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IHC Scores = A X B (0-300)

A: Percentage of Rabla-positive cells (intensity 1-3) in

Weakly: 1
cells at 10 randomly selected fields (magnification: X40).
B: Intensity for Rabla-immunoreaction (1-3) Moderately: 2
Strongly: 3

THC Scores

B 3. THC Score 5iiiik & AR ARARE A

300 — P <0.0001*
‘ P =0.0268 !

® *

e |

7]
: - -
= . smass
5 - 3

. e - - .
0
Normal tissues OPLs OSCCs

X 4. Rabla OIEHKNR, HBRGE. B I2HBIF S IHC score D431

168



WL BT - & 2N b

Tumors
50
. NT NT NT NT NT
@gf A P >‘>"’N,>>~
Cell lines TP EFTETFS S

B 5. FUPERF LA S X CHINERKIC BT 5 Clorf10 mRNA O JEBLsSRE

Addition of Expression of
Ponasterone A  Clorf10

—C ) » p—

OSCC cell lines

Transfection

+SAS
+HSC-3
+ HSC-4

X 6. Edycsone Expression System

169



L BT - 7 2N b

RT-PCR estern blot

SAS-c1 fascl
ponasterone A 0 5§ 10 20 PC SAS

] 5 10 20
(M) »
I EEas -

Cell viability assay

20 ~
O 0pM
A m 20
2 15| nM
]
=
%10 -
g
=
i Ep
io
SAS-cl

Time (h)

7. TEERSE R BRI SAS 2 B\ 7= Edycsone Expression System 12 & % Clorf10 i&fs 7 O isikilzE B & Bkl

() 30 10

A
\J

(kDa)

—100
—75

—50

—35

—25
_’J‘ll .« - ;-!
"'"-"'. . ~- ‘b L‘. - =

-® * &

e t.A 3 ‘ - AT S " | 15

8. HrEw V- LR —XOcEXIKEIE OB (Proteome Map)

170



WL GEEFRPT - & 2N fabi

X9 ZUNZORATOTIr AUV FEBEMY NI DOEY 2T YT, I5IHKICEDHERD 1 #l.,
Jo o DUEEERCREIE 2. A DERE FEE

WEREEEE | ORRTLRESRARE

NOSG ACC AcCC NOKs HSC2 HSC3 Ca$-22

Y

| - < Maspin

GC**

*WB: Western Blotting  **GC: Gene Chip

X 10. ¥ FE EEEERIC BT S Maspin # > 7%, mRNA FEBUREE

171



IL. BeRFRNT - & 2N fdbi

Tubular type Cribriform type Solid type
PRk ERE

11. SREHBILE (Maspin)

HERbEARE  ORRT ERYESE#REE

NOSG ACC ACC NOKs HSC2 HSC3 Ca9-22
W—'
VVB* -—* <4 Stathmin 1
N L 11
GC** 1 __‘_ .
0.1
N

*WB: Western Blotting  **GC : Gene Chip

12. FF Rz EMEPIRIC BT B Stathmin # %%, mRNA FEBlIREE

172



WL GEEFRPT - & 2N fabi

£

Cribriform type Solid type

PRtk ERE

X 13. S (Stathmin 1)

positive

x200 x400

negative

x200 x400

B 14. 5RFEREICES Caveolin-1 ¥ 27 O LIPHEHIIC BT 2 #Bl. Al CDDP 169 % 32t - PENHETE 2

173



I &R TRPT - & 2 N2 iR

1. EROIERT LEBZHWEI 2707 LLCX28ETRBITO 7y 1Y VT O—Hi

Description Molecular Function Chr.position
Hypothetical protein Unknown Chr 19
Immunoglobulin heavy Immune system 14q32.33
constant mu
KIAA0762 Growth of axons 11p14-p152
Pyruvate kinase Catalyze phosphoenolpyruvate 15¢22
Immunoglobulin kappa constant Immune system 2pi2
KIAA0007 Unknown 2p23.2
C3orf6 Unknown Chr 3
Up-regulated prnpp; Dystrobrevin binding protein ~ 6p22.3
Unknown Unknown Unknown
Hypothetical protein MGC33424 Unknown Unknown
P4HB Protein disulfide isomerase 17q25
Calreticulin precursor Calciumstrage transcription  19p13.3
co-repressor
F-actin capping protein 8 Actin biding 1p36.1
Rabla RAB small menomeric GTPase 2p14
ralA biding protein GTPase activator 18p1L.3
Serine protease inhibitor serine protease inhibitor 17p13.1

Down-regulated

Clorfi0 Unknown 1921

£ 2. LPEWE EERICBWTRBINUEL TWE Y Uy

Ettan Av. Ratio
Spot No. Protein Description Commonname Pl MW&Da) T
HSC2 HSC3
1 Serin proteinase inhibitor, clade B1 SERPINB1 590 42.82 3.99 19.95
2 Interleukin 1 receptor antagonist ILIRN 481 1636 1.70 3.66
3 Septin 1 SEPTIN1 8.57 4284 131 117
4 APG16 autophagy 16-like isoform 3 APGI6L 5.56 29.84 10.63 149
5 Hypothetical protein FLJ22557 FLI22557 6.5 482 3.94 21
6 Lamin A/C LMNA 6.57 65.15 226 213
7 Annexin Al ANXA1L 6.40 3891 1.0 2.86
8 Capping protein, gelsolin-like CAPG 5.88 387 369 822

£ 3. LERF EBIEICBWTHRBINMSEL TWa Y Ny

Eftan Av. Ratio

Spot No. Protein Description Common name Pl MW (kDa) E—
HSC2 HSC3

9 Sialic acid binding Ig-like lectin 8 SIGLECS 75 45 -5.05 -4.63
10 Chain B, Cathepsin B CTSB 52 229 -4.41 -10.63
11 Superoxide dismutase 2, mitochondrial SOD2 6.86 222 -6.92 -1.88
12 Interferon, alpha 2 IFNA2 6.32 219 -4.63 227
13 Ornithine aminotransferase OAT 6.39 488 -1.11 -3.02
14 Serine proteinase inhibitor, clade B, SERPINBS 572 25 241 216

member 5
15

Enoyl Coenzyme A hy dratase 1, ECHI 8.16 36.1 174 741

peroxisomal
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