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(-) # &

2% % Mg (colorectal cancer) & P o S8R IE S = < 7= R F] o T30
BB e 2 RABEGE SV R IR AR B E S RDL < FE -
Wnt/ g -catenin & E/EARL 5 AR E % R Rop @R 5 > Wnt F-d A1
6 ¥4 GSK3 B mips i+ S-catenin - & H & » fwie i mre B ~ 4 1 4p
B A Flenk o & e it o & Wint 3 L 82 Y > Adenomatous polyposis coli
(APC) ¢ & " #r 4] ]+ Axin ~ serine-threonine kinases GSK3 8 = CK1 2} =
LR % B-catenin it A A EfR c APC A FI R R A G2 %R ® H3k APC
AFIF ARDIERF e o FE S REF DAPC RS R M > BRI
359 « 7 45 11 > miR-135a/b & E Y Bmee ¢ § 4 B AR LAPC e g
FoRF Mt AL EEEREE YRR S AF LR FR LSRG
HtEames?y APCAFLRELELE L 4M > & miR-135b P A&7 14 %)
AT EA G P AT o F] miR-13%5a/b s < B E SR, S AT 0 F
e iR A R 1 en k4 o Jed e APC &R FP KRB B R R L o
(=) P& amy i

APCATZ2SELES HY ERAPCAFIZ AN &8 RF)> & s %3
B b APC R RSB E 43 BT H R AR 18 BAH L F b Leh
FE oy LE B 4 miR-135a ¥ miR-135b en& T8 > € R APCHE BT % > &
7+ miR-135a/b ¥ it %d 4] APC & Flend sim 3288 Wnt 3 4 275 (NAgel et al.,
2008) c FIP AT AT LB FE E’}‘fﬁ,'.ﬁs'fqz o ke 2 miR-135a/b ~ APC 2 7]
X2 APCAFLREEREFF 2 AAMI R T SIS REF B
#7 APC 3 4 % miR-135a/b 2 M - ¥ 1 f3 miR-135a/b & 5~ % 5 %
A% AR AT A o
(Z )= o AR 475

L33 %R0 5

4iF
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g a2zofe2 L - * %% 8 L5 %E % H%(colorectal cancer) »
YR BEFLIIEFIESZ L AT anEEg > £1 2008 & 50
97 A2E 120 FRATH B O] F 60 F A e o T T BE AR
(Jemal et all., 2011) c 2 2% » 22 B ey = FEEXEDL > A ®IY & ¢
314,676 A (50= F20.2 A/F L g 4 ) F_pah 55 = A0 R
Eiam(rd F, 201007 3 im0 P ATl @ BERDEE SR
ARABEASTYRARE LR E S RDE X FF o P~ 9% o g
BPAHM AR LB E SRS m G ATHE S EHRT BRI
(Watson et al., 2011) -
2. Wnt 3 LB i i

ZEBRDOF A ZTEFZAFNNRE > B9 Wnt/ S-catenin A 4 BT
FEERpBEAROEY - L1 ¥ w0 5 e [T B-catenin § 4% glycogen
synthase kinase 35 (GSK3 )% casein kinase Ia (CK [a)fpeis » &
ubiquitin % & - i&a 4% proteasome "% f% (Huang et al., 2010) - @ Wnt 39
AE T 10 € 1k GSK3 B ph it B-catenin i H i > dn¥e $%5 £7 transcription
including T cell factor/lymphocyte enhancer factor (Tcf/ Lef)?;=4f &
oAz~ A~ %= > i wie gt (Huang al., 2010) - p v e 3 3%
A% 35 1 Wnt/ B-catenin B /Z ¢ end BB 3 TS > B ¢ 3 3 adenomatous
polyposis coli (APC)AFIE ~ % E % &® ¥ L3 4 2% Wnt/ B -catenin
2 4 S A Fl(Markowitz et al,. 2009) -
3.APC # ¥ Wnt 2 & B /s

