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Analysis of the new gene in connection with permeation of the lung adenocarcinoma in
the genome PCR method and the FISH method
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Genetic abnormality in early-stage lung adenocarcinoma was examined to search for
new prognostic biomarkers. In situ lung adenocarcinomas and small but invasive adenocarcinomas were examin
ed by array-comparative genomic hybridization garray—CGH), and candidate genes of interest were screened.
To examine gene abnormalities, various types of lung carcinoma were examined by quantitative real-time gen
omic PCR (gPCR) and immunohistochemistry (IHC). Array-CGH demonstrated frequent amplification at chromosom
e 3026, and we focused on the epithelial cell transforming sequence 2 (ECT2) oncogene. Overexpression of
ECT2 in invasive adenocarcinoma was associated with disease-free survival and overall survival of patients

with lung adenocarcinoma. These results were verified using another set of early-stage adenocarcinomas re
sected at another hospital. Abnormality of the ECT2 gene would be applicable as a new biomarker for progno
stication of patients with lung adenocarcinoma.
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Figure 1. Genomic real-time quantitative PCR for 3926 and 3929
(type A, B15 cases, type D, E17cases)
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Figure 5. Relationship of IHC score of ECT2 and Ki-67
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Figure 6. Relationship of IHC score of ECT2 and Mitotic index
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Figure 7. DFS in high score and low score ECT2
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Table 4. Relationship of ECT2 IHC score and clinicopathological data
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ECT2 serves as a new biomarker for
early-stage lung adenocarcinoma. A FISH
image for a tumor showing high ECT2
amplification. Red signal shows the ECT2
gene, and green signal shows chromosome 3
enumeration.
Cancer Sci. 2014 Apr;105(4): April cover.
DOI: 10.1111/cas-12384

7
1

. ECT2
/2013.11.21-22:
/ 54

2:Minami Y, Murata Y, lwakawa R, Yokota J,
Noguchi M. ECT2 overexpression and gene
alteration are associated with the outcome

of early-stage lung adenocarcinoma/
2013.10.27-30:Sydney, Australia/15th
World Conference on Lung Cancer

3:

3026
/2013.6.6-8 / 102
4:
3026
/2012.11.8-9:
/ 53
5: .
3026 (Genomic

amplification at 3926 region in lung
carcinoma)/2012.9.19-21:

/ 71
6: .
Array CGH /2011.11.3-4

/ 52

7: Minami Y, Murata Y, Noguchi M. Array CGH
analysis of small-sized adenocarcinoma of
the lung/2011.7.3-7:Amsterdam, The
Netherlands/14" World conference on lung
cancer

0

http://ww.md.tsukuba.ac.jp/diagpatho/

@
MINAMI Yuko
20466676
@
NOGUCHI Masayuki
00198582
©)



