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Abstract ; The objectives of the present study were to elucidate the polymorphism of GnRHR gene and its rela-

tionship with litter size of Laoshan dairy goat. Seven pairs of primers were designed to detect single nucleotide poly-
morphism (SNP) of GnRHR gene in Laoshan dairy goat with different kids by PCR-RFLP and PCR-SSCP. The re-
sults showed two mutations (A261G and G55A) were detected. For A261G locus in exonl ,the does with genotype

GA had 0.06 and 0. 04 kids more than those with genotype AA and GG in primipara ewes,but the differences were
not significant (P >0.05) ;the does with genotype GA had 0. 35 and 0. 45 kids more than those with genotype AA
and GG in multiparity ewes (P >0.05). For G55A locus, two genotypes ( GG and GA) were detected, the does

with genotype GG had 0. 13 and 0. 19 more than those with genotype GA in primipara ewes and multiparity ewes,

respectively. However the differences were not significant ( P > 0. 05). These results preliminarily indicated that

A261G locus of GnRHR gene is a potential molecular marker for improving litter size in dairy goats.
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Tab.1 The sequence of GnRHR gene primers

EIR B FH1(5 -3") FBEKE/ bp Tm {8/°C VRS
Primer Sequence Fragment length Tm Methods
GnRHRI TGTTTCATAGAGAACAGGTCTGAA 663 56 PCR-RFLP
GATGCTGCTGTTGATCGCTG

GnRHR2 CCATTTAGCAGATGACTC 172 50 PCR-SSCP
TAGGGTGAAGATGATTTT

GnRHR3 TAAAGGATGGCAAACGGTG 275 55 PCR-SSCP
TCCAGCAGGTTGGCTAAAG

GnRHR4 TCTTGAAGCTGTATCAGCCATA 187 50 PCR-SSCP
GTGTTGAAAATTGTGAGAGTAGA

GnRHRS5 AAAACATCAGAAGTGCC 257 50 PCR-SSCP
TCTTTCCTTTGAGTCCA

GnRHR6 CCTACAGTTATACATCTTTGGGA 241 56 PCR-SSCP
GAGAAATACATACTGTGGGGAT

GnRHR7 ATTTGCCACTTCATTTA 207 45 PCR-SSCP
GCCTTTCTTTGACTTTC
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Fig.1 PCR result about DNA mix pool of primer GnRHRI
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Fig.2 Sequence map of primer GnRHRI

ERL L 0 CTCCTTATTCACTTAGGARARAT TTGTGARARCCAGGCCATCTGCTCGA
(€85 200 GTCCTTATTCACTTAGGARAAATIE TIGTGARARCCAGGCCATCTGCTGA
E 3 3514 GnRHRI THEF FIxtLL

Fig.3 Comparison about base sequence of primer GnRHRI
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Fig.5 Enzyme digestion result of primer N1
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Tab.2 Genotypic frequencies and allelic frequencies

of amplified primers N1 fragments

7Y e SEEE BEA A
Genotype Genotypic frequencies Allelic frequencies
GG 0.066 2 G0.156 6
GA 0.216 9 A0.843 4

AA 0.734 9
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Tab.3 Analysis of polymorphism about
frequencies amplified primer N1

L[ A B REEs R zer i/ R

Genotype Primipara ewe Multipara ewe
AA 1.58 £0.078a 1.77 £0.083b
GA 1.64 £0.152a 2.12 £0. 105a
GG 1.60 £0.245a 1.67 +0.333ab

T [P B R R 22 5 1835 (0. 01 < P <0..05 ) 5 Ml B3R
EFARRE(P>0.05), F5 .,

Note: The same column with no commom means differ significantly
(0.01 <P <0.05) ;The same column with commom does not mean differ
significantly (P >0.05). The same as Tab. 5.
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Fig.6 PCR result of primer GnRHR2
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Fig.10 PCR result of primer GnRHR6
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Fig.11 PCR result of primer GnRHR7
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Tab.4 Genotypic frequencies and allelic frequencies
of amplified primers GrRHR3 fragments

2 IS e PR R A A 2 EES
Genotype Genotypic frequencies Allelic frequencies
GG 0.8212 G0.910 6
GA 0.178 8 A 0.089 4
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Tab.5 Analysis of polymorphism about frequencies
amplified primer GnRHR3

R B PRE
Genotype Primipara ewe Multipara ewe
GG 1.76 £0.090a 1.90 0. 069a
GA 1.63 +0.183a 1.71 £0.153a
— E—
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A. Lewontin’s D’ values of for polymorphic sites;
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Fig.21 LD analyses for the polymorphic sites of GnRHR gene
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