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riate and multivariate analyses of therapeutic effect

Univariate analysis

SD+PD group (n = 7)

CR‘:i-PR group (n.= 44) P value
Gender (male/female) 38/6 6/1 0963
Age (<65/565) 18/26 s - 0923
Alcohol intake (+/—) 16/28 2/5 0.689
6/38 0/7 0578
26/9/9 3/1/3 0431
Prevvous treatment (+/-— 14/30 /6 0.658
473 0.664

Grade of portal vein invasion

6/16/22

3113

5/2/0 0.002
(trunk/first branch/second branch)
Multivariate analysis ’ ’
Hazard ratio | (95% CI) P value
Grade of portal vein invasion 0.105 (0.02-0.52) 0.006v

continued for serious complications. However, only one
patient developed grade 3 thrombocytopaenia. Grade 1
appetite loss was noted in 17 patients, six patients devel-
oped grade 1 high fever and two developed grade 2 asce-
tic fluid accumulation. These adverse effects were
controlled by medical treatment.

DISCUSSION

The prognosis of HCC patients with portal vein tumour
thrombosis is very poor. Portal vein tumour thrombosis
is a significant clinicopathological variable known to
influence survival of patients with advanced HCC.** The
median survival of untreated patients with HCC and
portal vein tumour thrombosis is reported to be 2.7-
4.0 months, whereas the survival of those without portal
vein tumour thrombus is 24.4 months.?> *® To improve
this bleak outcome, various treatments have been
applied. Takizawa ef al** reported that the longest med-
ian survival (26.0 months) was associated with surgical
resection, followed by continuous HAIC (8.0 months)
and transcatheter arterial infusion/TAE (5.5 months).
However, the number of patients with HCC and portal
vein tumour thrombosis who are suitable for surgical
resection is limited. In such situation, systemic chemo-
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therapy, hormonal therapy and radiotherapy have all
been reported to be of limited value.”” Recently, two
phase 3, double-blind, placebo-controlled trials designed
to assess the efficacy of sorafenib for patients with
advanced HCC were conducted.'” '*> They demonstrated
prolonged overall survival and time to progression in
sorafenib-treated patients. Llovet et al.>* propose the use
of sorafenib as the 1Ist line treatment for patients with
HCC categorized as BCLC C. However, in the SHARP
trial, the median overall survival time of patients treated
with sorafenib was 10.7 months.'”? In another study, the
median overall survival of patients with portal vein
tumour thrombosis was only 5 months.*®

Trans-hepatic arterial infusion chemotherapy is a rea-
sonable drug delivery system for patients with advanced
HCC because advanced HCC receives most of its blood
supply from the hepatic artery and non-cancerous liver is
supplied mainly by the portal vein.”® HAIC seems to deli-
ver high concentrations of chemotherapeutic agents to
HCC tissues selectively with low toxicity to non-cancerous
liver tissues and whole body. Several reports described the
effects of HAIC with cisplatin and 5-FU or systemic inter-
feron-« therapy with HAIC using 5-FU for HCC patients
with tumour thrombosis in the 1st branches and the portal
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vein trunks. Although the response rate varied from 0% to
63%, the median survival time was less than
11.8 months.'® 17 1% 2931 ‘We also reported previously
the efficacy of HAIC with cisplatin and 5-FU for HCC
patients with portal vein tumour thrombosis. In that study,
the response rate and median survival time were 48% and
10.2 months respectively.'” Recently, Salem et al.>® treated
HCC patients with intra-arterial yttrium-90 microspheres.
In their report, the median overall survival of patients with
Child-Pugh class A and that of patients with class B who
had portal vein tumour thrombosis were 10.4 and
5.6 months respectively. In the present study, the response
rate was 86.3%. The degree of portal vein tumour throm-
bosis was a predictor of treatment effect. The overall sur-
vival rates at 12, 24 and 36 months were 72.9%, 58.1% and
34.9% respectively, and the overall median survival rate
was 33 months. Univariate and multivariate analyses
showed that only the therapeutic effect was an indepen-
dent prognostic factor of survival. To the best of our
knowledge, cisplatin-lipiodol plus 5-FU therapy is associ-
ated with the longest survival of HCC patients with portal
vein tumour thrombosis in all studies reported so far. The
rationale of cisplatin+5-FU regimen is that cisplatin and
5-FU have antitumour effects;>* cisplatin has a synergistic
effect as a modulator of 5-FU.* In HAIC with cisplatin
and 5-FU or IFN and 5-FU, 5-FU is usually infused for 3—
5 h.!”> 1% 3% In the present study, 5-FU was continuously
infused for 5 days. 5-FU does not show a dose-dependent,
but time-dependent antitumour effect.> Continuous infu-
sion of 5-FU might enhance the antitumour effect in cis-
platin-lipiodol plus 5-FU therapy compared with other
HAICs. Anticancer agents in lipiodol suspension are
reported to exhibit a more potent antitumour effect than
anticancer agent alone.*® Two possible mechanisms may
explain this enhanced effect; embolization of tumour
artery by lipiodol, and retention and continuous release in
tumour tissues of anticancer agent. In the present study, a
high concentration of cisplatin (9.8-13.5 ug/g wet tissue
weight) was detected in the resected tumour tissues after
132 days of cisplatin with lipiodol injection. Furthermore,
the concentration of cisplatin in tumour tissues was higher
than that in adjacent non-tumour tissues (data not

shown). The reason for the long median survival of
patients participating in the present study could be the
continuous infusion of 5-FU and use of cisplatin with lipi-
odol. In the present study, 24 patients showed disappear-
ance of viable HCC (10 CR patients, 14 PR patients
followed by additional therapy). The median survival time
of these patients was significantly longer than that of
patients with residual HCC. Cisplatin-lipiodol plus 5-FU
therapy reduced tumour volume and allowed application
of other treatments, thus prolonged survival even in HCC
patients with PR. A recent study demonstrated that sorafe-
nib prolongs the survival of patients with advanced
HCC."? However, the response rate to sorafenib was extre-
mely low.'> Molecular targeted agents including sorafenib
are probably not suitable to make tumour-free.

In the SHARP trial, approximately 52% of patients were
reported to have grade 3 or grade 4 treatment-related tox-
icities, and the most common adverse events were diar-
rhoea (39%) and hand-foot skin reaction (21%).!2 As
HCC is usually accompanied by liver cirrhosis, intensive
chemotherapy sometimes induces severe liver damage, leu-
copaenia and thrombocytopaenia. However, in the present
study, adverse events were less frequent than those
reported recently in patients who received HAIC, TACE
and sorafenib treatment.'® '” 37 Only one patient in our
cohort developed grade 3 thrombocytopaenia. Further-
more, no deterioration of liver function or evidence of liver
damage was noted. Although only two patients showed a
transient increase in ascites, they were well controlled by
medications. Thus, the adverse effects of this treatment
were not serious and controllable.

In conclusion, the present study demonstrated the effi-
cacy of HAIC using cisplatin in lipiodol and 5-FU, and
that such therapeutic regimen for unresectable HCC with
portal vein tumour thrombosis is not associated with seri-
ous adverse effects. The new HAIC can potentially become
the first-line treatment for unresectable HCC with portal
vein tumour thrombosis, subject to confirmation through
a Phase III trial by comparison with sorafenib.
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In this study, we used an RNA polymerase | (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 | promoter and Pol | 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 virfons. 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 glycosytation
on HCV production were evaluated using this ceil fine, 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 {-based HCV expression system will be beneficial for a high-throughput

antiviral screening and vaccine discovery programs.

Over 1704nillion 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 untransiated 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, E1,
and E2) reside in the N-terminal region.

