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that the fusion proteins of NS5A and the fluorescent
proteins remain intact within cells and serve as accu-
rate markers of infection and as indicators of the sub-
cellular localization of HCV-NSSA proteins.

Kinetics of HCV infection

Using those fluorescence-tagged HCV constructs, we
analyzed more precisely the ratio and kinesics of HCV
RNA-transfected cells and virus-infected cells by flow
cytometry. After HCV RNA transfection, the percentages
of JFH1-EYFP and JFH1-EYFP mutant-transfected cells
were almost equivalent up to 2 days. Thereafter, JFH1-
EYFP-positive cells began to decrease in number, while
the mutant-transfected cells increased exponentially
undl 5 days post-transfecion and then reached a
plateau, when 52.2% of the cells were EYFP-positive
(Fig. 5a). We collected the media from JFH1-EYFP and
mutant-transfected cells at 2 days post-transfection, and
added it onto uninfected Huh7.5.1 cells at a moi of
0.01. Similar to the results of the transfection assay,
the population of JFH1-EYFP mutant-infected cells
increased exponentially and reached a stable state at
6 days post-infection, when 39.2% of the cells were
EYFP-positive (Fig. 5b). Calculating from the above
data, the rate of expansion of HCV-infected cells was
2'3/day. The cell-to-cell expansion of the JFHI1-EYFP
mutant infection was blocked by prior treatment of cells
with anti-CD81 antibody (data not shown). This finding
indicated that the expansion of the EGFP-positive cells
was due to cell-cell spread of EYFP-tagged HCV and not
the division of the virus-positive cells.

To further refine the calculation of the rate of cell-to-
cell spread of infection, we carried out JFHI1-EYFP
mutant infection of uninfected Huh7.5.1 cells seeded
at various densities from 2% 10° to 2 x 10° cells/mL
(Fig. 6). Flow cytometry showed that the rates of expan-
sion of HCV-infected cells were 2'%, 22* and 2*°/day at
2x10° 2x10%* and 2 x 10° cells/cm?, respectively. The
ability of JFH1-EYFP to spread is greater in cells seeded
at higher density. The maximum rate of expansion of
HCV-infected cells was calculated as 27%/day.

Effects of antiviral drugs on
HCV-infected cells

We next investigated the effects of antiviral agents on the
infection kinetics of tagged-HCV. Eighteen hours after
transfection of EYFP-tagged HCV RNA, the cells were
treated with 10, 30 or 50 U/mL of IFN-0-2b or with
10 uM of protease inhibitor, BILN2061. JFH1-EYFP
mutant-transfected cells were analyzed using flow
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Figure G Rate of expansion of hepatitis C virus (HCV)-infected
cells. The medium from JFH1-EYFP mutant was inoculated
onto Huh7.5.1 cells seeded at different densities (2 x 10°,
4x10° 1x10% 2x10% and 2% 10° cells/cm?) with core
antigen adjusted doses. The results of flow cytometric analysis
are depicted as density plots. The ratios of EYFP-positive cells
vs time are shown beneath. Assays were carried out in triplicate
and the results are expressed as mean % standard deviation.
=, 2X10% =, 4% 10% ——, 1 X 10% - =+, 2 x 10% ——, 2 x 10°.

cytometry. As shown in Figure 7, treatment of cells with
the two compounds suppressed the time-dependent
increase of HCV propagation. In addition, IFN-¢-2b
suppressed the dose-dependent increase of HCV
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Figure 7 Effect of antiviral drugs on hepatitis C virus (HCV)-infected cells. Huh7.5.1 cells were transfected with JFH1-EYFP mutant
RNA. Eighteen hours after transfection, cells were cultured with 10, 30 or 50 U/mL of interferon (IFN)-0-2b or 10 uM of the
protease inhibitor BILN-2061. The cells were harvested at the days indicated and flow cytometry was performed. Ratios of
EYFP-positive cells over time are shown at lower left. Plot values of 100% in each curve represent the EYFP expression levels in
untreated cells (lower right). Assays were carried out in triplicate and the results are expressed as mean * standard deviation.
*P<0.05. **P<0.01. P], protease inhibitor. - = -, vehicle; =, 50 U/mL; -+-, 30 U/mL; =, 10 U/mL; —, PL
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propagation. At all time points, the number of infected
cells was significantly lower in the culture treated with
the two compounds than in the untreated culture. The
protease inhibitor suppressed infection faster than did
IFN-0-2b. These data indicate that IFN and the protease
inhibitor were not only able to suppress intracellular
HCV replication levels but also to inhibit virus par-
ticle secretion and expansion of HCV-infected cell
populations.

DISCUSSION

N THIS STUDY, we used fluorescence-tagged HCV,

in which virus assembly, particle secretion and
re-infection functions are fully preserved (Fig. 1)."” Uti-
lizing the fluorescence-tagged HCV, we analyzed the rate
of expansion of HCV infection using live-cell flow cyto-
metric analyses (Figs 5-7). In the early periods of infec-
tion, the expansion of the virus-positive cell population
increased exponentially and the maximum rate of
expansion was calculated as 2**/day. It is not clear why
HCV propagation reaches a plateau, but this observa-
tion, where HCV replication is limited in confluent cells,
has been made previously.®® Possible explanations
include cell death due to over-confluence, depletion
of the nucleoside triphosphate pools in resting cells,
and/or cell cycle-dependent effects on virus RNA repli-
cation and translation.

Co-infection of the two virus clones, EYFP-JFH1 and
AsRed mutant JFH1, showed that viruses with impaired
particle secretion were able to replicate and expand
virus-infected cells (Fig. 3). Although we have found
no clear mechanism to explain those effects, we
speculate that the secretion-defective virus (JFH1-EYFP)
may assemble into infectious virus through trans-
complementation of virus proteins via co-infection in a
single cell or recombination of mutant and wild-type
virus genomic RNA. The co-infection experiment
showed that the increase of JFH1-AsRed mutant-positive
cells was slower than in the single clone infection experi-
ment (Fig. 2a). These findings suggest that viruses with
impaired particle secretion (JFH1-EYFP) partially sup-
pressed expansion of viruses with intact particle secre-
tion (JFH1-AsRed mutant) through trans-suppression of
cellular virus replication or competitive binding to cel-
lular virus entry receptors.

