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Materials and methods
Patients

From 2007 to 2012, samples for the GWAS were obtained
from 416 CHC patients who were treated at 22 hospitals
(liver units with hepatologists) throughout Japan. In the
following stage of replication analysis, samples were col-
lected in an independent set of 404 Japanese CHC patients.
Most patients were treated with PEG-IFN-a2b (1.5 pg/kg
body weight subcutaneously once a week) or PEG-IFN-
o2a (180 pg once a week) plus RBV (600-1,000 mg daily
according to body weight) for 48 weeks for HCV genotype
1 and 24 weeks for genotype 2. Treatment duration was
extended in some patients up to 72 weeks for genotype 1
and 48 weeks for genotype 2 according to physicians’ pref-
erences. Other patients were treated with PEG-IFN-a2a or
IFN monotherapy, or IFN-a2b plus RBV in standard doses
of the regimens. The doses of drugs were reduced accord-
ing to the recommendations on the package inserts or the
clinical conditions of the individual patients. Erythropoietin
or other growth factors were not given. Patients chronically
infected with hepatitis B virus or human immunodeficiency
virus, or with other causes of liver disease such as autoim-
mune hepatitis and primary biliary cirrhosis, were excluded
from this study. Written informed consent was obtained from
all individual participants in this study and the study proto-
col conformed to the ethics guidelines of the Declaration of
Helsinki and was approved by the institutional ethics review
committees.

Inclusion criteria of neutropenia

In the initial stage of GWAS, we defined the inclusion cri-
teria of the case group as minimum neutrophil counts of
<750/mm? at week 2 or 4 during IFN-based therapy, since
the dose reduction of IFN is recommended at those levels
on the package inserts. Thereafter we did it as minimum
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neutrophil counts of <600/mm? at week 2 or 4 in the fol-
lowing GWAS and the replication stages.

SNP genotyping and data cleaning

We conducted two stages of GWAS using the Affym-
etrix Genome-Wide Human SNP Array 6.0 (Affymetrix,
Inc. Santa Clara, CA) according to the manufacturer’s
instructions. The cut-off value was calculated to maxi-
mize the difference, which was also close to median
change. At GWAS, the average overall call rate of
patients in the case and the control group reached 98.66
and 98.79 %, respectively. We then applied the following
thresholds for SNP quality control (QC) in data cleaning:
SNP call rate >95 % for all samples, minor allele fre-
quency (MAF) >1 % for all samples. A total of 601,578
SNPs on autosomal chromosomes passed the QC filters
and were used for association analysis. All cluster plots
of SNPs showing P < 0.0001 in association analyses
by comparing allele frequencies in both groups were
checked by visual inspection and SNPs with ambiguous
genotype calls were excluded. In the replication study,
the genotyping of 192 candidate SNPs in an independ-
ent set of 404 Japanese HCV-infected patients was car-
ried out using the DigiTag2 assay (Nishida et al. 2007).
Successfully genotyped SNPs in the replication analysis
had a >95 % call rate, and cleared Hardy—Weinberg equi-
librium (HWE) P > 0.001. One SNP could not be geno-
typed, and hence we obtained data on 191 SNPs includ-
ing 1$9915252. Three SNPs, rs4794822, rs3907022, and
rs3859192 located around the proteasome 26S subunits
non-ATPase 3 (PSMD3) gene and rs8099917 near the
IL28B gene were genotyped by TagMan SNP Genotyping
Assays (Applied Biosystems, Carlsbad, CA) following
the manufacturer’s protocol.

Laboratory and histological tests

Blood samples were obtained at baseline and at appro-
priate periods after the start of therapy and for hemato-
logic tests, blood chemistry, and HCV RNA. Fibrosis was
evaluated on a scale of 0—4 according to the METAVIR
scoring system. The SVR was defined as an undetectable
HCV RNA level by Roche COBAS Amplicor HCV Mon-
itor test, v.2.0 (Roche Molecular Diagnostics, Pleasanton,
CA) with a lower detection limit of 50 TU/ml or Roche
COBAS AmpliPrep/COBAS TagMan HCV assay (Roche
Molecular Diagnostics, Pleasanton, CA) with a lower
detection limit of 15 IU/ml 24 weeks after the completion
of therapy. Serum granulocyte colony-stimulating fac-
tor (G-CSF) levels were analyzed using Human G-CSF
Quantikine ELISA Kit (R&D Systems, Inc., Minneapo-
lis, MN).

@ Springer

— 117 —



282

Hum Genet (2015) 134:279-289

Expression quantitative trait locus analysis

Expression quantitative trait locus analysis (eQTL) was
conducted using the web-based tool, Genevar (http://www.
sanger.ac.uk/resources/software/genevar)  (Yang et al.
2010). We evaluated the correlations between rs2305482
genotypes and the expression of transcripts of PSMD3 or
colony-stimulating factor 3 (CSF3) by the Spearman’s rank
correlation coefficient.

Statistical analysis

In the GWAS and the replication stages, the observed
association between a SNP and neutropenia induced by
IFN-based therapy was assessed by the Chi square test
with a two-by-two contingency table in three genetic
models: the allele frequency model, the dominant-effect
model and the recessive-effect model. Significance lev-
els after Bonferroni correction for multiple testing were
P =831 x 1078 (0.05/601,578) in the GWAS stage and
P =262 x 107 (0.05/191) in the replication stage. Cat-
egorical variables were compared between groups by the
Chi square test, and non-categorical variables by the Stu-
dent’s t test or the Mann—-Whitney U test. Multivariate
logistic regression analysis with stepwise forward selec-
tion was performed with P < 0.05 in univariate analysis as
the criteria for model inclusion. To evaluate the discrimi-
natory ability of neutrophil counts at baseline to predict
neutropenia during IFN-based therapy, receiver operating
characteristic curve (ROC) curve analysis was conducted.
Changes of serum G-CSF levels from baseline to the
period with neutropenia during IFN-based therapy were
compared by the repeated measure analysis of variance

(ANOVA). Correlations between neutrophil counts and
serum G-CSF levels were analyzed using Pearson’s corre-
lation coefficient test. P < 0.05 was considered significant
in all tests.