The best available treatment for HCV infection, which is pe-
gylated alpha interferon (IFN- ) 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 aliowed
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 fuil-
length HCV RNA is controlled by an RNA polymerase 11 (Pol 1)
promoter and a self-cleaving ribozyme(s). DNA expression systems
using RNA polymerase | (Pol f) 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 1 is a cellular
enzyme that is abundantly expressed in growing cells and transcribes
rRNA lackingboth a5 capand a3 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-or3 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 trars-
fection of an expression plasmid containing a JFH-1 cDNA clone
flanked by Pol | 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 trans-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 JFH1 cDNA embedded between Pol | promoter and terminator se-
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quences, part of the 5 UTR region and part of the NS58 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, W1) and verified by DNA sequencing. Both fragments were
excised by digestion with Notl and BsmBl, after which they were cloned into the
BsmBl site of the pHH21 vector (a gift from Yoshihiro Kawaoka, School of
Veterinary Medicine, University of Wisconsin-Madison {29]), which contains a
human Pol | promoter and a mouse Pol | terminator. The resuitant plasmid was
digested by Agel and EcoRV and ligated to JFH-1 cDNA digested by Agel and
EcoRV to produce pHHJFH1. pHHJFH1/GND having a point mutation at the
GDD motif in NS5B to abolish RNA-dependent RNA polymerase activity and
pHHJFH1/RT83A/R785A carrying double Arg-to-Ala substitutions in the cyto-
plasmic loop of p7 were constructed by oligonucleotide-directed mutagenesis. To
generate pHHIFH1/ E carrying in-frame deletions of parts of the E1 and E2
regions (amino acids faa] 256 to 567), pHHJFH1 was digested with Ncol and
Ascl, followed by Kienow 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
pHHJFH1 and pHHJFH1/GND were replaced with an Agel-Spel fragment of
PSGR-JFH1/Luc (20). In order to construct pCAG/C-NS2 and pCAG/C-pT,
PCR-amplified cDNA for C-NS2 and C-p7 regions of the JFH-1 strain were
inserted into the EcoR! sites of pCAGGS (30). In order to construct stable cell
lines, a DNA fragment containing a Zeacin resistance gene excised from pSV2/
Zeo2 (Invitrogen, Carisbad, CA) was inserted into pHH21 (pHHZeo). Full-
fength JFH-1 cDNA was then inserted into the BsmBl sites of pHHZeo. The
resultant construct was designated pHHJFH1/Zeo.

Cells and compounds. The human hepatoma cell line, Huh-7, and its deriva-
tive cell tine, Huh7.5.1 (a gift from Francis V. Chisari, The Scripps Research
Institute), were maintained in Dulbecco madified Eagle medium (DMEM) sup-
plemented with nonessential amino acids, 100 U of penicillin/ml, 100 g of
streptomycin/ml, and 10% fetal bovine serum (FBS) at 37°C in a 5% CO,
incubator. N-Nonyl-deoxynojirimycin (NN-DNJ) and kifunensine (KIF) were
purchased from Toronto Research Chemicals (Ontario, Canada), castanosper-
mine (CST) and 1,4-dideoxy-1,4-imino-o-mannitol hiydrochloride (D1M) were
from Sigma-Aldrich (St. Louis, MO), 1-deoxymannojirimycin (DMJ) and swain-
sonine (SWN) were from Alexis Corp. (Lausen, Switzerland), and N-butyl-
deoxynajirimycin (NB-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 suffoxide and used for the experiments.
IFN- 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, pHHJFH1/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/mi for approximately 3 weeks. Selected celi
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 QlAamp 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 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-finking by UV irradiation,
hybridization was performed with [ -32p}dCTP-labeled DNA using Rapid-Hyb
buffer (GE Healthcare). The DNA probe was synthesized from full-length JFH-1
cDNA using the Megaprime DNA labeling 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
( ) 5UTR and 248 nt complementary to the negative-strand ( ) 3 UTR.
Human -actin RNA probes fabeled 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 [11 kit (Ambion) according to the manufacturer’s procedures.
Briefly, 15 g of total cellular RNA was used for hybridization with 0.3 ng of the

-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,
{L) according to the manufacturer’s instructions.

Reverse transcriptase PCR (RT-PCR), sequencing, and rapid amplification of
¢DNA ends (RACE). Aliquots (5 1) of RNA solution extracted from filtered
culture supernatant were subjected to reverse transcription with random hex-
amer and Superscript |l 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 1) of each cDNA sample were subjected to PCR with TaKaRa
LA Taq 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
PHHJFH1, 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 {11 reverse
transcriptase (Invitrogen) with a primer, RT (Table 1). 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-S
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 difiu-
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 detectiori'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- m-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%
(wi/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 (TC1Dso) assay, as previously described (23,
26). Briefly, naive Huh7.5.1 cells were seeded at a density of 10* celis/well 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, celis were plated onto an eight-well
chamber slide at a density of 5 10% cellsiwell. One day later, the cells were
incubated with actinomycin D at a final concentration of 10 g/mi for 1 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 DAPT (4 6 -diamidino-
2-phenylindole) solution (Sigma-Aldrich). Confocal microscopy was performed
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TABLE 1. Oligonucleotides used for RT-PCR and RACE of the JFH-1 genome

Method or segment Oligonucleatide Sequences (5 -3 )
5 RACE RT GTACCCCATGAGGTCGGCAAAG
45-nt RNA adapter GCUGAUGGCGAUGAAUGAACACUGCGUUUGCUGGCUUUGAUGAAA
5 RACEouter-S GCTGATGGCGATGAATGAACACTG
5 RACEouter-R GACCGCTCCGAAGTTTTCCTTG
5 RACEinner-S GAACACTGCGTTTGCTGGCTTTGATG
5 RACEinner-R CGCCCTATCAGGCAGTACCACAAG
3 RACE CAC-T35 CACTTTTTITTTTTITITTTITITITTIITITITTITTIIITTITITTT
3X-10S ATCTTAGCCCTAGTCACGGC
nt 129-2367 44S (1st PCR) CTGTGAGGAACTACTGTCTT
2445R TCCACGATGTTCTGGTGAAG
17S (2nd PCR) CGGGAGAGCCATAGTGG
2367R CATTCCGTGGTAGAGTGCA
nt 2285-4665 2099S (1st PCR) ACGGACTGTTTTAGGAAGCA
4706R TTGCAGTCGATCACGGAGTC
2285S (2nd PCR) AACTTCACTCGTGGGGATCG
4665R TCGGTGGCGACGACCAC
nt 4574-7002 4547S (1st PCR) AAGTGTGACGAGCTCGCGG
7027R CATGAACAGGTTGGCATCCACCAT
4594S (2nd PCR) CGGGGTATGGGCTTGAACGC
7003R GTGGTGCAGGTGGCTCGCA
nt 6949-9634 6881S (1st PCR) ATTGATGTCCATGCTAACAG
3X-75R TACGGCACTCTCTGCAGTCA
6950S (2nd PCR) GAGCTCCTCAGTGAGCCAG
3X-54R GCGGCTCACGGACCTTTCAC

using a Zeiss confocal laser scanning microscope LSM 510 (Carl Zeiss,
Oberkochen, Germany).

Luciferase assay. Huh7.5.1 cells were seeded onto a 24-well cell culture plate
at a density of 3 10% celis/well 24 h prior to inoculation with 100 | of
supernatant from the transfected cells. The cells were incubated for 72 h, fol-
lowed by lysis with 100 1 of lysis buffer. The luciferase activity of the cells was
determined by using a luciferase assay system (Promega). All luciferase assays
were done at least in triplicate. For the neutralization experiments, a mouse
monoclonal anti-CD81 antibody (JS-81; BD Pharmingen, Frankiin Lakes, NJ)
and a mouse monoclonal anti-FLAG antibody (Sigma-Aldrich) were used.

Flow cytometric analysis. Cells detached by treatment with trypsin were incu-
bated in PBS containing 1% (volivol) formaldehyde for 15 min. Atotal of 5 10°
cells were resuspended in PBS and treated with or without 0.75 g of anti-CD81
antibody for 30 min at 4°C. After being washed with PBS, the cells were incu-
bated with an Alexa Fluor 488-conjugated anti-mouse secondary antibody (in-
vitrogen) at 1:200 for 30 min at 4°C, washed repeatedly, and resuspended in PBS.
Analyses were performed by using FACSCalibur system (Becton Dickinson,
Franklin Lakes, NJ).

RESULTS

~ Analysis of the 5 and 3 ends of HCV RNA sequences

generated from Pol I-driven plasmids. To examine whether
the HCV transcripts generated from Pol I-driven plasmids had
correct nucleotides at the 5 and 3 ends, we extracted RNA
from Huh-7 cells transfected with pHHJFH1, which carries a
genome-length HCV ¢cDNA with a Pol | promoter/terminator,
as well as from the culture supernatants. After this, the nucle-
otide sequences at both ends were determined using RACE
and sequence analysis. A 328-nt fragment corresponding to
cDNA from the 5 end of HCV RNA was detected in the cell
samples (Fig. 1A). Cloning of amplified fragments confirmed
that the HCV transcripts were initiated from the first position
of the viral genome in all of the clones sequenced«(Fig. 1B).

