21 4 0.920/0. 080 0.853 0.147 1.173 0.136
SN L3 Guizhou white goat 11 20 0.706/0. 294 0.563 0. 437 1.776 0.342
I 3 Leizhou goat 14 20 0.777/0. 223 0.585 0.415 1. 710 0.329
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Table 2 Distributions analysis of genotypes and allele frequencies between breeds at goat POU1F1-Dde | locus

Ili’fjd Sa LS GZ IMWC GB BJ MT GW LZ

Sa 0.000" * 0.415 0. 819 0.036" 0. 650 0.010~" 0. 000" " 0.001**
LS 0.000" * 0.000" * 0.000" * 0.000"~ 0.000" * 0.032~ 0. 144 0.034~
GZ 0.453 0.000"* 0. 424 0.010" 0. 257 0.082 0.004*~ 0.013~
IMWC 0.832 0.000" * 0. 461 0.018* 0.436 0.005" * 0.000" * 0.000" *
GB 0.046" 0.000" " 0.016" 0.028" 0. 164 0. 000" " 0. 000" * 0.000" *
BJ 0.170 0.000" * 0.297 0.470 0.173 0.013~ 0.001** 0.002**
MT 0.020* 0.178 0.126 0.009 " * 0.000" * 0.027~ 0. 655 0.968
GW 0.001*~* 0.361 0.013" 0.000™ * 0.000" * 0.004"* 0.737 0. 829
LZ 0.002* " 0.172 0.033" 0.000" * 0.000"~ 0.009 " * 0.976 0.872
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Note: P value of distribution of genotypes frequency between two breeds(the up-right part) ; P value of distribution of different alleles be-

tween two breeds(the down-left part).
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