Results
Genetic variants associated with IFN-induced neutropenia

We conducted two stages of GWAS by changing the
terms of neutrophil counts, followed by the replica-
tion analysis (Fig. 1). The characteristics of the patients
in each group for the GWAS and the replication stage
are summarized in Table 1. At the first stage of GWAS
(GWAS-1st), we genotyped 416 Japanese CHC patients
with minimum neutrophil counts of <750/mm? (Case-
Gl1, n = 114) and >1,000/mm* (Control-G, n = 302) at
week 2 or 4 during IFN-based therapy. Here there may
still be mixed with undesirable samples that should be
removed from the case group. Therefore, we designed
and carried out the second stage of GWAS (GWAS-2nd)
comparing the patients with more severe neutropenia to
the control group: in patients with minimum neutrophil
counts of <600/mm? (Case-G2, n = 50) and >1,000/mm?>
(Control-G, n = 302) at week 2 or 4 using the same sam-
ples as used in GWAS-1st. Supplementary Fig. 1 shows
a genome-wide view of the single-point association data
based on allele frequencies in GWAS-1st and GWAS-
2nd. No association between SNPs and IFN-induced
neutropenia reached a genome-wide level of significance
[Bonferroni criterion P < 8.31 x 1078 (0.05/601,578)].
Therefore, we selected the candidate SNPs principally

Fig. 1 Outline of the study Genome-wide association study 601,578 SNPs passed QC filters
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Table 1 Clinical characteristics of patients in GWAS and the replication study

GWAS

Replication study

Case-G1 (n = 114) Case-G2 (n = 50) Control-G (n = 302)

Case-R (n = 50) Control-R (n = 354)

At baseline
Gender, male/female 48/66 21/29
Age, years 57.9 (8.7) 57.1(8.3)
Neutrophil count, /mm’ 1,800 (777) 1,662 (897)
Hemoglobin, g/dL. 13.6 (1.3) 13.5(1.3)
Platelet count, x 10%/L 141 (42) 132 (46)
ALT, IU/L 82.9 (88.6) 70.4 (53.1)
HCV genotype, 1/2/ND 95/18/1 40/10/0
HCV RNA, log IU/mL 5.9 (0.8) 5.9 (1.0)
Liver fibrosis, FO-2/F3-4/ND 62/22/30 25/10/15
rs8099917, TT/TG + GG/ND 74/39/1 35/15/0

Regimen
PEG-IFN + RBV/IFN + RBV/PEG-  112/0/0/2 48/0/0/2

IFN/IFN mono

At week 4

Neutrophil count, /mm’® 606 (126) 496 (104)

170/132 24/26 208/146
57.2(11.2) 59.1(10.2) 56.7 (9.6)
2,750 (984) 1,570 (552) 2,724 (985)
14.2 (1.5) 13.6 (1.6) 143 (1.5)
164 (54) 140 (47) 162 (60)
81.5(77.9) 87.8 (82.7) 85.2(71.1)
250/51/1 45/5/0 27717710
6.1(0.8) 6.1(0.9) 6.1(0.8)
168/70/64 21/6/23 229/87/38
189/109/4 31/17/2 278/70/6
277191917 44/4/2/0 351/0/3/0
1,551 (501) 501 (89) 1,533 (484)

Data are expressed as number for categorical data or the mean (standard deviation) for non-categorical data

GWAS genome-wide association study, ALT alanine transaminase, ND not determined, PEG-IFN pegylated interferon, /FN mono, interferon

monotherapy, RBV ribavirin

by comparing between GWAS-1st and GWAS-2nd as
follows. There were 6,315 and 5,736 SNPs with odds
ratios (ORs) <0.7 or >1.5 at GWAS-1st and GWAS-2nd,
respectively. Of these, the ORs of 135 SNPs were more
notable at GWAS-2nd than at GWAS-1st. In addition to
the 135 SNPs, we selected 15 and 33 SNPs with P < 10™*
at GWAS-1st and GWAS-2nd, and added 9 SNPs which
are located around the candidate genetic regions identi-
fied by the GWAS stage and are non-synonymous or
related to diseases in previous reports. Consequently, we
carried out the replication analysis focusing on this total
of 192 SNPs.

In the subsequent replication analysis, we carried out
genotyping of the 192 candidate SNPs in an independent
set of 404 Japanese HCV-infected patients with minimum
neutrophil counts of <600/mm> (Case-R, n = 50) and
>1,000/mm> (Control-R, n = 354) at week 2 or 4 during
IFN-based therapy (Table 1; Fig. 1). The results in the rep-
lication stage combined with GWAS-2nd are shown in Sup-
plementary Table 1. Several SNPs such as rs11743919 and
1s2457840 showed strong associations with low P value,
however, the MAF of them were <5 %. In general, low
frequent SNPs tend to show unsettled associations, espe-
cially in statistical analysis with small number of samples.
Therefore, we excluded these SNPs from the final candi-
dates. Consequently, we determined the SNP rs2305482,
located in the intron of PSMD3 gene on chromosome 17,
as the most promising candidate, which showed a strong

association with IFN-induced neutropenia in the combined
results of GWAS-2nd and the replication stage (OR = 2.18;
95 % CI = 1.61-2.96, P = 3.05 x 1077 in the allele fre-
quency model) (Table 2).

