SN KREZZ2MTIER Y R b

Kyushu University Institutional Repository

RIGED ) VN e TR 58 FORE

LR, #ic
FUMNAKSRIBIRFRBREI R | FUNKS RSB BBE AR

=%, a5
N KSR SURT RS

WA, ZHE
TR b B R a5 41

W, F_
N K PRI RT RS

ftt

https://doi.org/10.15017/1440935

HiRIER : BRIEELEHES. 104 (12), pp.559-563, 2013-12-25. fEREZFS
N—o30:

HEFIBAMR



mPEE 104(12) © 559—563, 2013 559

] =

KBEDY 2 NEEZ % FAT 2 8EFOEE

DIINK SRR B 1R
DRMREERERE Hitas WEIE

bR # AV, m Y, A 2D, R EE D, 8 EEBY, oA,
B 3 IR ARN T O SRR/ IR U 7 N < B /-2 (9 S I U SO
AR B EY, =&Y LY

Identification of Genes that Predict Lymph Node Metastasis
in Colorectal Cancer Cases

Hiroki UroV?, Yuki TakanoV, Tae Marsumura?, Junji Kurasuice?, Yoshiaki Sainpen?),
Hidetoshi Ecucur?), Tomoya Supo?), Keishi Sueivacur?), Hiroshi Saexi?, Eiji Oxi?, Masaru Morita?),
Tetsuo Ikepa?, Yoshihiko Maenara? and Koshi Mmort!

DDepartment of surgery and science, Kyushu university beppu hospital
2 Department of surgery and science, Graduate school of medical science, Kyushu University

Abstract

Introduction : Currently, Endoscopic mucosal resection (EMR) and laparoscopic surgery with colorectal
cancer (CRC) and has been expanding rapidly. In handling of colon cancer, adaptation of EMR is
determined by the depth of tumor invasion. It is important to identify genes to predict lymph node
metastasis in early CRC tumors precisely in a reproducible fashion to determine the adaptation of EMR
treatment. We performed the comprehensive analysis of gene expression and genomic copy number
simultaneously in CRC primary tumors to identify the bona—fide indicator of lymph node metastasis.
Materials and Methods : We collected cancer cells specifically by Laser Microdissection (LMD) on 157 cases of
primary colorectal cancer, and performed oligo microarrays for gene expression (GE) and aCGH for copy
number aberration. As for candidate genes to be associated with lymph node metastasis, we examined
reprodicibility by quantitative RT-PCR using cDNA created from the RNA extracted from 172 cases of CRC.
Results : As for the association of lymph node metastasis, we found that 240 genes and 54 genes by
aCGH and by oligo GE microarray, respectively. According to database of those two arrays, 501 genes
were significantly correlated (correlation coefficient > 0.7) with each other, and we found that 11 out of
501 genes were identified as lymph node metastasis related genes with copy number alteration. Of
these 11 genes, we focused on PCMI, MTUSI, ASAHI on 8p22. Then, we confirmed that the
decreased expression and genomic deletion of MTUSI were observed in lymph node positive cases (p
=0.0195) in another subset of 172 cases of CRC.

Conclusions : To measure the expression of M7TUSI of the tumor by PCR, we can predict the presence
of lymph node metastasis. We expected that the loss of M7TUSI should be an important marker in
determining the adaptation of endoscopic resection.
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Gene Symbol Gene Name Cytoband |Correlation
TNKS tankyrase, TRF1-interacting ankyrin-related ADP-ribose polymerase 8p23.1 0.847
LONRF1 LON peptidase N-terminal domain and ring finger 1 8p23.1 0.784
| IMTUS1 microtubule (mitochondrial) associated tumor suppressor 1 8p22 0.719
IPCMl pericentriolar material 1 8p22 0.762
ASAH1 N-acylsphingosine amidohydrolase (acid ceramidase) 1 8p22 0.744
PO7 exportin 7 8p21.3 0.754
ISLC39A14 Solute carrier family 39 (zinc transporter), member 14 8p21.3 0.737
CHMP7 charged multivesicular body protein 7 8p21.3 0.826
ISLC25A37 solute carrier family 25 (mitochondrial iron transporter), member 37 | 8p21.2 0.768
IPPP2R2A protein phosphatase 2, regulatory subunit B, alpha 8p21.2 0.781
IBX648950 8p21.1 0.776
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