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[ E] 8 6% i KsE3E% Y RNA (long noncoding RNA , IncRNA) 1linc01503 7 £ & i 1R 41 it i (esophageal squamous cell
cancer, ESCC) 4 2R 71 4H fifd 1) 2 328 B H okt ESCC 4 B 38 58 « 1= 2% S b B2 18] J5 #% 4k (epithelial-mesenchymal transition, EMT) ff] 5
Wi, 2 ¢k AEE20124E 1 A % 2014 4F 12 A LB RLR 22 55 00 B Be YA 16 119 91 ESCC iR 35 11958 Ko 57 4143 A, N FH qPCR ¥
Wl ESCC 41 21 & ESCC 41 g % (Kysel50. Kysel170.Ecal09. TE1 A1 TE13) 1 linc01503 ] 3 iX 7K °F ; 43 5l il pGPU6-shRNA-
linc01503 % 4 . TGF-B1 43 ESCC 4Hi il , FH qPCR vk I 4% L1 J5 EMT AH ¢ 3 K] K AL HT /5 linc01503 RIAHI AR 4, F MTS &
Transwell /2= VLK 1inc01503 %F ESCC 4B & 1R B IR . 45 & 1 1inc01503 £ ESCC A4 R 7 i R ik (# P<0.05) ,
ESCC 443 1inc01503 %14 5 B Wk B 45 8 2 IR VTNM 20 18 2Bk, I 54 3 PIAE 9% (33 P<0.05) . TGF-B ALBR{E
HEESCC 4/ ) EMT i 52, FI 5 5 1linc01503 #k BB L. 1inc01503 i H WA S 4100 ) 200 o 1) 48 5 % AR 28 6 1 (151 P<0.05) , [ I
WA &3 T E-cadherin ff1 32 1K 1 4 i T N-cadherin . vimentin & [X| f{] 32 1k (3] P<0.05) . 4 # : 1inc01503 {F J}y TGF-P {1 FFRm%E
Flz—, {23 T ESCC 4t 5 17 28 ) EMT il #2.
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TGF- B induced IncRNA linc01503 promotes proliferation, invasion and EMT
process of esophageal squamous cell carcinoma cells

GUO Yanli, NIU Yunfeng, LIANG Xiaoliang, GUO Wei, SHEN Supeng, LIANG Jia, DONG Zhiming (Hebei Cancer Institute, the
Fourth Hospital of Hebei Medical University, Shijiazhuang 050011, Hebei, China)

[Abstract] Objective: To investigate the expression of IncRNA 1inc01503 in esophageal squamous cell carcinoma (ESCC) tissues and
cell lines, as well as its effect on the proliferation, invasion and epithelial-mesenchymal transition (EMT) of ESCC cells. Methods: A
total of 119 pairs of tumor tissues and corresponding para-cancerous tissues of ESCC patients were obtained from the Fourth Affiliated
Hospital of Hebei Medical University between Jan. 2012 and Dec. 2014. The expression of 1inc01503 in ESCC tissues and cell lines
(Kyse150, Kyse170, Ecal09, TE1 and TE13) was detected by qPCR. The ESCC cells were transfected with pGPU6-shRNA-1inc01503
or treated with TGF-f. The expressions of EMT related genes before and after transfection as well as 1linc01503 expression before and
after TGF-f treatment were detected with qPCR. MTS and Transwell assay were performed to assess the effect of linc01503 on prolifer-
ation and invasion of ESCC cells. Results: The expression of linc01503 was significantly elevated in ESCC tissues and cell lines (all
P<0.05). High expression of linc01503 was correlated with lymph node metastasis, depth of infiltration, TNM stage and the survival of
ESCC patients (all P<0.05). Treatment with TGF- promoted EMT of ESCC cells and induced a significant up-regulation of 1linc01503
expression. Knockdown of 1linc01503 significantly inhibited proliferation and invasion ability of ESCC cells; Meanwhile, the low
expression of linc01503 increased the expression of E-cadherin but decreased the expressions of N-cadherin and vimentin (all P<0.05).
Conclusion: IncRNA 1inc01503, as one of the downstream effect genes of TGF- 3, promotes the proliferation, invasion and EMT
process of ESCC cells.
[Key words] esophageal squamous cell carcinoma (ESCC); long non-coding RNA 1inc01503 (IncRNA 1inc01503); transforming
growth factor § (TGF-p); proliferation; invasion; epithelial-mesenchymal transition (EMT)
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K EEESAS RNA (Iong noncoding RNA , IncRNA)
&g /b 58 BT TR 2 AE LK 9200~100 000 nt
PAEgAS RNA . 4 e ] 20 % 5% 20 % i B,
IncRNA 7£ 2 Bl N &b vh 53 08, WIAE i i A
B 5 K 2 5 R 1 AR AR S B T AR D T
i geg 452 28 RN A A% 1DV A8 AR s B0 b R (R o
¥, (epithelial-mesenchymal transition, EMT) &g B A
PPk B b R e T 2 B R AR M BTSSR T
() 78 o1 21 it = Y A%, SRAGAR 22 AT R e J ik
o EMT 1E MR 40 M e A B B s b g s &
KELEH. AR R, B E KT B
(transforming growth factor B, TGF-B) 4k # 7] 175 5 4]
Jf & A2 EMT FEAR it iR A (0 4 % . 9B TGF-B
{557 F EMT i B2 10 R Ui 008 L ], At FE AR 45 2
A SCHRUHRIE 1175 1 B H TGF-B 4b 3 ESCC Ecal09
44 M, I S H SBC-ceRNA (A 4x180 k) it Fi 77 ik
TGF-pB 4b P i J5 22 7 3238 £ K], & 30 1inc01503 £
TGF-B Ab B 5 R IA/KFHH 2 i, 7] fE /& TGF-B1EH
BRI RS FE R 2 — o AR AR IRT TGF-B %5 S 1)
linc01503 7£ ESCC H (1 J] & FEXF EMT I 2 (1 5%
Wil , i 7E 1 B 1inc01503 /E 4 TGF-B 15 5 T Ui 855 5
A iE i 15 5 EMT i R 2 i2F 7 ESCC A i iz 2 5
Ly

