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FE B BN 75 I B DU RGP T JB 40 1 W AT 6 2 VA 2 | R A 30 DX S Il 0 P 86 DU i
IR JE i (MTHFR ) F1H 55 2008 & AR A SRl (MTRR) M 3E R 2804 . Fik DIFEFS Ik BN BB BEalt 47 BBl 42 1 4
Y 1 342 AR LR BT XTG4, Hoh DU 236 N AAKHE 1 106 A KA D RN IR b R Mot v 4t B, il 4 5L X 41
DNA , {#i FH5¢ 2 & PCR #&:3l MTHFR C677T A1298C Fil MTRR A66G KX 751k T80t . &8 1) A4LX
S FE DN L S A AT B A . 2) DU P MTHFR 677CC ,CT I TT By HE P RIS R 7351 9 49. 6% .39. 8% Fi
10. 6% , KR LMK 61. 8% 33, T%H1 4. 4% ; PUE %M MTHFR 1298AA (AC Fil CC H) 3 R A5 243 1 4 62. 3%
33. 1% 4. 7% , KR Lot 47. 4% 42. 9% F1 9. 7% , Wi s 357 25 57 (P<0.05) , DUt MTRR 66AA (AG F1
GG M FE R BT A 53 51K 56. 4% 37. 4% K1 5. 9% , MK EZc MR 57. 0% \36. 0% 1 7. 1% , 2 5 TG it2# 8 L., 3) I
TEAAT WG L P MTHFR C6TTT 5 A1298C T sl iEBIH 6 Fidl &, A CT/CC . TT/AC Fl TT/CC, U AR
RIFE RIS CT/AA, i RIE L M R A O CC/AC, TS M A A% RIFEAE CA JTA F1 CC 3 Fh4l &, Wifis
SRR S BN TS, 8518 ARG B B DU AR % 2otk MTHFR 55 MTRR 2351k RIS AL SRR AT, yde
SRFA IR IR 3R SR A O AR R
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Abstract; Objective To conduct molecular epidemiological investigations on Han and Buyi women at Libo
county of Guizhou province aiming for the identification of genetic polymorphisms coding the key enzymes for
folate metabolism MTHFR and MTRR. Methods A total of 1 342 healthy women who received perinatal health
care at the People’s Hospital of Libo county were recruited, including 236 Han people and 1 106 Buyi people.
Oral mucosal epithelial exfoliated cells were collected for genomic DNA extraction, MTHFR C677T, A1298C,
and MTRR A66G gene polymorphisms were examined with quantitative PCR for statistical analysis. Results
1) The genetic polymorphism distribution of the subjects was in line with genetic balance. 2) The genotype fre-
quency of MTHFR 677CC, CT, and TT of Han women was 49. 6% , 39. 8%, and 10. 6% respectively,and that
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of Buyi women were 61. 8% ,33.7% and 4. 4%. The frequencies were 62. 3%,
males were 47.4% , 42.9% , and 9. 7%,
quencies of MTRR 66AA, AG, and GG of Han women were 56. 4% , 37. 4% , and 5. 9%, respectively, and that
of Buyi women were 57. 0%, 36.0% , and 7. 1%, with no difference. 3) Han and Buyi women MTHFR C677T
and A1 298C had 6 combinations of two-point linkage without CT/CC, TT/AC and TT/CC. The highest frequen-

33.1%, 4. 7%, and Buyi fe-

both points are significantly different( P<0.05). The genotype fre-

cy of Han women was CT/AA, and the highest frequency of Buyi women was CC/AC. The haplotype constructed
by the two loci had three combinations of CA, TA, and CC, and there was a complete linkage disequilibrium be-
tween the two loci. Conclusions The genetic characterization of MTHFR and MTRR polymorphisms in Han and

Buyi women at Libo county provides a basis for guiding folic acid supplementation and implementation of personal-

ized pregnancy health care.
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%1 Hardy-Weinberg &7
Table 1 Hardy-Weinberg equilibrium analysis(n)

MTHFR C677T MTHFR A1298C MTRR A66G
nation
CcC CT TT AA AC CcC AA AG GG
Han  actual frequency 117 94 25 147 78 11 133 89 14
estimated frequency 114 100 22 147 79 11 134 88 15
Buyi  actual frequency 684 373 49 524 475 107 630 398 78
estimated frequency 685 371 50 524 474 107 621 415 69
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UG AR L, A K% 2 M MTHFR C677T
A1298C 1y Fk A BB K A7 22 5 (P <0.05) , MTRR
A66G MY FER AN R 22 R RG24 L (F£2) .
2.3 FHEMERERERSH