Adenomatous polyposis coli (APC) & - B & & crfrf /A F] » & 5 2843 1 9=
AP ¢ FBAEN5B AR £ 45 (15R) ~ TE 20 = pt £ B (20R)fr3£&
SAMP(Ser - Ala-Met - Pro) £ 4 & 71 - # # [5R{r20RE & S -catenini & chiz ¥
@ SAMPZ Axin% & o flWnt 3 L8P > APC ¢ & "6 B 4r4] F1+ Axin ~

serine-threonine kinases GSK3 5 4=CK12) = 4 & %8 > ¢ S-cateninFips it - i&



@ A% f2(Minde et al., 2011) - APCEhR % % 5 %k A+ ik S #3F> 24 &
v B-catenin’ & = eAPC#v (Rubinfeld et al., 1997) » & FAPCA ]} eig_
g+ w3 eh? it (Derks et al., 2006) » # ¥ B-catenin? §4&" % > & » fw
!¢ $% 2T cell factor/lymphocyte enhancer factor (Tcf/Lef)®;=4F & %8 » %
N s
4. miR-135a/b £ APC
MicroRNAs (miRNA) & - & ¥ & eFRNA - 95 20B P H e » g5 & Ap
HmRNAHS A 8 > H RmRNASE 32 Pldrd| 28 8% f2 > L5 22w 7
Adv o~ He fok = 42 (NAgel et al., 2008) - miR-135b = *t1q32. 17LEM
domain containing 1 (LEMD1)Z #] > @mmiR-135af|# % & f& : % - f&i=*"3p2l
shstabilin 1 (STAB1) 2 %] » ¥ - #& =+ 12q23 srhabdomyosarcoma

2 - associated transcript (RMST)z F] - # % 45 #imiR-135 a/b 5 & % J hm ¥e

¢ E3 =~ 2 #3(NAgel et al., 2008) - miR-135a/b ¢ #%:PAPC2 3 =% > i1
#r#]APC3-v 2 = o miR-13ba/bii®* » 4o APCHF 2 &4 # it 2 2% > 1@
B-catenini& » gt 3 > FRFE 4 % (Huang et al., 2010) o
5. % B in
LAy # RmiR-135a/bir B B Hpmre ¢ 5 < £ AR S APCHE J}S";ﬁ
A E b B A AT S S 5k &4 0 e 2 miR-135a/b ~ APCA 7]
R2APCAFZME AR FlF 2 Mt > MR F oS L SR F AR
¢ APCH £ A F ¥rmiR-135a/b3 M - ¥ 7 f2ZmiR-135a/bi &~ % & % &)
~iEARY TR d o
COEEREFERT
1. RNA 5B~
B Sl B E R B H o e~ & BTk 3001
TRIzol » r3= T dmAie s o /i fs > 4o~ 700 21 TRIzol » # % 30 4+ 48 °

#E‘_-se—év_)» 200/,(1 %l?T‘:}’;i 5/’7\ r*}ﬁ- E"'z’?‘n °4\27“3§3‘J’/ﬁ7ﬁ:500ﬂ1 ’



MRk 30 A4k e Heod P2 (8 0 4o 1000 1 £ TO9GDEPC—iFpH i o

Bofsdes 2 1 i o 4o r 3§ DEPC k73 3 o

2. TagMan MicroRNA RT-PCR:

a. & = cDNA 1 :& {7 TagMan MicroRNA Real-time PCR

HE(F - Bk A)

&N A MAfE/1opl
100mM dNTPs 0.15
Reverse Transcriptase, 50U/ ¢ 1 1.00
10X RT Buffer 1.50
RNase Inhibitor 0.188
Nuclease Free Water 4,162
5X TagMan MicroRNA RT Primer 3. 00’
Total RNA Sample 5. 00
Total 15.00
b. F % i
# 2 PR () 2RCC)
1 30 16
2 30 42
3 5 85
4 0 4




3. TagMan MicroRNA Real-time PCR Bl miR-135a/b # L&

a. (& - Bk ~)

= A BMAE/20n1
TagMan 2X Universal PCR MasterMix 10. 00
Nuclease Free Water 1.67
TagMan MicroRNA Assays 20X TagMan Assay 1.00
RT Product 1.33
Total 20. 00
b. F f ik %
# AmpliTaq Gold Enzyme Action PCR
HOLD 40Cycles
Denature | Anneal/Extend
P Y 10 ~ 48 15 %) 60
HECC) 95 95 60