1 #ERERE

11 AF 5Lt FAe 2 ZaX 5

HEEL 2012 4F 1 H %2014 4 12 AT JLE R K 2
S PY = BRI 1 119 651 ESCC B3 1 i PR 52 k), 4238
B AR R B AT RO o A IR IR 2 B K
¥5 3¢ [H J& AF BX & 2 (American Joint Committee on
Cancer, AJCC) . [H ik % (Union for International
Cancer Control , UICC) bt , 183 I £ 73 9 4 B tH 5
T A4 4H 24 (World Health Organization, WHO) #5 £ .
T g B S WU A 23 R R I R MR A 2R %% 2~5 em
b9 55 2R, FARVIBR AR A — 70 IR A7 AE-80 °CAIK
TRUKFE T4 ELRNA, 75— &850 #eAT A i A3, 8 #1
H-E Je b, 205 B R T2 8 ESCC, % 57 4L 2R 35 N IE
WAL, 1199 ESCC &3 43 kAT 1 My, 2
H1LNKV . A NIk 838 R AT 252 5 1E A &
F, WA REPREEREAC T T 2 ikt

ESCC 4 /it % Kyse150.Kyse170.Ecal09.TE1 FlI
TE13 e bl R K 7 55 DY 1 Bt e 9t 9 o i BT 72
= WA AL, TGF-B1 W H 3 [E PeproTech 2 #] ,
TRIzol W B 3% [® Invitrogen 2 & , ¥ # 34K 7 &
(Reverse Transcription System A3500) . Lipofectami-
ne™ 2000 %% G4l F) . MTS 77390 H 5% [E Promega 24

H],RPMI 1640 1577304 5 52 [F Gibeo /A ] , Transwell
/N % J Matrigel Ji2 1 H 3% [ Corning 2 & o @& fik
linc01503 fff FH shRNA (3% 1) i GenePharma A &) & & »
qPCR 51¥H HigA TAMI T B AR IR S A PR A F Al
1.2 wmfpidic R a2

RS IR %5 A0 ESCC 41 i , A5 41 i b 1 X6 500 A K
IR , 4% Ecal09.Kyse150 1 TE13 41 g FH 10 ng/ml [
TGF-B1 Ab3 21 d, A 4RE2 d B 6 — IR B 75 DA ZERR
TGF-B1 ¥ , J5 5 4 58 A 15 FE 4k 41 1% 77 24 h 5 e gE
YR, FEHCRNA BT 5 25050 . Hh 4 TGF-B1 Ab 2
i) Bcal09 4 ik 22 _F AR 52 AE M BOR A BR A w32
SBC-ceRNA (A 4x180 k)i F 6 Wl 4k B Ay J5 25 57 3=
IR IncRNA. 254 b 3 55) 5 K% Ak B B[] 4 3% STk
(910 J5 7%, R 25D AbFR 4R A Xt R4