Association of SNPs located in PSMD3-CSF3
with neutropenia

A previous GWAS showed that rs4794822 located between
the PSMD3 and CSF3 genes was associated with neutrophil
counts in Japanese patients including 14 different disease
groups (Okada et al. 2010). As shown in Fig. 2, rs4794822
is in strong linkage disequilibrium (LD) with rs2305482
which we identified in the present study. Thus, the pairwise
LD (%) in the HapMap JPT: Japanese in Tokyo, Japan, is
0.66. Because the SNP rs4794822 is not included in the
Affymetrix Genome-Wide Human SNP Array 6.0, we
additionally genotyped it together with three other SNPs
(rs9915252, rs3859192 and rs3907022) located in the same
LD block around the PSMD3 gene (Fig. 2). The allele fre-
quency of each SNP was compared between patients with
minimum neutrophil counts of <600/mm® (Case-G2 + R:
Case-G2 plus Case-R, n = 100) and >1,000/mm? (Control-
G + R: Control-G plus Control-R, n = 656) at week 2 or
4 during IFN-based therapy. This showed that, rs4794822
was also strongly associated with neutropenia during
IFN-based therapy (OR = 2.24; 95 % CI = 1.63-3.07,
P =3.63 x 107 in the allele frequency model) (Table 3).
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Table 2 SNP associated with interferon-induced neutropenia

15

P value?

OR* (95 % CI)

12 22

Control

11

o™
(]

12

Case
11

Stage

Allele
(1/2)

allele

Risk

Nearest
gene

dbSNP rsID

Springer

143 (47.4)
143 (47.4)
136 (39.1)

295 x 1073

1.61 (1.17-2.20)
2.37(1.54-3.65)
1.99 (1.30-3.06)
2.18 (1.61-2.96)

133 (44.0)
133 (44.0)
179 (51.4)

52 (46.0) 38 (33.6) 26 (8.6)
28 (57.1)

20 (40.8)
48 (49.0)

23 (20.4)
12 (24.5)

GWAS-1st

C C/A

PSMD3

rs2305482

647 x 107°

26 (8.6)

9 (18.4)
17 (34.7)
26 (26.5)

GWAS-2nd

146 x 1073

33(9.5)
59 (9.1)

12 (24.4)
24 (24.5)

Replication

3.05 x 1077

312 (48.0)

279 (42.9)

Combined®

Data of allele distribution represent number (%). Data of subjects whose genotypes were not determined were excluded

SNP single nucleotide polymorphism

* Odds ratio for the allele frequency model

® P value by the Chi square test for the allele frequency model

¢ Allele distributions in GWAS-2nd and replication were combined

Predictive factors for IFN-induced neutropenia

The following analyses were carried out for rs2305482
and rs4794822 using the subjects in Case-G2 + R and
Control-G + R. Neutrophil counts at baseline correlated
with 1s2305482 and 1s4794822 genotypes (Supplementary
Fig. 2), and strongly affected IFN-induced neutropenia as
shown by ROC analysis (area under the curve = 0.860)
(Supplementary Fig. 3). Furthermore, gender, hemoglobin
level, and platelet count at baseline were also significantly
associated with IFN-induced neutropenia by univariate
analysis (Table 4). Therefore, we analyzed pretreatment
predictive factors for IFN-induced neutropenia in logistic
regression models that included the following variables:
gender, neutrophil count, platelet count, and rs2305482
or 154794822 genotypes. In addition to neutrophil count,
152305482 CC was an independent predictive factor for
IFN-induced neutropenia (OR = 2.497; 95 % CI = 1.281-
4.864, P = 0.0072) (Table 5) as was rs4794822 CC
(OR = 2.272; 95 % CI = 1.337-3.861, P = 0.0024) (Sup-
plementary Table 2).

Impact of PSMD3-CSF3 SNPs on tolerated drug doses
and treatment efficacy

To evaluate the impact of PSMD3-CSF3 SNPs on doses
of drugs given, and on treatment efficacy, we selected 380
HCV genotype 1-infected patients treated with PEG-IFN/
RBV for 48 weeks. They were selected as having infor-
mation available on the doses of PEG-IFN/RBV that they
had received (Supplementary Table 3). It was reported
that rates of viral clearance were significantly reduced in
patients who could not be maintained on at least 80 % of
their drug doses for the duration of PEG-IFN/RBV ther-
apy (McHutchison et al. 2002). In reference to this result,
we stratified the patients into three groups according to
the doses of PEG-IFN or RBV administered, as follows:
<60 %, >60 to <80 %, >80 % of the planned doses for
48 weeks. The proportion of patients in the <60 % group
for PEG-IFN was significantly higher in patients possess-
ing 152305482 CC than in those with AA/AC (P = 0.005),
whereas there was no association for RBV (Fig. 3). The
same results were found in the analysis of rs4794822
(Supplementary Fig. 4). However, the univariate analysis
of pretreatment factors associated with SVR showed that
there was no association between SVR and rs2305482 or
rs4794822 genotypes (Supplementary Table 3).

Candidate SNP-gene association analysis in IFN-induced
neutropenia

To investigate whether the SNPs associated with neutro-
penia affect the expression of nearby genes, we conducted
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Chromosome 17

PSMD3 E

Chromosome position

Fig. 2 Position on chromosome and pairwise linkage disequilibrium (3] diagrams in the HapMap JPT around the PSMD3-CSF3 locus

an eQTL analysis. The C allele of rs2305482, a risk for
neutropenia, was associated with higher expression levels
of PSMD?3 in the populations of LWK: Luhya in Webuye,
Kenya (rho = 0.30, P = 0.006), and MEX: Mexican ances-
try in Los Angeles, California (rho = 0.36, P = 0.015)
(Supplementary Fig. 5a), whereas it was associated
with lower expression levels of CSF3 in CHB: Han Chi-
nese in Beijing, China, in the probe of ILMN_1655639
(tho = —0.48, P = 5.5 x 107 (Supplementary Fig. 5b),
and in MEX in that of ILMN_1706852 (rho = —0.33,
P = 0.028) (Supplementary Fig. 5c).

CSF3 encodes a cytokine, known as G-CSF which is
produced by different type of cells such as macrophages,

monocytes, stromal cells in the bone marrow, fibroblast,
and endothelial cells. The eQTL analysis is based on the
whole-genome gene expression variations in lymphoblas-
toid cell lines derived from HapMap individuals. Therefore,
it was still necessary to analyze gene expression in G-CSF
producing cells, as well as expression at the protein level.
Hence, we measured serum G-CSF levels at baseline and
week 2 or 4 (at the time of minimum neutrophil counts)
in 127 CHC patients receiving IFN-based therapy. There
were no differences in serum G-CSF levels at baseline and
the time of minimum neutrophil counts as well as in their
changes according to 152305482 or rs4794822 genotypes
(Supplementary Fig. 6a, b). In addition, neutrophil counts
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Table 3 Association of SNPs located in PSMD3-CSF3 with interferon-induced neutropenia

1S

P value!

