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Study on the MTHFR and MTRR polymorphism among the Han women in Zhenjiang city
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[Abstract] Objective:To explore the gene polymorphisms distribution of methylenetetrahydrofolate reductase (MTHFR) C677T,
A1298C and methionine synthase reductase (MTRR) A66G amomg the Han female in Zhenjiang, Jiangsu. Methods: A cross-sectional
study was used. A total of 2 885 oral epithelial cells samples from recruited Han women in Zhenjiang were collected. The detections
of MTHFR and MTRR gene polymorphisms conducted with Tagman-MGB technology. The distribution of gene polymorphisms of this
study was analyzed and compared with partial regions of China,which included Weifang,Zhengzhou,Deyang and Hainan Province.
Results: Among the Han women in Zhenjiang,the frequencies of MTHFR 677CC,CT,TT genotypes were 30.4% ,47.8% and 21.8% ;
the frequencies of MTHFR 1298AA,AC,CC genotypes were 69.1% ,27.4% and 3.5% ;and the frequencies of MTRR 66AA,AG,GG
genotypes were 56.9% ,37.1% and 6.0%. Compared with partial other regions,the study found that the frequency of MTHFR 677TT
genotype of Han women in Zhenjiang was higher than that in Deyang and Hainan,and lower than that in Weifang and Zhengzhou (all P <
0.01). The frequency of MTHFR 1298CC genotype of Han women in Zhenjiang was lower than that in Deyang and Hainan (all P <
0.01). The genotype of MTRR A66G of Han women in Zhenjiang was lower than that in Hainan (P < 0.01),while no difference was
found when compared with other 3 regions (all P > 0.05). Conclusion:The gene polymorphisms distributions of MTHFR C677T,
A1298C and MTRR A66G among the Han women in Zhenjiang were found to be statistically different from partial other regions of
China.
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Table 2 Comparison of MTHFR and MTRR genotype distribution and frequencies by areas [n(%) ]
MTHFR C677T MTHFR A1298C MTRR A66G
X X X P X P
cC CT TT AA CcC AA AG GG
FHYT. 877 1378 630 1993 101 1642 1071 172
(EW5E) (30.4) (47.8) (21.8) (69.1) (27.4) (3.5) (56.9) (37.1) (6.0)
HE 24 72 69  41.03 <0.01 118 2 256 0279 98 56 11 0.73 0.696
(14.5) (43.6) (41.8) (71.5) (27.3) (1.2) (59.4) (33.9) (6.7)
FRN ) 46 123 89 29.33 <0.01 188 7 1.70 0427 146 96 16 0.03 0.986
(17.8) (47.7) (34.5) (72.9) (24.4) (2.7) (56.6) (37.2) (6.2)
i3 pH ) 55 72 12 14.60 0.001 75 8 14.15 0.001 79 54 6 0.72 0.699
(39.6) (51.8) (8.6) (54.0) (40.3) (5.8) (56.8) (38.8) (4.3)
T Rg 1 6004 3543 986 72848 <0.01 6017 3794 722 14480 <0.01 5246 4330 957 57.50 <0.01
(57.0) (33.6) (94) (57.1) (36.0) (6.9) (49.8) (41.1) (9.1)
x3 FEMEXNiELE MTHFR MTRR % {05 F 3RS0 2R 57 LL
Table 3 Comparison of MTHFR and MTRR allele frequencies by areas [(n(%)]
MTHFR C677T MTHFR A1298C MTRR A66G
HiIX —_— X —_— X P —_— ¥ P
C T A C A G
FHIT. 3132 2638 4777 993 4 355 1415
(ARWF5E)  (543)  (45.7) (82.8) (17.2) (75.5) (245)
L) 120 210 40.26 < 0.01 281 49 1.23  0.268 252 78 0.13  0.715
(36.4) (63.6) (85.2) (14.8) (76.4) (23.6)
R - 215 301 3027 <0.01 439 77 175  0.185 388 128 0.02  0.886
(41.7) (58.3) (85.1) (14.9) (75.2) (24.8)
fE [ ] 182 96 13.40 <0.01 206 72 13.80 < 0.01 212 66 0.09 0.767
(65.5) (34.5) (74.1)  (25.9) (76.3) (23.7)
T R Lo 15551 5515 817.60 <0.01 15828 5238 14888 <001 14822 6244 58.15 <0.01
(73.8) (26.2) (75.1) (24.9) (704) (29.6)
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