B0 H0A: KA BL40 MR AS R 4714 TE13 48,
AL I AT 6 FLIR P Qx 104N kB 37 , 54
A A B 22 70%~80% I, 7% 1 Lipofectanine™ 2000
BRI B TR e . TE13 41 B b 4y ) %
¢ 4 > pGPU6-shRNA-linc01503 Jii #i (shRNA1~4) ,
1 58 % Y shRNA-control 2H % F& 20 (NC 4H) , Mock
YA IR CREBINEE G o
1.3 qPCR ik # M ESCC %8 42 & %8 # & F linc01503
F EMT 48 X A& [ 69 & &

F2 TRIzol 177 & 150 BA 5 (1 7 VA S HU2H 23 K 2 i
Z L RNA, 53 11 2 8 Promega 3 5% 5% 3 771 5 i
K RNA ¥ 8 5% i cDNA, ] T 4 1 1inc01503
EMT #H 5% 2 Rl (1) 1k /K ~F, I L GAPDH 1E 9 &
T, 515 W% 1. PCR J B 46 1% : 95 °CTiAS 1t
2 min; 95 °CAE 1 30 5.59 °CiE K 30 5,72 °CLEH 30 s,
FE35 MIEH ;72 °CHEMH 7 min, 4 °CIRAF. 253 R H
FEXTE Y5, H R AR R s s 242 koR,
HACECE ;yysep—Ct pyssss » A ACEACE —ACH 4550
1.4 MTS 5 5546 ESCC #m it 69 38 78 A% /)

4 3x10° A2 el 1 96 FLAR P, T % B 6 4
BFlo TG BE f5 0,24 .48 .72 F196 hi 7E
LA IO 20 pl (500 pg/mD MTS ik 7 , #E 37 °C
5%CO, MBS FRAE T 175 28 2 h Ja , T b ASCRS 0 3t K
7E 490 nm Kb FL 19 0 %5 B (DO fH , AR 3% 40 e 1) 3
FEIKF.

1.5 Transwell /)»'E k40 ESCC ta e 8917 £ fe 5

R A0 B AN M T G L B R A,
4 o 2 B B2 Fh T T4 Matrigel I ) Transwell /N5
Ax10° LW, FZNZE PRI 600 ul & 10%FBS 1
RPMI 1640, 337 24 h )5 FH 4% % 5 H % [ 7€ 30 min,
H 1 0.1% 45 i 28 44 4,20 min. )& , £G5B Mes
TR S AN BENLILET T E R 2R A e 5
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Tab.1 Primer sequences
Primer Sequence
linc01503 F: 5'- CCTGAGGACCATCTGGAGTG-3'
R: 5'- CTAGGGCTCTGCATTCGTCC-3'
E-cadherin F: 5'-CGAGAGCTACACGTTCACGG-3'
R: 5'-GGCCTTTTGACTGTAATCACACC-3'
N-cadherin F: 5'-CAACTTGCCAGAAAACTCCAGG-3'
R: S'ATGAAACCGGGCTATCTGCTC-3'
Snail F: 5'-ACGAGGTGTGACTAACTAT-3'
R: 5'-CGACAAGTGACAGCCATT-3'
ZEBI F: 5'-TCATCGCTACTCCTACTGT-3'
R: 5-TCACTGTCTTCATCCTCTTC-3'
Vimentin F: 5'-CGCCTGCAGGATGAGATTCAG-3'
R: 5-TCAGGGAGGAAAAGTTTGGAAGA-3'
GAPDH F: 5'“AGGTGAAGGTCGGAGTCAACG-3'

shRNA linc01503-1
shRNA-1linc01503-2
shRNA-1inc01503-3
shRNA-linc01503-4
shRNA-control

