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ABSTRACT Objective: To investigate the expression of Maternally expressed gene 3 (MEG3) and clinical significance of
hypermthylation of MEG3 differentially methylated regions (DMR) in gastric cancer tissues. Methods: Quantitative RT-PCR was used to
detect the expression of MEG3 in 38 gastric cancer tissues. Methylation-specific PCR (MSP) was performed to analyze the methylation
statue of MEG3 DMR. Results: @ The expression of MEG3 decreased in gastric cancer tissues. @ The methylation rate of MEG3 DMR
was increased significantly in tumor tissues (21/38,55.3%) compared with that in the normal tissues (10/38,26.3%, P<0.05). @ The
positive rate of MEG3 DMR methylation was closely related with the tumor size, lymph node metastasis and depth of invasion (P< 0.05).
Conclusions: The expression level of MEG3 decreased in gastric cancer tissues, and the aberrant methylation statue of MEG3 DMR was
correlated with the tumor size, lymph node metastasis and depth of invasion.
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Fig.1 Methylation level of MEG3 differentially methylated regions in gastric cancer tissues and their compared normal tissues.

Note: T= gastric tumor, N=normal gastric tissue. M= methylated, U= unmethylated
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Table 1 The relationship between the methylation of MEG3 DMR and clinicopathologic features

Methylation of MEG3 DMR(Case)

P value
Clinical Parameter Case . .
Methylated Unmethylated (Fisher's exact test)
Gender
Male 28 17 11
0.223
Female 10 4 6
Age(years)
<60 11 4 7
0.128
> 60 27 17 10
Location
Sinus Ventriculi 23 14 9
o 0.299
Corpus or Fundus Ventriculi 15 7 8
Size
<5 cm 21 8 13
0.020
> S5cm 17 13 4
Histological differentiation
Poorly 23 12 11
0.445
Well or Moderately 15 9 6
Lymphatic metastasis
Yes 16 12 4
0.038
No 22 9 13
Invasion depth
T1-2 14 4 10
0.014
T3-4 24 17 7
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