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B 1 C JE K #Y 2, AU 58 455 22 XF Huh7 41 fifg
4 DR 20 2% a8 45 2K 1Y 52 i)

Fuek SR OEH ORI ORFE

(#ZE] B8 55T B A C EEE R R FERT Huh7 G SE R 41 R AN . 3%
4L B 5 C KA 2, #4695 7 (pHY 106-BHBV 1 pHY106-CHBV ) %% 4% Huh7 4Hj, ) pHY106 25 %
RN IR 48 h 5 BT 2858, ik R ik 22 R H Gy5/Cy3 > 2 5 < 0.5 By %K, pHY106-BHBV |
pHY106-CHBV 43511554 Huh7 Z0AE 48 h, Lk pHY106 25 #5 44 Sy %iF BE , 17 ] real-time PCR St 3L R B 24
SEAIR MR SR AT IIE . £55R  pHY106-BHBV %44 Huh7 4/l 48 h J& , M\ 4097 /L] Hhfifi i i1}
2R FIRFELH I 60 4~; pHY106-CHBV % Yt Huh7 40 48 h )5, i 1 HH 22 5% ik LK 3L 120 4
real-time PCR JE5Z pHY106-BHBV %% %% Huh7 4lJif1 48 h J7 ,IFNGR2 .GPR125 DDEF2 #1 PI3K mRNA 3
SEKOE 1 B AR EE T 94, pHY106-CHBV %434 Huh7 411 48 h J5 , EEF2 1 INF592 3k T, 53
RIS 45 R —2, it B M C FERALZ RS0 B2 X Huh7 20 38 15 35 4022 (14 52 i W] b A [) , 3R
XS B 1 2 00 AT BE AR AEAS [F] 0 5 =X

[8R) 4T, 28 Huh7 400 ; 236 4 ; ik kit
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[ Abstract] Objective To investigate on the changes of global gene expression pattern in Huh7 cells
when transfected with HBV genotype B or C. Methods Huh7 cells were transfected with recombinant HBV
genotype B or C, namely pHY106-BHBV and pHY106-CHBV, respectively, with pHY106 as the control.
After being transfected for 48 h, mRNA of Huh7 cells were exiracted and reverse transcripted to cDNA, then
hybrided with chip. The fluorescence signal intensity of Cy3 and Cy5 were analyzed with the GenePix Pro
3.0 software, the ratio of Cy5/Cy3 above 2 or below 0.5 was regarded as significant. The partial results of
microarray were verified by real-time PCR. Results After pHY106-BHBYV being transfected into Huh7 cells
for 48 h, 60 differentially expressed genes were screened out among 4097 genes and 120 differentially
expressed genes were screened out after pHY106-CHBV being transfected into Huh7 cells. IFNGR2,
GPR125, DDEF2 and PI3K which were down-regulatory genes after pHY106-BHBV transfection were
verified by real-time PCR, and the relative expression ratio were consistent with the results of microarray.
EEF2 and INF592 which were down-regulatory genes after pHY106-CHBV transfection were verified by
real-time PCR, the relative expression ratio were also consistent with the results of microarray. Conclusions
HBV genotype B and C could change the expression pattern of Huh7 cells, with significant difference, and
only DDEF2 was found down-regulated, which demonstrated that HBV genotype B and C may have different
influence on host.
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1VE 2RI 49 s 7 2 7™ T i 7 R AR R 1Y
TG T, et 54 3.5 {2 &L HBV J5 % J'
AR AR L 100 7 ABE T HBV By i
PG, HBV LR 2 4 6% A0 2 11 5 16 AT 2
TF] B A E A AT A6 T B0 O BB THLH . B
AT, KA 60 HBV JEe T4 i v 38 o Bl A5 s
FEPR BB K AR AR AR N 5 S 5 S5 T ik
AFVRIT | R TITT 00  9 F) S B o 25 e f  2 5
SRR IR B 42 R (¢DNA microarray ) /& fi K i
H R B BeA 728 46 b 8 % T35 sl e e BB i
RS A, 8 0 20 2 21 % 41 Bt B9 mRNA 33 5% 53 i
cDNA 8 A 9Ehric 5t i 24 22, i 1 F 35 341 4
—5F B A DG BT LR AT R ARG I 2] 7 44 7] 22
SFIRELH T A ST I B R ek B B
kY T 4K B il C ZL R AY HBV J5 Huh7 41 g
FEIRTE M AR Ak, DL G s RO AR X IR 3R ]
real-time PCR $ AR X} 22 55 3¢ 3k 10 3L A i — 25 485,
E{FI=R/II N

