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Polymorphism of OOEP Gene and Its Association with Reproductive Traits in
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Abstract: To explore the association of OOEP gene polymorphism with reproductive traits in Songliao Black Pig.
130 sows were selected as the research object, and the SNP sites of three exons of OOEP gene were sequenced by
Sanger direct sequencing method. The correlation analysis of OOEP gene SNP locus to reproductive traits of
Songliao Black Pig was analyzed by SPSS 19.0 sofiware. The results showed that SNPs were found in exon 2 of
OOEP gene at 100 bp and 136 bp, named C100T and A136C, respectively. 3 genotypes were detected at C100T
locus, CC, CT and TT. AA, AC and CC genotypes were detected at A136C. The results of population genetic pa-
rameter analysis and chi square fitness test showed that the two SNPs sites deviated from hardy Weinberg equilib-
rium (P<0.01), and the heterozygosity of C/T and A/C mutation sites was at the middle level, which was moderate
polymorphism (0.25<PIC< 0.5), which could provide a little genetic information. The results of correlation analysis
showed that the mutation sites of C/T and A/C in exon 2 of OOEP gene were found, The difference of the total num-
ber of piglets, the number of live piglets, the first birth weight, the weight of three weeks, the weaning weight, the
number of weaning piglets and the number of nipples were not significant (P>0.05), TT (CC) genotype was higher
than CC (AA) and CT (AC) genotype in total litter size, live litter size and weaning number. In conclusion, there are
mutation sites C/T and A/C in exon 2 of OOEP gene, which is not significantly different from that of Songliao Black

Pig. Whether it can be used as a genetic marker of reproductive traits needs further study in larger populations.
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12-9-12-R H0S.abl > > C AAGARTTCCTICGAGTTGTTCCATCTTTTICA

DNAMANS3. seqRC : ; : G BAGAATTCCTCGAGITGTTCCATCTITICA
Consensus

4 MTEHEOCEPEREINIBFIFFILITER
. . w3 2 w |

2 A i OOEP-2-C100T & KU BV Y & 5 B OOEP-2-A136C J K L 7 &
5 MIEREOCEPEREMEF2AREEENFE

l.seq ECTﬁ.HFFFL SGARECHTQLTPRTWSESQRMDDQLYNIGRTE SLARRGTESIVEE

S.3eq SWFRRLSGARECWTQLTERTHS ) DQLYNIGRTNSLARRGTESIVEE
9.3eq ] :I_TPRTHE.{EC- )DQLYNIGRINSLARRGTESIVEE
12.zeqg

20.3eq

25.58q I]FPFL GHFPCI]TCLTPPTHE.{EC_ DDQLYNIGR

30.5eq ECHTQLTER IDQLYNIGR “SLAFFFTE I‘PE

DHAMANZ . seq 3’.5]IFF.F.L_-GHRPCI'ITGI.TPRTHE}EC_ DQLYN SLARRGTESIVEE
Consensus aqtkswfrIlsgarpcwtqlthtwsksqs ddglynigrt slarrgtesivpe

E6 #MiIEROOCEPEMREMNEF2EERF T LT




34 KA MEEE - AL A OOEPIEIN 22 254k M5 BT IR A SCI 20 M 69
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OOEP 0.5002 0.499 8 1.999 6 0.375 1

24 OOEPEREZSHEMITIEREHAEMERNX
BX 5 #R
OOEP 3 A 4 i 2 1) SNPs £ 254 5 8 10 2
W ETAEAR B CBR BT 45 R UL 5., i s Al g,

TE C100T Fl A136C 13 5. |, 4% R DA 7R S p= A%k 7=
WATE AT A 21 H S W & W4T
FEBOCHL L BOE 3 2 5(P>0.05),

x5 MIITEHEOCEPEFENMEF6ARERESEEMERKAEXM

(BN FE A AL
CC(AA) CT(AC) TT(CC)

SR CR) 10.84+2.14 11.00+2.26 11.45+2.25
PEEAFE () 10.69+1.98 10.86+2.03 11.28+2.22
FERE R A (kg) 1.37+0.27 1.34+0.29 1.34+0.26
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W % B CC L CT ., TT JE A &, A136C 57 5, A& i &
B AA (AC.CCHEH A, Horr TT(CC)HE PR 784 03 % f
1o, R A A3 TR AR A A TR T(C) Sk A A A
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kg, Bfi —E WS B M. & LR, fil B
OOEPJ%EI%E¥2£M P X 2 PR R I R AT
FRW L AT RE B T RE A B K> TR IR S T E
EP%?}“MWSL#%/FE@%L

4 % ®
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