E o E #4074 2017 42 2 F % 38 %% 4 ¥ Int ] Lab Med,February 2017, Vol. 38,No. 4 e 473

-
ER®BAEZESDH MTHFR EF C677TT BRI EZ5ES
FEEARPEARZFH KR

Z’J‘Ei‘giai :112"922! 42.1:\
(FEaEHSTHE—ARER/FHSEFREEARERAERFA  453000)

# E:BM K510 FAwihrtmiERE#SEMTHFRO AR C6TTTE 3 ARS RERM AR R0 X4, ik @&
201456 AE2016 55 AN THE-ARERREZERTA @ 2#/t4 8RB RARRZEZ>2 K 320 6 Zda 4tk 4 &
21,388 Bl R = kR B FlatE st Ba, RAARSH oW BAAR MTHFR AW C677T 125 5 Ak ks mm AW A |

ELEARMESHFGEF SV BEARA RREE =5 MTHFR C677T 458 % Ak £ 4, 58 MTHFR C677T A B & C/C
MBS BB AT B £ F A%t 3 &L (P<<0.05.0R=0.284); A A C/T M E L A HMAA I £ F L%t F &L
(P=0.400,OR=1.140); A B A T/T S F 5 A WA L £ F A %3 F &L (P<0.05,0R=7.672);F kB C.T M £ 5
7 4] b3k £ F oA %t 3 & L (P<<0.05,0R=0.304), % MTHFR C677T A B A T/T t9 & A& THLZFH ki iR
FRRRFEFHEEREE,

KEHER:RARW; RREEF; FaAH

DOI:10. 3969/j. issn. 1673-4130. 2017. 04. 016 M ERARIRED A X EHS:1673-4130(2017)04-0473-03

Analysis on relationship between MTHFR C677T locus polymorphism and unexplained adverse pregnancy by gene chip method
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Abstract: Objective To investigate the relationship between 5,10-methylenetetrahydrofolate reductase (MTHFR) gene C677T
locus polymorphism and unexplained adverse pregnancy. Methods Three hundreds and twenty pregnant women with unknown ad-
verse pregnancy —> 2 times in the infertility department,and obstetrics and gynecology department of our hospital from June 2014 to
May 2016 were selected as the case group and 388 healthy non-abortion parous women were taken as the control group. The MTH-
FR gene C677T locus polymorphism in the two groups was analyzed by using gene chip method. The differences in genotype and al-
lele frequency distribution were compared between the two groups,and the relationship between unexplained adverse pregnancy and
MTHFR C677T locus polymorphism was analyzed. Results The frequency distribution of MTHFR genotype C677T C/C had sta-
tistically significant difference between the case group and control group (P<C0. 05,0OR=0. 284). The frequency distribution of gen-
otype C/T had no statistical difference between the case group and control group(P=0.400,0OR=1. 140). The frequency distribu-
tion of genotype T/T had statistical difference between the case group and control group(P<C0.05,0R=7.672). The frequency
distribution of allele C and T had statistical difference between the case group and control group (P <C0. 05, OR = 0. 304).
Conclusion The high expression of MTHFR C677T genotype T/T may be a risk factor of unknown adverse pregnancy in child-
bearing age women.
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