Similarly, a 127-nt amplification fragment was detected in each
sample by 3 RACE (Fig. 1C), and the same 3 -end nucleotide
sequence was observed in all clones derived from the culture
supernatant (Fig. 1D, left). An additional two nucleotides
(CC) were found at the 3 end of the HCV transcript in a
limited number of sequences (1 of 11 clones) derived from the
cell sample (Fig. 1D, right), which were possibly derived from
the Pol | terminator sequence by incorrect termination. These
results indicate that most HCV transcripts generated from the
Pol I-based HCV cDNA expression system are faithfully pro-
cessed, although it is not determined whether the 5 terminus
of the viral RNA generated from Pol | system is triphosphate
or monophosphate. it can be speculated that viral RNA lack-
ing modifications at the 5 and 3 ends is preferentially pack-
aged and secreted into the culture supernatant.

Production of HCV RNA, proteins, and virions from cells
transiently transfected with Pol I-driven plasmids. To examine
HCV RNA replication and protein expression in cells transfected
with pHHJFH1, pHHIFH1/GND, or virion production-defective
mutants, pHHJFH1/ E and pHHJFH1/R783A/R785A, which
possess an in-frame deletion of E1/E2 region and substitutions
in the p7 region, respectively (19, 42, 49), RPA and Western
blotting were performed 5 days p.t. (Fig. 2A, B, and D). Pos-
itive-strand HCV RNA sequences were more abundant than
negative-strand RNA sequences in these cells. Positive-strand
RNA, but not negative-strand RNA, was detected in cells
transfected with the replication-defective mutant pHHJFH1/
GND (Fig. 2A and B). Northern blotting showed that ge-
nome-length RNA was generated in pHHJFH1-transfected
cells but not in pHHJFH1/GND-transfected cells (Fig. 2C).
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FIG. 1. Determination of the nucleotide sequences at the 5 -and 3 ends of HCV RNA produced by the Pol | system. (A and B) 5 RACE
and sequence analysis. A synthesized RNA adapter was ligated to RNA extracted from cells transfected with pHHJFH1. The positive-strand
HCV RNA was reverse transcribed, and the resulting cONA was amplified by nested PCR. The amplified 5 -end cDNA was separated by
agarose gel electrophoresis (A), cloned, and sequenced (B). (C and D) 3 RACE and sequence analysis. RNA extracted from pHHJFH1-
transfected cells, the culture supernatant of transfected cells, and the culture supernatant of H751JFH1/Zeo cells were polyadenylated,
reverse transcribed, and amplified by PCR. The amplified 3 -end cDNA was separated by agarose gel electrophoresis (C), cloned, and

sequenced (D).

EXON

As shown in Fig. 2D, the intracellular expression of core and
NS5B proteins was comparable among cells transfected with
pHHJFH1, pHHIFH1/ E, and pHHJFH1/R783A/R785A.
Neither viral protein was detected in pHHJFH1/GND-trans-
fected cells, suggesting that the level of viral RNA generated
transiently from the DNA plasmid does not produce enough
HCV proteins for detection and that ongoing amplification of
the HCV RNA by the HCV NS5B polymerase allows a high
enough level of viral RNA to produce detectable levels of
HCV proteins.

To assess the release of HCV particles from cells trans-
fected with Pol I-driven plasmids, core protein was quanti-
fied in culture supernatant by enzyme-linked immunosor-
bent assay (ELISA) or sucrose density gradient centrifugation.
Core protein secreted from pHHJFH1-transfected cells was
first detectable 2 days p.t. with levels increasing up to 4
pmol/liter on day 6 (Fig. 3A). This core protein level was 4-
to 6-fold higher than that in the culture supernatant of
pHHJFH1/ E- or pHHIFH1/R783A/R785A-transfected cells,
despite comparable intracellular core protein levels (Fig. 2D).
Core protein was not secreted from cells. transfected with
pHHJFH1/GND (Fig. 3A). In another experiment, a plasmid
expressing the secreted form of human placental alkaline phos-
phatase (SEAP) was cotransfected with each Pol [-driven plas-
mid. SEAP activity in culture supernatant was similar among
all transfection groups, indicating comparable efficiencies of
transfection (data not shown). Sucrose density gradient anal-
ysis of the concentrated supernatant of pHHJFH1-transfected
cells indicated that the distribution of core proteiri levels
peaked in the fraction of 1.17 g/ml density, while'the*peak of

infectious titer was observed in the fraction of 1.12 g/ml density
(Fig. 3B), which is consistent with the results of previous stud-
ies based on JFH-1-RNA transfection (23).

We next compared the kinetics of HCV particle secretion in
the Pol I-driven system and RNA transfection system. Huh-7
cells, which have limited permissiveness for HCV infection (2),
were transfected with either pHHJFH1 or JFH-1 RNA, and
then cultured by passaging every 2 or 3 days. As shown in Fig.
3C, both methods of transfection demonstrated similar kinetics
of core protein levels until 9 days p.t., after which levels grad-
ually fell. However, significantly greater levels of core protein
were detected in the culture of pHHJFH1-transfected cells
compared to the RNA-transfected cells on day 12 and 15 p.t.
This is likely due to an ongoing production of positive-strand
viral RNA from transfected plasmids since RNA degradation
generally occurs more quickly than that of circular DNA.

Establishment of stable cell lines constitutively producing
HCV virion. To establish cell lines with constitutive HCV pro-
duction, pHHJFH1/Zeo carrying HCV genomic cDNA and
the Zeocin resistance gene were transfected into Huh7.5.1
cells. After approximately 3 weeks of culture with zeocin at a
concentration of 0.4 mg/mi, cell colonies producing HCV core
protein were screened by ELISA, and three clones were
identified that constitutively produced the viral protein
(H751JFH1/Zeo cells). Core protein levels within the culture
supernatant of selected clones (H751-1, H751-6, and H751-50)
were 20 104 27 10° and 1.4 10° fmol/liter, respec-
tively. Clone H751-1 was further analyzed. Indirect immuno-
fluorescence with an anti-NS5A antibody showed fluorescent
staining of NS5A in the cytoplasm of almost all H751JFH1/
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FIG. 2. HCV RNA replication and protein expression in cells transfected with Pol I-driven plasmids. (A and B) Assessment of HCV RNA
replication by RPA. Pol I-driven HCV-expression plasmids were transfected into Huh-7 cells. Total RNA was extracted from the cells on day 5 p.t.
and positive (A)- and negative (B)-strand HCV RNA levels were determined by RPA as described in Materials and Methods. In the RNase ( )
lanes, yeast RNA mixed with RNA probes for HCV and human  -actin were loaded without RNase A/T1 treatment. In the yeast RNA lanes, yeast
RNA mixed with RNA probes for HCV and human -actin were loaded in the presence of RNase A/T1. (C) Northern blotting of total RNAs
prepared from the transfected cells. Huh-7 cells transfected with pHHJFH1 or pHHIFH1/GND were harvested for RNA extraction through days
110 4 p.t. Control RNA, given numbers of synthetic HCV RNA; Huh-7, RNA extracted from naive cells. Arrows indicate full-length HCV RNA
and -actin RNA. (D) HCV protein expression in the transfected cells. Pol i-driven HCV-expression plasmids were transfected into Huh-7 cells,
harvested, and lysed on day 6 p.t. The expression of NS5B, core, and GAPDH was analyzed by Western blotting as described in Materials and

Methods. The asterisk indicates nonspecific bands.

Zeo cells (Fig. 4A), whereas no signal was detected in parental
Huh7.5.1 cells (Fig. 4B). To determine where HCV RNA rep-
licates in H751JFH1/Zeo cells, labeling of de novo-synthesized
HCV RNA was performed. After interfering with mRNA pro-
duction by exposure to actinomycin D, BrUTP-incorporated de
novo-synthesized HCV RNA was detected in the cytoplasm of
H751JFH1/Zeo cells (Fig. 4D) colocalized with NS5A in the
perinuclear area (Fig. 4E and F).