OR® (95 % CI)

12

Control-G + R® (n = 656)

11

22

Case-G2 + R* (n = 100)

Allele
172
(1/2) 0

Risk
allele

Nearest
gene

dbSNP rsID

Springer

9.64 % 1077

2.13 (1.57-2.89)

2.24 (1.63-3.07)
2.11(1.54-2.89)

47 (49.0) 26 (27.1) 57 (8.9) 276 (433) 304 (47.7)
45 (45.9) 130 (21.2)
129 (21.3)

45 (45.9)
44 (44.9)

23 (24.0)
42 (42.9)
41 (41.8)

G/C

PSMD3

rs9915252
rs4794822

3.63 % 1077

176 (28.7)
170 (28.1)

308 (50.2)
306 (50.6)
313 (50.7)

11(11.2)

cIr

C
A

PSMD-CSF3

231 x 107

12 (12.2)

GSDMA-PSMD A/G
GSDMA

rs3907022
rs3859192

1.82 (1.34-2.48) 1.04 x 1074

181 (29.3)

123 (19.9)

17 (17.3)

37 (37.8)

c/T

Data of allele distribution represent number (%). Data of subjects whose genotypes were not determined were excluded

SNP single nucleotide polymorphism

# Case-G2 + R: Case-G2 plus Case-R

b Control-G + R: Control-G plus Control-R
¢ Odds ratio for the allele frequency model

4 P value by the Chi square test for the allele frequency model

did not correlate with serum G-CSF levels at baseline and
the time of minimum neutrophil counts (Supplementary
Fig. 7a), and there was no difference in the changes of
serum G-CSF levels from baseline to the time of minimum
neutrophil counts between patients with minimum neutro-
phil counts of >1,000/mm? and <600/mm? (Supplementary
Fig. 7b).

Discussion

The present GWAS first showed a strong association
between genetic variant and IFN-induced neutropenia,
namely, with rs2305482 in PSMD3 on chromosome 17.
Although neutrophil counts at baseline were associated
with the 152305482 genotype and the incidence of neu-
tropenia during IFN-based therapy, the logistic regression
analysis revealed that the rs2305482 genotype was inde-
pendently associated with IFN-induced neutropenia.

Intriguingly, the PSMD3-CSF3 locus was reported to be
associated with total white blood cell (WBC) counts based
on GWAS of populations with European ancestry (Crosslin
et al. 2012; Soranzo et al. 2009) and in Japanese (Kama-
tani et al. 2010). These findings were replicated in African
Americans (Reiner et al. 2011). Moreover, another GWAS
by Okada et al. (2010) showed that 1s4794822 in PSMD3-
CSF3 was associated with neutrophil counts in 14 differ-
ent groups of diseases in Japanese patients who were not
undergoing chemotherapy. In the present study, rs4794822
as well as rs2305482 was also associated with pretreatment
neutrophil counts in CHC patients (Supplementary Fig. 2).
However, there have been no reports showing an associa-
tion between PSMD3-CSF3 variants and reduction of WBC
or neutrophil counts following treatments such as IFN and
chemotherapy. The pairwise LD diagram for PSMD3-CSF3
by HapMap JPT shows that rs4794822 is in strong LD
with rs2305482, which we identified here (Fig. 2). In the
present study, both rs2305482 and rs4794822 were associ-
ated with IFN-induced neutropenia. Collectively, previous
reports together with our results imply that the PSMD3-
CSF3 locus is associated with neutropenia in CHC patients
under IFN-based therapy as well as with neutrophil counts
in healthy individuals and patients without bone marrow
suppressive therapy.

In further clinical investigation, the rs2305482 and
154794822 genotypes were associated with the doses of
PEG-IEN that could be given to HCV genotype 1-infected
patients treated with PEG-IFN/RBV (Fig. 3; Supple-
mentary Fig. 4). Unfortunately, we could not collect the
detailed information about the reason for the reduction of
PEG-IFN in this group. However, we highly suppose that
these SNPs affected the doses of PEG-IFN through neutro-
penia in some cases, since neutropenia is one of the major
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Table 4 Univariate analysis of pretreatment factors associated with interferon-induced neutropenia

Case-G2 + R* (n = 100) Control-G + R® (n = 656) P value®
Gender, male/female 45/55 3781278 0.018
Age, years 58.1(9.3) 56.9 (10.4) 0.262
Neutrophil count, /mm? 1,614 (735) 2,742 (979) <0.001
Hemoglobin, g/dL 13.5(1.5) 14.2 (1.5) <0.001
Platelet count, x 10°/L 136 (46) 163 (57) <0.001
ALT, IU/L 79.1 (69.7) 83.5(74.3) 0.574
HCV RNA, log IU/ml 6.0 (0.9) 6.1 (0.8) 0.164
Liver fibrosis, FO-2/F3-4/ND 46/16/38 397/157/102 0.674
rs2305482, AA + AC/CC/ND 7412412 591/59/6 <0.001
rs4794822, TT + TC/CC/ND 56/42/2 484/130/42 <0.001

Data are expressed as number for categorical data or the mean (standard deviation) for non-categorical data

ALT alanine transaminase, ND not determined
* Case-G2 + R: Case-G2 plus Case-R
® Control-G + R: Control-G plus Control-R

¢ Categorical variables were compared between groups by the Chi square test and non-categorical variables by the Student’s 7 test

Table 5 Logistic regression analysis of pretreatment factors associ-
ated with interferon-induced neutropenia

OR (95 % CI) P value

0.4331
<0.0001
0.8604
0.0072

1.229 (0.734-2.059)
0.998 (0.997-0.998)
1.005 (0.953-1.059)
2.497 (1.281-4.864)

