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W R OBEE (3530) :  In order to understand the relationship between OSCC properties
and gene mutation and to establish a standard for selection of therapy, the variety of gene
expression and polymorphism and individual OSCC cell properties was analyzed. This
study was conducted with the approval of Tsurumi University ethical review board.
Informed consent was obtained from all of patients prior to this study.

We performed SNP analysis to determine the gene polymorphism, DNA microarray
analysis and proteome analysis. The common candidate in all analysis was not found but
there is potential in combinations of plural candidates.
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(6) LCM(Laser capture microdissection) H
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LCM (Laser capture microdissection) 2 ¥
e DF 2—7ZmIL L, it L7z z vns
& % SELDI-TOF-MS (surface—enhanced laser
desorption/ionization time—of-fright
mass spectrometry ; ProteinChip®) fif4h %
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Whitney UMiE %A VY, 2 HER] OSEEE Huig &
X2 M E 24T - 72 (SPSS-14. 0]) , p<<0.05 4
BELY LR LT,

4. WFIEARE

(1) & b OPEmEsRMAE 5 MR L OER |
FZ 5 RNA ZRhiH L cDNA 28R L. ~A1 7
g7 VA EHWTT )T —va rEAHADE
EFANTHONWT, 7 LT A RICBEETFREE
HEREDIZ M LT,

TOS-5AS MlADBIZ RIS a7 7 A v
A B AR R BRI R 2 7%
PlEER EAERORSIZO0.5FREO S D
R,

FEYG L & IERER & CHE LA EICRE N B
HLTWEDIE, ROFITRT L HIC 69 &
57 GREHETER 20 Efn . AfaHEGE -
THERDS 22 Bin . FOMMP 27 B T) .
HD L Cn=old 142 @& s GRS 2 s
34 Binf. AMREESEANE] - bR 35 B
T, FOMMN T3 BMET) THoTz, FORIC
R A R,

JEEHR COREL L FH B i

Gene Gene
Groups _[Functions number |Gene Symbols
Growth |Oncogene * Transformation 6|LCN2, BLCA, CTSH, etc
factors |[Cell proliferation 4|DUSP10, MDK, etc.
Cell growth factors 3|IGFBP3, DTR, etc
Cell invasion, metastasis 3|MMP1, CDA44, etc.
regeneration of vessels 1JAMOTL2
Signal transduction - Protein kinase 3|FZD6, PLAUR, etc.
total 20
Inhibition |Epidermal differentiation 1]RAI3
of cell |Inframation promotion = Tumor. 11]C3, CXCL1, DAF, etc
growth, |Tumor Suppressor gene 2|LOXL2, TP53BP2
Different |[Metastasis suppressor: Cell 5|CLDN7, ITGA2, etc
iation 3|CANX, PPP1R15A, etc
total 22
Others |Drug /alcohol metabolism 3|ALDH1A3, TXNRD1, etc
Structual protein
metabolism(collagen metabolism) 1]P4HA1
Membrane structual proteins
(lipoprotein+ion channel) 6|ATP1B1, MMD, etc
Others 17]LOC57018, NET-6, etc
total 27
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Gene Gene
Groups Functions numbe |Gene Symbols
Growth Oncogenes* Transformation 7|RAB31, TIP47, etc
factors Cell proliferation 2|FGFR3, SCD
Cell growth factors 2|IGFBP2, HBP11
Cell invadion - metastasis 4]IL18, P8, etc

Transcription * translaton
activationg factor

7|ELL2, HAT, etc

Signal transduction* Protein

GBL, PER1, etc.

34

Inhibition of|Epidermal differentiation

cell growth,
Differentiati
on

6|KRT6A, KRTS, etc

Inframation promotion * Tumor
ilimmunology

7| CXCL14, CA12, etc

Tumor Suppressor gene

4|LOH11CR2A, BAP1, etc

Metastasis suppressor- Cell
adhesion

PKP1, LPXN, etc

Induction of apoptosis

Stress response * Chaperon

APG-1

Repair of DNA damege

0
2|BAX, ASC
1
4
1

XPC, UBEI1, etc

Cell cycle regulation

DIA1
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Others

Drug/alcohol metabolism

6[CYP27B1, GSTA4, etc

Structual protein
metabolism(collagen metabolism)

MAP4, ZYX, etc

Membrane structual proteins
(lipoprotein-ion channel)

9|LAD1, AQP3, etc

Mitochondoria activity

13|ACAA2, CKMTI, etc

Nucleic acid metabolism

2|ARL5, SNRPN

Proteinase inhibitor 1]SPINKS

Stability of chromosome 1|PGPL

Others 31[PBP, PPIH, etc
total 73
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