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Abstract: [ Objective] To investigate associations between the functional polymorphisms of signal transducer and activator of
transcription 4 (STAT4) gene and preeclampsia. [ Methods] PCR- restriction fragment length polymorphism was used to genotype
rs10181656 and rs16833431 local polymorphism in 228 preeclampsia cases and 179 normal controls. [ Results] (1)The frequencies of
rs10181656C/G were 35.96% , 46.37% in genotype C/C, 47.81% , 44.69% in genotype C/G and 16.23% , 8.94% in genotype G/G
between preeclampsia patients and normal controls. They reached statistical difference (P = 0.031). There was different distribution
in two alleles (C and G) between preeclampsia patients and normal controls (P =0.009). (2) There was no different distribution in 3
genotypes (C/C, C/T, T/T) and 2 alleles (C and T) of rs16833431 C/T between preeclampsia patients and normal controls (P =
0.508, 0.461). [ Conclusions ] Functional polymorphisms of the rs10181656 locus could associate with the preeclampsia. The polymor-
phisms of the rs16833431 locus could not associate with the preeclampsia.
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Table 1 Primer sequences used in genotyping and related products

Site allele Upstream primer Downstream primer Annealing temperature PCR product Enzyme digestion product
rs10181656 5'-ACTGTGATAGATAA 5'-AAAGCAGGGAAC 56C Ddel

C/G CTAGCTGGAAT-3’ AGGAAGAT-3’ 400 bp 237 bp + 163 bp
s16833431 5'-TTAGCCTGCCTCC  5'-GCGCCTACCTAAC 60C Mspl

C/T CTCTTC-3’ CAGGAAAT-3' 170 bp 123 bp + 47 bp

2 % X

2.1 EREBHE

1510181656 {37 /5, PCR ¥ 18 H 1 7= A By K i
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bp b Bt /& C/G , WIS #E B 1) ok 237 F1163 bp F B¢
J& G/G ;1516833431 : T/T (170 bp) , T/C (170,123 }%
47 bp) M C/C (123 K2 47 bp) , 47 bp 5671 UR BCE i
SRR R .
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Fig.1 Typical band patterns of PCR-RFLP products in two local of STAT4 gene
Panel (A) is the band pattern for rs10181656. Lane 1, 5, 7, 9, 11 and 12 indicated C/C genotype; Lane 2 , 6, 10 indicated
G/G genotype; Lane 3, 4, 8 indicated C/G genotype; Panel (B) is the band pattern for rs16833431. Lane 1, 6, 8, 9, 10, 11 indicated
T/T genotype; Lane 2 and 5 indicated C/C genotype; Lane 3, 4, 7 indicated T/C genotype; M represented 100 bp DNA ladder.
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Table 2 Genotype and allele frequencies of rs10181656 and rs16833431loca in STAT4 gene in each groups

Case group Control group

Loca Genotype allele (%) (%) X’ value P value OR(95%CI)
1510181656 C/C 82(36.0) 83(46.4) 6.978 0.031" 1

C/G 109(47.8) 80(44.7) 2.255 0.133* -

GIG 37(16.2) 16(9.0) 6.547 0.011% 0.472(0.221,0.827)

c/C 82(36.0) 83(46.4) - - -

C/G+G/G 146(64.0) 96(53.6) 4.503 0.034* 0.650(0.436,0.968)

C/G 109(47.8) 80(44.7) - - -

C/C+G/G 119(52.2) 99(55.3) 0.391 0.532% -

GIG 37(16.2) 16(9.0) - - -

C/C+C/G 191(83.8) 163(91.1) 4.704 0.030” 1.973(1.059,3.678)

C 273(59.9) 246(68.7) - - -

G 183(40.1) 112(31.3) 6.793 0.009” 0.679(0.507,0.909)
1s16833431  T/T 112(49.1) 90(50.3) - - -

T/C 86(37.7) 72(40.2) - - -

c/C 30(13.2) 17(9.5) 1.353 0.508" -

T/T 112(49.1) 90(50.3) - - -

T/C+C/C 116(50.9) 89(49.7) 0.054 0.817* -

T/C 86(37.7) 72(40.2) - - -

T/T+C/C 142(62.3) 107(59.8) 0.265 0.607* -

c/C 30(13.1) 17(9.5) - - -

T/T+T/C 198(86.8) 162(90.5) 1.316 0.251% -

T 310(68.0) 252(70.4) - - -

C 146(32.0) 106(29.6) 0.544 0.461% -

1) was determined by Pearson’s chi—square test for 3X2 contingency tables; 2), 3) was determined by Pearson’s chi—square
test for 2X2 contingency tables; 1) P<0.05, 2) P<0.017, 3) P<0.05 are considered statistically significant. “~" represented vacan-

cies or no significance.
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