Gender, female
Neutrophil count, /mm?>
Platelet count, x 10%/L
rs2305482, CC

PEG-IFN RBV
P=0.005

100 -

[o:d
o
I

[+2}
[}
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# >80%
i 60- <80%
B <60%

S
o
L

N
o
L

Proportion of three groups based on
administerd dosage of drug (%)
o

AA/AC cc AA/AC cC
(n =340) (n = 40) (n=340) (n=40)

rs2305482

Fig. 3 Administered doses of PEG-IFN and RBV according to
rs2305482 genotypes. The patients were stratified into three groups
according to the doses of PEG-IFN or RBV administered, as follows:
<60 %, =60 to <80 %, >80 % of the planned doses for 48 weeks.
The proportion of patients receiving <60 % of the PEG-IFN doses
was significantly higher in patients with rs2305482 CC than in those
with AA/AC (P = 0.005, by the Chi square test). PEG-IFN pegylated
interferon, RBV ribavirin

reasons for the dose reduction of PEG-IFN in PEG-IFN/
RBYV therapy. While, there were no associations between
SVR and rs2305482 or rs4794822 genotypes (Supplemen-
tary Table 3).

PSMD3 encodes the proteasome 26S subunit, non-
ATPase 3, a member of the 26S proteasome family, and is
involved in the control of cell cycle transition via the ubig-
uitin—proteasome pathway (Bailly and Reed 1999). CSF3
encodes G-CSF, which controls the production, differen-
tiation, and function of granulocytes (Nagata et al. 1986).
Recombinant G-CSF is widely used to treat patients with
severe neutropenia during chemotherapy. Therefore, we
hypothesize that PSMD3-CSF3 variants may influence neu-
trophil counts through affecting the process of endogenous
G-CSF synthesis during IFN-based therapy or other bone
marrow suppressive therapies. However, eQTL analysis
by Okada et al. (2010) showed that rs4794822 was sig-
nificantly associated with the expression level of PSMD3,
rather than that of CSF3 in the JPT and CHB populations.
Our eQTL analysis showed that the risk allele for neutrope-
nia at rs2305482 correlated with higher expression levels
of PSMD3 in LWK and MEX populations (Supplementary
Fig. 5a), whereas with lower expression levels of CSF3 in
MEX and especially in CHB populations (Supplementary
Fig. 5b, c). However, these results were not replicated in
the other probe of CSF3. Additionally, we analyzed serum
G-CSF levels in CHC patients receiving IFN-based therapy.
Although serum G-CSF levels were thought to be increased
in response to neutropenia regardless of rs2305482 and
154794822 genotypes, there was no evidence that they were
lower in patients with a risk allele of these SNPs at baseline
and during the neutropenic period (Supplementary Fig. 6).
Moreover, neutrophil counts did not correlate with serum
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G-CSF levels at baseline and the time of minimum neu-
trophil counts (Supplementary Fig. 7a). Further functional
analyses of these genes and polymorphisms are required to
elucidate the reason for the association between PSMD3-
CSF3 and IFN-induced neutropenia as well as neutrophil
counts in healthy individuals.

In previous reports, PLBC4, DARC, CXCL2, and CDK5
loci have also been associated with neutrophil or WBC
counts in healthy individuals or patients who were not
under chemotherapy (Crosslin et al. 2012; Kamatani et al.
2010; Okada et al. 2010; Reiner et al. 2011). However,
there were no associations with these loci discernible in our
GWAS.

The important limitation of this study is that the asso-
ciation between rs2305482 and IFN-induced neutropenia
was not statistically significant in a genome-wide level.
Thompson et al. (2012) also identified no genetic deter-
minants of IFN-induced neutropenia during PEG-IFN/
RBYV therapy at the level of genome-wide significance by
their GWAS. Unlike our study design, they analyzed the
association between the reduction of neutrophil counts at
week 4 and any SNPs. Indeed, we analyzed the associa-
tion between the reduction of neutrophil counts at week 2
or 4 and rs2305482 or rs4794822, but there was no signifi-
cant association. Therefore, further independent replication
analyses which are designed in the similar way as our study
are desirable.

IFN-free therapies are expected to be useful especially in
IFN-resistant patients and may become the standard of care
in the near future. However, combination therapies of DAA
and IFN will continue to be used for some time. Our find-
ings contribute to our understanding of the genetic factors
influencing IFN-induced neutropenia. Furthermore, these
genetic variants may be associated with neutropenia during
chemotherapies for various malignant diseases as well as
IFN-based therapy for CHC. Therefore, genetic testing of
these variants might be useful for establishing personalized
doses of such therapies to minimize drug-induced adverse
events. Additionally, our results might contribute to the elu-
cidation of the mechanism of drug-induced neutropenia.
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ABSTRACT

Equine hepacivirus (EHcV) has been identified as a closely related homologue of hepatitis C virus (HCV) in the United States, the
United Kingdom, and Germany, but not in Asian countries. In this study, we genetically and serologically screened 31 serum
samples obtained from Japanese-born domestic horses for EHcV infection and subsequently identified 11 PCR-positive and 7
seropositive serum samples. We determined the full sequence of the EHcV genome, including the 3" untranslated region (UTR),
which had previously not been completely revealed. The polyprotein of a Japanese EHcV strain showed approximately 95% ho-
mology to those of the reported strains. HCV-like cis-acting RNA elements, including the stem-loop structures of the 3’ UTR and
kissing-loop interaction were deduced from regions around both UTRs of the EHcV genome. A comparison of the EHcV and
HCYV core proteins revealed that Ile'”® and Phe'”" of the EHcV core protein could be important for cleavage of the core protein by
signal peptide peptidase (SPP) and were replaced with Ala and Leu, respectively, which inhibited intramembrane cleavage of the
EHcV core protein. The loss-of-function mutant of SPP abrogated intramembrane cleavage of the EHcV core protein and bound
EHcV core protein, suggesting that the EHcV core protein may be cleaved by SPP to become a mature form. The wild-type EHcV
core protein, but not the SPP-resistant mutant, was localized on lipid droplets and partially on the lipid raft-like membrane in a
manner similar to that of the HCV core protein. These results suggest that EHcV may conserve the genetic and biological proper-
ties of HCV.

