AR R R A (B 7V PR - BERYYEIR R
PR &

E BURT S 0 A NV ARLF DRRGM: & HE 2 R Ot

E5hya

EYEM T VA VRE 28 =R A #F7

R o

WMEES ERFRTA LR HEV) 1L, HEEMETY A L ANEREATERP -T2 &
DEFZE % REEZ LT A, Bl e - C PLC/PRE/S il WA Z Lic kD oA LV 2%
BRI ED Z LR TE DT LG S, ABFSETIL, PLC/PRF/5 MEAA CHEFE 35 Z & A3
TEX 5 HEVEZEUS L. AR OBGMEDO LR cDNA D7 a—= 7 L JEIEED Sl

A HFEBEH
ERURFAIL, @H HEV A EORRETH L
Lo THlERISNIAMEFATH D, E
BIHRITZINE TOBRETEHE D PIgRS
DRWVERTH Y, BICEHEHIZ R 2007
SEGNTZ DT & A EBBARITPRIC G L
IBERICBE L —ATHoT2lod, Th
F T ARE &R SN TE L, Ll
RV LU, HEVIZT #, A4 7V EDH)
WNIEYT D Z E LM D | RS ERE
T H ISP IS e W OFIG D HEY (DK
BLTWAZERHRRERENO RSN,
ENREICEE L VANVRATHDZ LA
HLTETWD, ZTROOAEAE, HDWE
MAR+ S REEFTERTSHZLICEST
HEV i3 5 L E2 LD,

UTAE, HEV % 552l H % CHERE S8 5 %A%

TESLESNT=, U A WV ADOBEFHIZIERIEL .

DA NZADREER b2 XL EMEHT 5
BT RO XV HEV OISR AR T D Z
EREENTVD,

AR TIE, b MPEBEKMRKTH D
PLC/PRF/5 % MV, AL T TE 2D
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HEV ¥ DHUG & | Z ORED b DR D cDNA
Ora—=2 T k{71,

B. BFRITIE

E BIFFR D A VA HEV) (ICEYE L= 7 Z JF
& & v MRk FLA % 1ERL L. PLC/PRF/5 MERaLZ
Yy X AR CTHAREFIREZR HEV £K 83-2
PHEE LT, Ak genotype 3 Th o7,
EREE®5O00DT7 T 7 A MIHEILT
RT-PCRIZ L D cDNA ZEfF L, #ifE L T2k
cDNA ZHEHE L/, VWmiICEALL T7
promoter Z W TA2E RNA & Hk L7=,
—J5 . PLC/PRF/5 {Z HEV % f& ik &4, BT HEV
PURZ AV CTEOEHIARELZIT O & REIR
BEEZD HEV IR LT RS RS
. ZOMBBRRIEZA~T oM THD Z LN
Al XN, D78, single cell cloning
BTV, 7 e —=r 7 AR OMIakIc
DUNT HEV DR &~ T,

(faERm ~ D ELE) '
FFERFFEA B OB Y ] e USE# 2 DNA
ERIT, EYRREAITOVAREZIT D, £
To AR THEMT A b MREEHIT TIC



RISz XMk TH Y B m T o /EIT
RNEBEZ LD, Fiice MR K E
fET 5 LRMEN A U7 B AR, TR
EETEEDONE T NP A BB TE
PrafgEic B 5 fmBRiast) KON, ERR 13 4F
3 A 29 Aff 12 SCRHREE 266 5 SCEVEM A B
JEIRELE R @A A 0 | MRS o R
WRGHEEAEBRICHBEL. A7+ — A
Rartr MR Fes 2 E i L, #EER
£, EAESRE BRI EERET D,

C. Hr7efs R

ARk L7425 RNA % PLC/PRF/5 #ifaiz = L
JhriRlL—a il VEALELEZA,
HAR 1BER LR EFPIC HEV JURE
B (ORF2, ¥+ 7> FER) OHWABIEX
Au, Z O RNA IR THEE T 5 Z L Y
Ent, £, ZOEE LE#% naive 72
PLC/PRF/5 MIRIZHM L= & 2 A, 2 @MH
B BIEFIZ HEV BURE A OS WD
RBENTZZEND AT a— TR EER
THZENHERTE,

PLC/PRF/5 HMREIZ-2WTiL, single cell
cloning 124 V49 100 H&’EE&% L=, IRIE.
RO HEV BZ I OWTRET LT 5,

B

D. %

HEV DIRERME 7 0 — o ZGT 5 2 &N T
Elold, SHREIAZ - 2RV
reverse genetics D EEBRZ TV, 4512 HEV
DRRGEME 2 R T2 BRI O AT | AT
TOTANABEREEORITEZITI Z L %
FEL TS,
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¥7-. PLC/PRF/S MifRD 7 n—= 72 &
D& LNT-ZBOMIED HEV M4
REORTEHE L HEV SR TE ARl
F@EIRL . R MEROME I T, £7.
YT X DR L T &RV A LLRARAT
THZ LKLY 5 ETCHEV B EE e
TEZRIZTLEEZONDRFOMRTEIT
AV AN