After the development of HCV-JFH1 cell culture,™
many variations of HCV cell culture systems have been
developed. Lindenbach er al. developed a genotype 2a
intragenotypic chimera, J6/JFH, in which the JFH1
structural region was replaced with that of J6, isolated
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from a patient with chronic hepatitis.”” The J6/JFH
chimera is able to produce virus particles more effi-
ciently than JFH1 but does not produce virus-induced
cytopathic effects (CPE). Several marker protein-tagged
viruses have been reported, in which viral infection
could be visualized readily in living cells. A subge-
nomic replicon that expressed an NS5A-GFP fusion
protein was reported first.!? However, the clone lacked
the structural regions that are required for virus propa-
gation. Subsequently, full-length HCV reporter viruses
were developed in which the EGFP gene was inserted
into the NS5A-C-terminus of JFH1" or JC-1." Jones
et al. inserted the renilla luciferase gene into P7 of
J6/JFH.* Unfortunately, the efficiency of virus produc-
tion by the recombinant reporter viruses was greatly
reduced compared to wild-type viruses. Very recently, it
has been reported that a JFH1-based adaptive strain of
a HCV reporter virus can produce infectious HCV par-
ticles as robustly as the JFH1 wild-type strain.'” This
virus system has overcome the serious limitations asso-
ciated with the use and application of other reporter
viruses.

Compared with the other HCV reporter viruses, the
JFH1-EYFP/AsRed mutant is capable of producing
amounts of HCV virus equivalent to that of the paren-
tal JFH1, which enables continuous passage of infec-
tion in cell culture and analyses using various research
modalities, including flow cytomeuy and live-cell
microcopy. Considering the current situation regarding
the lack of singly effective, proven antiviral agents
against HCV, other than IFN formulations, the search
for potential antiviral agents will continue to be a
dominant goal of research to improve clinical anti-
HCV chemotherapeutics. This tagged HCV culture
system may provide a very convenient tool for studies
of the complete virus life cycle in live cells and of
virus-host interactions, and it may be useful for high-
throughput screening of drugs.
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The aim of the present study was to clarify the
significance of viral factors for pretreatment pre-
diction of sustained virological response to pegy-
lated-interferon (PEG-IFN) plus ribavirin (RBV)
therapy for chronic hepatitis C using data mining
analysis. Substitutions in the [FN sensitivity-
determining region (ISDR) and at position 70 of
the HCV core region {Core70) were determined in
505 patients with genotype 1b chronic hepatitis C
treated with PEG-IFN plus RBV. Data mining
analysis was used to build a predictive model
of sustained virological response in patients
selected randomly (n = 304). The reproducibility
of the model was validated in the remaining 201
patients. Substitutionsin [SDR (odds ratio =9.92,
P < 0.0001) and Core70 (odds ratio = 1.92, P =
0.01) predicted sustained virological response
independent of other covariates. The decision-
tree model revealed that the rate of sustained
virological response was highest (83%) in
patients with two or more substitutions in
ISDR. The overall rate of sustained virological
response was 44% in patients with a low number
of substitutions in ISDR (0-1) but was 83% in
selected subgroups of younger patients (<60
years), wild-type sequence at Core70, and higher
level of low-density lipoprotein cholesterol
(LDL-C) (>120 mg/dl). Reproducibility of the
model was validated (r? = 0.94, P < 0.001). In
conclusion, substitutions in ISDR and Core70 of

© 2011 WILEY-LISS, INC.

HCV are significant predictors of response to
PEG-IFN plus RBV therapy. A decision-tree model
that includes these viral factors as predictors
could identify patients with a high probability
of sustained virological response. J. Med.
Virol. 83:445-452, 2011.

© 2011 Wiley-Liss, Inc.

KEY WORDS: data mining; decision-tree
model; ISDR; core region;
PEG-interferon

INTRODUCTION

The combination of pegylated-interferon (PEG-IFN)
plus ribavirin (RBV) is currently the most effective
therapy for chronic hepatitis C, but the rate of sustained
virological response after 48 weeks of therapy is about
50% in patients with HCV genotype 1b and a high HCV
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RNA titer [Manns et al., 2001; Fried et al., 2002]. The
most reliable means to predict sustained virclogical
response is to monitor the viral response during the
early weeks of treatment. The early virological response,
defined as undetectable HCV RNA at week 12, is associ-
ated with a high rate of sustained virological response
[Davis et al., 2003; Lee and Ferenci, 2008]. The rapid
virological response, defined as undetectable HCV RNA
at week 4 of therapy, is even more predictive of sustained
virological response than the early virological response
[Jensen et al., 2006; Yu et al., 2008; Izumi et al., 2010].
However, there is no established means that predicts
the virological response before commencing treatment.
Recent reports have revealed that single nucleotide
polymorphisms located near the IL28B gene show a
strong association with the response to PEG-IFN plus
RBV therapy [Ge et al.,, 2009; Suppiah et al., 2009;
Tanaka et al., 2009; Kurosaki et al., 2010c]. These find-
ings indicate that the host factor is an important deter-
minant of the treatment response. On the other hand,
the present study’s authors have reported that a stretch
of 40 amino acids in the NS5A region of HCV, designated
as the interferon sensitivity-determining region (ISDR),
has a close association with the virological response to
interferon mono-therapy [Enomoto et al., 1995, 1996;
Kurosaki et al., 1997]. More recently, amino acid sub-
stitutions at positions 70 and 91 of the core region have
been reported to be associated with response to PEG-
IFN plus RBV combination therapy [Akuta et al., 2005,
2007a]. The impact of these HCV substitutions on treat-
ment response is yet to be validated.

Decision-tree analysis is a core component of data
mining analysis that can be used to build predictive
models [Breiman et al., 1980]. This method has been
used to define prognostic factors in various diseases
such as prostate cancer [Garzotto et al., 2005], diabetes
[Miyaki et al., 2002], melanoma [Averbook et al., 2002;
Leiter et al., 2004], colorectal carcinoma [Zlobec et al.,
2005; Valera et al., 20071, and liver failure [Baquerizo
et al., 2003]. The major advantage of decision-tree
analysis over logistic regression analysis is that the
results of analysis are easy to understand. The simple
allocation of patients into subgroups by following the
flowchart form could define the predicted possibility of
outcome [LeBlanc and Crowley, 1995].