Low mutation frequency of the viral genome in a long-term
culture of H751JFH1/Zeo cells. The production level of infec-
tious HCV from H751JFH1/Zeo cells at a concentration of

10°% TCID4y/ml was maintained over 1 year of culture (data

not shown). It has been shown that both virus and host cells
may adapt during persistent HCV infection in cell cultures,
such that cells become resistant to infection due to reduced
expression of the viral coreceptor CD81 (54). As shown in Fig.
5, we analyzed the cell surface expression of CD81 on the
established cell lines by flow cytometry and observed markedly
reduced expression on H751JFH1/Zeo cells compared to pa-
rental Huh7.5.1 cells. It is therefore possible that only a small
proportion of HCV particles generated from H751JFH1/Zeo
cells enter and propagate within the cells. The H751JFH1/Zeo
system is thought to result jn virtually a single cycle of HCV
production from the chromaosomally integrated gene and thus
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FIG. 3. HCV released from cells transfected with Pol [-driven plas-
mids. (A) HCV particle secretion from the transfected cells. The culture
supernatant of Huh-7 cells transfected with Pol {-driven plasmids contain-
ing wild-type or mutated HCV genome were harvested on days 2, 4, and
6 and assayed for HCV core protein levels. The data for each experiment
are averages of triplicate values with error bars showing standard devia-
tions. (B) Sucrose density gradient analysis of the culture supernatant of
pHHJFH1-transfected cells. Culture supernatant collected on day 5 p.t.
was cleared by low-speed centrifugation, passed through a 0.45- m-pore-
size filter, and concentrated  30-fold by ultrafiltration. After fractionating
by sucrose density gradient centrifugation, the core protein level and viral
infectious titer of each fraction were measured. (C) Kinetics of core
protein secretion from cells transfected with pHHJFH1 or with JFH-1
genomic RNA. A total of 10° Huh-7 cells were transfected with 3 g of
pHHJFHT or the same amount of in vitro-transcribed JFH-1 RNA by
electroporation. The cells were passaged every 2 to 3 days before reaching
confluence. Culture supernatant collected on the indicated days was used
for core protein measurement. The level of secreted core protein (pmol/
liter) is expressed on a logarithmic scale. The data for each experiment are
averages of triplicate values with error bars showing standard deviations.

may yield a virus population with low mutation frequencies. To
further examine this, we compared HCV genome mutation
rates following production from H751JFH1/Zeo cells com-
pared to cells constitutively infected with HCV after serial
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passages. RNAs were extracted from the supernatant of
H751JFH1/Zeo cells cultured for 120 days, and ¢cDNA se-
quences were amplified by nested PCR with four sets of prim-
ers encompassing almost the entire HCV genome (Table 1).
PCR products with expected sizes of 2 to 2.5 kb were obtained
[Fig. 6A, RT( )] and subjected to direct sequencing. No am-
plified product was detected in samples without reverse tran-
scription [Fig. 6A, RT( )], suggesting no DNA contamination
in culture supernatants or extracted RNA solutions. As shown
in Fig. 5B (upper panel), three nucleotide mutations, including
two substitutions in the E1 (nt 1218) and E2 (nt 1581) regions,
and one deletion in the 3 UTR (nt 9525) were found within
the HCV genome with the mutation rate calculated at 9.6
10 * base substitutions/site/year. These mutations were not
detected in the chromosomally integrated HCV cDNA (data
not shown). The present results also indicate that no splicing of
the viral RNA occurred in the Pol I-based HCV JFH-1 expres-
sion system. The HCV genome sequence produced by JFH-1
virus-infected Huh7.5.1 cells was analyzed in the same way
using culture supernatant 36 days after RNA transfection. As
shown in Fig. 6B (lower panel), 10 mutations, including five
substitutions throughout the open reading frame and five de-
letions in the 3 UTR, were detected, and the mutation rate was
calculated at 1.1 10 2 base substitutions/site/year.

Effects of glycosylation inhibitors on HCV production. It is
known that N-linked glycosylation and oligosaccharide trim-
ming of a variety of viral envelope proteins including HCV E1
and E2 play key roles in the viral maturation and virion pro-
duction. To evaluate the, usefulness of the established cell line
for antiviral testing, we determined the effects of glycosylation
inhibitors, which have little to no cytotoxicity at the concen-
trations used, on HCV production in a three day assay using
H751JFH1/Zeo cells. The compounds tested are known to
inhibit the endoplasmic reticulum (ER), Golgi-resident gluco-
sidases, or mannosidases that trim glucose or mannose resi-
dues from N-linked glycans. Some are reported to be involved
in proteasome-dependent or -independent degradation of mis-
folded or unassembled glycoproteins to maintain protein in-
tegrity (4, 8, 27, 35).

As shown in Fig. 7A and B, treatment of H751JFH1/Zeo
cells with increasing concentrations of NN-DNJ, which is an
inhibitor of ER  -glucosidases, resulted in a dose-dependent
reduction in secreted core protein. NN-DNJ was observed to
have an ICs, (i.e., the concentration inhibiting 50% of core
protein secretion) of 20 M. Incontrast, KIF, which is an ER

-mannosidase inhibitor, resulted in a 1.5- to 2-fold increase in
secreted core protein compared to control levels. The other
five compounds did not significantly change core protein levels.
We further determined the effects of NN-DNJ and KIF on the
production of infectious HCV (Fig. 7C). As expected, NN-
DNJ reduced the production of infectious virus in a dose-
dependent manner, while production increased in the presence
of KIF at 10 to 100 M. Since NN-DNJ and KIF did not
significantly influence viral RNA replication, as determined
using the subgenomic replicon (data not shown), the present
results suggest that some step(s), such as virion assembly, in-
tracellular trafficking, and secretion, may be up- or downregu-
lated depending on glycan modifications of HCV envelope
proteins within the ER."Inthibitory effect of NN-DNJ was re-
producibly observed using the cell line after 1 year of culturing
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FIG. 4. Indirect immunofluorescence analysis of H751JFH1/Zeo cells. (A and B) H751JFH1/Zeo cells (A) and parental Huh7.5.1 cells (B) were
immunostained with an anti-NS5A antibody. (C to F) The subcellular colocalization of de novo-synthesized HCV RNA and NS5A in H751JFH1/
Zeo cells was analyzed. The cells were stained with DAPI (C), an anti-bromodeoxyuridine antibody (D), and an anti-NS5A antibody (E). The

merge panel is shown in panel F.

(Fig. 7D). Under the same céndition, the core protein secre-
tion was inhibited by 28 and 58% with 10 and 100 nM BILN
2061, an NS3 protease inhibitor, respectively (Fig. 7D).
Replicon trans-packaging system. Recently, ourselves and
others have developed a packaging system for HCV sub-
genomic replicon RNA sequences by providing trans viral core-
NS2 proteins (1, 17, 41). Since viral structural proteins are not
encoded by the subgenomic replicon, progeny virus cannot be
produced after transfection. Thus, the single-round infectious
HCV-like particle (HCV-LP) generated by this system poten-
tially improves the safety of viral transduction. Here, in order
to make the trans-packaging system easier to manipulate, we

A

used a Pol |-driven plasmid to develop a transient two-plasmid:

expression system for the production of HCV-LP. pHH/SGR-
Luc, which carries a bicistronic subgenomic reporter replicon
with a Pol | promoter/terminator, or its replication-defective
mutant, were cotransfected with or without a core-NS2 expres-
sion plasmid (Fig. BA). The culture supernatant was then col-
lected between days 2 and 5 p.t. and used to inoculate naive
Huh7.5.1 cells. Reporter luciferase activity, as a quantitative
measure of infectious virus production, was assessed in the
cells 3 days postinoculation. As shown in Fig. 8B, reporter
replication activity was easily detectable in cells inoculated
with culture supernatant from cells cotransfected with pHH/
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FIG. 5. Loss of CD81 expression:in H751JFH1/Zeo cells. The cell surface expression of CD81 on Huh7.5.1 cells (A), H751JFH1/Zeo clone

H751-1 (B), and clone H751-50_(C) Was analyzed by flow cytometry after being stained with anti-CD81 antibody.
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FIG. 6. Genome mutations of HCV secreted from H751JFH1/Zeo cells. (A) RT-PCR of HCV genome extracted from the culture supernatant
of H751JFH1/Zeo cells. Viral RNA:sequences were reverse transcribed [RT (' )] or not [RT ( )], followed by amplification with primer pairs
encompassing the specified HCV geriome regions. (B) Comparison of the genome mutations of HCV secreted from H751JFH1/Zeo cells cultured
for 120 days (upper panel) and JFH-1 RNA-transfected cells cultured for 36 days (lower panel). The positions of original (wild-type) and mutated
(day 120, day 36) nucleotides are indicated under the schematic diagram of the HCV genome. Amino acid residues and their positions are marked

in parentheses. Del, deletion.