BRI

— FrEk

NN 40 MY Huh7 i AR % {3 4F, pHY106-BHBV
A1 pHY106-CHBV |y A %5 #4 &5 50 RNA $2 B0t )
Trizol W | Invitrogen 2\ w] ; Jit Ji 5 PRI i 6 A | 4
JEEVR S AF I DR L A0 B 0 T R R S g A R O I
DNA 2545 e sk FsE S 1 VA MM 5 55 S A %
FLDR A0 A7 R A5 0 N R FE R AL | & A 4097 4
cDNA, iy | i {8 5 5L RS R A FR 93 4 2 Al 2425
mRNA 4fi{kiX5 Oligotex mRNA Midi Kit I#J F Qiagen
N b 28 O BiostarH40s 5 £ i {X ScanArray
4000 ; % i GenePix Pro 3.0 K& AbPHAR A

] 0B E S

JFE 40 2 Huh7 400§ 5% CO, 37°C, T&
10% FBS ) DMEM X% 3% 3 i b B A= K (& 100
U/mlf5 585 Z M 100 mg/L 45552 , 4 & 0.25%
AR AT 0. 02% EDTA FYTHALIR I AL EATAEAC

= G

F 25 em® 4NRE IR NS 37 Huh7 4000, 5%
DMEM #5579 ,10% a4 15 (FBS) ,37°C 5% CO,
Y M AR B TR AN, o 2R AE A 2 X RO, 4 P il
B BEIR 80% LA B HEAT A M A% YL , 430l LR o A i
P i # Lipofectamine2000 4 pl, pHY106-BHBV |
pHY106-CHBV # %5 # {& pHY106 # 8 pg %% Y
Huh7 403,

O FERLE R B E

pHY106-BHBV .pHY106-CHBV F125 #; /& pHY106

¥t Huh7 J0f0. A0M0%E Y45 48 h, EEREE IR 1%
FLAREE 10 em’® T LA 40N 2 ml Trizol 5751 ) L
BIBNA Trizol 7], #E47 & RNA $2HU&% mRNA 4lifk,
PR 6 FE IR BE IR LES A W) i 2 S R R IR

T LR E & PCR

I P AR B R G| %, b i i 1 &
X pHY106-CHBV 2H B[R i Fy 22 S ARGk JE A B 5 1)
WX, 451k EEF2 Fil ZNF592 ; 4% 314t % pHY106-
BHBV L EE KL R 22 5 R EE N Ry 514 4 %), BT
4350 2k IFNGR2 . GPR125 . DDEF2 #1 PI3K ; GAPDH
YEA real-time PCR (NS IR, 2F51 )7 51 L%
1;pHY106 25 Fiki &% B 1 C L% HBV 4 5L 4H
¥y pHY106-BHBV , pHY106-CHBV [k ,48 h J& i il
Trizol — 4 ¥ $2 B 40 it 2. RNA, /| SYBR ExScript
real-time PCR Kit JZ #%35% 5 ¢DNA, ffi ] Light Cycler
PCR 1% ( Roche) 7 real-time PCR JZ i/ , SYBR Green
VAR ZE AT :SYBR Premix EXTaq(2 x ) :10.0 wl,
PCR Forward Primer (10 pmol/L): 0. 4 pul, PCR
Reverse Primer(10 pwmol/L) :0.4 wl, 4z (¢cDNA ¥
W) 2.0 wl, KEZEMEAK 7.2 wl, 3£ 20.0 pl 7K % ;
T 3 A E A, L E R 3 W LLRIE SE 5 Y AT R
R

£ 1 real-time PCR A1 FE K 519 751
i =

Gene KR (bp) 54(5°—3")
EEF2 90 1F L : AGACACGCTTCACTGATACCC
% X : CCGAGAGCTCGTAGAAGAGG
ZNF592 107 iF X : CTACCTGCCACGGATACCAG
% X : TGGGGTCTGGGATGTCAA
IFNGR2 111 1F S : TGTACAACGCAGAGCAGGTC
JZ X : CCGTGAACCATTTACTGTCG
GPRI25 60 1F X : CACGGAATGTTGGCAAAGT
% X : GCGGTAGTATAAACCACAGGATG
DDEF2 60 iF 3 : CACGGAATGTTGGCAAAGT
% S : AGTTTGTCTTCCACAGGGTGTT
PI;K 62 iE X : TAAGTTGCGGCTGCTCTTC
% S : CGATCACGAAGCGACTAGG
GAPDH 100 iF X : CCTGTTCGACAGTCAGCCG