Decision-tree analysis was used for the prediction of
early virological response (undetectable HCV RNA
within 12 weeks of therapy) to PEG-IFN and RBV com-
bination therapy in chronic hepatitis C [Kurosaki et al.,
2010a], and more recently for the pretreatment predic-
tion of sustained virological response [Kurosaki et al.,
2010b]. In the latter model, simple and noninvasive
standard tests were used as parameters; specialized
tests such as viral mutations and host genetics, or inva-
sive tests such as liver histology, were not included
because the aim of that model was for use in general
medical practice, especially in some countries or areas
where resources are limited. Thus, the impact of viral
mutations or liver histology was not considered in that
model.

J. Med. Virol. DOI 10.1002/jmv

Kurosaki et al.

The present study examined whether including viral
substitutions in ISDR and the core region of HCV in
the decision-tree model could improve its predictive
accuracy over the previous model to identify chronic
hepatitis C patients who are likely to respond to PEG-
IFN plus RBV therapy.

MATERIALS AND METHODS
Patients

This multicenter retrospective cohort study included
505 chronic hepatitis C patients who were treated with
PEG-IFN alpha-2b and RBV at Musashino Red Cross
Hospital, Toranomon Hospital, Tokyo Medical and
Dental University, Osaka University, Nagoya City
University Graduate School of Medical Sciences,
Yamanashi University, Osaka City University, and their
related hospitals. The inclusion criteria were: (1) geno-
type 1b, (2) HCV RNA titer higher than 100 kIU/ml by
quantitative PCR (Cobas Amplicor HCV Monitor v 2.0,
Roche Diagnostic Systems, Pleasanton, CA), (3) no co-
infection with hepatitis B virus or human immunodefi-
ciency virus, (4) no other causes of liver disease, (5)
patients havingundergone liver biopsy prior to IFN treat-
ment, (6) number of substitutions in ISDR having been
determined, (7) substitutions in the amino acid positions
70 and 91 of the core region having been determined, and
(8) completion of at least 12 weeks of therapy. Patients
were treated with PEG-IFN alpha-2b (1.5 pgkg) weekly
plus RBV. The daily dose of RBV was adjusted by weight:
600 mg for <60 kg, 800 mg for 60-80 kg, and 1,000 mg
for >80 kg. For the analysis, patients were assigned
randomly to either the model building (304 patients) or
validation (201 patients) groups. There were no signifi-
cant differences in the clinical backgrounds between
these two groups (Table I). Informed consent was
obtained from each patient. The study protocol conformed
to the ethical guidelines of the Declaration of Helsinki
and was approved by the institutional review committees
of all concerned hospitals.

Laboratory Tests

Hematological tests, blood chemistry, and HCV RNA
titer were analyzed before therapy and at least once
every month during therapy. Sequences of ISDR and
the core region of HCV were determined by direct
sequencing after amplification by reverse transcription
and polymerase chain reaction as reported previously.
At position 70 of the core region (Core70), arginine was
defined as the wild type, and glutamine or histidine was
defined as the mutant type. At position 91 of the core
region, leucine was defined as the wild type and meth-
ionine was defined as the mutant type, as described
previously [Akuta et al., 2005]. Fibrosis and activity
were scored according to the METAVIR scoring system
[Bedossa and Poynard, 1996]. Fibrosis was staged on a
scale of 0—4: FO (no fibrosis), F1 (mild fibrosis), F2 (mod-
erate fibrosis), F3 (severe fibrosis), and F4 (cirrhosis).
Activity of necroinflammation was graded on a scale of
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TABLE I Comparison of Pretreatment Factors Between Model Building and Validation

Patients
Model (n = 304) Validation (n = 201) P-value
Age (years) 55.6 (9.4) 56.0 (12.2) 0.80
Male (%) R 53 (%) 55 (%) 0.13
Body mass index (kg/m®) 23.1(3.1) 23.1(4.0) 0.99
Albumin (g/dD) 4.0(0.3) 4.0(0.3) 0.47
Creatinine (mg/dl) 0.72(0.15) 0.72 (0.14) 0.62
AST QU/L) 63.3 (45.6) 58.9 (46.4) 0.91
ALT dU/L) 78.7 (58.6) 74.5 (67.5) 0.68
GGT dQU/L) 53.2 (49.1) 57.4 (63.5) 0.43
Total cholesterol (mg/dl) 170.9 (32.6) 169.4 (34.1) 0.33
Triglyceride (mg/dl) 107.0 (44.7) 105.7 (48.0) 0.90
LDL-C (mg/dD) 95.5 (28.0) 96.4 (28.8) 0.34
White blood cell count (/nl) 4,902 (1,489) 4,906 (1,319) 0.86
Hemoglobin (g/dD) 14.1(1.3) 14.3 (1.4) 0.09
Platelets (10%L) 164 (56) 172 (55) 0.68
HCVRNA (10° IU/ml) 1,859 (1,468) 2,021 (1,393) 0.09
ISDR mutations: >2 (%) 15 (%) 20 (%) 0.11
Core70: mutant (%) 36 (%) 29 (%) 0.22
Core91: mutant (%) 40 (%) 36 (%) 0.20
Fibrosis: F2-4 (%) 49 (%) 48 (%) 0.36
Activity: A2-3 (%) 42 (%) 34 (%) 0.10

AST, aspartate aminotransferase; ALT, alanine aminotransferase; GGT, gamma-glutamyliransferase;
LDL-C, low-density-lipoprotein-cholesterol; ISDR, interferon sensitivity-determining region.

Data expressed as mean (SD).

0-3: A0 (no activity), Al (mild activity), A2 (moderate
activity), and A3 (severe activity). Sustained virological
response was defined as undetectable HCV RNA by
qualitative PCR with a lower detection limit of 50 IU/
ml (Amplicor, Roche Diagnostic Systems) at week 24
after the completion of therapy.

Statistical Analysis

A database of pretreatment variables included hem-
atological tests (hemoglobin level, white blood cell count,
and platelet count), blood chemistry tests (serum levels
of creatinine, albumin, aspartate aminotransferase, ala-
nine aminotransferase (ALT), gamma-glutamyltrans-
ferase (GGT), total cholesterol, triglyceride, and low-
density lipoprotein cholesterol (LDL-C)), viral factors
(HCV RNA titer, number of substitutions in ISDR, sub-
stitutions in the amino acid positions 70 and 91 of the
core region), histological findings (stage of fibrosis and
grade of activity) and patient characteristics (age, sex,
and body mass index). Based on this database, decision-
tree analysis was used to define a predictive model for
sustained virological response.