R: 5-AGGGGTCATTGATGGCAACA-3'
5'-CACCGGAGACAAATGACGGCCTTTGTTCAAGAGACAAAGGCCGTCATTTGTCTCCTTTTTTG-3'
5'-CACCGGAGTCGCTCTGGTTCGAACGTTCAAGAGACGTTCGAACCAGAGCGACTCCTTTTTTG-3'
5'-CACCGGAGAAAGTTCTTTCCCTGAGTTCAAGAGACTCAGGGAAAGAACTTTCTCCTTTTTTG-3'
5'-CACCGGACGAATGCAGAGCCCTAGGTTCAAGAGACCTAGGGCTCTGCATTCGTCCTTTTTTG-3'
5'-CACCGTTCTCCGAACGTGTCACGTCAAGAGATTACGTGACACGTTCGGAGAATTTTTTG-3'

1.6 St

2.2 1inc01503 2 TGF-B £ A &9 F 5 3k 2 &

qPCR.MTS. Transwell &SI 3 k. T Ay
HH 35K H SPSS19.0 Zi i AR AT b3 . IEAS o A
()it %Rl DA s 78, linc01503 £E ESCC [ i 55 4H.
A [ Rk I B G R BEARRAE 1 ¢ SR 352K H
A AN 350 %0 ¢ 462 56 LU s Kaplan-Meieri2: ) Log rank £
BT 734 linc01503 F 1k % ESCC & % A4 47 ] EI’J 22
M. LPLP<0.058( P<0.01 #nZRBEF %5

2 % B

2.1 TGF-p1 &2 4% ESCC Ecal09 #mje. X £ EMT

F TGF-B1 & £ 40 # Ecal09 41 i 21 d J5 , gPCR
R 25 (B 1D 2R, 48l 1 E-cadherin 3214 7K -
BH & T A (P<0.01) , 1M N-cadherin - Snail. ZEB1 %
vimentin & K R IA B T F i (33 P<0.01) . &5 53R,
TGF-B1 AL B3 T ESCC Ecal09 ZH i f¥) EMT it 2

Gene expression lever

E-cadherin N-cadherin Snail ZEB1  Vimentin

"P<0.05, "P<0.01 vs 0 d group
&1 TGF-p 3 Ecal09 £Bf+ EMT X E FRIXHIZ2M0
Fig.1 Effects of TGF-p on the expressions of EMT-related

genes in Ecal09 cells

[ ] SBC-ceRNA ( A\ 4x180 k)it i 7 1% TGF-p1
Ak PR 5 Ecal09 4 i 2 5 £ 18 1) IncRNA, & I
linc01503 7 TGF-P1 Ab 3 j5 R 1A K L1 2.29 £% .
qPCRER I 45 F (& 2) &7~ , TGF-p1 4k H j5 &
F 7 T Ecal09.Kysel50.TE13 4H 2 $11inc01503 %
BTV (t0100=-30.874,P<0.0154,,..,5=—28.940, P<0.01 ;
lre5=—16.480, P<0.01) . SLEG 25 LK B, 1inc01503 52
TGF-B RN A

3.3 M Untreated Treated with TGF-B1
- i *k
7 30 - by "
g 25 ’r
S 20
=
S 15
(3
5 1.0
<
Ho05

0

Ecal09 Kysel50 TE13

“P<0.01 vs Untreated group
[E2 TGF-g X ESCC ZHAEH linc01503 FiX RIS
Fig.2 Effect of TGF-$ on linc01503 expression in ESCC cells

2.3 ESCC £ % linc01503 % ik A 5 & # 15 k5%
AR AE Y £ A

qPCR & 285 F R I, ESCC 2141+ 1inc01503 &
BRI T 57 4H 21 (=-6.837, P<0.01; | 3A)
119 4] ESCC #1430, A 102 % ik Fif, Hd 71 )2
ik BEIE 25 L E (R 3B) . 1194 ESCC &3 il IR
o3 BLRFAE , AR RS P01 6 B4 20 TNM 23 33 itk 2
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A: The relative expression of linc01503; B: The fold change of linc01503 expression in cancer tissues to normal tissues
3 ESCCEZH 1inc01503 FIFRiX
Fig.3 The expression of linc01503 in ESCC tissues