SPURLAEM L, A % % P MTHFR C677T
A1298C 145 FE PRI 7 22 5+ (P<0.05) , MTRR

A66G SEALFHE MR 22 R G L (£ 3) .
2.4 MTHFR C677T #1 A1298C i& §i & 8 & &Y
Xl

MTHFR C677T Fl A1298C v i 328 B 15 10 ( 6
4,5) o DUGA G A 6 Fhdl & I f CT/
CC.TT/AC FI TT/CC, PURLYENF iy 2 CT/
AA AR LM e = i & CC/AC,

K2 R FIRIR&Z ™ MTHFR C677T . A1298C 1 MTRR A66G £ [E B i %
Table 2 MTHFR C677T, A1298C, and MTRR A66G genotype frequencies of Han and Buyi women[n( %) ]

. MTHFR C677T MTHFR A1298C MTRR A66G
nation CcC CT TT AA AC CcC AA AG GG
Han 117(49.6) 94(39.8) 25(10.6) 147(62.3) 78(33.1) 11(4.7) 133(56.4) 89(37.7) 14(5.9)
Buyi 684(61.8) 373(33.7) 49(4.4) 524(47.4) 475(42.9) 107(9.7) 630(57.0)  398(36.0) 78(7.1)
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Table 3 Allele frequencies of MTHFR C677T, A1298C, and MTRR A66G for Han and Buyi women [ n( %) ]

MTHFR C677T MTHFR A1298C MTRR A66G
nation
C T A C A G
Han 328(69.5) 144(30.5) 372(78.8) 100(21.2) 355(75.2) 117(24.8)
Buyi 1741(78.7) 471(21.3) 1523(68.9) 689(31.1) 1658(75.0) 554(25.0)
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Table 4 Han women’s MTHFR C677T and A1298C
linkage distributions(n, %)

MTHFR A1298C

MTHFR C677T

x6 Wik fikik%iE MTHFR C677T #1 A1298C
BERSfINE
Table 6 Haplotype distribution frequencies of
MTHFR C677T and A1298C for Han

AA AC cc and Buyi women ( %)
cc 57(24.2) 49(20.8) 11(4.7) haplotype Han Buyi
CcT 65(27.5) 29(12.3) 0(0) CA 48.3 47.6
T 25(10.6) 0(0) 0(0) TA 30.5 21.3
ol 21.2 31.1
%5 7ikik%E MTHFR C677T 1 A1298C ZE 4184 75 D" value 1.0 1.0
Table 5 MTHFR C677T and A1298C-linked distribu- LOD 9.53 41.7
tions of Buyi women 7 value 0.118 0.122
MTHFR A1298C
MTHFR C677T " C "
cc 257(23.2) 320(28.9) 107(9.7) 3 itig
cT 218(19.7) 155(14.0) 0(0)
T 49(4.43) 0(0) 0(0) THFR Fl MTRR 3L Z2 254 4 A HAT b e A

PG FNAR % 22 ¥ MTHFR C677T 1 A1298C
WS A5 A8 S 1 B U A7 AE 3 P4 A . CATA |
CC, WL 5 [ A AE SE i E BT (% 6)

R UE AR R AR i 4 18 K 22 o DU
B, PR S DA 287 TTARN,97% 5 A 1E
DU ik B SR B e AR O R VAN AR AR
W e E NI 65% , ABFSE BoR , 7% W E AT K%
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4V MTHFR 677TT J K BB R (4. 4% ) % T U
LA (10.6%) ,MTHFR 1298CC F:[R B3 (9. 7% )
TG Lo P (4.7%) , MTRR 66GG 5& P 78 43 %
(7.1%) & TR M (5.9%) o 74 I E UK Lotk
XU e P B MTHFR 677TT (45 %4 10. 6%, 677T
SR IE AR R 30. 5% , ¥ T E A BRI AR b
it (5.6%, 21.5%) . )" Vi 71 (7.7%,
24.2%) " AR T AL T (37. 8%, 60.9%) |
W H S T (38.9%, 62.0%) . 1L 7R 36 1 7Y
(43. 6% ,65. 6% ) S5, X SR I A A B T 1 /L
PR R BE T, il A PR RS T T 1O R
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