Student’s t-test was used for the univariable compari-
son of quantitative variables and Fisher's exact test was
used for the comparison of qualitative variables. For the
multivariable analysis for factors associated with sus-
tained virological response, logistic regression models
with backward selection were used to identify independ-
ent predictors of sustained wvirological response.
Variables that showed significant association with sus-
tained virological response by univariable analysis were
included in the multivariable analysis. IBM-SPSS soft-
ware v.15.0 (SPSS, Inc., Chicago, IL) was used for these
analyses. For the decision-tree analysis [Segal and

Bloch, 1989], the data mining software IBM SPSS
Modeler 13 (IBM SPSS, Inc.) was used, as reported
previously [Kurosaki et al., 2010a,b]. In brief, the soft-
ware searched for the optimal split variables to build a
decision-tree structure. The entire study population was
first evaluated to determine the variables and cut-off
points for the most significant division into two sub-
groups having different probabilities of sustained viro-
logical response. Thereafter, analysis was repeated on
all subgroups in the same way until either no additional
significant variable was detected or the sample size was
below 20.

RESULTS
Generation of the Decision-Tree Model

The decision-tree analysis selected five predictive
variables to produce six subgroups of patients (Fig. 1).
The number of substitutions in ISDR was selected as
the best predictor of sustained virological response. The
possibility of achieving sustained virological response
was 83% for patients with two or more substitutions in
ISDR compared with 44% for patients with a single or
no substitution. Among patients with a single or no
substitution in ISDR, age, with an optimal cut-off of
60 years, was selected as the variable of second split.
Patients younger than 60 had the higher probability
of sustained virological response (55%) compared with
those older than 60 years (31%). Among younger
patients, amino acid substitution at Core70 was selected
as the third variable of split—wild-type sequence being
the predictor of favorable response compared with the
mutant type (65% vs. 36%). Among patients with wild-
type Core70, the level of serum LDL-C was selected as
the fourth variable of split, with an optimal cutoff of

J. Med. Virol. DOI 10.1002jmv
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50%

44%

Sudgroup 2

Fig. 1. Decision-tree model. Boxesindicate the factors used for splitting and the cutoff value for the split.
Pie charts indicate the rate of sustained virological response for each group of patients after splitting.
Terminal subgroups of patients discriminated by the analysis are numbered from 1 to 7. The rate of
sustained wvirological response was >80% in subgroups 1 and 2, 64% in subgroup 3, and 31-36% in
subgroups 4, 5, and 6. LDL-C represents low-density lipoprotein cholesterol and Core70 represents amino

acid substitution at position 70 of the core region.

120 mg/dl. Patients with higher LDL-C level had the
higher probability of sustained virological response
(83% vs. 50%). The stage of fibrosis was selected as
the final variable of split, with significant fibrosis
(F2—4) being the predictor of lower sustained virological
response probability (64% vs. 32%).

Among the six subgroups derived by this decision tree,
the subgroup of patients with two or more substitutions
in ISDR (subgroup 1) or with a single or no substitution
in ISDR but younger than 60 years of age, having
the wild-type Core70 and high serum level of LDL-C
(>120 mg/dl) (subgroup 2) showed the highest prob-
ability of sustained virological response (83%).

Validation of the Decision-Tree Model

The decision-tree model was validated using a vali-
dation dataset of 201 cases that were not included the
model-building dataset. Each patient in the validation
set was allocated to subgroups 1-6 using the flowchart
form of the decision tree. The rates of sustained viro-
logical response were 75% for subgroup 1, 73% for sub-
group 2, 65% for subgroup 3, 41% for subgroup 4, 46%
for subgroup 5, and 33% for subgroup 6. The rates
of sustained virological response for each subgroup
of patients were correlated closely between the model
building dataset and the validation dataset (r® = 0.94)
(Fig. 2).

J. Med. Virol. DOI 10.1002/mv

The six subgroups were reconstructed into three
groups according to their rate of sustained virological
response: the high-probability group consisted of sub-
groups 1 and 2, the intermediate-probability group con-

"sisted of subgroup 3, and the low-probability group

consisted of subgroups 4, 5, and 6. The rate of sustained
virological response in the high-probability group was
high on a consistent basis: 83% for model-building
patients and 74% for validation patients. The rate of
sustained virological response in the intermediate-prob-
ability group was 64% for model building patients and
65% for internal validation patients. The rate of sus-
tained virological response in the low-probability group
was low on a consistent basis: 32% for model-building
patients and 36% for internal validation patients
(Fig. 3). Thirty percent of the patients were classified
into the high-probability group and 10% of the patients
were classified into intermediate-probability group,
which means that about 40% of patients with higher
than average probability of achieving sustained virolog-
ical response were identified.

Effect of Dose Reductions of
PEG-IFN and RBV

The possible effect of drug reductions was analyzed
in the three groups of patients divided by decision
tree (low-, intermediate-, and high-probability groups)
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Fig. 2. Validation of the decision-tree analysis: Subgroup-stratified
comparison of the rate of sustained virological response. Each
patient in the validation set was allocated to subgroups 1-6 by
following the flowchart form of the decision tree, and the rates of
sustained virclegical response were then calculated and plotted
for each subgroup. The x-axis represents the rate of sustained viro-
logical response in the model-building datasets and the y-axis
represents the rate of sustained virological response in the validation
datasets. The rates of achieving sustained virological response in
each subgroup of patients correlated closely between the model-build-
ing data)set and the validation dataset (correlation coefficient:
r = 0.94).

&% 7:%

Rate of SVR (%)
&
F

High  Intermediate  lLow

Validation

High  Intermediate  Low

Model Building

Fig. 3. Comparison of sustained virological response rates between
groups divided by the decision tree. The rate of sustained virclogical
response was compared between three groups of patients as divided by
the decision-tree analysis. Black, gray, and white boxes indicate the
low-probability group (subgroup 4, 5, and 6), intermediate-probability
group (subgroup 3), and high-probability group (subgroup 1 and 2,
respectively. The rate of sustained virological response showed signifi-
cant difference between the three groups.
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(Fig. 4). Patients were stratified according to the cumu-
lative drug exposure with PEG-IFN and RBV: the good
adherence group consisted of patients who took >80%
planned doses of both PEG-IFN and RBV; the poor
adherence group consisted of patients who took <80%
of planned doses of both PEG-IFN and RBV. Even after
adjustment for drug adherence, the three groups of
patients divided by decision-tree analysis still had
low, intermediate, and high probability of achieving
sustained virological response, respectively, indicating
that this model predicts sustained virological response
independent of drug exposure.