2 X : CGACCAAATCCGTTGACTCC

T EEF2: FURCB IR AE 1C [N 1~ 25 ZNFS92 . B4 d H 592 IFN-
GR2: THh R -y Z142;GPRI25 . G K Ik Z 14 125 ; DDEF2 . 2 JR I
SR AEHESE R 55 PI3K . B i 158 UL A%E-3-3% it s CAPDH . B % 1 31m 188 i
i
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® = TESE T A A AT R 5 T S R Bl CyS 9
HH(RL@) , X HABEARIC Cy3 FOLER (R4t
— JHTRERER 5 RNA 7 P2 B 57 f6) TSR0 1) 2 5 9k % 2% PR A 52 0 241 %
SRR B RNA BYMOEIE HUAE Aso/Ary HRLH LR IR KT [ 1025 5, B 6 A0 R e kT
S9N 1.93 H1 196, e KIRATR W R TOCORIR  Je9s &, 45 P M7 o, pHY 106-BHBV #% 3t Huh7 4
I'h 5 -20°C 1 h Ay ik e 288 ZR T BIE gy 48 1 5, A 4097 AN P o ik ) 25 57 3 1A B 1A
fige, LUK 45 RUE S BT B A9 8L RNA DR 40 RNA k60 4, o 1 2L 2 ik 1]l e 59 46 LK 32
(B 1) ;mRNA FE4EHT0.9 ~4.0 kb UL PRI AR (2 2) ; pHY106-CHBV #% %t Huh7 41 fifg
B RS R IR R A5 R A 48 h 5, M 4097 AN FE [H] o 7 1 1 25 S ik ik A 4t
it fi EAEAT 4097 4 eDNALOG TIPS REE 120 4%, Hork 34 ALK A Y] Y30, 88 S L%
FRARAEA TR, TS EBRCE TN IR (8 sk k(32 3)
SRR RAFEINIL 8 > A, 3K 2 1 A 2 52 {5 5 BRI,

&2 pHY106-BHBV %3L Huh7 20 57 405 2 WA AR sl i ) ik A

i GenBank_ID it Cy5/Cy3
1 NM_001009909 SERMLEE H 2(LUZP2) 0.267
2 NM_003887 R IMEALHEFE T 2( DDEF2) 0.292
3 BC003694 IR ¥ o 55811 1 (TNFAIPL) 0.310
4 NM_003013 SRR B I 1 2(SFRP2) 0.313
5 NM_000719 5 8 E TE UK (L R al C W07 (CACNALC) 0.314
6 NM_001006681 )i iR 7 11 2 (SPIN-2) 0.337
7 Y11312 PR ML 3 W (PI3K) 0.344
8 NM_002871 RAB 1 5./ T ( RABIF) 0.353
9 BCO00054 7158 S0 LT P i J5 g ( DHCR7 ) 0.376
10 NM_002298 WA AESE H 1 (LCPL) 0.389
11 NM_145290 G % [{BIEZ K 125( GPRI25) 0.403
12 NM_012218 P4 A 2 25 A 1R PR 7 3 (TLF3) 0.415
13 AF205074 A LB T8 3R Z AR 28 111 3 ( OATPRP3) 0.415
14 NM_019859 5-FFEANEZ A 7T(HTRT ) 0.421
15 NM_002807 & AR 26S WA, AE = BEER AR 1 EE 1 (PSMDI) 0.422
16 AB209854 PR PR TR 1(TLEL) 0.422
17 NM_006472 B GO 1M E AR T8 (41 (TXNIP) 0.443
18 NM_000701 Na* /K * 5538 =B MR IRTEIE ol 2 K% 5575 244 1 (ATP1 A1 -transcript variant 1) 0.458
19 NM_033121 R T T S 4593 13 (ANKRDI3) 0.474
20 NM_012343 SR M 2 e Ut (NNT) 0.483
21 NM_007040 IR — A B A A% 6 11 U B4 75 Fef& (HNRPULL) 0.486
2 NM_005436 IR BEAE K 6 4> (CCDC6) 0.489
23 NM_007326 S DA i I RS — A% R (NADH) |, i (238 B-5 S J5Tl ( DIATL ) % 5 54k S 0.490
24 NM_005534 THEE v %k 2(IFNGR2) 0.491
25 NM_003253 T 4 B 9R0 (2 Z2 675 1 (TIAMIL) 0.498
26 XM_290809 TAF4b RNA B4 11, TATA 454 % I T (TAF4B) 2.164

