BB E2ER 2007.38(12) :1306~1310

Acta Veterinaria et Zootechnica Sinica

3 IGF2 ZH GINA I m ZiSERES
KEEVEFTMERHERKBXER

AL BRI N O B B Ra R
LA SR B 8% 27101852, WA AMRHE B & SO EBFSE 7. B 250100 )

1 E: ARWFICR A PCR-SSCP £ AR XS ZAEAE KN F 2(JGF2) 3L R G3072A {37 S 78 K K B FkL 3% 7 5% BEAR (1)
BT IR Z M (SNP)#EAT T DU % 5 R P ) AL R AR KR SC R AT T 400 . S5 R R aFriR B K
E AL SO REAR Y 511 AN, IGF2 JERAEZ AL S R 2 80, KB A AL se iR AALAB FI BB JL R R
A B R A FUB RS .35 R B Hardy-Weinberg P (P<<0. 01) , T AL ¥ 58 3% ¥ A< i 25 Hardy-Weinberg V- (P
>0.05), WFEAEREAEEE AR B 50 B TR AR G7E A SSAEER L A (AG Z B RRMIEA . KHk
BT FER VR RE T AACAB 1 BB B RIS A (1 4] A 1 25 5 3 (P<<0. 05) , AA Fil AB JEBE ISR 1) 21,28 #1 70
H AR LA A ~21 B .21~28 H ity .28~70 HiEAY HIEZRABE (P>0. D,

KW : 5 IGF2 L ;G3072A; 2851 s w4 & AR K

hE 4SS .S828. 2 XERARIRAG: A N EHE :0366-6964(2007)12-1306-05

Polymorphism of G3072A in IGF2 Gene and Its Association with
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Abstract: By use of PCR-SSCP approach, the present study analyzed the single nucleotide poly-
morphism (SNP) at G3072A site of IGF2 intron 3 in Yorkshire, Landrace and Duroc pigs. The
association of the polymorphism with birth weight and early growth traits were as well analyzed
in Yorkshire pigs. The results indicated that the genotypes AA, AB and BB were found in York-
shire, Landrace and Duroc pig populations, and the populations of both Yorkshire and Landrace
pigs were in a state of Hardy-Weinberg equilibrium(P<C0. 01) , whereas the Duroc pig population
was not(P>0.05). Sequencing demonstrated that A and B alleles correspond to nucleotide A and
G, respectively. In addition, for A allele, a (AG) dinucleotide was inserted at the 10-11™ posi-
tion downstream the mutation site. Association analysis indicated that the least square means of
birth weight of AA, AB and BB pigs differ significantly (P<C0. 05), whereas body weight at 21,
28 and 70 days and average daily gain of body weight from birth to 21 days, from 21 days to 28
days and from 28 to 70 days of AA and AB individuals were not significantly different in York-
shire pigs(P>>0. 1).
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Lanes 1-10. PCR amplifications; M. DL2000 marker
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Fig. 1 PCR amplification of the region flanking intron
3 3 072 G/A polymorphism of porcine IGF2
gene (1.5% agarose)
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Fig. 2 Genotyping of intron 3 3072 G/A polymorphism of porcine IGF2 by SSCP
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Tablel Genotypic frequency and allelic frequency of porcine IGF2 intron 3 3072 G/A polymorphism
S U P RO 25 (i LR B
fh P Breeds A% Number Genotypic frequencies (number) Allele frequencies
AA AB BB A B
KEW% 331 0.410 9 0.317 2 0.271 9 0.569 5 0.430 5
Yorkshire (136) (105) (90)
KA 119 0.159 7 0.294 1 0.546 2 0.306 7 0.693 3
Landrace (19) (35) (65)
k3% 58 61 0.901 6 0.098 4 0.000 0 0. 950 8 0.049 2
Duroc (55) (6) )
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The G/A mutation is indicated by an arrow, a (AG) dinucleotide insertion is underlined
3 BIGR2 EBEHNEF 33072 s G/A SR AA T BB ERFHEMF LR

Fig. 3 Sequencing and comparison of genotypes AA and BB at intron

3 3072 G/A polymorphism site of porcine IGF2 gene
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Table 2 Least squares means of performance of three genotypes at the 3072 G/A site of IGF2 in Yorkshire

PR FL A7 Genotypes
Trait AA AB BB
W4 & kg 1.4040.02° 1.31+0.02" 1.2740.03"
Birth weigh (n=136) (n=105) (n=17)
21 MR AT ke 6.80+0.11 6.82+0. 26 —
Body weight at 21 d (n=093) (n=17)
28 H kAT ke 8.33+0.16 8.71+0. 38 —
Body weight at 28 d (n=93) (n=17)
70 H AR kg 28.33%0. 50 28.92+0.19 —
Body weight at 70 d (n=93) (n=17)
0~21 Hit HI¥H /g 253.1£5.2 254.2+12.2 —
Average daily gain from 0 d to 21 d (n=93) (n=17)
0~28 HIR HIG /g 244.5+5.6 258.2+13.6 —
Average daily gain from 0 d to 28 d (n=93) (n=17)
28~70 HWS HI T /g 477.7£10.6 495.3£25.7 —
Average daily gain from 28 d to 70 d (n=93) (n=17)

P ) — AT Y S B AR TR YR AR RN 22 5w B 2 (P<C0. 05)

“"means in the same column lacking a common superscript differ at P<Z0. 05
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