Multivariable Logistic Regression Analysis

Age, sex, serum levels of creatinine, ALT, GGT, LDL-
C, hemoglobin, platelet count, HCV RNA titer, ISDR
substitution, substitution at Core70, substitution at
Core91, histological stage of fibrosis, and grade of
activity were found to be associated with sustained viro-
logical response by standard univariable analysis.
Multivariable analysis including these factors showed
that age, sex, LDL-C levels, GGT levels, platelet count,
ISDR substitution, and substitution at Core70 showed
independent associations with sustained virological
response (Table II). Substitution in ISDR had the high-
est odds ratio, at 9.92. Fibrosis, which was selected as a
significant predictor of response in the decision-tree
analysis, was not found to be an independent predictor
of response in standard multivariable analysis, indicat-
ing that the decision-tree analysis could identify signifi-
cant predictors that would apply specifically to selected
patients.

DISCUSSION

The present study revealed that viral factors such as
substitutions in ISDR and Core70 are significant and
independent predictors of sustained virological
response to PEG-IFN plus RBV in chronic hepatitis C.
In a decision-tree model for the pretreatment prediction
of sustained virological response, the number of substi-
tutions in ISDR was the best predictor of sustained
virological response, followed by younger age, wild-type
sequence at Core70, higher level of LDL-C, and absent
fibrosis. This decision-tree model could identify patients
with high probability of sustained virological response
(83%) among difficult-to-treat genotype 1b chronic
hepatitis C patients. Using this model, rapid estimates
of the response before treatment can be made by allocat-
ing patients to specific subgroups with a defined rate
of response simply by following the flowchart form.
Because more potent therapy, such as a combination
of protease inhibitor, PEG-IFN, and RBV, is under
clinical trial and may become available in the near
future [Hezode et al., 2009; McHutchison et al., 2009],
pretreatment prediction of the likelihood of sustained
virological response may be useful for both patients and
physicians to support clinical decisions whether to start
current standard therapy or to wait for emerging new
therapies.

J. Med. Virol. DOI 10.1002/mv
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Fig. 4. Comparison of the rate of sustained virological response between the decision-tree groups
stratified by drug adherence. The three groups of patients divided by the decision tree (black, gray,
and white boxes indicating the low-, intermediate-, and high-probability groups, respectively) were further
stratified according to cumulative drug exposure to PEG-IFN and RBV.

Two or more substitutions in ISDR had a strong
impact on sustained virological response, because this
factor was selected as a top variable in decision-tree
analysis and had the highest odds ratio in multivariable
analysis. Moreover, even among patients with un-
favorable ISDR (0 or 1 mutation), younger patients
(<60 years) with the wild-type sequence at Core70
and high level of LDL-C (>120 mg/dD) had a high rate
of sustained virological response. The sustained virolog-
ical response rate of these two subgroups of patients was
83% in the model-building patients and 75% in the
validation patients. Thus, patients with high possibility
of sustained virological response could be extracted
by the combined analysis of ISDR and Core70. These
patients may be the best-suited candidates for treatment
with the current combination therapy. Conversely, the
following patients with 0—1 mutation in ISDR had a low
probability of sustained virological response (32-35%):
(1) older (>80 years); or (2) younger (<60 years) patients
but having mutant-type sequence at Core70; or
(3) younger (<60 years) patients having a wild-type
sequence at Core70, but having a low level of LDL-C
(<120 mg/dl) and advanced fibrosis. These patients may

be advised to wait for a more effective therapy. Decision
may be made on a case-by-case basis, taking into account
the potential risk of disease progression while waiting.

In a previous decision-tree model using simple and
noninvasive standard tests that are available readily
worldwide [Kurosaki et al., 2010b], the rate of sustained
virological response was at most 65-76% among those
in the high-probability group. That model focused on
use by general physicians in routine general practice,
especially where specialized resources, such as liver
biopsy or determination of viral sequences, are not avail-
able. In that model, younger age, male sex, higher pla-
telet counts, lower alpha-fetoprotein (AFP) levels, and
lower GGT levels were identified as favorable predictive
parameters. Higher AFP levels and lower platelet
counts that are hallmarks of advanced fibrosis
[Shiratori and Omata, 2000; Akuta et al., 2007b] were
associated with low probability of sustained virological
response in that model. On the other hand, the present
analysis aimed to clarify the significance of viral factors
for pretreatment prediction of sustained virological
response, and to build an advanced model that may
be used by specialist physicians engaged in the

TABLE II. Multivariable Logistic Regression Analysis for Factors Associated With SVR

Parameter Odds 95% CI P-value
Age (years) <60 vs. >60 2.28 1.31-3.94 0.003
Sex Male vs. female 3.36 1.87-5.99 <0.0001
GGT (IU/L) <40 vs. 240 2.65 1.45-4.85 0.002
LDL-C (mg/dD >120 vs. <120 1.79 0.91-3.53 0.094
Platelets (109/L) >120 vs. <120 2.69 1.22-5.90 0.014
ISDR mutations >2vs. 0-1 9.92 3.71-26.54 <0.0001
Core70 Wild vs. mutant 1.92 1.07-3.47 0.030

GGT, gamma-glutamyltransferase; LDL-C, low-density-lipoprotein-cholesterol; ISDR, interferon sensitivity-determining region.
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treatment of hepatitis. In the present model, stage of
fibrosis was selected as a predictive factor, but at lower
level of significance than HCV mutations. The predicted
rate of sustained virological response in the high-prob-
ability group of the present model is higher than that in
the previous model (75-83% vs. 65-76%). These results
indicate that substitutions in ISDR and Core70 were
important pretreatment predictors of sustained virolog-
ical response. Determination of these viral factors is not
available readily in clinical practice, but is of value for
improving the accuracy of pretreatment prediction of
sustained virological response.

Substitutions in ISDR and Core70 have been reported
previously to be associated with efficacy of IFN therapy.
The association between the number of substitutions
in ISDR and response to therapy was demonstrated
originally in patients treated with IFN mono-therapy
[Enomoto et al., 1995, 1996; Kurosaki et al., 19971, but
recent studies have reported a positive correlation with
PEG-IFN and RBV combination therapy as well [Munoz
de Ruedaetal., 2008; Shirakawa et al., 2008; Ikedaet al.,
2009]. Another important viral factor relevant to treat-
ment response is amino acid substitution in Core70. The
sequence of this amino acid was reported originally to be
associated with nonresponse to therapy [Akuta et al.,
2005], but subsequent studies confirmed the positive
correlation of a wild-type Core70 with sustained viro-
logical response [Akuta et al., 2009]. The multiple logis-
tic regression analysis showed that ISDR and Core70
were independent factors associated with sustained
virological response along with host factors. How these
important viral factors and other host factors can be
combined to predict response to PEG-IFN plus RBV is
an important clinical question. Decision-tree modeling
can make the response probability apparent by combin-
ing all these factors. Some factors that may be associated
with treatment outcome, such as levels of ferritin or
homocysteine, were not included. This may be a poten-
tial limitation of the present study.