4.High Capacity cDNA RT-PCR & = cDNAr i& {7SYBR Green gPCR

a. H

NS A0l

10X RT Buffer 2.0

25X dNTP Mix(100mM) 0.8

10XRT Random Primers 2.0

MultiScribe Reverse Transcriptase 1.0

RNase Inhibitor 1.0

Nuclease-free Water 3.2

Total per Reaction 10.0




b. F ix 2

% R (C) PR
| 25 104 48
2 37 1204 &
3 85 54 48
4 4 o
5.SYBR Green gPCRiR|&APC# &
a. Hi
=N A BAE/H0pl
Master Mix 25
Forward primer, 10uM 1
Reverse primer, 10 uM 1
ROX Reference Dye 1
DEPC-treated water 17
cDNA 5
b. F ik i
¥ 2 2 (C) R
1 50 25 4
2 95 24 48
3 95 154
4 60 604/
6] £ 45 3. 44 F40=x




6. DNA % B~

AR ARG RS F o e 2 £ BT 30001
GenoMaker =50 1 RNase » 1232 #5472 le % o £ e » 700 £ 1 GenoMaker v 5
«1 Proteinase K> # % 30 45 c &% 4 » 2001 % # > % 5 445 > o
Pob i o 208 b 2 G 500 1 1 & NaOAc 1650 1 - MR ik 30 4 48 - 3
w3 b e Ao 1000 1 S THIGIEE G 0 B A ik 0 £ e MR ORG
i -
7. APC RE~ 17

APCR %tk & ~ 17 245 d A ® A8+ 1286~15132 B sPmutation cluster
region (MCR) A7l 5 7 {23z %3¢ > #@ * o (1) Fwd CAG ACT TAT TGT GTA
GAA GA, Rev CGC TCC TGA AGA AAA TTC AAC (2) Fwd GA GCT GGC AAT CGA ACG
ACT, Rev GAA GTT CCA GCA GTG TCA CAG C (3)Fwd GCT CAG ACA CCC AAA AGT CC,
Rev ATT TTT AGG TAC TTC TCG CTT G (4)Fwd AA ACA CCT CCA CCA CCT CC, Rev
CATT CCC ATT GTC ATT TTC C = #éprimer:& FPCRF & - #PCRA 4= 1 2% agarose
TABFLIATE AP o 2. 18 %A FDNAYGlass Milks# it » i2{7Big Dyex J& » #-
¥ £4E P DNA e = A (S R U IR 2 R S > 48 (Sequencer 31003 - ABI
=& )Z RDNA -
(I )Rk 5

f1* TagMan MicroRNA Real-time PCR = i # %% miR-13ba # & > ¥ f|*
Pl S R T e TRk RS R F AT SR FRTEE FlS 2 niR-130a A M E S5
# szt b oedp B (Pvalue>0.05) » (table 1, figure 1) o

MR B miR-135b A ME F 452 > (BRI T % tmiR-135b £ 3R
B s aEs -~ H T EAE G B F M (Pvalue = 0.025(gender);
0.035(Stage); 0.036(Cn Stage)) - 2 ¢ § H4p¥>t-4 1 > 5 miR-13bb # &
bl ® (39. 7% <58.1%) 5 @ B 4 F miR-135b 2 E L 5 fa® v+ b

(Stage I, 44.09% ; Stage II, 39.79% : Stage III, 61.49% ; Stage IV, 62.5



%) 5 # T A 4 % miR-130b & MR vt blw P Rg g g (NO, 41.2% 5 NI,
65. 79 5 N2, 58.39%) » 2 @ §ifk F|+ k228 & B F 4p M (table 2, figure 2) o

¢ & APC 2 %] % miR-13ba/b #t# 452- 2L F] > F]pt ] * SYBR Green gqPCR =
ZWHE APC 232 » T ¢ - F 2RI F AT ARG RN 4 &
TS EF R APCEARELE AL 3 BEF M (Pvalue = 0.038) » & &~ »
APC B # 2 et ] B (42. 9% <59.5%) o @ H is §i F1+ &2 APC 2 3L & & &F
¥4k (table3 , figure 3) -

APC R Z A~ % 2 5 ¥ Laniopipa > FlutHhd APC R %4470 k0 2l
2 gk F15 el Tk o I D APC R R & Tk F15 X m A F AP M (Pvalue>0.05)
(table 4, figure 4) -