E. f&

HEV OEME 7 n— U FWE LT, £z,
PLC/PRF/5 filax Y7 7 a—=71, #
100 8k &2 15 7=, HEV BRI I4 DR MEIC D
WO 2,
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BEAFGBHFR RS FTEA vz P ERE - FERMENT I EE)

B H G &

FRARY A=< A NV ZAOREHIHRIRRIZT T VR — 2 = AT LD E U A
VA DHRBIRIMME 2 RET A0 7 FOMRERNT

A hw F O ENEEERNE Y Y -2 EHEFET =R
2R WOV, KIVEII U E L TR EBREANDIFROL hAR VA —< T AL RIZ

FHA S M LT,

DNWT A NVAZERZRIEZ BT 27012, SIEE D L7 surrogate capsid
system ZF[A LT, #DHTWN, KIV BT FEFFOLR—F —HF 2Bk LZ ORRG
P (BEETEAN) ZHIDE, o, RV —< oA L 2A0MEREEZRET 50
TV ROMEEMIT 21T O oo, MR RERE VA VA TONAT Y v ATV
ROANREER LT, ZOMBIRRAMEEZ T Lz s 2 A, MIBREORERZ, VA
NV ARLFREE T D VPl DA TR . RIFNERICFET S VP2/3 bEET L &

A. BZEEB

2007 ELLAEE 2011 FEITEDHE T, B 7 HE
OFfzlse PRV A=< T A VAP INT
Wb, b NEBBRA (ANVTVRINA) D
IIMCV, b MR ERERARIEN S
Trichodysplasia spinulosa—associated
polyomavirus (TSV) DR 20> TWAR, il
LA NADREG L BAAL - BIESE & ORED
ATV, F72. WOV, KIV, HPyV6,7,9 72
ED A NV AIZE - TXEERET AREIZFR
HAThsd, HEOHETIIINLEFHEARY A
<A NRIIFT HHUMEE O FOFIEI
MCV TI 60-90%., WUV, KIV Tit 80-90% & #5
ENTRY, INOLTVANVAPERTERVZ
EFEWEIETHEELTWAZERHLMI -
T3, ZTNHUANADZKNE - BRETHR
DOFESLIZ T T2 BB AT 5 72Dz, (D FHR
t hEU A=A N AL T REFIHLE
LiR—F— A7 LEH L, B TE Sk
FEORR A BET D LRRRZ, (2) FHERY
A— A NVADPIET DI EMBORE Z 3
BT 2EME LT, MlagRNRERED
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REER &L HH 7Y Rz oW TEFOMIUR
MNEREDET 1T o T2,

B. HfgEHIE

AL D ERH L 7= surrogate capsid
system 250, WV HDBIWIKIVOLZ TR
Holih—FZ—kiFEZ{ER L7, WUV, KIVOD
VPl BIEFILER G 7 A VR E 2 MERAE LY
SE &, WOV, KIV @ VP2/3 EinF1% NCBI
OEFITES (WUV: NC009539, KIV:NC009238)
EHEICATER L, ENFhO VPl BT &
HMASHHT, WV, KIVOREEEFa—F
SEIR A B4R L7, CAG 7 E— & —TFHiIz%&
BHE LT 2 — NREEE M AIA A, pCAG WUV,
pCAG KIV Z{ERE L7z, ZH 5 d (1)DNA W T
MEQ)SVA THIREZ BTS2 AT 7
(pCT Ts), (3)SV40 ERIFAMRE B H LR —F
—BEFERIEY FELOIEDOLA—F
—DNA DWT D, a) GWBIT AT ) T+ AT
7 #—+€ (SEAP) #3895 pSEAP2, b) itk
A Gaussia /Y 7 =T —F (Gluc) ZHET 3
pCMV Gluc2, & AWt ) ZsGreen HNEAE %



BT 2 pSCMV 76, & LIz 293T ki b7 >
AT x 73 a ., 64-68 B4 MR % [EIT
L7z, SHlaHHIR % Nuclease SLEROD
27-39% Optiprep (Beckman SW50, 45, 000rpm,
3. bhours, 10°C) OEHKLE EARLRILIZL Y &
HL, FRNFNDOUR—F—DNA /Ry or—
U7=hi+% Bl L 7=, SEAP {HPEIZ SEAP 7 vt
£ % v b (Toyobo), Gluc {EM:IE Biolux assay
kit (NewEngland Biolab) ¢, ZHZFHBEIE L,
ZsGreen FEBLITH HBHMBE T CHE LA LR —
X —RiFDBIETFEAEERRGE LT,