It is of interest that a recent study by Li et al. [2010]
has shown that a high serum level of LDL-C is linked
to the IL28B major allele (CC in rs12979860). In that
study, a high serum level of LDL-C was associated with
sustained virological response, but it was no longer
significant when analyzed together with the JL28B gen-
otype in multivariate analysis. Thus, the association
between treatment response and LDL cholesterol levels
in the present study may reflect the underlining link of
LDL cholesterol levels to the IL28B genotype. Recent
reports indicate that the IL28B genotype and HCV sub-
stitutions are correlated closely [Akuta et al., 2010;
Kurosaki et al., 2010c]. Still, Core70 [Akuta et al.,
2010] or ISDR [Kurosaki et al., 2010c] were predictors
of response to therapy independent of IL28B genotype.
Future study is needed to elucidate the possible mech-
anisms underlying the association between HCV
sequences and host genetic factors, and also the role
of host and viral factors for the prediction of treatment
response.
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In conclusion, a data mining analysis emphasized the
impact of substitutions in ISDR and Core70 on pretreat-
ment prediction of sustained virological response to
PEG-IFN plus RBV therapy. A decision-tree model that
includes substitutions in ISDR and Core70 of HCV could
identify patients with high probability of sustained
virological response, and could thereby improve the
predictive accuracy over predictions that are based on
standard tests.
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ERBEBENEOETIZORISE Z EHES
hTBY, BREZEIHTAIHYIA VAKEE
BAOBSEENHEL 2o TWh, 514,
FHLYANABIOBERFHETICIS%
EBIUEMERTHE, ThEDSEERED
BRA, SHICEERZELTLAZL2F
HEhb,

} C BT 460D B AR - TR E &
AR i

20097/ LT 4 FEES5HTE (genome-

* R ERER R EHELEAR B
* % LEERFEHASFARESET 832
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1 CEIEMIFREZEICS(T5 1L28B SNP
(rs8099917) MEEE

IL28B 7'/ % 4 7OHEEIX TT :73.1%, TG:

25.8%, GG:1.0%THhH, ~4F—=7TVI (G)

HEIZ0.139TH o7z (BEER).

wide association study : GWAS) 2L ¥, 19
FHREMALOIL28B BEFEBICHEERER
W BHET I —EDEFELERTFSLH
(SNP) HHEET A L MEINLY, HE
FEFE L IL28B OBEE LRI FAEOHE
12, PHREZEDTIDODOMILL-/FFES
V=T 53 IZREHICHRES R, AEExR
ZI:BIEZERTHAHZ EMEHERYY, &5
{2 Thomas 52 & h IL-28B SNP #C & &
RO BRERERICHEET S5 Z L HE
Ehi?,

IL28B #{=FEEIZ 12 IFN BB RIC5HE L
BE S A E D SNP BHFEET S, Thb
BRI RTHRVEEHNFEZ o TBINT
¥4 7EFHR LTS, LT, &d
BEDBWEED—D2D SNP (¥ 7" SNP) %
FARNIEE Y DOSNP 2R THZENTE
5, ZO%FSNP LT, BEDNDEZA
rs12979860%, Z 71 rs8099917° @ 2 » Bf
%% de factostandard & L TEH & h, #h ¥
NEFOBENEA D x—TILVBLIUYA
F—T7INEREL TS, SNP DRI
TV ODRDHFENRD B, PEROFED
SNP ##H 3 51213 ¥ —4 » A&, Tagman

T oA R ER—BBICAVWSRE, ¥/ %
AV R ECRIZETFRETIIEER{(LL 2
WEANDEELZBEFENBERIEDONE 20,
BREEREIC, BEAOBEZENERORE,

BREICBOWAGABOR )k, BERE
DEBEHT V) T EREREIC TSI
SEBEL, fv7+—LF-a vty EEo
ETITHLRITNE R b7\, FRELEFSH
EZO e b7/ A BEFEBITHECET A
RIS WCAIL T, L2AREMxCTHRE
FEBL&OERBZBLETHERITLZITAIEVT
2\,

’ I1.28B %% & PEG-IFN - RBV A%
R

20044128 X Y A% B X UHEEMKEE TITo
FerZ 4 ¥ —7zar (PEGIFN)/Y N
¥ ¥ (RBV) BEOEMRZHEAET
# o 7z Genotype 1 : 323%1, Genotype 2:
10841 % xF £ 12 IL28B SNP rs8099917 7 fE#T
2T, YA VA, BERT L THED
RLEOBEEXBF L7 IL28B5 /) %4 7D
BEIEXTT:73.1%, TG:25.8%, GG:1.0%
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Genotype 1 Genotype 2
(%) (%)
. 7 BT %
80 / 80 [ =P éj)l
60 —4— 60— —
40 — 40 — 80 — 78 —
58 69 63
20— [—140 20 —12— — —
24
0 9 0
<65 =65 <65 =65 <65 =65 <65 =65
N=149 N=50 N=54 N=22 N=79 N=16 N=18 N=8
Major Hetero/Minor Major Hetero/Minor

2 CEEMETREZEICH(TS IL28B SNP (rs8099917) & PEG-IFN/RBV AEMNR (BEH)
IL28BSNP X BB R LBEELTBY, A4 F—T7 ) L EFDEFTIZ60% A% null response TH o
= —F, IFN BRZH DY 4 W AT 5 Genotype 2EFITIZIL28B LRI HH b b7 BIF R BENE

PEoNT.

THY, ¥4 F—=7VU N (G HEZ0.139T
Ho7z (B1). IL28B SNP IZ{EERE &
{HEELTHBY, Genotype LEEZEDT A L
AERER (SVR) 3FEEEHE TT & 58%,
SEE TTH 40% 12k L, EEHEE TG+

GG # 24%, B#&E TG+GGH IR L EE
WWETL, 4+ =TI VERFOEFTI

60% 7% null response T& - 72 — 4, IFN
ERZMWEY L WA THS Genotype 2EF I

IL28B ZEZ 22000 b F BRIF 2 GBI R IR
LNTBY, BEiE TG+GGEHTH LR
Bif% SVRA{Bohz (B2).