Fiw P e+ 2 A2 A APC AR EEE X 5 8 % gip B MicroRNA ~ A&
Flegp B M 0 3 I miR-21 ~ WnTl ~ S-catenin~ PTEN -~ E-cadherin ~ Zeb2 % &
APC 7 B2 % 4ph - £ ¢ WnTl » S-catenin ~ PTEN % # 3R & e 4 2 % APC £
E avt B E (for WnTl, 29.99% <72.29%, P-value =0.000; for B-catenin,
18. 29 <83.5%, P-value = 0.000; for PTEN, 28.6% <73.4%, P-value =
0.000) : @ miR-21 ~ E-cadherin ~ Zeb2 2z M £ R 2 L 5 3 v &2 3 APC %
£ (for miR-21, 61.0% >41.8%, P-value =0.016; for E-cadherin, 66. 2
9% >36.7%, P-value =0.000; for Zeb2, 84.29% >21.49%, P-value =0.020) -
(table 5, figure H)

feies 47 APC R H 8 <~ % 8 %5 Jp4p B MicroRNA ~ A Flejp b 14 o 3 30
miR-21 &2 APC % 5 &% 40 B > % miR-21 23R & 2@ APC & R % F b g - bl
(55.8%<74.7%, P-value = 0.014) » # 5 A %] ~ MicroRNA & APC % % & /" &
ip B (table 6, figure 6) o
(= )3t A 1

BB E SRR E Y o APCEE & chdrip A %] 0 » EmiR-135a/b*734 41

HT AT o AP A TR T F R APCAR B H B NS ED 4p



Mo LFAPCA TR oM Big i T BT B A F R R 0 E A 0 APCH S %
i 5 i 0 A miR-135a/b § S F #£ #H 4e 0 LM E & F o A7 7 4p imiR-135a/b
& Frd|APCH > 3 B > @ # & 4 # it (Huang et al., 2010) - 37 7 ac g ¥
# #2340 o APC~miR-135a/b# 2 % € & % » & F] 5 APCX PImiR-135a/bFr#] @

A REL GG GHRBRE L s ERERI LR - 8 ZAPCR

=

Bwan o vruediaEy s ENAgel et al., 2008) -

I B R JF’P—. HWARFH O BESRELIILEPES
w4t (Jemal et all., 2011) o 24 ¢ 9 Hps £ 2 miR-135b% M2 P A #
4% omiR-130ase @A F AR > G T HRFEIARESME > APCEAME S £

BEA D By E e jend B 3 APCA R E chT 2 APCR %0t b

T+

RF LR 2FINEERS VRO RL e B YRDE < FlF P

-

< & (Watson et al., 2011) c | » ¥ 5 & F] 5 2 23 L

20
=i

i b HRP G e BB E YRS n G ATE R E R R 0

%G g ehd
$H3%9 PmiR-135a/b % ME # 4o #rFIAPCE o & HAPCR %5148 chad i %
EA FRGE G RDF L -

PN PR B % % > APC ~ miR-135a/b "3 4 c1E F B o™ TU@

\

T8 kg B p 4 B APCE LB v bl BT APCEN? 2 T A § HRp
L r i E S oRs 0 AmiR-135a/bA B S APCE ¢t 3B - 7 i T 4o
B B iR > T EPAPCA S S E B RWIntn LAY P FER 44
(Minde et al., 2011) o &~ 3% A 475 ~ TNM > 2% P8I0 0 o 4 s = A5 eI % §
"TFmiR-135a/bZ MEH v % F > X E o~ 4 2niR-130bE2MEL F P A0
AM o B PEAPCA IR ¢ TR 0 R Bl B e A R AEH DR AR L HA
/j\

}'] A

:@

#co @ B APC ~miR-135a/b# L& WAPCR % % 5 # BV bl hfia)

~
9
—

miR-135a/b% # ME P F > HPAPCAREPIEF BB E < A B E > R
G4 o = F L &K A TAPCAREE KV i - B i R

EETHT RS RS SRR S i 0 APCER L M S fad P i >



% FImiR-135a/b~ APCR i ipie B 2 3 # 50 - U Mg %k > APCEAIRE ™%

gl
=

CE RS RARS &1 > A miR-135a/b ~ APCR % B Lt it BB R AE

4y

£ F]F o
miR-135a/b ~ APCR % & ¢ ¥ RAPCe# iy & % (Markowitz et al,. 2009 ;
Huang et al., 2010) > {35 Penfmid s » E& R * B3 SRl

