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Abstract: [Purpose] To investigate the aberrant methylation status of pI6 gene in gastric adenocarcinoma
tissues ,normal gastric mucosa and cancer adjacent normal tissues,and the relationship with clinicopatho-
logical characteristics and prognosis. [Methods ] The methylation status of pl16 gene 5'-CpG island in gas-
tric adenocarcinoma tissue and paired cancer adjacent tissue in 92 gastric cancer patients were examined
by real-time methylation-specific polymerase chain reaction (qMSP). The relationships of p16 gene methy-
lation with clinicopathologic features or prognosis were analyzed. [Results ] Seventy-nine cases (85.9%) of
cancer tissue had p16 gene methylation; 11 cases (12.0%),cancer adjacent tissue; 10 cases(20.8%), gastritis
patients; and O case,healthy control. pI6 gene methylation correlated with tumor size,degree of differentia-
tion, lymphatic vessel invasion,T stage,lymphatic metastasis,clinical stage and distant metastasis (P<0.05).
[Conclusion] Ectopic methylation of pl16 gene in gastric adenocarcinoma correlates with tumor biological
behavior. p16 gene methylation affects the prognosis of patients with gastric adenocarcinoma,but it is not
an independent predictor of disease-free survival.
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Figure 1 pl6 gene methylation comparison between
control,cancer adjacent tissue and cancer tissue
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Figure 2 DEFS curve of GC patients with
methylated or nonmethylated p16 gene
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Table 1 pl16 gene methylation and clinicopathological characteristics

Clinicopathologic pl6 gene ) ,
features nonmethylated methylated X
Gender

Male 53 27 26

Female 39 22 17 0.270  0.604
Age(years)

<60 70 36 34
Hp infection

- 50 30 20
Lesion site

Cardia 30 16 14

Corpus/Antrum 62 33 29 0.000  0.992
Tumor size(cm)

<5 60 40 20

>5 32 9 23 12.453  <0.000
Growth type

Intumescent 20 13 7

Infiltrating 72 36 36 1.415  0.234
Differentiation

Well/Moderate 62 39 23

Poor 30 10 20 7.101  0.008
Lymphatic invasion

Mo 67 42 25

Yes 25 7 18 8.800  0.030
T stage

T/T, 38 30 3

TyT, 54 19 35 17.159 <0.000
Lymphatic metastasis

No 46 33 13

Yes 46 16 30 12.619 <0.000
Clinical stage

[/ 46 35 11

/v 46 14 3 19.256  <0.000
Distant metastasis

No 85 49 36

Yes 7 0 7 8.634  0.003
Vein invasion

No 69 40 29

Yes 23 9 14 2460  0.117
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Table 2 Correlation between clinicopathologic features
and disease-free survival

Gender

r;ileale gg fg 0.250  0.617
Age (years)

>$6(6)0 ;(2) 38 0.684  0.408
Hp infection

Yo 02 o s
T stage

i;gj gi 38 26.265 <0.000
Lymphatic metastasis

igs 12 4‘1 88.886  <0.000
Distant metastasis

EZS 8? 38 46.869  <0.000
Clinical stage

]]I];]]\I/ 12 4(5) 104.239  <0.000
Tumor size (cm)

555 2(2) ;; 9.778  <0.000
Growth type

iz;;::;i‘;nt 3(2) 4‘11 16.530 <0.000
Differentiation

XZ?/MOderate 2(2) §(5) 19.881  <0.000
Lymphatic invasion

?ZS g; 2(5) 41.931 <0.000
Vein invasion

$Zs gg fg 12.963 <0.000
Lesion site

Cop/Anmn & 29 0080 0778
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