ZNZ TOPEG-IFN/RBV #EHEIZBIT 5
HEHEDOHET TIL, Genotype LEFITDH
ISDR £ £ 2 DL E DRI Genotype 2@ %k
CEBRERGRVPBIFTH A Z LITEERRERELY
HEND Y, BEF T Genotype 122D
ISDR Z£ 2 L EDFERIZ IFN EEZETH
D, Genotype 2. IZIZEE D SVR 2B o1
5T rx#@mELA2", IL28B S RIBIIC AR
FORERFE) HCV B LT Z &3 5 & Gen-
otype 12*2 ISDR £ £ 2 Ml E D FEFIR Gen-
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otype 2% EEEREREZHDOT 4 VAT,

IL28B P iEEAIRICE 2 2 BB IIFTHFN I LA
mEanzY, —%, ISDRZEE 1 LT DR
TITIL28B ¥4 +—T7 U VEBITHEEICHE
ERRIZET L, BT null response & %2 5.
STAT-CHEEDE—F L LTET N
77 7VEN (TPV) M7z 3FIBAEE
DHREETIZIL28B <A F—T7 J VOEPIT
BIAYE null response W4, SVR 30%REE
LTS RBENRIIBONTELT, Y40
ABERATFTH L a7 EEYY LEEAK
MEFTHSILBBEELZHAEDLES
Z&T, TPVHEIAGRAREZOMREE &
DEMICFREITEL LR EmEIhTWVEY,
INHLOMRREREDFERECEER 2T
FTHBHEEDLIZ, BEEIERNCHTAE
M EEERRBICHIT T, IL28BRITEE
PO ICBEREIEFE~ES L T 5 25
THILD, SROREEFHEN—DLEX
bitbs.
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B m
PEG-IFN/RBV 48W

16.0 G 8
15.0 - i

-_c’ 140 'Yu’f .4. '_.;.....:T:.....T ......

® 130 p et o ——

- o ‘e, T * 24
f 12.0 k e, T. T T T T I - I T I- ~'/ —CC -
; 3 -:-...,,x .............. .""“"“""" ,,,,,, U R n 3

11.0 \Mi S S S S S S A CA/AA
100 = Ovefall

0 4 8 12 16 20 24 28 32 36 40 44 48 52 56 60 64 68 72
Treatment Weeks
Vuildlli7-2%

21.0
20.0
190 +
180 i

17.0 T =
3 5 ~7 N

PEG-IFN/RBV 48W |

16.0
15.0

PIt, 10/l

120 : — Overall |
0 4 8 12 16 20 24 28 32 36 40 44 48 52 56 60 64 68 72
Treatment Weeks

3 ITPA ZE & mEkigd
Genotype 1E2%3 % PEG-IFN/RBVASEBBFIC BT 2 RN 2 MRBRI 0EB %
ITPABICRLTA B E, RMICEL T, ITPA X4 F—7 Y VEFHOEFTIIERE
#, BB 28 U TRMIZERICHH S A, MRS L Tiin@mERL, ITPA
YA F =T INEFOEFATIIERRERHTIMRIETAEE TH o7 (xp <0.05).

} ITPA & MERFHED

20104 GWAS 12X V), CHCHEEICBITA
EmEBETSSNP &£ LT,
phosphatase (ITPA) EZFED 2 DD SNP
(rs11277354, rs7270101) 2SEE X hrz?,
ITPA X ITP # IMP I2BL Y Y ERL§ A EEE
THH, 4 F—TINVEHEIEE (CA/
AA) I ITPA FHEMET FAZERBLTY
A, FHF L RBVICLABFMBEEmMIZ, 7K
MmEIZERE L7 RBV 12 & o T IMPDH &
PEF SN B Z & THRINEK GTP 254 L,
FRIZEDDAzHENSE ATP LXVOET
VHELA P L AERZREI &, BllE &

Inosine tri-

(#13& b))

g EEZLNTWS, ITPADIAF—7
UL EFEDOBEEIZITPA EEIEN DR
MERAIZ ITP B ER L GTP A RIET 5
7%, ATP LRXLVOETH»HZ 6 iEdmd
BRI DIz %%, ITPARAF—T U L%
#o CHC £% X PEG-IFN/RBV BERH
DEMAHF S, BEFITLHERSE2E,
4D H ETIZITPA © 4 +— 7V VEH
THEINSWZ LD ERENZ (28:p
=6.6x107", 458:p=3.0x10"®)", Z»
HRELLTRBYVRESLEIILZLBEEDE
A% RBVBEZ TOHHE, RBV FER5E
ERELOBMEIHREINA TV,

ITPA SNP |2 PEG-IFN/RBV iB#E o Il
IR EDEETLZZEFHSN, EllE
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[TPA
(%) (%) SNPs
188 1£ 92 9 91 Occ
77

80 80 1—71—5——70 [ CA/AA

70 53 70

60 — 60 1

50 45 50

40163638 40 +—

30 - 30 +—

20 20 1

10 10

T T 0 .
N=56N=26 N=65N=31 N=44N=22 N=17N=6 N=20N=12 N=35N=22
g <13 13~18 >18 <13 13~18 >18
(F/7uL)
4 ITPA ZE-ARATI/IVRIE AR ROREER (B8FI, £ Genotype 1, % : Genotype 2)

HBRATM/AMREAI3E /1L LT Tid, ITPASRA F—T7T U NV ZEFHEOEMIITPA AV x—T Y L2
OFEFNCH L SVRFIXMET L7z FE#{LEBDA LN M/IHIEEF TIZITPASAF—FTYNLT
HHED, MMETICEAEFBEICL DV BEEDRETICORNS Z EATBEIN,

M/MRBAZHEDHEBETHY, <45+ —TY
NEFEOBREIIBW TIL/IMREBA 5L &2
Y, TNIZBEMOBER<YAF—TYLT
13, BIEERmMICTT 52REREL LTOR
IEMEEMTTENTEL 25720 EZ bhTw
578, M/MMREA & ITPA SNP OBFEIZE
MmEMITHBEDTED DY, IFN FEHE
/M4 & ITPA SNP OO EEOHE
ERLIRBENE R LY, SHBOBNIE:N
5o HEEFIZBWTYH Genotype 1EIIK
% PEG-IFN/RBV 48 BR#EIZ BT % ZFFHY
RIMERRP DR E ITPARICRLTAS
L, BEmICEAL T, ITPARAL F—T7 UL
ZRFOEFATEIRERY, BA8FZEBLTE
MZEECHH S NA, /MU LTI
BOERZERL, ITPANAF—T I VveH
DIEGITIIHERR CI/MUE T AS88E T
bol: (B3)"Y, HMmMEKBRAICET 5 REBED
AT CIZE M3k A & ITPA SNP & DEE
DN o7,