IMPORTANCE

EHcV, which shows the highest amino acid or nucleotide homology to HCV among hepaciviruses, was previously reported to
infect horses from Western, but not Asian, countries. We herein report EHcV infection in Japanese-born horses. In this study,
HCV-like RNA secondary structures around both UTRs were predicted by determining the whole-genome sequence of EHcV.
Our results also suggest that the EHcV core protein is cleaved by SPP to become a mature form and then is localized on lipid
droplets and partially on lipid raft-like membranes in a manner similar to that of the HCV core protein. Hence, EHcV was iden-
tified as a closely related homologue of HCV based on its genetic structure as well as its biological properties. A clearer under-
standing of the epidemiology, genetic structure, and infection mechanism of EHcV will assist in elucidating the evolution of
hepaciviruses as well as the development of surrogate models for the study of HCV.

he Flaviviridae family is composed of four genera: Flavivirus,
Pestivirus, Pegivirus, and Hepacivirus. Flaviviridae family vi-
ruses are enveloped and contain a single-stranded, positive-sense
RNA genome, which encodes a single large precursor polyprotein
composed of approximately 2,800 to 3,000 amino acids. The ge-
nus Hepacivirus had included only two species, hepatitis C virus
(HCV) and GB virus B (GBV-B), until 2010. GBV-B was isolated
from serum samples obtained from laboratory tamarins by 11
passages of serum obtained from a human patient with idiopathic
hepatitis (1). Although GBV-B experimentally infects tamarins
and common marmosets, but not chimpanzees, in vivo (2, 3), the
natural host of GBV-B has not yet been clarified. Several hepaci-
virus species were recently detected in dogs, horses, bats, and ro-
dents and tentatively designated nonprimate hepaciviruses
(NPHVs). Bat hepaciviruses have been isolated from some species
of bats in Kenya (4), while rodent hepaciviruses have been isolated
from several species of rodents in Germany, the Netherlands,
South Africa, and Namibia (5, 6). GBV-B is phylogenetically more
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similar to rodent hepacivirus than to HCV (5). Several strains of
equine hepacivirus (EHcV) have been isolated from domestic
horses in the United States, the United Kingdom, and Germany
(5, 7, 8). The canine hepacivirus was isolated from dogs in the
United States (9) but has not yet been genetically or serologically
detected in any dogs other than those from the first report (5, 7, 8).
The polypeptides of canine hepacivirus show approximately 95%
amino acid homology to those of the EHcV strains, suggesting that
canine hepacivirus may belong to the same species as EHcV and
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that infections may be rare in dogs (5, 7, 8, 10). Recent phyloge-
netic analyses identified EHcV as the most closely related viral
homologue of HCV among the reported NPHYV strains; however,
epidemiological and virological information on EHcV is limited.
The open reading frames of EHcV strains show approximately
95% homology to one another, suggesting that previously re-
ported EHcV strains may be classified into one species. Several
genome sequences of rodent hepacivirus have already been com-
pletely determined (5). The 3’ untranslated region (UTR) of HCV
was found to include three stem-loop (SL) structures, while vari-
able stem-loop structures were found in that of rodent hepacivirus
and GBV-B (5). However, the nucleotide sequence of the EHcV 3’
UTR has not yet been determined completely because the ade-
nine-rich [(A)-rich] sequence downstream of the stop codon in
the EHcV genome interrupts an ordinary 3’-rapid amplification
of cDNA ends (RACE) reaction (8). The RNA secondary structure
of the hepacivirus 3" UTR may indicate species specificity (5).

On the basis of amino acid similarities among the polyproteins
of NPHVs and HCV, the N-terminal one-fourth of the NPHV
polyprotein has been predicted to be cleaved by signal peptidase
into mature structural proteins and a viroporin (core, E1, E2, and
p7), while the C-terminal three-fourths has been predicted to be
cleaved by viral proteases into maturated nonstructural proteins
(NS2, NS3, NS4A, NS4B, NS54, and NS5B) (6). Core, E1, and E2
have been predicted to form viral particles with host lipids, al-
though it remains unclear whether p7 is incorporated into a viral
particle. Signal peptide peptidase (SPP) was shown to further
cleave the C-terminal transmembrane region of HCV and GBV-B
core protein after signal peptidase-dependent cleavage (11, 12).
However, whether SPP cleaves the C-terminal transmembrane re-
gion of the NPHV core protein remains unknown.

The mature core proteins of HCV and GBV-B are localized
mainly on lipid droplets (LDs) (13, 14). The core proteins of den-
gue virus are also localized on LDs but are not cleaved by SPP (15),
suggesting that localization of the core protein on LDs may be one
of the common characteristics of the Flaviviridae family. The HCV
core protein is known to be partially localized in the detergent-
resistant membrane (DRM), which originates from lipid raft-like
membranes (16, 17). The DRM is composed of cholesterol and
sphingolipids, which are included in the replication compart-
ment known as the membranous web (18, 19). Therefore, LDs
and DRM are considered to be the intracellular compartments
for the replication and viral assembly of HCV, but it is cur-
rently unknown whether NPHV core proteins are localized on
LDs and DRM.

Epidemiological information on EHcV is still limited. The re-
sults of the present study demonstrated that Japanese-born do-
mestic horses were infected with EHcV, which showed high ho-
mology to the reported strains on the basis of its nucleotide and
amino acid sequences. We predicted the RNA secondary struc-
tures around the 5" and 3’ UTRs of the EHcV genome and ana-
lyzed the biological properties of the EHcV core protein in relation
to the HCV core protein.

MATERIALS AND METHODS

Samples. Serum samples 1 to 13 were collected from Japanese-born do-
mestic horses raised on one farm, farm A, located in Hokkaido, Japan,
while groups of serum samples numbered 14 to 18 and 19 to 31 were from
horses on farms B and C, respectively, located in Tokyo, Japan (Fig. 1).
The distance between Hokkaido and Tokyo is about 1,000 km. All sample
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collections conformed to guidelines for the care and use of laboratory
animals (Yamanashi University) and were approved by the Institutional
Committee of Laboratory Animal Experimentation (Yamanashi Uni-
versity). All samples were divided into small aliquots and stored at
—80°C until nucleic acid extraction.

