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[(HE] BHH HKAXKFZFAwAR-TRERHEMTHFRO AR C677T $ 51 AEFT5FF RN R BE AL A KR~ (URSA)
HEERK, Fik BIEREHHE XL -5 (PCR-D ) 69 7 k2 329 2477 dy i 7% URSA X4 (BLE L) & 292 5 dy Sk 4
BRAEGITRUA) AR B RATHN, R AARESRATERIZAT,F XX W) MTHFR C677T % B4 e CH T

ERARARERELARRESF EZFH AL FEL(P>0.05);MEBEMF 4 &5 89 MTHFR C677T % AMix b T &4
ARFEAL THEARNARENZFHTHEGFBA(P<0.05), Fhld THFEARRE CHEEARNLAE URSA Rk
2.26745(952%0CI:1.804~2.843) . £ F P T 42 kB2 CH 42K B AL A& URSA R #h 2. 239 45 (95%0CI:1.783~2.811), X
FZHRASANWA S P, K42 TT/TT A B A X £ URSA 6§ LKk &, 2 CC/CC A B A X 4265 19. 909 45 (95% CI: 8. 608 ~
46.049), it X H# MTHFR 677C>T & URSA X A wy sk st 45 5 B K %,
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[ Abstract |

ceptibility of maternal unexplained recurrent spontaneous abortion (URSA). Methods

To explore whether the paternal MTHFR gene C677T polymorphism being associated with the sus-
Totally 329 Henan Han couples with URSA
(observation group) and 292 Henan Han healthy couples were detected the MTHFR C677T genotypes by the PCR-sequencing. Re-

Objective

sults The allele C and T frequencies and genotype frequencies of MTHFR C677T polymorphism site had no statistically significant
difference between males and females within either URSA group or control group (P>>0. 05) ; the frequency of allele T and the fre-
quencies of allele T-included genotypes at C677T polymorphism site were significantly increased in the males and females of the ob-
servation group compared with the control group(P<C0. 05). The URSA risk occurrence in the female allele T was 2. 267 times of
that the allele C(95%CI:1.804— 2. 843) ,while the URSA risk occurrence in the male allele T was 2. 239 times of that the allele C
(95%CI:1.783—2.811). In the combined genotype analysis within the couples,the URSA risk occurrence in couple TT/TT geno-
type was highest and was 19. 909 times of that in couple CC/CC genotype (95% CI:8. 608 — 46. 049). Conclusion
MTHFR 677C>T is a independent genetic susceptibility factor for URSA occurrence.
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SL(P>>0.05), BV C677T 1) 2 25 1 43 A 75 £ 41 9 ¥ Jo M ) 22
Sa L L. MEA R T HEMERBRL AT S L
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