Il & /MR L9, REEBOHREIC
EEZMNRBAVFE CEEREEFTHEOE &
FLTWBI NG, EBEELLALDEEL

282

=1 BHERFL (BE{HI 656651 TDEE)
B5mRiE | B5mELE

BERFIR - B 14K 5
MERR D 8 A 0A
B (Z8E80) 8 A 2 A
FEER 8 A 4 A
IFN #B8E, RESM 4 A 4 A
BEEmA (W) 4 A 2 A
EMEE (HCCEU) BE| 6 A 2A
BRRIREEEETE 3A 0A
BREE (BREEXR) 1A 1A
EH#ES{E (DM, BEREIE) 0A 1A
DERE (BE TER) 0A 2A
BEAILZT oA 1A
B, RE 3 A oA

BERHICEFELTCVL0H, HEFITES
WA #ED-L 25, &L LTIRITPA
RAF =TI NEFOEFMRIEMIZZ DICL
WwWZ o RBVREFAFPFEEIEL (p=
0.012), ITPASNP & IFN RE & O IC1Z
EEZBEIZZDON o725, HBEMW
M/NRIEAS13TT /1L ELF @ Genotype 14EBI
T, ITPARA T =T I vzFRIEMNZ
SVR DT %8O, HHRELLERDALR
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B IM/MRIRERI TIZ ITPAA F—T U
ThHhbI e, MMETICL2EHREIC
YD BEYRETIZOREL I EARBEN
7= (E4).

} ZoMoOBEIVER

fits£ o PEG-IFN/RBV #BE#EETIZ, L
BOMERBADIZNIZ, 2F EF REIERN
BRAXEICIRREN TS5, HEFITE
TEAHRIEOWNRERE L7225, F1ITR
TLHOCEELRENERIZZ L, WIhbdiEHE
FIEICE D ERLPICEBEL 2. 65U LDOE
BEIEEREICEBRL CRIEATLES
EMIZHo 2V BFEZIT 2L (65K vs.
65l E=11.8% vs. 15.4%, p=0.24), &
HREREZITV, EVBRELZEO-RHO
BRI 1TH &%, BEEZEIIOLRA
2bnEBbihiz,

01EARFTHL 7T T7T—¥HEETHS
TPV »FKFRE L 72V, £% HCV HEiL di-
rect-acting antiviral (DAA) &% .l &

L7-Z At AEEDORREZ A2 L BEbN b,
TPV BFRHEETIZ, ERD 2 FIHBEDOEIME
RCmAT, &%, &, BREES2EH
BCHADZ EMFRESN TV E2Y, BIERR
Fog 2t 7o 7 7 —EHERIEERD
BRIHESATED, 1HLBVERES
NDOBESEVPHFEEINS,

} BbyIC

CHC BEODOBE#ILIELDAEIZB VT
i, IL28B % ITPA # &0l 2B EHF
BIUTANVZAEFETICL D BEEHREPE
TEEZERIFEL, 74N REEEAES
ZEBICREBO A EANGEEOEOMLEICE
BEThb. S, FREFNOERLLDIIE
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HETLREBEOI 22 VERREORENERF S
N 5. PEG-IFN ffAEETIRBRBEDORAD
LHBEEZEVCHTRERTENL, BESEZHE
TEVEERFHFINLSEIEREAR
BN, IoBBERELHESREE
& STAT-C BFR&E, & 5\ PEG-IFN-2
BEICIRVBR B2 L, BEOF—F— 24
FLOBRRAPEHF IS,

B B
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SIS

Summary

HCV ‘SRt EEEInFD
A€ L aERERA

IRAER"

A -0 F (IL) 288 OEBETSEIE, 2008 FCEUHT C EFROEENRICE
i

ETREEFLUTCHSEINL.

]
L28B BTG TEOIIRNE—EEER (SNP) T2

rs8098917 @ minor allele (TG GG) ZEEDEFEER, ©itiaLy (TT) BREICLS5~E
WEBBEZD > INI 15 —TJx0r - UNEYU Y (PEG-IFN - RBY) EEDENTS
BT EDBRESNLD, FSTLEL (TPV) ENACIEHEEECDVWTDREERR
EOFHBRFECLTEETHRCENBETNTLSD. CEEBETROBEILS2T
I&, IL28B ZEOEHTEES XUV ABFERCLDEAETNRETEICKD,
BOERADDEEEEVNARETERL, BEEATEL S, IEEERECHES
NEBEE STAT-CHEEZ B2 WE PEG-IFN- A BEIUGEDEBRA 2B E, BEDA —

F—AA MEORBENEFEINS.

(IL) 28B

LT ey
BEIRTE

FU®IC

IEMEE B T B F OIFRESGER OIE 1T 4
W AHRIZART R TH 7% HAEICBITH CH
B EOF Y 4 L AFEIZ. 1992 SF 10T S 1
4> %—7=0> (IFN) 2Z0OR00EE %
LT&E FEHEAIFN#EHATH LTS ¥
—7zu ¥ (PEG-IFN) i, ZOBEERBIT
ERE 251U EY Y (RBV) EOfHICE
% ERIEIE £258% 57, PEG-IFN - RBV #f
FHEENHAS L UHROBERBRE % o 7245

R

~

W
ot

CBHMSMERTR &/ LTDA FEEREHR (GWAS) (A r&—0O4F2
Av5F—7xz0O (FN)-2

BEFATHLT ) IAT1EET AV ABERND
sustained virological response (SVR) #=&1X 50%
H#ETH N, BHICH- 2 0REMCEERED
M. FgfEAZ Y X2 EHoOPIEBEDNE
FRNRETII OB LB 2o Twrz,

2PN IZHT 5 ISR NEROE S D.

BN 2 BERZIERERTOFE DL U2 57R
BENTWEY, —7. 200042 M7 LOE
B7SgE BAUTLSR, REDBIETFIERLEBEA
DRFBHZER I L BWENL T/ 274 FEE

BEMT (genome-wide association study : GWAS)
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