12 Cy5/Cy3 >2 Nk i R EE R, Cy5/Cy3 < 0.5 N3k i & MR
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%3 pHY106-CHBV ¥4 4t Huh7 il )5 533 1k i 25 B AR B 1 (1 JL (]

95 GenBank_ID i A Cy5/Cy3
1 NM_003098 WFEE A HE ol (SNTAD) 0.223
2 BC048198 o-HS 75 14 (AHSG) 0.262
3 NM_001961 BB KR T 2( EEF2) 0.298
4 NM_002826 #1226 (QSCN6) 0.338
5 NM_014390 S B0 4 PR A A R 1 1 (SNDT) 0.363
6 NM_007363 non-pou 1, ( NONO) 0.363
7 AB209555 J [H A5 52 11 (TAGLIN-variant protein ) 0.367
8 BC014152 17 6A(KRT6) 0.367
9 BC071589 HF IR 0863 2 [ (KIAAO863P) 0.368
10 AB209790 1017 20 M 2 4 28 5 2K 1 (AAMP variant protein ) 0.370
11 AF335324 Y 1 801 (RTP8O1 ) 0.370
12 AB209433 B M5t 8 (bat8) | W 45 5 [ ( BATS) 0.374
13 NM_000638 BB ALE A 1 (VIN) 0.377
14 NM_175932 TR AR 268 WAL, I =R R 17 13 (PSMDI13) By P]{k 2 0.378
15 NM_014630 e M 592 (ZNF592) 0.368
16 AB209229 TR PR R R it AR A 1 ( Diphosphomevalonate decarboxylase variant protein ) 0.389
17 NM_000170 H B A8 (GLDC) 0.399
18 NM_006556 B R 2 X BRI ( PMVK) 0.411
19 NM_004442 T 52 TR 25 [ Ul A7 A4 57718 4K 2 ( EphB2-transcript variant 2) 0.411
20 NM_002087 kA4 11 ( GRN-transcript variant 1) 0.416
21 NM_005973 LR B A0 i 5 % A8 4R 1 ( PRCC-transcript variant 1) 0.417
22 NM_001976 ISR 3 4 AR SR 1 (ENO3-transcript variant 1) 0.424
23 BC065510 S IR G B , R 4 SR % 2 R kG , — AU FLTE R (CAD) 0.426
24 BCO18650 ARz S AL R G 2R B2 A (EDG ) 0.430
25 NM_003887 H: KA AR K F 2 ( DDEF2 ) 0.432
26 BC043565 ST SR U o T2 (FARSA) 0.443
27 113848 RNA f#JE8# A(RNA helicaseA) 0.443
28 NM_000292 PR AL o2 (Phka2) 0.444
29 NM_005839 225 TR AR T A 4 T (SRRMI) 0.460
30 NM_002015 X3k4& 0A1(FOXOAL) 0.461
31 BC000968 Bkt E 4 1RFE(TCTELL) 0.461
32 NM_001261 20 it SR 300 4 P KRS 9 (DCK 9) 0.469
33 AB209352 FK506 254 H 9 78 5K B ( FKBP9-variant protein ) 0.468
34 NM_000624 24 W/ K R 417 al (S/CPIA) 0.468
35 NM_003033 W R TG A% Tt 4 (STAT4) 0.471
36 U53347 PR S RS Z B 1 B (NAT2) 0.471
37 BC038450 G % {85214 4 (GPCR4) 0.479
38 BC002726 FET-HIETE [ (DAP) 0.485
39 NM_002849 5 15 A TR R 2 7 (PTPRR) 0.487
40 NM_198268 i S 5 AL el A B A R R 1 B 1 % 78 544 | (HIPK I -transcript variant 1) 0.490
41 BC040061 T 1Y N1 #5575 3K 2 (PKN] -transcript variant 2) 0.490
42 NM_030780 Lt A RS 2 1 (MFTC) 0.492
43 NM_001884 B TR M R A 7 428 () 1 (HAPLND) 0. 494
44 NM_018947 e 2R C A B Gt LR IR 1 (CYCS) 2.007
45 NM_014717 KPS TR [ 536 (ZNF536) 2.018
46 D86987 KIAA 0214 % {4 (KIAA 0214) 2.039
47 NM_004525 1525 B NS 2R A e B 11 2(LRP 2) 2.705
48 NM_001007245 FIMBEMXLEBTHTHE T 1 #7428 51K 2 (IFRDI - transcript variant 2 ) 2.120
49 NM_006626 S TE [ 482 (ZNF 482) 2.188
50 NM_014912 R £ R IR R 45 & 11 3(CPEB3) 2.201
51 NM_000796 Z B %4 3(DRD 3) 2.202
52 D86550 2455 W/ T R B 1 (STK) 2.224
53 AF146277 18 MO 2% 25 1 A0 B EVE R 7 (Adapter protein CMS) 2.909
54 AF104922 A 20 ( GDFS) 5.170
55 NM_005986 Ye o Mg X BOX1(SOX 1) 5.810
56 AK022062 FLJ12000 fis ¢cDNA , clone HEMBB1001531 7.771

