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Abstract: Objective To establish a real-time fluorescence quantitative methylation assay to investigate the methylation status
of GSH-sulphur-transferase P1(GSTP1) gene promoter region in hepatocellular carcinoma( HCC) and to investigate whether which
can be used as the early diagnostic indicator of HCC. Methods Ninety-five serum samples were collected from 40 patients with
HCC, 30 patients with liver cirrhosis and 25 individuals with healthy physical examination as controls. The methylation level of
GSTP1 gene in these serum samples were quantitatively determined by using the real-time fluorescence quantitative methylated spe-
cific PCR technique. The receiver-operation characteristic(ROC) curves were adopted to evaluate its diagnostic value for HCC. Re-
sults The methylation quantitative level of GSTP1 gene in HCC serum was significantly higher than that in the healthy controls
(P<C0.05). The ROC curve analysis demonstrated that the methylation quantitative analysis of GSTP1 gene could efficiently distin-
guish HCC and cirrhosis from healthy controls (AUC=0. 8641). With the methylation rate of 2% as the critical value for diagno-
sing HCC,its diagnostic specificity was 87. 5% , the sensitivity was 69. 6 % ; the combination detection of serum GSTP1 gene methy-
lation and serum AFP could increase the detection rate of HCC to 75%. Conclusion The real-time fluorescence quantitative methyl-
ation assay can accurately quantify the methylation level of serum GSTP1 gene, which has certain application value for the early di-
agnosis of HCC.
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IEH Al A 2 JC 26 AR Ak, 15 9l B 3 Ak % R & b e o 11 41
(73 %) ML 75 Bt % B0 6 PR R 1E % P 346, JF AL & DNAF
FEAR 00 B AR AT A S B i g o o SR A R A, R, T —
Fofr bR 7 {8 ) 5 32 ok L 3 f DNA B 34k 0 L B
T o TR T A A T ) B

GSTP1 JEBH & — B2 ) DNA #4518 & 3l L & 909 3
SH RS 8 GSTr 25 T4 9 11 AE A0 % 75 i 5] Ll
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AR 3E TS 0 &R R . A S AR WYL 88 6 Iy i & A
AR RIE GSTP1 B CpG 8 57 W A AL, DRl R A R
1 A] PSR B R L B I TS DNA Y 5 B 3k 3 R AR AE T4l
kg, Rt AR S WM 2 S E R . A0S i
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I H 00 S B2 W R DU 1Y I A% R AR & AFPL AR T AFP
RAGEA B, AFP 2 W7 5 % 2 98 10 0K By 4806 ~62 %6, 4%
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