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Gene analysis of gastrointestinal (esophagus, stomach and colorectum) cancer related
with pathogenesis and treatment

MAEDA, Osamu
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The aim of this study is to establish a method to optimal choice of treatment by a
nalyzing correlation between biological features of tumor including DNA methylation and gene expression an
d clinical courses of gastrointestinal cancer. We established drug-resistant cancer cell line by exposure

with anticancer drugs, and obtained endoscopic biopsy specimens before and after chemotherapy. We perfor
med genome-wide analysis with microarray. We analyzed DNA methylation and gene expression profiles relate
d with drug-resistant of gastrointestinal cancer. And we extracted genes that were considered to be impor

tant for drug-resistant mechanisms using quantitative methods.
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Gene Ontology Pathway
A. GO Terms (biological processes).
GO Terms (biological P_Value
processes)
SFUr
(No enrichment)
CDDPr
Eregj;"l;‘;e toother oy0051707] 000078 45
gge:;i‘r’]’gfa;;hﬁgjpmr [GO:0007166] 000125 163
Response to virus  [GO:0009615] 0.0018 31
Ete”fm‘:e tobiofic  1o50000607] 000288 45
Signal transduction  [GO:0007165] 0.00382 247
E‘;ﬁ‘;ﬁfg?ogf signal - 150:0009966] 000511 125
zglf'g‘;fmff:f:t‘l’gn"f [G00010647] 000708 69
Z‘;zgm regulation of 1~ 0023056] 000708 69
LTQZZ‘Z system [GO:0002376] 000867 130
iﬁi‘:i"’t;io” ofcel 160:2000145] 00105 41
Z‘;zg:"gafgéﬂittm of [60:0009967] 00123 67
E?ggr‘;';‘gs” of el 160.0030334] 00146 39
ﬁigﬂfs';"ga”ism [G0:0044699] 00151 516
Z:ﬁg:f:g’” of [GO:0023051] 00159 132
Sg%‘;:ffn"iga‘t’izrfe" [GO:0010646] 00182 132
;f:m‘:e to [GO:0050896] 00206 341
rReesgpLiJIzg(emt:fstimulus [GO:0048583] 00212 157
Eglfig]‘i’;r;:g‘;'aﬁ‘)” of [60:0030335] 00224 27
sgr%‘gg:g:t"f cellular 1-5.0051270] 00244 43
z:lfig‘ﬁiﬁfyg“'aﬁ°” of [60:2000147] 00308 27
Eig‘ﬁf;i?onn"f [GO:0032879] 00324 92
Regulation of [60:0040012] 00496 41

SFUr

Defense response  [GO:0006952] 2.86E-05 110
Immune system [GO:0002376] 0000327 148
process
Innate immune [GO:0045087] 0000364 80
response
Single-multicellular 40407071 0000018 290
organism process
Immune response [GO:0006955] 0.0131 100
Multicellular [G0:0032501] 00161 295
organismal process
CDDPr
Single-multicellular [G0:0044707] 00343 279
organism process ' '
Xenobiotic catabolic [G0:0042178] 00478 5
process ’ ’
B. GO Terms (cellular components).
GO Terms (cellular components) P-Value
S5FUr
Extracellular region [GO:0005576] 4.64E-07 130
Cell periphery [GO:0071944] 0.000754 280
Plasma membrane [G0O:0005886] 0.000907 277
Extracellular region part [GO:0044421] 0.00647 70
Plasma membrane part [G0:0044459] 0.0134 136
Extracellular space [GO:0005615] 0.0271 56
CDDPr
Extracellular region [GO:0005576] 0.0374 92
5FUr
Extracellular region [GO:0005576] 3.24E-05 116
CDDPr
Extracellular region [G0:0005576] 7.37E-08 121
Cornified envelope [G0:0001533] 0.0124 8
Intrinsic to membrane  [GO:0031224] 0.0175 142
Integral to membrane  [GO:0016021] 0.0195 138
Cell periphery [GO:0071944] 0.0202 243
Plasma membrane [G0:0005886] 0.0268 240
C. GO Terms (molecular functions).
GO Terms
(molecular functions) P-Value
S5FUr
Serine-type . _
peptidase activity [GO:0008236] 3.29E-05 24
Serine hydrolase 1n50017171]  516E-05 24
activity
Serine-type
endopeptidase [GO:0004252] 0.00325 17
activity
CDDPr
(No enrichment)
5FUr
(No enrichment)
CDDPr
Receptor binding [GO:0005102] 5.08E-04 83
Cytokine activity [GO:0005125] 0.0383 15
D. Pathway
Pathway P-Value
5FUr
p53 signaling pathway 0.0222 14
CDDPr
p53 signaling pathway 8.56E-07 18
SFUr
(No enrichment)
CDDPr
Cytokine-cytokine recef 0.00618 37
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Alteration of gene expression and DNA
methylation in drug-resistant gastric
cancer , Osamu Maeda, Takafumi Ando,
Naoki Ohmiya, Kazuhiro Ishiguro, Osamu
Watanabe, Ryoji Miyahara, Yoko Hibi,
Taku Nagai, Kiyofumi Yamada, Hidemi
Goto Oncology Reports 31:1883-1890, 2014
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