SGR-Luc and pCAG/C-NS2, with an  10-fold increase in ac-
tivity observed at 2 to 5 days p.t. in contrast, luciferase signal
in the Huh7.5.1 cells inoculated from supernatant of cells
transfected with pHH/SGR-Luc with polymerase-deficient mu-
tation (GND) showed background levels. There was a faint
luciferase signal in the cells inoculated from supernatant of
cells transfected with pHH/SGR-Luc in the absence of pCAG/
C-NS2, suggesting carryover of a low level of cells with the
supernatants. Transfer of supernatant from infected cells to
naive Huh7.5.1 cells did not result in infection, as judged by
undetectable luciferase activity (data not shown). To examine
whether NS2 is important for HCV production as previously
demonstrated (17-19, 52), we compared the expression of
core-NS2 versus core-p7 in the packaged cells (Fig. 8C). The
reporter activity in cells inoculated with virus trans-packaged
by core-p7 was -100-fold lower than the virus trans-packaged
by core-NS2, indicating that NS2 needs to be expressed with
the structural proteins for efficient assembly and/or infectivity.
CD81-dependent infection of HCV-LP was further confirmed
by demonstrating reduced reporter activity in the presence of
anti-CD81 antibody (Fig. 8D). Thus, we developed a simple
trans-encapsidation system based on transient two-plasmid
transfection, which permits expeririiental separation of HCV
genome replication and virion assembly

DISCUSSION

Here, we exploited Pol I-derived vectors for expression of
the HCV genome, a strategy that generates viral RNAs from
the Pol | promoter and terminator. We demonstrated that the
HCV JFH-1 RNA produced using this system is unspliced with
precise sequences at both ends and that it is replicated in the
cytoplasm of transfected cells to produce infectious particles.
This approach was used to establish a replicon trans-packaging
system based on transient two-plasmid transfection and en-
ables the production of a stable cell line capable of constitutive
HCV production. The cell line produced using this method can
be used to screen a large number of potential antiviral agents
by assessing their ability to interfere with HCV replication
and/or virion formation. The Pol I-mediated transcription sys-
tem was originally developed to perform reverse genetics on
influenza A viruses (12, 29) which replicate in the nucleus. This
system has also been shown useful in the development of
reverse genetics for negative-strand RNA viruses having a cy-
toplasmic replication cycle (3, 10, 11, 31). The results of the
present study suggest that the Pol | system can also be used to
perform reverse genetics on a cytoplasmically replicating pos-
itive-strand RNA virus.

Although viral RNA transfection by electroporation is the -
most commonly used method to perform reverse genetics on” ™
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FIG. 7. Effects of glycosylation inhibitors on HCV production from H751JFH1/Zeo cells. (A and B) Effects of glycosylation inhibitors on the
secretion of HCV core protein. H751JFH1/Zeo cells were seeded at a density o1 10* cells/well in a 96-well culture plate (A) or 3 10* cellsiwell
in a 12-well cell culture plate (B). One day later, each compound was added to the cell culture supernatant at the indicated concentrations. The
culture supernatant was collected after a further 3-day culture and processed by core protein-specific ELISA. The control represents an untreated
cell culture. The level of secreted core protein was normalized by setting the control value at 100%. The data for each experiment are averages
of triplicate values with error bars showing standard deviations. (C) Effects of NN-DNJ and KIF on infectious HCV production. The cuiture
supernatant obtained in panel B was used to infect naive Huh7.5.1 cells. At 72 h after infection, the inoculated cells were fixed and immunostained
as described in Materials and Methods for titration of virus infectivity. The infectious titer was normalized by setting the control value at 100%.
Cells were treated with INF- at 100 1U/ml as a positive control. The data for each experiment are averages of triplicate values with error bars
showing standard deviations. The control represents an untreated cell culture. (D) After 1 year of culturing H751JFH1/Zeo cells, antiviral effects
of NN-DNJ and BILN 2061 were evaluated. H751JFH1/Zeo cells were seeded at a density of 3 10* cells/well in a 12-well cell culture plate. One
day later, each compound was added to the cell culture supernatant at the indicated concentrations. The culture supernatant was collected after
a further 3-day culture and processed by core protein-specific ELISA. The control represents an untreated cell culture. The level of secreted core
protein was normalized by setting the control value at 100%. The data for each experiment are averages of triplicate values with error bars showing

standard deviations.

HCV (23, 49, 53), it is comparatively difficult to manipulate.
RNA electroporation requires high-quality in vitro-synthesized
RNA and a large quantity of exponential-growth-phase cells,
which may be hard to provide when a number of different RNA
constructs are being examined in the same experiment. In
addition to the Pol | system, other DNA expression systems
have been examined with regard to HCV particle production
(5, 15, 21). These systems require ribozyme sequences to be
inserted at either end of the HCV genomic cDNA sequence in
order to generate appropriately processed viral RNA. How-
ever, Heller et al. have reported that the HCV RNA generated
by in vitro transcription of a HCV-ribozyme plasmid contains
uncleaved or prematurely terminated forms of HCV RNA.
These authors have also demonstrated that HCV RNA from
the culture supernatant of HCV-ribozyme plasmid-transfected
cells possesses nucleotide changes at the 5 and 3 ends (15),
suggesting that the ribozyme is less reliable at generating cor-

rect transcripts compared to our Pol | system. In fact, there is
evidence to suggest that a mouse Pol | terminator is signifi-
cantly more effective than an HDV ribozyme in generating
precise 3 ends of RNA, as demonstrated in a plasmid-based
influenza virus rescue system (9). Recently, it has been dem-
onstrated that Pol |-catalyzed rRNA transcription is activated
in Huh-7 cells following infection with JFH-1 or transfection
with a subgenomic HCV replicon (34). HCV NS5A has been
shown to upregulate the transcription of Pol |, but not Pol 11,
through phosphorylation of an upstream binding factor, a Pol
I DNA binding transcription factor. These observations indi-
cate that a Pol I-mediated expression system is suitable for
efficient production of infectious HCV by DNA transfection.

We established a stable cell line, H751JFH1/Zeo, that con-
stitutively and efficiently produced infectious HCV particles by
introdycing a Pol I-driven plasmid containing a selection
marker into Huh7.5.1 cells. Interestingly, the established cell
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FIG. 8. Establishment of a trans-packaging system involving two-plasmid transfection. (A) Schematic representation of the plasmids used for
the production of HCV-LP. HCV polyproteins are indicated by the open boxes. Bold lines indicate the HCV UTR. EMCV IRES is denoted by
gray bars. The firefly luciferase gene (F Luc) is depicted as a gray box. CAG, CAG promoter; Pol | P, Pol | promoter; dC, 5 region of Core gene;
Pol I T, Pol | terminator. (B) Luciferase activity in Huh7.5.1 cells inoculated with culture supernatant from cells transfected with the indicated
plasmids. Luciferase activity is expressed in terms of relative luciferase units (RLU). The data for each experiment are averages of triplicate values
with error bars showing standard deviations. (C) Culture supernatant from cells cotransfected with pHH/SGR-Luc and the indicated plasmids were
collected 4 days p.t. The luciferase activity in Huh7.5.1 cells inoculated with culture supernatant was determined 3 days postinoculation and
expressed as relative luciferase units (RLU). The RLU was normalized according to the luciferase activity observed in the pCAG/C-NS2-
transfected sample {C-NS2), which was set at 100%. The data for each experiment are averages of triplicate values with error bars showing standard
deviations. (D) Huh7.5.1 cells were inoculated with HCVLP in the absence ( ) or presence of 5 g of anti-CD81 or anti-FLAG antibody/m!. The
luciferase activity was determined 72 h postinoculation and is expressed as relative luciferase units (RLU). The RLU was normalized to the level
of luciferase activity observed in the antibody-untreated sample (), which was set at 100%. The data for each experiment are averages of triplicate

values with error bars showing standard deviations.

clones exhibited little to no surface expression of CD81, one of
the key features of HCV glycoprotein-mediated infection (Fig.
5). Defective expression of receptor molecules might be ad-
vantageous in generating stable cell lines for robust production
of HCV. HCV-induced cytotoxicity has been reported (7, 45,
54). Persistent HCV infection was established after electropo-
ration of JFH-1 genomic RNA, and a variable cytopathic effect
was observed at the peak of acute HCV infection, as well as
during the persistent phase of infection (54). A recent study
has demonstrated that the cytopathic effect triggered by HCV
RNA transfection and viral infection is characterized by mas-
sive apoptotic cell death with expression of several ER stress
markers, such as GRP78 and phosphorylated elF2- (39).
Therefore, in the present study, it is likely that selective forces
to evade cell death during high levels of HCV replication
produced cell populations resistant to virus infection. As a
consequence, H751JFH1/Zeo cells maintained robust produc-
tion of infectious HCV particles over a long period of time
without gross cytopathic effects or changes in cell morphology.