7

7] % miR-135a/b¥r#|APCH T @ 3 4c ; APCR % € @ APC? 2 > &/ FR"EEH Y
o

‘mk-

o BB TR TG T R NRAPCH A AR X TIR D
Foo Flet o AP E J2v WAPCA I E ~miR-135a/b# IR E 1 2 APCR % chp B 2 >
FREAEHFLS LniR-135a/b&APCE § L 4pH > @ 3 F 2APCR % & 7
foARRE o A PIE T E ol L APC2 #rrs# it & 4 > miR-135a/bFr4]APCE R
A& RF

UG I LT R 2 R A I S R A R N L
Eim  APCARE E 2B %% o it RFIALAS S E SR isaE p e
Bw A M AT AR RBAPCARE > U HF A AL @ FRpF
2 T miR-135a/bA M EH 4 > & L F)~ 47 H > APCHF 2 R % > i&d FRAPC
# Ay Fl R AP AR E > AP mE R FPM O E > T E Y
HaBET Re-HAT o

w7 APC 2 32 ~miR-135a/b 2 & 12 2 APC R ¥ 2 4p B Pl P& > 2
[ e FEHRRFWES A LRI FS o 41T P APCARE CAPC R
gentp B 1+ o 2 3 miR-21 ~ WnT1 ~ B -catenin~ PTEN ~ E-cadherin ~ Zeb2 % £
APC # R 7 B ¥ 4ph - # ¢ WnTl -~ B-catenin ~PTEN &2 APC & & 4p B > =
miR-21 ~ E-cadherin ~ Zeb2 5 f 40 M o Bt~ 47 APC R ¥ > ¥ 3 miR-21 £ APC
L EFRAME > 3 niR-21 AREL? APCRRZH BRF 0] o SAPF gk
BT R A R TR HATE 0 F B R B E e 3 RO 5 4

B2 ORI I R snenIi I K o

=
3
)
(\x

P2 A SE SRS RBEEY » EL I APC A ME R



Ziptk o @ miR-135b P AR LT 12 o kT A G B F L ARM o 2 A HTU0F TRA T
+HFIRCAPCEAMETE T g8 ~ 2 S piEs B > miR-135a/b ~ APC % ¥
A e pliz BiEARHE & F]F o H P miR-135a/b #r4] APC £ 35 2 & R %] o APC
ZILERB > VR A TP B ey pELAEN > w2 P niR-13ba/b % R
B ai4e o BRAPC 2 #4402 omiR-135a/b t s # A B E Bk A EEY
T e Rt hd d o %ﬁ“ﬁ Fr4) APC & J » & B it AR S fp » ¥ pE o APC
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Table 1. =% % % &% * miR-135a % M E 2 sk » 7(¢ dic—=+ =)

Parameter

Age (years)
<65
=65

Gender
female
male

Stage
|
I1
[11
IV

Ct Stage
T1
T2
T3
T4

Cn Stage
NO
N1
N2

Cm Stage
negative
positive

miR-135a
<79.8 =79.8 P-value
0. 752
39(50.6%) 38(48.1%)
38(49.4%) 41(51.9%)
0.111
36(57.1%) 27(42.9%)
41(44.1%) 52(55.9%)
0.637
11(44.0%) 14(56.0%)
33(56.9%) 25(43.1%)
26(45.6%) 31(54. 4%)
7(43.8%) 9(56.3%)
0. 926
4(57.1%) 3(42.9%)
11(42.3%) 15(57.7%)
49(51.0%) 47(49.0%)
13(48.1%) 14(51.9%)
0.875
44(51.8%) 41(48.2%)
14(40.0%) 21(60.0%)
19(52.8%) 17(47.2%)
0.637

70(50.0%)
7(43.8%)

70(50.0%)
9(56.3%)




Table 2. =+ % & % & * miR-135b % M2 2 Tk » 47 (7 i+ =)
miR-135b
Parameter <237.9 =237.9 P-value
Age (years) 0.202
<65 42(54.5%) 35(45.5%)
=65 35(44.3%) 44(55.7%)
Gender 0. 025
female 38(60. 3%) 25(39. 7%)
male 39(41.9%) 54(58.1%)
Stage 0.035
| 14(56.0%) 11(44.0%)
I1 35(60. 3%) 23(39.7%)
[11 22(38.6%) 35(61.49%)
IV 6(37.5%) 10(62.5%)
Ct Stage 0. 752
T1 4(57.1%) 3(42.9%)
T2 12(46.2%) 14(53.8%)
T3 46(47.9%) 50(52.1%)
T4 15(55.6%) 12(44.4%)
Cn Stage 0.036
NO 50(58.8%) 35(41.2%)
N1 12(34.3%) 23(65.7%)
N2 15(41.7%) 21(58.3%)
Cm Stage 0.318
negative 71(50.7%) 69(49.3%)

positiveb

6(37.5%)