RT-PCR. Total RNAs were prepared from horse sera using a Qiagen
viral RNA extraction kit (Qiagen, Valencia, CA). RNAs were converted to
cDNA using a PrimeScript reverse transcription-PCR (RT-PCR) kit
(TaKaRa, Shiga, Japan) with random primers. The viral gene was ampli-
fied by PCR using PuReTaq Ready-To-Go PCR beads (GE Healthcare,
Piscataway, NJ) with three pairs of primers: NPHV-F1 (5'-TGTCACCT
ACTATCGGGG-3') and NPHV-R1 (5'-TCAAGCCTATACAGCAAAG
G-3'), NPHV-F2 (5'-ATCATTTGTGATGAGTGCC-3') and NPHV-R2
(5'-CATAAGGGCGTCCGTGGC-3'), and NPHV-F3 (5'-GTGGTCGCC
ACGGATGCC-3") and NPHV-R3 (5'-ACCCTATGAAGACGCTCTCC-
3"). PCR was carried out as follows: one cycle at 92°C for 5 min; 35 repeats
of one cycle at 94°C for 0.5 min, 58°C for 0.5 min, and 72°C for 0.5 min, in
that order; and one cycle at 72°C for 1 min followed by holding at 4°C. The
PCR products were electrophoresed on 1.5% agarose gels, stained with
ethidium bromide, and visualized using the BioDoc-It imaging system
(UVP, Upland, CA).

Determination of the EHcV genomic sequence. The viral genome of
EHcV was segmentally amplified by PCR using the primers listed in Table
1. The PCR products were cloned into T vectors prepared from pBlue-
script IT SK(—) (20). The DNA sequences of the PCR products were de-
termined using an ABI Prism BigDye Terminator version 1.1 cycle se-
quencing kit and an ABI Prism 310 genetic analyzer (Life Technologies,
Tokyo, Japan). More than three colonies were picked up among the trans-
formants of Escherichia coli with regard to the accuracy of the sequence.
The nucleotide sequences of the PCR products were determined in for-
ward and reverse directions. The junction of two adjacent PCR products
was confirmed by PCR using primers that overlapped two close regions.
The 5’-terminal sequence upstream of the open reading frame was deter-
mined with a 5'-RACE core set (TaKaRa) using the 5’ phospholyrated RT
primer for the NPHV 5’ UTR (5'-CATCCTATCAGACCG-3). The 3'-
terminal region downstream of the (A)-rich region was determined by the
3'-RACE method (21, 22), modified as follows: Total RNAs were prepared
from horse serum using TRIzol LS reagent (Invitrogen, Carlsbad, CA)
with 40 ug of glycogen (Nacalai Tesque, Kyoto, Japan). The poly(U) tail
was added to the 3’ end of the RNA preparation using Escherichia coli
poly(U) polymerase (New England BioLabs, Ipswich, MA) and was incu-
bated for 45 min at 37°C. The resulting preparation was reverse tran-
scribed by the SuperScript First-Strand Synthesis system (Life Technologies)
using an oligo(dA) adapter primer (5'-TTGCGAGCACAGAATTAATACG
ACTCACAAAAAAAAAAAAVN-3'). The sequence of each region was deter-
mined by sequencing more than 3 clones. The primers for PCR amplifica-
tion and the RACE methods are listed in Table 1. The whole sequence of
the EHCV strain isolated from serum sample 3 (GenBank accession num-
ber AB863589) was determined by the method described above. The
EHcV strain was designated JPN3/JAPAN/2013 in this study. The partial
NS5B-coding regions and 3’ UTRs were amplified from serum samples 5
and 1. The nucleotide sequences of samples 5 and 1 (GenBank accession
numbers AB921150 and AB921151, respectively) were determined by the
method described above. The neighbor-joining trees of the nucleotide
sequences from the NPHV, HCV, and GBV-B strains were predicted by
the method of Saitou et al (23). Trees were constructed by the maximum
composite likelihood method calculated by using the program MEGA5
(24) (see Fig. 3). The secondary protein structures were predicted by the
method of Garnier et al. (25) (see Fig. 6). Hydrophobicity plots of the
EHcV and HCV core proteins were prepared by the method of Kyte and
Doolittle (26) and drawn using the software Genetyx (Nihon Genetyx,
Tokyo, Japan) (see Fig. 5).

Quantification of viral genomic RNAs in horse sera. Total RNA was
prepared from equine serum using a Qiagen viral RNA extraction kit and
was then reverse transcribed into cDNA by using a PrimeScript RT-PCR
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FIG 1 Detection and genetic analyses of NPHV genomic RNA in sera of Japanese domestic horses. (A) Total RNAs extracted from 31 equine sera and normal
rabbit serum (Rb) as a negative control were subjected to RT-PCR analysis. Hokkaido Farm A, Tokyo Farm B, and Tokyo Farm C indicate the farms where the
individual horses were reared. Three sets of primers, NPHV-F1 and NPHV-R1, NPHV-F2 and NPHV-R2, and NPHV-F3 and NPHV-R3, were used to amplify
NPHV-specific gene regions. The PCR products were electrophoresed and stained with ethidium bromide. (B) Total RNAs were isolated from sera, reverse-
transcribed, and estimated as a copy number per ml. Normal rabbit serum was used as a negative control. The dashed line indicates the cutoff level.

kit with random primers. The amount of targeted viral RNA was esti-
mated using SYBR GreenER qPCR SuperMix (Life Technologies) and the
ABI StepOnePlus real-time PCR system (Life Technologies). The region
encoding NS3 was targeted with the primer pair NPHV-F3 (5'-GTGGTC
GCCACGGATGCC-3') and NPHV-R3 (5'-ACCCTATGAAGACGCTC
TCC-3"). Total RNAs extracted from conventional rabbit serum were
used as a negative control to determine the analytical threshold line. The
in vitro-transcribed RNA of EHcV was utilized for the standard curve.
Prediction of RNA secondary structures. The 5'-UTR sequences of
EHCcV strains were aligned with the MUSCLE program and subjected to a
manual search for covariant nucleotide substitutions. The RNA folding
structure upstream of domain III in the 5" UTR was predicted using the
Mfold web server (27) with conventional phylogenetic conservation anal-
ysis due to the lack of sufficient homology to the 5' UTR sequences of
HCV strains. The NS5B-coding regions and 3’ UTRs of EHcV strains were
aligned with the program MUSCLE. Conserved secondary structures were
predicted as described above. The secondary structures of the 3' UTR in
EHcV were predicted by the Mfold web server without confirming phy-
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logenetic data because of the absence of additional available sequences of
the EHcV 3’ UTR and the lack of sufficient homology to the HCV X-tail
sequences.