Substantial evidence demonstrates that the mutation rate of
the HCV genome produced in H751JFH1/Zeo was low (Fig. 6)
presumably because of consistent expression of wild-type HCV
RNA from the chromosomally integrated gene. Nevertheless,
a considerable proportion of the genome was mutated, with

two nonsynonymous mutations in the E1 (V293A) and E2
(1414T) regions identified in the culture supernatant of
H751JFH1/Zeo cells after 4 months of passages (Fig. 6). A
1414T mutation has also been reported after long-term prop-
agation of HCV in culture after JFH-1-RNA transfection (54).
This mutation is located between the hypervariable regions 1
and 2 within the N terminus of E2 (51). Adaptive mutations in
this region have been shown to enhance virus expansion, pre-
sumably by enabling more efficient virus entry (6, 36, 54). A
possible CD81-independent mechanism for cell-to-cell trans-
mission of HCV has been proposed (48, 50). However, the
mechanisms governing cell-to-cell spread of HCV are not well
understood. Further investigation into the importance of en-
velope protein mutations in HCV transmission independent of
CD81 provide a better understanding of the complex interac-
tions required for HCV infection.

In the present study we assessed the effects of N-linked
glycosylation inhibitors on HCV production using H751JFH1/
Zeo (Fig. 7) and found that an -glucosidase inhibitor NN-
DNJ inhibits the production of infectious HCV, which has also
been observed in previous studies (43, 47). In contrast, HCV
production is increased in the presence of an ER  -mannosi-
dase inhibitor KIF, but not in the presence of the Golgi -man-
nosidase‘inhibitors DMJ, DIM, and SWN. KIF inhibits -man-
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nosidase |, which primarily functions to remove the middle
mannose branch from MangGIcNAC, to form MangGlcNAC,
after the removal of glucose residues by glucosidases | and 1!
(8. 24). Experiments to elucidate the role of mannose trimming
of N-glycans in the HCV life cycle are currently under way.

It has recently been demonstrated that subgenomic repli-
cons or defective genomes of HCV that have the potential of
translation and self-replication can be encapsidated into infec-
tious viruslike particles by trans-complementation of the viral
structural proteins (1, 17, 32, 41, 44). In these studies, the viral
RNAs were generally generated by in vitro transcription from
linearized corresponding plasmids, followed by electroporation
into the cells. Structural proteins or Core to NS2 proteins were
then provided by DNA or RNA transfection, viral-vector-
based transduction, or stable packaging cell lines established.
Here, we achieved the replicon trans-encapsidation via tran-
sient cotransfection with two DNA plasmids. This system,
which is apparently easier to manipulate and allows production
of trans-encapsidated materials more rapidly compared to the
systems published, can be applied to the study for understand-
ing phenomenon and biological significance of a variety of
naturally occurring HCV subgenomic deletion variants that
possibly circulate in hepatitis C patients.

in summary, we have established a Pol I-based reverse-
genetics system for the efficient production of infectious HCV.
This methodology can be applied to develop (i) a stable HCV-
producing cell line with a low mutation frequency of the viral
genome and (ii) a simple trans-encapsidation system with the
flexibility of genome packaging and improved biosafety. This
may be useful for antiviral screening and may assist in the
development of a live-attenuated HCV vaccine.
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1. imtroduzction

Hepatitis C virus (HCV) is a leading cause of chronic liver
diseases, such as chronic hepatitis, cirrhosis and hepatoceliular
carcinoma, affecting approximately 170 million people worldwide
(WHO, 2000). HCV belongs to the genus Hepacivirus of the fam-
ily Flaviviridae, and its genome is a single-stranded, positive-sense
RNA of 9.6kb. HCV displays marked genetic heterogeneity and
is currently classified into 6 major genotypes and more than 50
subtypes. HCV genotypes have regicnal distribution and, of those,
genotypes 1and 2 are detected worldwide (Simmonds et al., 2000).
Current standard therapy for chronic hepatitis C consists of the
combination of pegylated interferon alpha (IFN- ) in combina-
tion with ribavirin (RBV). However, approximately 50% of treated
patients infected with genotype 1 do not respond or show only
a partial or gansient response and reatment is limited by the
adverse effects of both agesits (Manns et al., 2001; Fried et al,,
2002).

HCV replication is associated with a high rate of mutation that
gives rise to 2 mixed and changing population of mutants, known
as quasispecies (Martell et al., 1992; Domingo, 1996). The char-
acteristic of HCV may have important implications conceming
viral persistence, pathogenicity and resistance to antiviral agents

Corresponding author. Tel.: +81 3 5285 1111; fax: +81 3 5285 1161,
E-mail address: tesuzuki@nih.go.jp (1. Suzuzki).

0166-35427% — see fromt matter © 2010 Elsavier BY. ANl rights reserved.
d0i:10.1016/j.antiviral.2009.12.008

(Domingo, 1996; Forns et al., 1999: Farci and Purceli, 2000). Most
previocus swudies on the possible relationship betwean HCV qua-
sispecies and response o chemotherapy have been carried out in
HCV genotype 1 patients. in addition, several studies have success-
fully demonstrated that the HCV subgenomic replicon is derived
from genotype 1, which typically contains HCV nonstructural
genes placed downstream of the neomycin phosphotransferase
gene, in sefecting variants resistant to antiviral inhibitors. Two
studies have demonstrated the identification of HCV genotype 1
mutants responsible for decreased sensitivity to RBV (Young et
al., 2003; Pfeiffer and Kirkegaard, 2005). However, little is known
about the generation of genotype 2 isolates resistant to antivi-
rals including RBV, or the molecular mechanisms that confer
resistance.

In this study, we report the generation and characterization of
HCV genotype 2a replicon variants with reduced susceptibifity to
RBV. The impacts of major amino acid substitutions observed on
RBV susceptibility and viral replication capacity were also exam-
ined.

2. DRaterials and methods

2.1. Compounds

RBY and IFN- were purchased from MP Biomedicals
(Eschwege, Genmany) and Dainippon Sumitomo Pharma (Osaka,
Iapan), respectively.

30
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Table1
Primers used for PCR and nucleotide sequencing.

Region Primer name Nucleotide sequence Positior® Pelarity
MS3-4A-4Bregion PR primers
F1S GARAARCACGATGATACCATG 1756-1776 Semse
F1AS AACCCAGTCCCACACGTC 46504633 Antisense
i i g i .
#F5S CACTTICAGTGACAACAGCA 23222341 Sense
F6S CGOCACCGACGCOCTCATGA 30603-3022 Sense
27 CTGGTCGACAACGGACTGGT 41084080 Antiseise
NSSA-NSSE region PCR primers )
25 TELTCCGGATOCTGECTC 46124629 Sense
288 TACCTAGTGTIGTGCOGCTCTA 7786-7806 Antisense
Sequeencing primens )
38 TGAGGTCCATGCTAACAGA 5209-5228 Sense
IF4S TCGAGGGGGAGCCTCGAGAT 5870-5889 Sense
FF3AS GAGTGICTAACTGTTTCCCAG 72206-7260 Antisense

2 Reference strain: Gene Bank accession no, AB114135.

2.2, Cell cultuere

The human hepatoma cell fine Huh-7 was maintained in Dul-
becco’s modified Eagle's medium (DMEM) supplemented with
MEM non-essential amino acids (Invitrogen) 100units/mi peni-
cillin, 160  g/mi streptomycin, and 10% fetai bovine serum (FBS) at
37 Cina5%C0; incubator. HCVrepliconcells FH-1/4-1 (Miyamoto
et al., 2006), which are Huh-7-derived cells canrying a subgenomic
replicon of IFH-1 (Kato et al,, 2003) vwere maintained in the Huh-
7 medium as above, supplemented with 1mg/ml G418 (Nacalai
Tesque, Kyoto, lapan).

2.3. Quantification of HCV RNA

Total RNA was isolated from harvested cells using Trizol {nvit-
rogen). Copy numbers of the viral RNA were determined by
real-time RT-PCR involving single-tube reactions and performed
using TagMan EZ RT-PCR Core Reagents (PE Applied Biosystemns,
Foster City, CA, USA), as described previcusly (Aizaki et al., 2003;
Takeuchi et al., 1999).