Ml RS2 RET D0 7Y FOBBERIT &
179720 BRE L7 AR U L7z JOV,
LPV & B3 2L b v #iE 70 Sv40
FHNZEY . SVA0 & ) L& FRIZ LT VPl £7213
VP2/3 % JCV,LPY O D & AZ# L 7= LLF D# A4
BHOEDOXFATUANAYT ) LEERKLT:
SV40 VP1-JCV VP2/3 (S1-J3), SV40 VP1-LPV
VP2/3(S1-L3), JCV VP1-SV40 VP2/3 (J1-S3),
LPV VP1-SV40 VP2/3 (L1-S3), Z# b DOf#az
UANAY ) LETCTHIBBIZN VA7 20 v
g LT, VP1 & VP2/3 OHERMBRR DN T
U RETY ROUALAAFER LY, ZRALD
A VAL SVA0 DZEHILTH B TCT Hild, B
Z\UNE JCV/LPY 3 % R4 2 Mk, SVG/BJA-B
A~ X W, FORYEEE 7 1 /LA DNA
R RO HIZ L T LT,

C. MHERER

WOV, KIVOL 7Y RERO LV R—F —hi+%
YERLT 5728, pCAG WUV, pCAG KIV#ZFhZFh
pCI Ts & pCMV Gluc2 & 3|2 293T MAARIZ b7 o
A7z varlic, ZOMEMHEE
Optiprep M E ARCEILIZ X Y 16 53 EIZ470T .
BB DOWT LAR—4 —DNA DEFEERRHT
BH7=HSV400ri #%—4% v & LTPCR 1T
7= BIRFIZAERL L 7= SV40 L iR— & —$i 7 %5t IR
WLz & 2 A, SV40 i & [RIEE72 47 Ei1Z PCR @
Ny RRBE SN, WV, KIVOD LR—Z —RiF
DERPREEINT, ThbORFEETe B
bbb 4% 7 —/N L, real-time PCR TL R
—Z—DNAZERET DL, HREK 106-107 2 &
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—THY., SV40 LiR—F —KiFDILEH 108
LD Lo Tz, 293T, CV-1, BSC-1#
Rz L, Ml dH7-9 1, 10, 100, 1,000 = &°
—DNA =B 1= D% P BIGFEAZA,
B A4 48-60 IFfE] CTHlfR 1D SEAP & 2\
Gluc OFEMZBE L7z, SV40 LR—F —hi+
iRk oo, WV, KIVEzZWnw3Fho
HRZ b 5% - 2 ©°—DNA BOMMIZIR > T
ZFNOBEINBRE S, WV, KIVO L 7Y
Fiz & B LaR— % —DNA OHIFL~DE A7) R
i, FIEEIC, ZsGreen ZHET 5 LR—X
—DNA AL E &7 LR—Z —RFIZ K D
FEATYH, ZsGreen DREPHERTE -,
BFEX AT AL ADNA R TCT Ml R 5
A7 2233 L. 27-3%0ptiprep % E AR
WL TS L, SV40 origin B %2 #—4 v b
EL7-PCRTUA/NADNAZBHLIZEZ A,
SVA0 U A L RPLF & [ERR RN BIZ R NA T Y
2 RATL RUA /L ADNADE—7 BBEHT
X, INLDOE— 7 ZED T A VA DNARE
& Western blot TH 7V FERE %K
HL7EZA BAER A NAKF LERROE
DA T FEAEPBRHTE, AR Y AL
ARLF &R R TENA T Y v FRIFH
R ENTWDZ LRI, 2Dk
FHFEA2 OB T A, SVH0 D
VP2/3 % b oA 7V v KATV RTANVRIE,
VP1 BSHET B T A NV AOE RS 4R LS D
LI EVEREEEZ RTHERmE LD L, 2& %
iE. J1-S3 1% JCV R HRak T D SVG 12xt
LT, SV40/JCV X mW B2 R L, £
L1-S3 i, LPVEFEMAaEk CTh 5 BJA-B fifa T
WEFE L (SV40 [ZAR7AT), F 7= TCT Aifa T HE%H
BR[EEIC A>T, —H SVA0 D VP1 25 5 JCV
HHWIILPVOVP2/3 &2 H oA 7Y v KA
¥R TA VAN T RO T H AR
LR eho Tz,

. BE

FICEREINZRY A —= T 4 LA WUV,
KIV, D47 FERRALTLAR—Z —R1%
YERE L. 293T, CV-1, BSC-1 #ifa~D&E(zFiE

D



AZEFEPDTZ, Zhb LiR—%—hi T DIERIZ
AW #mTESL. BRRRED D OHEIEEY
THY ., BT ) LAEFIOLDTHSL Z LT
ER I T, BEFEAEE L OLR—
B —RiFAERIT 2N S OEFIAREGE Y A LR
DHLDOTHDHZ EETELTNS, B AT
Vi — & — R+ OECFER RRIEIT E 72+ T
(X, a vy R—FRy bOERL - EBET
TOFREMBY 2 21TV, LiR—F—hit &L
TOMAEFEAERDILENDH D, E-HEL
7oA RER TH DA, WUV/KIV (LR a5
REBBEDNLRONDBEENE W -HE M)