10(62.5%)




Table 3. <" E % #pfm ¢ APC LM E 2 Tohk » 47 (7 i+ )

APC expression

Parameter low high P-value
Age (years) 0.038
<65 44(57.1%) 33(42.9%)
=65 32(40.5%) 47(59.5%)
Gender 0.920
female 3149.29%) 32(50.8%)
male 45(48.49%) 48(51.6%)
Stage 0. 740
| 11(44.0%) 14(56.0%)
I1 27(46.6%) 31(53.49%)
11 32(56.1%) 25(43.9%)
IV 6(37.5%) 10(62.5%)
Ct Stage 0.766
T1 4(57.1%) 3(42.9%)
T2 12(46.2%) 14(53.8%)
T3 45(46.9%) 51(53.1%)
T4 15(55.6%) 12(44.49%)
Cn Stage 0.452
NO 39(45.9%) 46(54.1%)
N1 18(51.49%) 17(48.6%)
N2 19(52.8%) 17(47.29%)
Cm Stage 0. 345
negative 70(50.0%) 70(50.0%)

positive

6(37.5%)

10(62.5%)




Table 4. = % 2 % ¢ APC R %2 Tosk A 47 (¥ it 3 )

APC mutation

Parameter yes no P-value
Age (years) 0. 652
<65 28(36.49%) 49(63. 6% )
=65 26(32.9%) 53(67.1%)
Gender 0.537
female 20(31.7%) 43(68.3%)
male 34(36.6%) 59(63.4%)
Stage 0.133
[ 6(24.0%) 19(76.0%)
I1 19(32.8%) 39(67.2%)
I[11 22(38.6%) 35(61.49%)
IV 7(43.8%) 9(56.3%)
Ct Stage 0.907
T1 4(57.1%) 3(42.9%)
T2 6 (23.1%) 20(76.9%)
T3 34(35.49%) 62(64.6%)
T4 10(37.0%) 17(63.0%)
Cn Stage 0.419
NO 26(30.6%) 59(69. 4%)
N1 15(42.9%) 20(57.1%)
N2 13(36.1%) 23(63.9%)
Cm Stage 0.419
negative 47(33.6%) 93(66. 4%)

positive

7(43.8%)

9(56.3%)




Table 5. =" 2 % s + APC £ T & 2 4p B 12

Parameter

low

APC expression

high

P-value

miR-135a
low

high
miR-135b
low

high
miR-21
low

high
miR-200a
low

high
WnT1

low

high

[ -catenin
low

high
PTEN

low

high
E-cadherin
low

high
Zebl

low

high
Zeb2

low

high

39(50. 6%)
37(46.8%)

39(50. 6%)
37(46.8%)

30(39.0%)
46(58.2%)

40(51.9%)
36(45.6%)

54(70.1%)
22(21.8%)

63(81.8%)
13(16.5%)

55(71.4%)
21(26.6%)

26(33.8%)
50(63. 3%)

53(45.3%)
25(61.0%)

65(45. 8%)
11(78.6)

38(49.4%)
42(53.2%)

38(49.4%)
42(53.2%)

47(61.0%)
33(41.8%)

37(48.1%)
43(54.4%)

23(29.9%)
57(72.2%)

14(18. 2%)
66(83.5%)

22(28.6%)
58(73.4%)

51(66. 2%)
29(36.7%)

64(54. 7%)
16(39. 0%)

77(54.2%)
3(21.4%)

0.635

0.635

0.016

0.427

0.000

0.000

0.000

0.000

0. 140

0. 020




Table 6. =% 2 % s ¢ APC % TR & 2 4p B 12

APC mutation

Parameter yes no P-value
miR-135a 0.431
low 29(37.7%) 48 (62.3%)
high 25(31.6%) 54(68.4%)
miR-135b 0.431
low 29(37.7%) 48(62. 3% )
high 25(31.6%) 54(68.4%)
miR-21 0.014
low 34(44.2%) 43(55.8%)
high 20(25.3%) 59 (74.7%)
miR-200a 0.373
low 24(31.2%) 53(68.8%)
high 30(38.0%) 49(62. 0% )