24. Cell viability assay

Cells were seeded at density of 5 10° celis/well in 24-well
plates and RBV at varicus concentrations was added on the next
day. Cultures were further incubated for 3 days at 37 C under a
humidified 5% CO, atmosphere. Cytotoxicity assay was performed
by Cell Titer-GLO™ {uminescent Cell Viability Assay (Promega,
Madison, Wi, USA) according to the manufacturer’s instructions.
Luciferase activities were quantified with LUMAT LB 9501 (Berthold
Technologies, Bad Wilbad, Germany).

25. isolation and nuclectide sequencing of HCV nonstructural
regiosns from replicon-containing cells

Total celiular RNA was isolated from replicon cells with or
without RBV treatment as destribed above. CONA synithesis was
carried out by using Super ScriptTi Il First-Strand Synthesis Sys-
tem for RT-PCR (Invitrogen) with primer IF1AS for NS34AB region
and JF2AS for NS5AB region. Two cONA fragments, correspond-
ing to NS3-NS4B and NS5A-NSSB regions, were amplified by PCR
using Takara EX Tag DNA polymerase (Takara BIO, Kyoto, Japan)
and specific primers (Table 1: Date et al., 2004). PCR products
vvere subcloned into pGEM-T vector (Promega) and inserts were
sequenced using QIA prep® Spin Mini Prep kit (QIAGEN, Tokyo,
Iapan). Nucleotide sequences were analyzed with the 3100 Avant
Genetic Analyzer (PE Applied Biosystems).

2.6. Plasmid constructions

PSGR-HH1/luc, a subgenomic replicon construct with luciferase
reporter derived from HCV genotype 2a JFH-1 isolate was reported
previcusly (Miyamoto et al., 2006). Mutant replicons camrying
T1134S, P1963S, V2405A, and Y247 1H were created by PCR-based
site-directed mutagenesis and cDNA fragments containing the
above mutations were inserted into the comresponding sites of
PSGR-fFFH/Muc. All plasmids were confirmed by sequencing the
entire PCR-generated inserts. Eachmutant isreferred toby the orig-
inal amino acid (one letter code) followed by the residue positions
within the complete open reading frame of full-length fFH-1 and
the substituted amino acid (one letter code).

2.7. RNA synthesis and transient replication assay

The wransient replication assay method was described pre-
viously (Kato et al, 2005). Briefly, purified plasmids of pSGR-
FH e, -FH1uc-T1134S, -FHAuc-P1969S, -FH/Luc-V2405A
and -SFHAluc-Y2471H were linearized with Xbal and were treated
with proteinase K and SUS, followed by phenoi-chloroform extrac-
tion. RNA was synthesized with Ampliscribe™ T7 Transcription
Kits (Epicentre BIO Technologies, Madison, Wi, USA). Each tran-
scribed RNA (5 @) was electroporated into 25 10° of Huh7 celis
pulsed at 280 mV, 975uFD with Gene pulser i apparatus (Bio-Rad
Laboratories, Hercules, CA, USA). Transfected celis were resus-
pended in growth medium without selection antibiotics and were
plated in 24-well plates at 6 106 cells per well. Cells were har-
vested at different time points post-transfection and were lysed
in Passive Lysis Buffer (Promega). Luciferase activity in cells was
determined using the Luciferase Assay System (Promega).

2. Resusits

3.1. Selection of replicon variants derived from genotype 2a with
reduced susceptibility to RBY

it has been reported that RBY inhibits HCV RNA replication in
Huh-7 celis bearing the viral subgenomic replicon RNAs with the
ECsp (50% effective concentration) values of 15-225 M (Zhou et
al., 2003: Tanaka et al., 2004; Kato et al,, 2005; aus dem Siepen
et al,, 2007). To select for RBV-asscciated replicon variants, cells
bearing a genotype 2a HCV replicon were serially passed in the
presence of 200 M RBVY as well as 1mg/ml G418. After 20-week
treatment, variant cells were then tested for RBV resistance. HCV
RNA levels were determined after a 72-h incubation with varicus
concentrations of RBV in the absence of G418, and about 5-fold-
reduced susceptibility to RBV was cbserved in the variant replicon
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140 trations of RBY. EC3p vaiues were calculated tobe 93 and 449 M,

respectively. We confirmed the presence of replicon mutations, as

joptal described below, in the cells retransfected with RNA derived from
= T I the variant replicon cells.

-l 5 I In order to explore the possibility for celi-derived resistance,

§ ol ] = i both wild-type and variant replicon celis were cured of viral RMAs

= i by IFN treatment; celis were passaged with media containing

Z ol ; : 1001U/mL IFN-  in the absence of G418 for 2 months. To compare

5 Il RBV sensitivity, cured cells were transiently transfected with the

w01 wild-type FFH-1 subgenomic replicon RNA and were treated with

various concentrations of RBY for 72 h. Similar anti-HCV effects of

@t : RBV were observed in the cured cells derived from wild-type and

o 4o oL AT variant repticons, with the ECso values of 147 and 118 M. respec-

Py 10 o 100 300 1800 tively (Fig. 2B). Thus. the rmu.ItS suggest that‘the RBV resistance

Concentration of RBY (uM) ohserved may arise by mutations in the replicon rather than by

changes in the cells.

Fig. 1. Inhibitory effect of RBV on HCV RNA levels in genotype 2a replicon cells after

fong-term treatments with RBV. The replicon cells were serially passaged in 0 or " . " " .
200 MRBV for 20 weeks. The cells were then split and incubated with fresh RBvat 33+ HCY mtations in replicon variant with reduced

various concentrations in the absence of G418 for 3 days, followed by the determi- susceptibility to RBY

nation of HCV RNA. Clear bars, passage in the absence of RBV: gray bars, passage in

the presence of RBV. HCV RNA copie.:, per micrc;gramhcg total RNA were normalized it has been reported that mutations in RNA virus genomes

as percentages of those of untreated (RBV 0 M). Each data point is presented as the responsible for RBY resistance are most eseqt in the i

mean of three independent determinations with standard deviation. *p <0.05. - . pr g
region for the viral RNA-dependent RNA polymerase (RdRp). On

the other hand, it is known that RBV works as an RNA mutagen
cells; the ECsg values for the variant and wild-type replicon cells to generate rapidly mutating viral RNA and that NS5B RdRp and
were 470 and 102 M, respectively Fig. 1). Comparable cytotoxic  gther nonstructusral proteins in HCV are involved in the viral repli-
effects of RBV were cbserved against wild-type and variantreplicon cation complex, playing key roles in genome replication. Therefore,
cells, with the CCgg (50% cytotoxicity concentration) values of 151 we sequenced the coding regions for NS3 through NS58 proteins

and 156 M, respectively (data not shown). of the replicon molecules in order to determine whether muta-
tions associated with RBV resistance were generated. As shown
3.2. Mapping RBV resistance to celi line or replicon RNA in Table 2, there were numevically more synonymous and non-

synonymous mutations in the RBV-resistant variant replicon celis

To test whether reduced susceptibility to RBV in the variantcells {RBV treatment) when compared with untreated replicative con-
observed as above was due to the appearance of mutations within ditions (No-treatment) across most regions examined. Mutation
the viral RNA or was cell-derived, total RNAs from the variant and frequencies of NS3, NS4B and NSSA regions of RBV treatment were
wild-type replicon cells were extracted and used for retransfec- significantly higher than those of No-treatment. The total num-
tion of naive Huh7 cells. Retransfected cells resistant to G418 were ber of synonymous mutations in the RBV-resistant variant replicon
established after 4 weeks of cultures in the presence of 1mg/mi cells was 3 times higher than that under untreated replicative
G418 and were assessed for HCV RNA replication sensitivity to conditions, and the number of non-synonymous mutations in the
RBV {Fig. 2A). HCV RNA levels in the cells obtained from the wild- RBV-resistant variant replicon cells was 1.5 times higher than that
type replicon were inhibited by 56, 89 and 97% with 100, 300  under untreated replicative conditions. The number of both syn-
and 1000 M RBY, respectively. By contrast, the culture retrans- onymous and non-synonymous mutations (NS3, NS48, NS5A and
fected with RNA derived from the variant replicon cells exhibited NSS5B regions) in the RBV-resistant replicon cells was greater than
inhibition levels of 13, 29 and 83%% with the corresponding concen- that in the control cells. We also found a large number of transition