KUE b REAE b YRR O — > & LT,

WE ML LT C& LR — % —hi+DO&R
FEAEEFEND TN D,

RY A —<T A A L& 7 # —ZSV40
75 GM1 JROYMHC 1, JCV iX GTlb & UF Serotonin
receptor, R ELEINTWBERINLLESF

—DFDOFHDGE T A I XD R &R
HT 208 LW, LOHLEFIA—<T AR
ORI REIXIZIED 7Y FEAERE T
HZEND, RFREOZHEKRT D VPL &L
v E— L DOREE L ITER DERA AP MR R
MICEEEZEZ THWAEZEXILRTVS, N A
TV FATRIANRAZLDERICE
SV40 VP2/3 1% JCV E£7=iX LPV @ VP1 & A ED
HIZX D, VP1 KT B U A L 2O
PR LSO L Y BORRMEE T2 LA
6#’&okoﬁ%W%’bé&énéva
T AV ADMBRFRA I BRI E 5 %
5B &S Z L%, VP2/3 73%1%%55?62:%2_%
NTNB U AN ZAOHRABITIBR TOMIRRE
BB NTRBENS, SV40 VP2/3 2% D
A7V v RUA VAR HIRRERMMEZHEREL DD
IVEOVBEREE R LI EE2FIR LT, Sl
BEENHEL VT AL ADVP2/3ESVA0DEHD &
THTHIEIZLY, HRBEREEZAESICTDH D
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EHETAT AT ELTEZD I ENAHRETDH
V., BT AL ADREYEEEMIEOERE D R
m:%ﬂﬁ%ﬁié%ﬁ%f‘%éo

E. #

AV A—<T AL A, WOV ROKIVO L
R— & — R F H VR L% Ot GBI TEA
M) ZRRFE L7,

R A —=7 AV AOMEFFREOREIZIL
KFWNE A 7> FEBE VP2/3 KREBET 5 Z

ERBH NI~ TE,
JEFFE
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BEAGBR R EERME (FRA 7 YRR - BRUIRIYENT S EE)

s mEE
BEUFHR D A VA S GURD S IHERE O IE
HEHR

WIZEoEE BT AR P RFERFRE SRS 7 B

FEEE HBYV O S HFURDHEREWRBRRAOMNIEY 7 F o BXUORBRICEETH D

2, HBV O S FURZWMEEII LT L b+ I STy, 22 C, &6

HBs HUR AR R EEAT A2 HEE BT 272012, HBs FURDM L BET HE

T REE A AT Lo, 2N sR D B2 2 Bk HBV-Aeus & HBV-Cat DF A5 77 A I KD

4T 535, HBV-Cat ¢ preSl-preS2 fHifk % HBV-Aeus OEFNZERL T 5 L S BURAHHE L
CHUWTE DT LRSI AT, TR0 REFESIZ AT LB Lz b = % Large
S, Middle S, Small S Z&EBEOEIRREALEAIZIIT D Kozak BLFIEIITEV AR b,
Z 2T, BREAAED OB FELSN S FURDORBRE L ORI R T TEELH
LINCT AL, OFMEOERIKT T A REMER LM LI, ZORKE. pres2 O
A RARIC I EEF T AEROERAZEATL I LiICL Y, Mg EiES o S HUR
EANELLM ETAZ ENHLMNIE 572, Meddle S DEIFERBWFEBHA, small S D
B, SWHEIZEET D REEEIR I,

A. WFEEHY

B BT 48 7 A L A (HBV) 13 9¢ 3k D MLy %8 77
TR, BRETHRITICE Y SEEOBRETH
WIZHETEAL I R-T, BlaTFHAEIZX
LEERIEFIIRE N ELIZ >N T, Bk LT
WBE R, BHFAL S FFBICBIT LT
BETFREAGEETIZEREHEIND L Ok
7z, FAED HBV BRI, 7%k genotype C 3
HFsCToh o0 HFE, 33— v 2 SO genotype
A DPEZZTRRAE & L CRAREN, FFIZRHETTER
WRA, IR LTS Z & NERRITREN,
AHOEAFBITH L, ERARFEER-TE
Tn5,

HBV @ SHAKUL HBY ¥ 7 T B L UBKHRIZ
AnbnTkY, 2IERWERRPEETH S
A5, HBV @ S LR WMEREIIL T L b+
I T, KBIF8 O HBs HUR O FE
D X VEAFZRBHE S, @872 ELISA %
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EBEL, SEREFROBRRFE, RiTREL
RIREIZHIBI T B L 510725, £, 2 TDHE
GFENCEN R T 7 F o NS BLEBICR D &

