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1,2 1 1 1 1+ 2
1. / 430070;
2. 527400
2 (MRLC2) 2 ,
2 18 8 179 bp cT Hin6l PCR
Hin6-FRFLP 179 X F2 , ,
,CC CT TT ,CC
CT TT
2
S$828.2 A 1000-2421(2010) 02-0189-04
(unconventional myosin) F. F. F. F.
(conventional myosin, ) 2004 F 179
) [6] /
2 [2]
DNA ,TE ,- 20
2(MRLC2) /
- (AP0 )
’ . ' MRL C2 ( :DQ490129)
(actin) _ .
[4] , Primer Premier 5.0
F
cDNA , MRL C2 ,
cDNA , 172 ,
98 % : Forward primer :5-A GAACCCAACT-
099% 989% 98% 97 % CGACCCATAC-3 ,Reverse primer :5- GTCTTTGTCTTTCCCTC
(51 CAT-3 ,1742 bp, : Forward primer: 5-AT-
MRL C2 GCGGGTGAACTCCGATGTA -3 , Reverse primer: 5-CGTGA G
GTTGTGGGTTTCAT-3 530 bp
2) PCR PCR
:2.5ML 10 x PCR ,2ML MgCl: (25
mmol/L) ,2ML 10 mmol/L dNTP Mixture,1dL
TagE (1UML) , (10 mmol/L) 1L,
DNA , 14 L DNA (50 100 ng/ML), ddH:0
:2009-05-23; :2009-10-30
* (2006CB102102)
*o* . Email : yzhxiong @mail. hzau. edu. cn
,1978 : . Email : yuwenmin2005 @yahoo. com.cn
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25U L ; 194 M 1 2
4 min; 9% 45 s5;59. 4 45 s;
72 60s, 35 , 72 10 mn, 2000hp EESEURNTCRRNE., )
25 PCR 194 Lo
4 min;94 45 s;60.5 45 s;72 S
30s, 35 , 72 10 min 250bp
3) PCR 8.5uL PCR 100 bp
0.5ML Hin6l(10 U/ML) ,ApL 10x
H 37 12 h 1.5% M.DL 2 000 marker ; 1. Yorkshire; 2. Mei shan.
1 MRLC2
Fg.1 Amplification resut of intron of porcine MRLC2 gene
Liu™ , 1742 bp, GT/AG
, SAS (SAS Institute Inc,Ver- ’ 1416 bp ,
son8.0) Gm , DNA Star >
reg ’ M RL C2 : 18
, Yy =M+ G+ S + by + , 179 bp c/ T
8juk  Yij H G ( 2, Hin6l
( ; -1, 8
0,1 AA AB BB \ 1, , 3 A 3 T ( 3
-1 1 CC CT TT ) S l79hp l79bp
by B AA(AA((((AAAM
PCR (1
, 1 800 bp

Fg.2 Mutationof C/ T base in Yorkshire and Mei shan

Y1 GTGGTTACAAGTTGCTTTATTTTGTTCACTTAACTATGTATGTCTCGAAATGTGTCATAA
Y2 GTGGTTACAAGTTGCTTTATTTTGTITCACTTAACTATGTATGTCTCGAAATGTGTCATAA
Y3 GTGGTTACAAGTTGCTTITATTITIGTITCACTTAACTATGTATGTCTCGAAATGTGTCATAA

M1 GTIGGTTACAAGTTGCTTTATTTTGTTCACTTA-—mmmmmv TGTCTCGAAATGTGTCATAA
M2 GTGGTTACAAGTTGCTTTATTTTGTTCACTTA-————r- TGTCTCGAAATGTGTCATAA
M3 GTGGTTACAAGTTGCTTTATTTTGTTCACTTA---—---- TGTCTCGAAATGTGTCATAA
Y1l Y2 Y3 M1 M2 M3 Y1,Y2,Y3,M1,M2 and M3 refer to Yorkshire and Meishan respectively.
3 MR.C2
FHg.3 Sequence analyssof base deletionin porcine of gene MRLC2
- 3 , TT CT
SNP (530 bp) , 2 8 ,CC 20
PCR- Hin6l-RFL P , AA TT CT 5 7 ,CC 23
1 ,530 bp; BB 2 , 379 bp
TT ) CT CcC
151 bp; AB 530 bp 379 bp 151 bp
3 , 30 13 2 T
4
1 ,C

