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E-cadherin 2k B 7 AW . G552 SUIRJE P E—cadherin 7 245 4 57.19%(24/42) , B3 & F £ % 5L 2269 11.1%(2/18) , 2 74
%it 2L (P<0.05), UM P IR YY1 69 Rk (22/42,52.3%) 2.3 & T EF 5L 22 (2/18,16.7%) , 25 A 4t 3 & L
(P<0.05), YY1 e $UAE % 48 F E—cadherin Y 248 % 24 20/22(90.9% ) , % YY1 A 20 69 SUBE 5% E—cadherin P 2 4L # 3 4/16
(25%), YY1 5 E—cadherin ¥ AALIR A2 18] 2 EAIX (P<0.05), 510 : 53U & E—cadherin AW B3 F P RMR AR 2 EZH T
SEF LR LR, SURE AR YY1 84 3 A5 A 7T 4658 E—cadherin WAL R 09 T R,

KR SURJE YYD E-cadherin WAL
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Abstract Objectives: To determine the relationship between the methylation of the E-cadherin promoter region and YY1 expression
in breast cancer. Methods: YY1 expression was detected in the primary cancer tissues of 42 breast cancer patients and the normal breast
tissues of 18 patients with benign breast tissues through immunohistochemical staining. E-cadherin gene methylation was examined using
methylation-specific polymerase chain reaction ( MSP ). Results: The rate of E-cadherin gene hypermethylation was 57.1 % ( 24 / 42 ), which
is significantly higher than that in normal breast tissues ( 11.1 % ; 2/ 18 ) ( P <0.05). The rate of positive YY1 expression in breast cancer
lesions ( 52.3 % ; 22/ 42) was significantly higher than in normal breast tissues ( 16.7 % ; 2/ 18) ( P < 0.05 ). Hypermethylation of
E-cadherin gene promoter was detected in 88 % ( 22/ 25 ) of YY 1-positive cases and in 11.4 % (4 /35 ) of YY 1-negative cases. The
difference in the methylation of the E-cadherin promoter was significantly higher among Y'Y 1-positive patients than among Y'Y 1-negative
patients ( P < 0.05 ).Conclusion: Methylation of E-cadherin gene promoter is a common molecular event in breast cancer and YY1 may be
involved in the methylated regulation of E-cadherin.
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Figure 1~ Methylation Patterns of E-cadherin
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Figure 2 The expression of YY1 in normal breast tissuses (A)and breast

cancer(B)
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F1 YWIEEBFRER FABREPHRE Hl(%)

Table 1  The expression of YY1 in normal breast tissuses and breast cancer
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FBMEE L 42 22(52.3)
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*2 FBRET YY1 BIRIZS E-cadher in RELIRTSHIX R 1
Table 2 Correlation of YY1 expression with E—cadherin methylation in

breast cancer
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