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Expression and Significance of Ebpl Gene in Human Esophageal Cancer Tissues
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Abstract; Objective  To study mRNA expression levels of Ebpl and their relations to clinical and
pathological features in human esophageal cancer. Methods Ebpl expression levels were quantified
by real-time PCR assay from two hundred and twenty esophageal cancer tissues and from their
matched adjacent normal esophageal tissues. Results One hundred and fifty(68. 18%) samples were
found up-regulation of Ebp1 in esophageal cancer comparing to the matched normal esophageal tis-
sues. Univariate analysis showed that the Ebpl mRNA expression levels were significantly associated
with age, family history, lymph node metastasis, tumor size, differentiation, infiltrating depth and
TNM stage. In contrast, the Ebpl mRNA expression levels had to association with other clinical pa-
rameters (gender, pathological type and tumor position). Multiple factor analysis showed that family
history, tumor size, differentiation, infiltrating depth and TNM stage were risk factors for Ebpl
however, pathological type was a protective factor as shown that Ebpl mRNA expression levels in
medullary type were higher than that in ulcerative type and fungating type. Conclusion FEbpl plays
an important role in the procession of esophageal cancer and might serve as a valuable target in moni-
toring of esophageal disease, metastatic potential and prognosis.
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Figure 1 Ebpl mRNA expression levels in cardiac

cancer tissues and in the matched normal tissues
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#1 Ebpl HREKESIERSHMKXR
Table 1 Correlation between Ebpl expression level

and clinical pathological features

Clinical characteristics Positive Negative XZ P
Gender 0.002  0.967
Male 91 50
Female 59 20
Age (years) 16.933  0.000*"
<45 3 10
45~60 51 30
=60 96 30
Family history 12.767  0.000""
Yes 77 18
No 73 52
Lymph node Matastasis 11.196  0.0017"
Yes 94 27
No 56 43
Pathological 0.409 0.815
Medullary 68 29
Ulcerative 68 33
Fungating type 14 8
Tumor position 2.103  0.349
Upper 42 26
Middle 78 30
Down 30 14
Tumor size(cm®) 34,315  0.000""
<50 30 39
50~100 63 25
=100 57 6
Differentiation 74.165  0.000""
well 1 29
moderate 74 31
Poor or unknown 75 10
Infiltrating depth 54.215  0.000" ~
Simple musclar layer 25 46
Deep musclar layer 36 11
Fibrous membrane 89 13
TNM stage 13.785 0.001""
1.1 68 49
I 72 21
I\ 10 0

Note: " : P<<0.05; " . P<<0.01
%2 Ebpl RIZKFESIEKSHE S EE Logistic B34 #7
Table 2 Multiple factor Logistic Regression of Ebpl

expression levels with clinical pathological features

i Hazard
Variables B ) 95%CI P
Ratio
Constant —12.464 0. 000 0. 000"
Family history 1.312 3.714 1.245t0 11.079  0.019"
Pathological type —2.372 0.093 0. 031 to 0. 278 0. 000"
Tumor size 1.747 5.737 2.567 to 12.822  0.000""
Differentiation 3,452 31.577 9.268 to 107.592 0. 000"
Infiltrating depth 1,672 5.324 2.648 to 10.703 0. 000""
TNM stage 2,099 8.159 2.6351t025.258 (. 000""
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