{A) 80 B)1s0
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X @
3 120 2
=2 e
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Fig. 2. Testing for replicon-derived resistance (A) or for cell-derived resistance (8). (A) Tolal RNA from RBY-resistant- or witd-type replican cells was transfected into naive
Huh7 celis. After selection in 1mg/nd m1smr4mwmmmmwamm—qpem(dwm)mmmm@aym,mm
writh increasing concentrations of RBY in the absence of G418 for 3 days. HCV RNA copies per micregram total RNA were assessed and the levels from witd-type celis without
RBY treatment were set at 100%. Data are indicated as means with standard deviations. *p<0.05. (8) RBV-resistant- or wild-type repficon celis were aured by passage in
IFN-  in the absence of G418. Cured cells were ransiently transfected with the replicon RNA derived from pSGR-FFH 1iuc. Transient replication assay of transfectants derived
from wild-type (clear bars) and RBY resistance (gray bars) was performead after treatrnent with varicus concentrations of RBV for 72 h. The vatues for wild-type-derived cells
mmmmaa1mmmnm§mmmm
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Table 2
Mutation frequencies in HCV NS regions after 20-weeks cuiture with or witholt RBV treatment.
Region ntlength No-treatment RBV treatment
No. of non-synonymaus #o. of synonymols  Mugation O, of NOR-SYNRGRYMOoNS o, of synonymous  Migation
mutations® smsations’ frequency (10 3) mugations® mustations® freguency (10 3)
ws3 1893 173 21 231 15 21 47124 651 25 Y
NS4A 165 101186 03z 08 81 031 0S5 651 09 44
NS4B 780 133 12 031 086 21 2331 15 253112 4T
AS5A 1380 4031 12 203112 43 $§931 12 621 24 kg
NS58 1773 453115 233 15 a8 481138 42131 13 9.0
NS3-84558 5891 1251 27 131 27 - 173 145 2011 46 -

2 Walises are means i standard deviations.
b 0005 relative to No-treatment by the unpaired t-test.
© p<0.01 relative to No-treatment by the umpeired t-test.

muiations in RBV-resistant cells, particuiarly G-to-A and C-to-U
transitions, as expected from previous studies. Although mutations
wrere distributed throughout nonstructural regions, four major
amino acid substitutions; T1134S in the NS3 region, P1969S in
NS4B, V2405A in NS5A, and Y247 1H in NS5B, not seen in wild-type
cells were observed in maost of the subclones among RBV-resistant
replicon cells. T1134S, P1969S, V2405A, and Y247 1H were present,
respectively, in 7 of 11, 6 of 11, 8 of 13, and 7 of 13 PCR subclones

sequenced

3.4. Effects of T1134S, P1963S, V2405A, and Y2471H on RBY
susceptibility

Totest the possibility that any of the four mutations as identified
oonfer resistance to RBY, we introduced these mutations individ-
wally into the JFH-1 subgenomic replicon containing a luciferase
reporter gene. Cells transfected with mutant- or wild-type repli-
con RNA grown in the presence of various concentrations of RBV
for 2 or 3 days. As demonstrated in Fig. 3A, the replication lev-
_ efs of all four mutant replicons (SGR-FH1/Luc-T1134S, -P1968S,

-V2405A, and -Y2471H) in the presence of 125 or 500 M RBY
were higher than those of the wild-type replicon. In particular, the
Y247 1tH mutant significantly reduced susceptibility to RBV: repli-
cation {evels of SGR-IFH1/Luc-Y247 1H were 3-5-fold higher when
compared to those of wild-type under the present assay conditions.

The relative replication activity of these mutant replicons was
further determined in 3-day replication assay without drug treat-
ment (Fig. 3B). All mutant replicons exhibited reduced efficiency

A8

relative to the wild-type replicon. Levels of the ¥2471H-rmustated
replicon were approximately 30% of those of the wild-type, thus
suggesting that replicon mutants with reduced sensitivity to RBY
are associated with decreased replication fitness.

4. Discasssion

It is generally accepted that, during chemotherapy against viral
infection, high rates of viral replication and high frequencies of
mutation lead to generation of drug-resistant mutants. Aithough
several potential mechanisms for the inhibition of HCV replication
by RBV have been proposed, the molecular mechanisms involved
in the generation of RBV-resistant HCV remain poorly understood.

This study found that long-term treatment 6f HCV fFH-1-derived
replicon cefls with RBV leads to selection of preferential muta-
tions in NS3 (T1134S), NS4B (P1969S), NS5A (V24054) and NS58
{Y2471H) genes. Each mutation only required a single nucleotide
change, and P1969S, V2405A and Y2471H are transition muta-
tions, which are known to be commonly caused by incorporated
RBV. Site-directed mutagenesis of these mutations into thereplicon
demonstrated that Y2471H plays a role in reduced susceptibility to
RBV.

Crystal structure information revealed that HCVY RdRp is
organized into an arrangement with palm, fingers, and thumb sub-
domains (Lesburg et al., 1999). Residue 2471 (the 33rd position of
NS5B) is present in the N-terminal ioop region that bridges the
fingers. Although this site is apparently distant from the active
site of the polymerase in the palm region, it has been reported

Fold Inctease
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Fig. 3. mpactofmajor nmatations in NS3-NSS5B regions on RBY susceptibility (A) and replication capatity (8). Mutated replicons camying single residue substitutions (T1134S,
P1963S, V2405A, and Y247 TH) were constructed and used for ransient replication assay. Cells were transfected with either wild-type (WT) or with nutant replicon RNA in
the ahsence or presence (125,500 V) of RBV. Luciferasa activity was assessed at 4 h, 2 days and 3 days post-transfection (p.1). {(A) Luciferase activities of WT were set at 1,
and the fold increases in the activities of mustants were plotted. (B) Liciferase activities in the absence of RBV at 4h and 3 days post-transfection werne shown. The activities
of mutants were noralized as percentages of the WT activities. Data from tripficate samples were averaged and indicated with standard deviations. *p <0.05 against WT.
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that small molecules, such as benzimidazole compounds, are able
to spetifically bind the fingers-thumb interface and inhibit poly-
merase activity (Herlihy et al., 2008), thus suggesting that amino
acid substitutions in the loop region may affect RNA polymeriza-
ton. The involvement of tyrgsine residue at position 415 of HCV
NSSB in RBV resistance has been previcusly described for patients
with genotype 1a infection and for the genotype 1breplicon (Young
et al., 2003). Although the mechanism for resistance remains elu-
sive, it has been hypothesized that RBV interacts with RdRp around
this residue, which is located in the thumb subdomain, thus affect-
ing RNA polymerization (Young et al., 2003).

Based on analysis of available sequences from Genbank, tyresine
at the 33rd residue of NS5B is conserved in all isolates of genotype
2a, but not in other genotypes. In genotype 1a and 1b isolates, 96%
contain histidine and only a small population contains tyrosine or
asparagine at the site. All the isolates of genotypes 3, 4. 5and 6
contain histidine, whereas phenylalanine is conserved for genotype
2b. it should be noted that V2405 and P1969 are also completely
conserved for genotype 2a but not for other genotypes. Therefore, it
is likely that the identified HCV variants with reduced susceptibility
to RBV are genotype-specific. it will be of interest 10 determine
whether HCV genotype 2a is intrinsically more sensitive to RBV
when compared with cther

A% present, at least 4 mechanisms of action of RBV are proposed
(Lau et al, 2002). They include (1) direct inhibition of the HCV
replication machinery, (2) as an RNA mutagen that drives a rapidly
mutating RNA virus over the threshold to “ervor catastrophe”, (3)
inhibition of the host enzyme inosine monophosphate dehydro-
genase (IMPDH), and (4) enhancement of host T-cell-mediated
immunity against viral infection. In addition to the direct inhibition,
it is also possible that other mechanisms such as ervor-prone and
IMPDH-inhibition are involved in HCV escape from RBV treatment.
Further investigation of the interaction of HCV variants with the
viral and cellular factors involved in viral resistance may improve
understanding of the mechanism(s) of RBV resistance.

in conclusion, RBV encountered resistance from the HCV geno-
type 2a replicon largely mediated by mutations in the N-terminat
region of NS5B. Although whether these mutagenic effects are also
demonstrable in IFN-RBY combination therapy will require fur-
ther studies, the mutations identified in this study represent the
first drug-resistant variants belonging to HCV genotype 2a. The
drug resistance patterns found in this study may be of benefit in
prediction in vivo resistance profiles and the development of next-
generation nucleoside analogues as anti-HCV drugs.
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