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of the genotypes containing the polymorphism and 
the wild-type genotypes was performed with a 2x3 
Pearson’s x2 test (3 genotypes for the 2 subject groups) 
and separate 2x2 Pearson’s x2 test (wild-type genotype 
and genotype containing the polymorphism for the 2 
subject groups). Allele frequencies comparison was 
also performed in the same way (wild-type allele 
versus polymorphic allele for the 2 subject groups). 
Comparison of quantitative parameters among groups 
of GDM patients with different allelic profile were 
performed with one-way analysis of variance, followed 
by Fischer’s post-hoc test. To test for the effect of pos-
sible confounders (age, pregnancy BMI and weight 
gain) upon variables of insulin resistance (HOMA-IR, 
fasting plasma glucose or fasting insulin), a backward 
stepwise regression analysis was performed taking as 
independent variables the age, the pregnancy BMI and 
the pregnancy weight gain, and as dependent variable 
the HOMA-IR, the fasting plasma glucose and the 
fasting plasma insulin values. All statistical analysis 
was performed with the STATISTICA 6 software 
(StatSoft, USA). The significance level was set to 5%.

RESULTS

1. Clinical and biochemical characteristics

The clinical and biochemical characteristics of the 
study subjects are reported in Table 1.

2. MTNR1B polymorphisms in women with GDM

The genotype and allele frequencies distribu-
tions of the investigated rs10830963 and rs1387153 
MTNR1B polymorphisms as well as their statistical 
comparisons are presented in Tables 3a, 3b, 3c, 3d 
and 4. The Pearson’s x2 for the rs10830963 (C/G) poly-
morphism on a 2x3 contingency table was 6.01 which 
is significant for 2 degrees of freedom (P=0.049), 

Table 4. Comparison of the polymorphic (C and C) versus the wild-type (G and T) single alleles of the rs10830963 MTNR1B and rs1387153 
MTNR1B polymorphisms observed in the studied Greek GDM and Control pregnant women and their frequencies

Allele GDM Control

rs10830963 (C/G) C 91(59.09%) 142 (72.45%) x2 = 6.91

P = 0.009G 63 (40.91%) 54 (27.55%)

Allele GDM Control

rs1387153 (C/T) C 104 (67.53%) 139 (70.02%) x2 = 0.47

P = 0.493T 50 (32.47%) 57 (29.08%)

Table 3a. Comparison of the CG genotype of the rs10830963 MT-
NR1B polymorphism versus the wild-type genotype CC observed in 
the studied Greek GDM and Control pregnant women

rs10830963 (C/G) Genotype GDM Controls

CC 30 56 x2 = 3.73

P = 0.053CG 31 30

Table 3b. Comparison of the GG genotype of the rs10830963 MT-
NR1B polymorphism versus the wild-type genotype CC observed in 
the studied Greek GDM and Control pregnant women

rs10830963 (C/G) Genotype GDM Controls

CC 30 56 x2 = 4.35

P = 0.037GG 16 12

Table 3c. Comparison of the CT genotype of the rs1387153 MTNR1B 
polymorphism versus the wild-type genotype CC observed in the 
studied Greek GDM and Control pregnant women

rs1387153 (C/T) Genotype GDM Controls

CC 39 52 x2 = 0

P >0.999CT 26 35

Table 3d. Comparison of the TT genotype of the rs1387153 MTNR1B 
polymorphism versus the wild-type genotype CC observed in the 
studied Greek GDM and Control pregnant women

rs1387153 (C/T) Genotype GDM Controls

CC 39 52 x2 = 0.64

P = 0.424TT 12 11

while the same calculation for the rs1387153 (C/T) 
polymorphism was 0.72 which is non-significant for 
2 degrees of freedom (P=0.698). Regarding the 
rs10830963 polymorphism, the GG genotype fre-
quency was significantly greater in GDM as compared 
to control women (Table 3b), while no statistically 