FHREIND =D, SHRELAZRET 28T
SEMOMAEY B E LT, HBs FLR OB
117,

B. HAFuKik

(DHBV ¥ A 775 A I ROIER

HBV-Aeus, HBV-Cat # (ENZERREER L ¥ —,
Wt Z2—ENo4E) @ PreSl, PreS2, S
fRI A F A FNAEHA 2 7= AAA, CAA, CCA, ACA,
CCC, ACC, AAC, CACZU% PCRIETIERL L. pSV
TIAI NI T su—= 7 LiEb0%,

Huh7 MBI b T 2727 R L, #IRAER L
UER &P~ HBs FLURDOEHL, LU0
% ELISA ¥ECfEfT L 72,

(2) HBV-Aeus ¥k PreS2-S FEIRLEALE 4y DELH
i % (CTGTGACGAACATGG) T 5 A5, HBV-Cat #RoD



AL %! ( CTGCACCGAACATGG )
MT1 (CTGCAACGAACATGG)

MT2 (CTGTGCCGAACATGG)

MT3 (CTGTGACGAACATGG) , (TFHRANE BIRAT)
HBV-Cat #k > PreS1-PreS2 @ @B %l
(ATCCTCAGGCCATGCAGTGGAAT) ~ @ & R &
MT4 (ATCCTCAGGCCATGCAATGCAAC)

MT5 (ATCCTCAGGCCATGCCATGGAAC)

MT6 (ATCCTCAGGCCAGGCAATGGAAC)

MT7 (ATCCTCAGGCCAGGCCATGAACT)

MT8 (ATCCTATCCTCATGCAATGGAAC)

MT9 (ATCCTCAGGCCATGCAACTCCAC)
TRHEDERKT T 2 I FE QuickChange
site—directed mutagenesis kit (2 T/ERL L 7=,
(3)Huh-7 ffI~ RS A7 =7 R LT, b
1D HBs HUFF L O T HBs HLR D FEL
AU ATy METHEIT LR,

(4) Mfa L& P~ HBs HUR 53 W h= % ELISA i%
THE L., ¥OREE Bs fURSWICEETH
BT LT,

~DERIKE,

(P ~DHLE)

Y5 3TDDNA B L OYRFRMERAEDIZ
B L CITmEEl 225t UiAd L~UL o EBR % THL
UE /& Y a0 et

C. WFFTHEE

(DHBV &% A 7 75 A 3 FO/ER

HBV-Aeus BF pSV-AAA, HBV-Cat #% pSV-CCC ¥ K&
U'® PreSl1, PreS2, S f8I%Z LR L O IZHiHE

2 T-EREK TS 23 K pSY CCC-MT1, pSV
CCC-MT2, pSV CCC-MT3, pSV CCC-MT4, pSV
CCC-MT5, pSV CCC-MT6, pSV CCC-MT7, pSV

CCC-MT8, pSV CCC-MT9 % fEHLL 7=,
(2)Huh-7T#ila~LE 1 1BEO 77 A Fé =
vha—L 77 A K(pSV-zeo) B b T A7
=27 h L7, day 1, 2, 3, 4 CTHilal LUES
#FiEXEUL L, HBs HUROBERE V=R X
vZay NETHITLIZEZA, WTFRIZBW
Th,small SEABENFHEIN/-Y A X (22KDa,
26kDa) THeHi S 4172,
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In this study, we used an RNA polymerase I (Pol I) transcription system for development of a reverse genetics
protocol to produce hepatitis C virus (HCV), which is an uncapped positive-strand RNA virus. Transfection with a
plasmid harboring HCV JFH-1 full-length cDNA flanked by a Pol I promoter and Pol I terminator yielded an
unspliced RNA with no additional sequences at either end, resulting in efficient RNA replication within the
cytoplasm and subsequent production of infectious virions. Using this technology, we developed a simple replicon
trans-packaging system, in which transient transfection of two plasmids enables examination of viral genome
replication and virion assembly as two separate steps. In addition, we established a stable cell line that constitutively
produces HCV with a low mutation frequency of the viral genome. The effects of inhibitors of N-linked glycosylation
on HCV production were evaluated using this cell line, and the results suggest that certain step(s), such as virion
assembly, intracellular trafficking, and secretion, are potentially up- and downregulated according to modifications
of HCV envelope protein glycans. This Pol I-based HCV expression system will be beneficial for a high-throughput

antiviral screening and vaccine discovery programs.

Over 170 million people worldwide have been infected with
hepatitis C virus (HCV) (22, 33, 37), and persistence of HCV
infection is one of the leading causes of liver diseases, such as
chronic hepatitis, cirrhosis, and hepatocellular carcinoma (16,
25, 38). The HCV genome is an uncapped 9.6-kb positive-
strand RNA sequence consisting of a 5' untranslated region
(UTR), an open reading frame encoding at least 10 viral pro-
teins {Core, E1, E2, p7, NS2, NS3, NS4A, NS4B, NS5A, and
NS5B), and a 3'UTR (46). The structural proteins (Core, El,
and E2) reside in the N-terminal region.