H:Cy5/Cy3 >2 Rk W EH I, Cy5/Cy3 < 0.5 AR B E RMIER



- 504 -

APPSR A RG2S E () 2012 4E 12 ] 456 35 45 6 18] Chin J Exp Clin Infect Dis (Flectronic Fdition) ,December 2012, Vol 6, No. 6

= JHT real-time PCR [ 21 RNA EVEE R0

pHY106-BHBV ,pHY106-CHBV #I pHY106 % 4
Huh7 4 g 48 h J5, $2 BCAY 6 RNA W 5% B L fi
A/ Ao 425199 1.90 1. 01 1 1. 89 K i 95505
R, 7T0CHRE 1 h 5 -20°C 1 h HL Ik 840 A, 288
S5 O A, PR UK S T SE AR A B RNA
4fiff RNA(K2)

DU W real-time PCR 36iF 3 RS F 38 40 22 5+
Fikny A

W SYBR Green ZCRY 2% 6 5E & PCR i, 50516
G5 A Zh 4 i Co A, R 8 A XT3 3K % (relative
expression ratio) Ratio = AL B AT, NS
8 GAPDH g 4 ¥ i 2, Co{E R 14 ~ 15, 155k i
LRIEHVBLR], R IR R 85°C ~86°C , R MBI 4

—28's

- 18 ¢

Ss
L) L] = ES)
(=] (=] S (=]
(=} 9\ (=} ?\
o) @
2 :
- <

E1 ATFEAERHBZ RNA §BEKEEZ

i T lecen @
: f
e o / \
Sf- ‘ -
® @ 2 % x A e e u K e R R

FEtr Him s e (B 3) 5 SEgn 4 5 % R4 SYBR Green
AR ZR 075 ik i 2R W R B ) 0 A TR B T o 2 — L
INARSEIS Y HE Y PCR P= 1) 3 A B R . 45
HL5 R pHY106-BHBV %% Huh7 4 fifi 48 h J5 , IFN-
GR2 .GPR125 .DDEF2 #1 PI3K mRNA kK EHA
[FFREE A9 R R, A X R 3R 8 5351 2 0.8.,0.5.,0. 3 FlI
0.4, 5FLHFS 45 WA — 3, 2B B JL[H A HBV
Yy Huh7 40 jf )5 f 52 0] DL IFNGR2 . GPR125 |
DDEF2 1 PI3K %35 /K T (& 4) ;i pHY106-
CHBV #£2 Huh7 40 Jitd 48 h 5, real-time PCR I iIF
EEF2 F1 INF592 K351 I, A% 335K 539110 0. 8
0.6, 5FE K0 7 45 R B A — 2, B C LAY
HBV %44 Huh7 405 W] i EEF2 il INF592 E3A7K
FTHHCES)

2 FF real-time PCR )2 RNA HjkE
7 :1:pHY106-BHBV ;2 .pHY106-CHBV ;3 :pHY106

N r——
© " *

©

T

3 GAPDH real-time PCR #"1% fh £ 704 fiff #h 2k &
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B CRANXRER
O AL Rk &