PCR- Hin6l-RFL P (1



2 MRL C2 191
179 X F2 MRL C2
530 bp 2 SNP C179T Hin6l-RFLP
379bp I} “MRL C2
151 })p . ,CC
M.DL 2 000 marker. TT :
4 MRLC2
Fg.4 Genotyping resut of PCRHN6FRA.P analys's ,CC TT
of the porcine MRLC2 gene 2)

1

MRLC2

1)

Table 1 Didribution of MRLCQ2-Hin6l- RAL P genotype and allele frequencies among different pig breeds

()

Cenotypic frequencies

Alldic frequencies

Breeed Number TT CT CC T C X2 (HWE)
Yorkshire 30 0.07(2) 0.27(8) 0.67(20) 0.20 0.80 0.74
Landrace 35 0.14(5) 0.20(7) 0.66(23) 0.24 0.76 1.09
Mei shan 45 0.67(30) 0.29(13) 0.04(2) 0.81 0.19 4.44
1DX2(HWE) = - X? The Hardy-Weinberg equilibrium chi-square(X 2) val ue.
2 MRLC2 Hn6FRA P v
Table 2 Satigtical analysisof MRLC2 Hin6l- RFL P genotype with carcassand meat quality traits
MRL @ PCR Hin6-RFLP MRL @2 PCR Hin6l RA. P genotype Cenetic efect
Traits TT CT cC
TT genotype CT genotype CC genotype Additive Dominance
Dressng percentage/ % 71.268+0.731 a 72.600 £ 0.286 ab 73.861+£0.991 b 1.133+0.443" - 0.033+0.280
Lean meat percentage/ %  56.445+0.593 a 56.353+0.357 a 57.568 £0.630 a 0.633+0.449 0.322+0.283
) 3.151+0.146 a 3.409+0.071 a 3.467+0.097 a 0.120+0.088 - 0.060+0.055
Backfat thickness at shoulder/ cm
6 7
2.622 +£0. 12 2.678 £0.067 2.651+0.097 .001+0.077 - 0. +0.
Beckfat thicknessat 6 7th thorax/ cm 6 0.128 a 678+0.067 a 651+0.097 a 0.001+0.0 0.008 +0.049
1.731+ 0.137 a 1.953+0.771 a 1.843+0.120 a 0.040+0.090 - 0.070+0.057

Backfat thickness at buttock/cm

Marbling score

4.050+0.250 a

4.066 +0.025 ab

4.235+0.012 b

- 0.080+0.035 0.024+0.024

1) *

B

*
’

P<0.05 All the datain the table are least square means+ standard error. Vauesin each line with dfferent lower case superscripts

are dgnificantly sfferent at P< 0. 05. Negative vaues of the additive efects denote an decrease of the trait due to B dlde. * P<0.05.

HinGl

GT 18 bp,

IGF2
el L eptin

MRL C2
2 179 bp 2
100 bp 8
: cc
C3469T

2 C179T

,C3952G
[9]
MRL C2
(10] MRL C2
CT TT
T
TT cc
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CGenetic Polymor phisms in Intron of Porcine MRL C2 Gene and
Correlation with Meat Quality and Carcass Traits

XIE Hong-tao' XU Yongjie'

L | De-zhen'

XION G Yuan-zhu®  YAN G Mingliu®

1. Key L aboratory of Swine Genetics and Breeding,Ministry of Agriculture/ College of Animal

Science and Technology , Huazhong Agricultural University ,Wuhan 430070, China;

2. Guangdong Wins Group Academy , Guangzhou 527400, China

Abstract

In this study, we obtained the sequence of intron 2 of the porcine MRL C2 gene from

Yorkshire L andrace and Mei shan pig. Eighteen SNPs and 8 bases deficiency were detected by sequence
analyss. The single nucleotide polymorphism(SNP) of C179T in intron 2 was significantly associated
with dressing percentage. The SNP showed sgnificantly additive effect. Individual s of the CC genotype
had sgnificantly higher dress ng percentage than thoseof TT and CT genotype. CC genotype had g gnif-
icantly higher meat marbling than TT genotype and CT genotype.

Key words pig; MRL C2 gene; polymorphisms; correlation analyss