The best available treatment for HCV infection, which is pe-
gylated alpha interferon (IFN-a) combined with ribavirin, is ef-
fective in only about half of patients and is often difficult to
tolerate (25). To date, a prophylactic or therapeutic vaccine is not
available. There is an urgent need to develop more effective and
better tolerated therapies for HCV infection. Recently, a robust
system for HCV production and infection in cultured cells has
been developed. The discovery that some HCV isolates can rep-
licate in cell cultures and release infectious particles has allowed
the complete viral life cycle to be studied (23, 49, 53). The most
robust system for HCV production involves transfection of Huh-7
cells with genomic HCV RNA of the JFH-1 strain by electropo-
ration. However, using this RNA transfection system, the amount
of secreted infectious viruses often fluctuate and mutations
emerge in HCV genome with multiple passages for an extended
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period of time (54), which limits its usefulness for antiviral screen-
ing and vaccine development.

DNA-based expression systems for HCV replication and virion
production have also been examined (5, 15, 21). With DNA-based
expression systems, transcriptional expression of functional full-
length HCV RNA is controlled by an RNA polymerase IT (Pol II)
promoter and a self-cleaving ribozyme(s). DNA expression systems
using RNA polymerase I (Pol I) have been utilized in reverse genet-
ics approaches to replicate negative-strand RNA viruses, including
influenza virus (12, 29), Uukuniemi virus (11), Crimean-Congo hem-
orrhagic fever virus (10), and Ebola virus (13). Pol I is a cellular
enzyme that is abundantly expressed in growing cells and transcribes
rRNA lacking both a 5 cap and a 3’ poly(A) tail. Thus, viral RNA
synthesized in cells transfected with Pol I-driven plasmids con-
taining viral genomic cDNA has no additional sequences at the
5'- or 3’ end even in the absence of a ribozyme sequence (28).
The advantages of DNA-based expression systems are that DNA
expression plasmids are easier to manipulate and generate stable
cell lines that constitutively express the viral genome.

We developed here a new HCV expression system based on trans-
fection of an expression plasmid containing a JFH-1 ¢DNA clone
flanked by Pol I promoter and terminator sequences to generate
infectious HCV particles from transfected cells. The technology pre-
sented here has strong potential to be the basis for rrans-encapsida-
tion system by transient transfection of two plasmids and for the
establishment of an efficient and reliable screening system for poten-
tial antivirals.

MATERIALS AND METHODS

DNA construction. To generate HCV-expressing plasmids containing full-
length JFHI ¢cDNA embedded between Pol I promoter and terminator se-
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quences, part of the 5'UTR region and part of the NS5B to the 3'UTR region of
full-length JFH-1 cDNA were amplified by PCR using primers containing BsmBI
sites. Each amplification product was then cloned into a pGEM-T Easy vector
(Promega, Madison, WI) and verified by DNA sequencing. Both fragments were
excised by digestion with NotI and BsmBlI, after which they were cloned into the
BsmBI site of the pHH21 vector (a gift from Yoshihiro Kawaoka, School of
Veterinary Medicine, University of Wisconsin-Madison [29]), which contains a
human Pol I promoter and a mouse Pol I terminator. The resultant plasmid was
digested by Agel and EcoRV and ligated to JFH-1 cDNA digested by Agel and
EcoRV to produce pHHIFH1. pHHJFH1/GND having a point mutation at the
GDD motif in NS5B to abolish RNA-dependent RNA polymerase activity and
pHHIFH1/R783A/R785A carrying double Arg-to-Ala substitutions in the cyto-
plasmic loop of p7 were constructed by oligonucleotide-directed mutagenesis. To
generate pHHIFHI/AE carrying in-frame deletions of parts of the E1 and E2
regions (amino acids {aa] 256 to 567), pHHIFH1 was digested with Ncol and
Ascl, followed by Klenow enzyme treatment and self-ligation. To generate pHH/
SGR-Luc carrying the bicistronic subgenomic HCV reporter replicon and its
replication-defective mutant, pHH/SGR-Luc/GND, Agel-Spel fragments of
pHHIFHI and pHHIFHI/GND were replaced with an Agel-Spel fragment of
pSGR-JFH1/Luc (20). In order to construct pCAG/C-NS2 and pCAG/C-p7,
PCR-amplified cDNA for C-NS2 and C-p7 regions of the JFH-1 strain were
inserted into the EcoRI sites of pCAGGS (30). In order to construct stable cell
lines, a DNA fragment containing a Zeocin resistance gene excised from pSV2/
Zeo2 (Invitrogen, Carlsbad, CA) was inserted into pHH21 (pHHZeo). Full-
length JFH-1 ¢cDNA was then inserted into the BsmBI sites of pHHZeo. The
resuftant construct was designated pHHIJFH1/Zeo.