-
- N
1

H %L /GAPDH mRNA LA
o
o

E4 pHY106-BHBV %5t Huh?7 Al G ERRIEET K
(WEREM A1)

W 9250 41X Rk
OO B 20 A X 0k i

=4
N

0.8
06

H 3k s /GAPDH mRNA [ At

EEF2

E5 pHY106-CHBV #:: Huh7 MEERRIEZET K
(RFERAMA1)

INF592

LS 4

FEPR IR0 HOAR R K i BRI 5L cDNA J
B8 e — e i BRI R A4 583X — e X AN []
AL AT mRNA B cDNA HEA T2 6AG I A T X
T L PR 3R 3K A A B R R P AT 2R S 43 B AR
Wt AHIE ST N T A A BB R A AR Ik
pHY106-BHBV B pHY106-CHBV %44t Huh7 40} {F
NG A5 B pHY 106 B 4% Huh7 4 1F A %) i
2,5 Gy 48 h J5 DA L b 4R B mRNA 33 5% 5oy
cDNAHAT RS 8R40 #r . 4551 B, pHY106-
BHBV 41 L 1 22 57 323K FE A 60 Ff, Hirp 59 Fp gt
PRI IR T I, 1 Fp PR 2638 K7 1 5 3 2L A
GG AE A A M T 5 S e T L SR I T RN
Jed A SRR 5 v 5 A A R IR RN B i R A
RIEEW, ik & 542 it A+ 2 (DDEF2) |, g S5 58
HNF o iB5FEA 1, H DDEF2 £ real-time PCR 16

RS LR R 25 R — 2, X Rk o8 0.3, B iE L
pHY106-BHBV f] Huh7 4 i DDEF2 3 ik 7K - %% %t
WAZH /24 3.3 4% s HAA B 98 & B DDEF2 75 5t 4t
JieE e A Bk 8 R 5 A iR Sk s T A AR g A i R
TE XU S AN LG e Ab B S DDEF2 it 363k & A=
A8k Tacobuzio-Donahue %' % #i DDEF2 7E fif
g I i ek s BB 21 SRR B IES B A E
S F s s 5 H N R L Bf DDEF2 33K BH I %
I s Snyder 2512 M5 STAT3 B 45 4 A 5 2 K
AL S SE R I % B DDEF2 )2 Stat3 1E H 1
SR, HEE SRR TAT3 B9 1E FH ; B R LI 3 3% it
(PI3K) I M A R 45 & 19 [+ 3 (ILF3) \RAB
AHEAE I H F (RABIF ) 5 2 7 38 18 A1 AR 3P
L &Y al C 7 PR 55 5 240 f AR 5 5% 2 AR A O &
real-time PCR I:3iF , & i IFNGR2 , GPR125 FI1 PI3K
mRNA /K F-7E45 4 T pHY106-BHBV fy Huh7 4 jitg
L pHY 106 2 A7 AN [A] 72 BT 18], A6 263K 5t 41
4 0.8.0.5F10.4, pHY106-CHBV 41 i ) 2% 5
FIRFE 122 B, Forp 88 AL F B KT, 34
FhE PR kK L B BA M2 R R0k, T
VB R A 268 W ELAT , A = BERR IR G 13 5Y
VIR 2, i H 72 SR I R Bl A8 S A4, H 2 e i =
il AR PR ISR G T IR B 1 D A A U
il S P R R O R | R A AR i P R L R
FLIE PR G | R & R K i R T2 R A Al
o WS, T H & B B IR R U AHSCER H 2 3Rk
34, W] pHY106-CHBV %% 4% Huh7 4 fifd /5 28 L
AR IR ZAC & A B R s AR 5R & 3 B il C
FEK ) HBV X Huh7 20 Jfd 3 35 3% 9 52 i B S AN []
1% B DDEF2 7E B Fil C 5L (5 % HBV %% 4% Huh7 4
JiJ5 N, FEB B AN C FEAY HBV S HLIA AY i 2E AT
REAEAEANTA B 20, %58 B Al C JEK 7 HBV £
S HILI 7 T AT BEAFAE A R AL R HE 4k & HLaxX gk
255 FIR I IE R — 25 A58 HBV 55 4 3= 41 Jifd ]
F A E AR AL T8 A8 77 ), XEF 5T HBV [ B0 HL
TR R w2,

& X X W
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