#2 ESCCLALH 1inc01503 Tk 5IEFKRFIEFHER X 7
Tab.2 The relationship between linc01503 expression

in ESCC tissues and clinicopathologic features

Clinicopathological .
n linc01503 t P
feature

Age (t/a)
<50 32 8.401+6.810 0384  0.702
=50 87  7.785+8.080

Gender
Male 72 7.305+6.146 1.129  0.261
Female 47  8.94049.672

Histological grade
Well 74 8.142+£8.568 0.345 0.731
Poor 45 7.636+6.207

TNM stage
[+1I 54 592345784  -2.673  0.009
I+1V 65  9.635+8.734

Lymphatic metastasis
No 25  2.487+1.606  -4.251 <0.001
Yes 94 9.403+8.069

Depth of invasion
T1+T2 51  4.605£3.614  -4.391 <0.001
T3+T4 68  10.460+8.985

2.4 1inc01503 %35 5 ESCC %% 4 A #69 X 7

R HE ESCC 2 23 1 1inc01503 F 34 [ ¥ 18, K &
F 43 1inc01503 7 1A 41 (42 51 FIMIL Gk 4L (77 61D
linc01503 /=18 ESCC 3 5 447 F 7 9.52% (1
REAAEI A 204 D 5 1inc01503 1K 34 ) ESCC Hi
SEAEAF RN 25.97% Ch AL AEAF 19 48 1 H D o Log
rank £ 36 73 #7145 B B 7R 5 linc01503 5 R IA W B 45 58
T EEMEGFY (P=21.673,P<0.01; 4. 457
718 ,1inc01503 AT AEE ESCC B # — AN E I TG K & .
2.5 linc01503 3+ ESCC m it 3% 75 B A% % f% 71 64 % v

Bl ATLEX 10 1] ESCC Ji 55 2H 2R 1) cDNA %5 LL A7) i

G E1ER 40 L 3% 08 () X 8 41 (Pools) « qPCR £
M &R 5 78, ESCC 4H Mg 1 1inc01503 £ 14 7K
1) F T IRAL (fyp5=4-469 5 P<0.015 1,5~ 11.828,
P<0.01; t,..,=12.689, P<0.01; t,,=7.488, P<0.01 ;
tre=15.702, P<0.01) , JL HAE TE13 HRIE K F i i
(tr,=15.702,P<0.01; I 5A). 7ETE1340u ol
shRNA1~4 J5 , &1 & 5B JJi 75 , LA shRNA1 [ shRNA2
gL R m . MTS M Transwell /)y 25 75 46 0 45 5=
(E 6A.B) 7~ , 5 NC 4 AH EE , R A linc01503 ik
(shRNAT 41 Jz sSARNA1 41) #4 ] BH 2 B TE13 41 /il
A 1A 5 e A2 2 € 11 (13 P<0.05) 5 1T NC 415 Mock 41
FH PG ZE 3 T e vk 5 75 S, B 2 G 3 7710 %) 240 i 1)
HE S A2 2868 10 B g, B AR 145 SR FEE

100 linc01503

— Low expression (1=77)
--- High expression (1=42)

60

40 -

Overall survival rate (%)

20 | Fheme

‘‘‘‘‘‘‘

20 40 60
Time (#/month)

4 linc01503 AKX F X ESCC B & £ TR
Fig. 4 Effect of 1linc01503 expression level on the survival of
ESCC patients

2.6 #4%1linc01503474 ESCC TE13 e/ EMT # A%
qPCR A 45 5 (B 7) BoR , Wi inc01503 )
ESCC TEI13 4 i tf E-cadherin ] % i5 7K ¥ & %
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P (bea==7.075 5 P=0.05; £y 0,=-5.043 , P<0.01) , 1fij
N-cadherin ( tyy,,=6.527, P<0.01; ty\,,=5.686, P<0.01 ) .
vimentin (£, =9.017, P<0.01; £y, =7.603, P<0.01) % ik

Expression of linc01503

Qoo\“’ Q,U‘”\Qg\@%e‘\sg \!%6\16 < (‘@\”3

BETW. SRR FdKlinc01503 #4177 ESCC
TE13 40 1Y) EMT i 2.