Cells and compounds. The human hepatoma cell line, Huh-7, and its deriva-
tive cell line, Huh7.5.1 (a gift from Francis V. Chisari, The Scripps Research
Institute), were maintained in Dulbecco modified Eagle medium (DMEM) sup-
plemented with nonessential amino acids, 100 U of penicillin/ml, 100 pg of
streptomycin/ml, and 10% fetal bovine serum (FBS) at 37°C in a 5% CO,
incubator. N-Nonyl-deoxynojirimycin (VN-DNJ) and kifunensine (KIF) were
purchased from Toronto Research Chemicals (Ontario, Canada), castanosper-
mine (CST) and 1,4-dideoxy-1,4-imino-p-mannitol hydrochloride (DIM) were
from Sigma-Aldrich (St. Louis, MO), 1-deoxymannojirimycin (DMJ) and swain-
sonine (SWN) were from Alexis Corp. (Lausen, Switzerland), and N-butyl-
deoxynojirimycin (VB-DNJ) was purchased from Wako Chemicals (Osaka, Ja-
pan). BILN 2061 was a gift from Boehringer Ingelheim (Canada), Ltd. These
compounds were dissolved in dimethyl sulfoxide and used for the experiments.
IFN-a was purchased from Dainippon-Sumitomo (Osaka, Japan).

DNA transfection and selection of stable cell lines. DNA transfection was
performed by using FuGENE 6 transfection reagent (Roche, Mannheim, Ger-
man) in accordance with the manufacturer’s instructions. To establish stable cell
lines constitutively producing HCV particles, pHHIFH1/Zeo was transfected
into Huh7.5.1 cells within 35-mm dishes. At 24 h posttransfection (p.t.), the cells
were then divided into 100-mm dishes at various cell densities and incubated with
DMEM containing 0.4 mg of zeocin/ml for approximately 3 weeks. Selected cell
colonies were picked up and amplified. The expression of HCV proteins was
confirmed by measuring secreted core proteins. The stable cell line established
was designated H751JFH1/Zeo.

In vitro synthesis of HCV RNA and RNA transfection. RNA synthesis and
transfection were performed as previously described (26, 49).

RNA preparation, Northern blotting, and RNase protection assay (RPA).
Total cellular RNA was extracted with a TRIzol reagent (Invitrogen), and HCV
RNA was isolated from filtered culture supernatant by using the QIAamp viral
RNA minikit (Qiagen, Valencia, CA). Extracted cellular RNA was treated with
DNase (TURBO DNase; Ambion, Austin, TX) and cleaned up by using an
RNeasy minikit, which includes another step of RNase-free DNase digestion
(Qiagen). The cellular RNA (4 n.g) was separated on 1% agarose gels containing
formaldehyde and transferred to a positively charged nylon membrane (GE
Healthcare, Piscataway, NJ). After drying and cross-linking by UV irradiation,
hybridization was performed with [a-*P]dCTP-labeled DNA using Rapid-Hyb
buffer (GE Healthcare). The DNA probe was synthesized from full-length JFH-1
cDNA using the Megaprime DNA Iabeling system (GE Healthcare). Quantifi-
cation of positive- and negative-strand HCV RNA was performed using the RPA
with  biotin-16-uridine-5'-triphosphate  (UTP)-labeled HCV-specific RNA
probes, which contain 265 nucleotides (nt) complementary to the positive-strand
(+) S'UTR and 248 nt complementary to the negative-strand (~) 3'UTR.
Human B-actin RNA probes labeled with biotin-16-UTP were used as a control
to normalize the amount of total RNA in each sample. The RPA was carried out
using an RPA III kit (Ambion) according to the manufacturer’s procedures.
Briefly, 15 pg of total cellular RNA was used for hybridization with 0.3 ng of the
B-actin probe and 0.6 ng of either the HCV (+) 5'UTR or (=) 3'UTR RNA
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probe. After digestion with RNase A/T1, the RNA products were analyzed by
electrophoresis in a 6% polyacrylamide-8 M urea gel and visualized by using a
chemiluminescent nucleic acid detection module (Thermo Scientific, Rockford,
IL) according to the manufacturer’s instructions.