APC 0.908
low 27(35.1%) 50(64.9%)
high 27(34.2%) 52(65.8%)
WnT1 0.579
low 25 (32.5%) 52(67.5%)
high 29(536. 7% ) 50(63.3%)
PTEN 0. 826
low 26(33.8%) 51(66.2%)
high 28(35.4%) 51(64.6%)
Zebl 0. 652
low 28(36.49%) 49(63. 6% )
high 26(32.9%) 53(67.1%)
Zeb2 0. 652
low 28(36.49%) 49(63. 6% )
high 26(32.9%) 53(67.1%)




53.0%

32.0%

51.0%

50.0%

49.0%

Number

48.0%

47.0%

46.0%

60.0%

50.0%

40.0%

30.0%

Number

20.0%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

Number

20.0%

10.0%

0.0%

4 Age
1 B <Ib5
1 B =65
<. 79.8 =79.8
REE

(e)

ml
mil
mi
m v

=798

<708

REE

(e)

Cn Stage
B NO
E N1
m N2

<79.8 =798

R

Stage

Number

Number

Number

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

60.0%

30.0%

40.0%

30.0%

20.0%

10.0%

0.0%

(b)

Gender
B female

B male

<798 Z798
=HE
(d)
Ct Stage
m Tl
m T2
m T3
m T4
<798 =798
wEE
(f)
Cm Stage
B negative
B positive
=798 =798
wEE

Figure 1. KB & B & % AniR-13Dakk /K 54 B 44



60.0%

50.0%

40.0%

30.0%

Number

20.0%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

Number

200%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

NMumber

30.0%

20.0%

10.0%

0.0%

<2379 Z2379

w®HE

(c)

<2379 =2378

REE

(e)

<2379 =2378

FREE

Age

B <65
B =65

Stage

Cn Stage
H NO
m N1
m N2

Number

Number

Number

70.0%

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

(b)

Gender
B female

H male

<2379 Z1237%8

w®EE

(d)

Ct Stage
m Tl
m T2
m T3
m T4
<2378 = 2379
Eih s
(f)
Cm Stage

B negative

B positiveb

<[2370 = 2379

w®EE

Figure 2. X5 B 5 7% % AniR-130bX R R 547 & 4 1L



70.0%

60.0%

50.0%

40.0%

Number

30.0%

20.0%

10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

Number

20.0%

10.0%

0.0%

56.0%
54.0%
52.0%
50.0%
48.0%

Number

46.0%
44.0%
42.0%
40.0%

(a)

Age

<65
=65

low high

REE

(c)

Stage
mli

mll
mil
m v

low high

w2

(e)

Cn Stage
H NO
m N1
m N2

low high

=HE

Figure 3. X5 & g7 & AAPCX B AR 547 B o1

Number

Number

Number

22.0%

51.0%

50.0%

49.0%

48.0%

47 0%

46.0%

60.0%

50.0%

40.0%

30.0%

20.0%

10.0%

0.0%

70.0%

60.0%

30.0%

40.0%

30.0%

20.0%

10.0%

0.0%

(b)

Gender
B female
B male
low high
wEE
(d)
Ct Stage
mT1
m T2
m T3
m T4
low high
wEE
(f)
Cm Stage
B negative
B positive
low high
w"EE



B80.0%
70.0%
60.0%
50.0%
40.0%

NMumber

30.0%
20.0%
10.0%

0.0%

B0.0%

70.0%

60.0%

50.0%

40.0%

Number

30.0%

20.0%

10.0%

0.0%

B80.0%
70.0%
60.0%
50.0%
40.0%

Number

30.0%
20.0%
10.0%

0.0%

Age

<65
=65

(c)

Stage
ml
mi
min
milv

Cn Stage
H NO
= N1
m N2

B0.0%
70.0%
60.0%
50.0%
40.0%

Number

30.0%
20.0%
10.0%

0.0%

90.0%

B0.0%

70.0%

60.0%

50.0%

40.0%

Number

30.0%
20.0%
10.0%

0.0%

70.0%

60.0%

50.0%

40.0%

30.0%

Number

20.0%

10.0%

0.0%

(b)

Gender
B female

H male

(d)

Ct Stage

m T1
m T2
m T3
m T4

(f)

Cm Stage

B negative

B positive

Figure 4. A B A B ERBRAANPCEE 2B AT B 5L B