1.2r
101
0.8 3%
0.4
0.2

Expression of linc01503
[=]
(=)
*
*
*
*

C P,\ P& ?"’) ?,b«
Vo o

"P<0.05, " P<0.01 vs Pools or NC group
A: The expression level of linc01503 in five ESCC cell lines; B: The expression level of 1linc01503

in TE13 cells transfected with four shRNAs or control plasmid
[El5 ESCC BRI linc01503 fY3%147K F 0 shRNA £ R4 %
Fig.5 The expression of linc01503 in ESCC cell lines and the transfection efficiency of shRNAs

»>

Cell proliferation (D, )

24 48 72 96
Time (t/h)

300
250
200
150

100 *%
50
0

Invasive cell counts

"P<0.05, ""P<0.01 vs NC group
&6 1inc01503 % ESCC 4l TE13 #478 (A) R R 2 (B) HUSNE
Fig.6 Effects of linc01503 on cell proliferation (A) and invasion (B) of TE13 cells

L6l
KK gy B NC

Gene expression lever

E-cadherin N-cadherin Vimentin

“P<0.01 vs NC group
&7 A& 1linc01503 %t ESCC TE13 4Af+ EMT
X EEFRIERIF M
Fig.7 Effects of LINC01503 knockdown on the expressions
of EMT-related gene in ESCC TE13 cells

3 i i
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tH T ESCC B A 5 H R e, S BUE 4T RIT7
RORRAE, B 1 S AR T 20%, Fitk,
Y ff e A i 2 A% 1) 43 - WL T ESCC R IT Mg K
BH A EA EEE . W EAESE, EMT 7E i
AR B R R EE AR .

TGF-B 155 W45 ] i 2 g () R A RUR g . e
RIAE 7809 EIE 52, TGF- AbHE 7] 55 S 41 i & 2E EMT.
N TGE-B A5 5% 5 EMT i F2E 10 T i 208 36 1A
AH 5T N FH TGF-B1 7824k 3 ESCC Ecal09 41 i , £
B SR A EMT J5 , F 8 i % TGF-B1 Ab 22
il )5 72 R IE B, Hodr, 1inc01503 £ TGF-B1 4b
HGRIE LFEHE . NS &R, it — R0
7 Ecal09.Kysel50.TE13 =#k ESCC #H /it 1 TGF-B1

are
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EMT it #2 7 e 5 2L (1) /E o

CVA I FTIE S, 1linc01503 R 38 o 192 40 A 4 4 L 1)
ToAEER  (ER I R A AR b RAE R B . 4
1, LU % 3 1inc01503 TR ceRNA J ik 47 W Ff
miR-4492 #7135 FOXK1 JE K [ 3Rk , b m fie ik 45 B
e g e s CE XS SR (1A 72 H , line01503 Rl e i ¥
I Wnt/B-catenin {5 5l s A AL R () Dfg , I 1T Bk
SR SRR T ) T b R R 43 TR 9T B A QU A
W FEHE H  linc01503 7T LU I EMT i R {1 a2k AH e 4
i ) 14 5 AN 2% « [N, 1inc01503 Al e % e U
FE I EIE T AREYN . ARBFFURIN, £ ESCC 42
4 7 1inc01503 A B & E3 , 3 H 1inc01503 7£ i
T A i Rk 5 ESCC 53 IR 28 VI R BAFE
CELFEMREL S5 FE R R IETR BRI R 20 D A 5%k, 7T 5
ANRIVEZEVIEE. R DiResieit—1P BoR, 1inc01503
AP ESCC 4 sE AR 28 Be 71 . BRIk, 285
P\ A 1inc01503 7] GEFE ESCC 1278 #4525 M 3k i vp
PyicE HE R A, T BEZ ESCC BH TG A R IFE
FEFRIMEA T RS linc01503 75 fiRT it i rh R P AL
YER 73~ WL, ASHIE 58 B SR 58HIE T 1inc01503 % EMT
TR IR , 25 B 2 7R 1inc01503 {634 B S 3 0n 1
Fe bR B 2R IEIKF, 1 18] 5T b G A 2K R B, 1 B
linc01503 2 5 1E [A] % EMT i 72 , I H 2 TGE-p /5
(1] ESCC 41 s EMT ik F2 1 T Ui s B R 2 — o

gi LTk, AWt S R T TGF-B Al 5 ESCC 41
J#1 7 1inc01503 ik F i, 1inc01503 B#% iA {2 #f ESCC
Y Hfa () 3G A AR 2% , I 0T BEAE R TGF-BAE FH 1) R iER
o 3 K 2 — 5 7 ESCC 41 f /) EMT i 72 , 33 1M fie
HEESCC 3% % 32 2 . 1inc01503 45 22 4 ESCC £ ¥
(PG PEAS R AL —FhoBr B 2 T8 S8

(& % xx #]
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