Reverse transcriptase PCR (RT-PCR), sequencing, and rapid amplification of
¢DNA ends (RACE). Aliquots (5 pl) of RNA solution extracted from filtered
culture supernatant were subjected to reverse transcription with random hex-
amer and Superscript II reverse transcriptase (Invitrogen). Four fragments of
HCV cDNA (nt 129 to 2367, nt 2285 to 4665, nt 4574 to 7002, and nt 6949 to
9634), which covers most of the HCV genome, were amplified by nested PCR.
Portions (1 or 2 pl) of each cDNA sample were subjected to PCR with TaKaRa
LA Tag polymerase (Takara, Shiga, Japan). The PCR conditions consisted of an
initial denaturation at 95°C for 2 min, followed by 30 cycles of denaturation at
95°C for 30 s, annealing at 60°C for 30 s, and extension at 72°C for 3 min. The
amplified products were separated by agarose gel electrophoresis and used for
direct DNA sequencing. To establish the 5 ends of the HCV transcripts from
pHHIFHI, a synthetic 45-nt RNA adapter (Table 1) was ligated to RNA ex-
tracted from the transfected cells 1 day p.t. using T4 RNA ligase (Takara). The
viral RNA sequences were then reverse transcribed using SuperScript III reverse
transcriptase (Invitrogen) with a primer, RT (Table I). The resultant cDNA
sequences were subsequently amplified by PCR with 5'RACEouter-S and
5'RACEouter-R primers, followed by a second cycle of PCR using 5"RACEinner-8
and 5'RACEinner-R primers (Table 1). To establish the terminal 3'-end sequences,
extracted RNA sequences were polyadenylated using a poly(A) polymerase
(Takara), reverse transcribed with CAC-T35 primer (Table 1), and amplified
with the primers 3X-10S (Table 1) and CAC-T35. The amplified 5* and 3’ cDNA
sequences were then separated by agarose gel electrophoresis, cloned into the
pGEM-T Easy vector (Promega), and sequenced.

Western blotting. The proteins were transferred onto a polyvinylidene diftu-
oride membrane (Immobilon; Millipore, Bedford, MA) after separation by SDS-
PAGE. After blocking, the membranes were probed with a mouse monoclonal
anti-HCV core antibody (2H9) (49), a rabbit polyclonal anti-NS5B antibody, or
a mouse monoclonal GAPDH (glyceraldehyde-3-phosphate dehydrogenase) an-
tibody (Chemicon, Temecula, CA), followed by incubation with a peroxidase-
conjugated secondary antibody and visualization with an ECL Plus Western
blotting detection system (Amersham, Buckinghamshire, United Kingdom).

Quantification of HCV core protein. HCV core protein was quantified by using
a highly sensitive enzyme immunoassay (Ortho HCV antigen ELISA kit; Ortho
Clinical Diagnostics, Tokyo, Japan) in accordance with the manufacturer’s in-
structions.

Sucrose density gradient analysis. Samples of cell culture supernatant were
processed by low-speed centrifugation and passage through a 0.45-um-pore-size
filter. The filtrated supernatant was then concentrated ~30-fold by ultrafiltration
by using an Amicon Ultra-15 filter device with a cutoff molecular mass of 100,000
kDa (Millipore), after which it was layered on top of a continuous 10 to 60%
{wt/vol) sucrose gradient, followed by centrifugation at 35,000 rpm at 4°C for 14 h
with an SW41 rotor (Beckman Coulter, Fullerton, CA). Fractions of 1 ml were
collected from the bottom of the gradient. The core level and infectivity of HCV
in each fraction were determined.

Quantification of HCV infectivity. Infectious virus titration was performed by
a 50% tissue culture infectious dose (TCIDs,) assay, as previously described (23,
26). Briefly, naive Huh7.5.1 cells were seeded at a density of 10* celisiweil in a
96-well flat-bottom plate 24 h prior to infection. Five serial dilutions were
performed, and the samples were used to infect the seeded cells (six wells per
dilution). At 72 h after infection, the inoculated cells were fixed and immuno-
stained with a rabbit polyclonal anti-NS5A antibody (14), followed by an Alexa
Fluor 488-conjugated anti-rabbit secondary antibody (Invitrogen).

Labeling of de novo-synthesized viral RNA and immunofluorescence staining.
Labeling of de novo-synthesized viral RNA was performed as previously de-
scribed with some modifications (40). Briefly, cells were plated onto an eight-well
chamber slide at a density of 5 X 10* cellsiwell. One day later, the cells were
incubated with actinomycin D at a final concentration of 10 wg/ml for I h and
washed twice with HEPES-saline buffer. Bromouridine triphosphate (BrUTP) at
2 mM was subsequently transfected into the cells using FUGENE 6 transfection
reagent, after which the cells were incubated for 15 min on ice. After the cells
were washed twice with phosphate-buffered saline (PBS), they were incubated in
fresh DMEM supplemented with 10% FBS at 37°C for 4 h. The cells were then
fixed with 4% paraformaldehyde for 20 min and permeabilized with PBS con-
taining 0.1% Triton X-100 for 15 min at room temperature. Immunofluorescence
staining of NS5A and de novo-synthesized HCV RNA was performed as previ-
ously described (26, 40). The nuclei were stained with DAPI (4',6’-diamidino-
2-phenylindole) sotution (Sigma-Aldrich). Confocal microscopy was performed