Plasmids. The PCR product encoding the EHcV core protein was
amplified from serum sample 3 and was then cloned into the BamHI and
Xhol sites of pcDNA3.1-Flag/HA, which encodes the FLAG and hemag-
glutinin (HA) epitope tags, as reported previously (28). Ala** was re-
placed with Lys to prevent signal peptidase-dependent cleavage. The
translated EHcV core protein was added to the FLAG and HA epitope tags
at the N and C termini (EHcVc), respectively. A point mutation was gen-
erated using a KOD mutagenesis kit (Toyobo, Osaka, Japan). The PCR
products encoding EHcVe or the mutant in which Ile'*® and Phe!®! were
replaced with Ala and Leu (EHcVe-mt), respectively, were introduced
into the AflIT and EcoRV sites of pPCAGGS using an In-Fusion HD cloning
kit (TaKaRa). The introduced fragments of all plasmids were confirmed
by sequencing using an ABI Prism 310 genetic analyzer (Applied Biosys-
tems). The plasmid encoding the N-terminally FLAG-tagged and C-ter-
minally HA-tagged HCV core protein (HCVc) and the mutant in which
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TABLE 1 List of PCR primers used in this study

HCV-Like Characteristics of Equine Hepacivirus

Nucleotide Genome

Primer position location ForR* Sequence (5'—3')

Primer for cloning of the NPHV genome 92-111 5"UTR F ATGTGTCACTCCCCCTATGG
367-386 5" UTR R CTATGGTCTACGAGACCGGC
268-285 5" UTR F AGCCGAAATTTGGGCGTG
1207-1224 El R AAACAGAAGCCATAGCGG
1116-1132 El F AGTGCTTGTTGGGTGCC
1697-1713 E2 R GTCCTTTGCACTTCGGG
1605-1623 E2 F ACTGTTAAGCAGATGTGGG
2103-2121 E2 R CACAGAGTTGGTAAGTAGC
2007-2023 E2 F AAGCAGTGTGGTGCTCC
2526-2545 E2 R AAACAGAACCAGAGAATTGC
2375-2392 E2 F CCCTGCCTTCACTACTGG
2898-2913 NS2 R CGAGATAGCGCCAAGC
2847-2867 NS2 F TTTATGCTAGTAAAGTGGTGG
3396-3415 NS2 R GGTGATAAAAGTCTCCATCC
3318-3334 NS2 F ATCCTCCATGGCTTGCC
3819-3835 NS3 R GGGCCACCTGAACTACC
3732-3750 NS3 F ACCAGGACGGGTCAGGTCG
4254-4270 NS3 R ATAATGTCATAAGCACC
4177-4195 NS3 F CTAGTTGCAAGACAACGGG
4682-4700 NS3 R AGTGTTGCAGTCAGTGACG
4574-4591 NS3 F TGTCACCTACTATCGGGG
5199-5218 NS3 R TCAAGCCTATACAGCAAAGG
45744591 NS3 F TGTCACCTACTATCGGGG
5199-5218 NS3 R TCAAGCCTATACAGCAAAGG
5134-5152 NS3 F CTCCCAGCAAAGATGAACG
5997-6014 NS4B R AGCACCCACACCAACAGC
5919-5934 NS4B F AAGATCTTGAGTGGTG
6651-6632 NS5A R GCCGATAACTCTGACAGC
6547-6564 NS5A F ACACCTGGAAAACAGCCG
7293-7310 NS5A R AGATTCCGTGGCCGAAGG
7235-7252 NS5A F AGCTCTCGTTTCCGGGTG
7573-7590 NS5B R TAGCTGACGCTGTTGTGG
7511-7527 NS5B F ACGCCACCCTATAGGCC
8027-8046 NS5B R GTTGACGGGGAGTGTATTGG
7926-7943 NS5B B ATCGTTTACCCCGATTTG
8528-8545 NS5B R CAAGATGTTATCTGCTCC
8457-8474 NS5B F CGTGACTTCACTAATGCC
9069-9086 NS5B R GTCAATCGAGTTTACGCC

Primer for 5" RACE 235-252 5' UTR F AATCGCGGCTTGAACGTC
213-230 5’ UTR R TGTACTCACGGATTCACG

Primer for 3" RACE 8979-8999 NS5B F CTTAAAGTACGTGGTGGTCGC

Adapter primer R GCGAGCACAGAATTAATACGAC

“F, forward; R, reverse.

Ile'”® and Phe'”” were replaced with Ala and Leu (HCVc-mt), respec-
tively, were described previously (28). The gene encoding human signal
peptide peptidase (SPP) or its mutant was introduced into pcDNA3.1-
myc/His C (Invitrogen) instead of the plasmids described previously (28).
The resulting plasmids encoded C-terminally myc-His, ¢-tagged wild-
type SPP (SPP-wt) or the mutant protein in which Asp®'° was replaced
with Ala (SPP-D219A).

Cell culture and transfection. The human embryonic kidney cell line
293FT and the human hepatoma cellline Huh7OK1 (29) were maintained
in Dulbecco’s modified Eagle’s minimal essential medium (DMEM) sup-
plemented with 100 U/ml penicillin, 100 pg/ml streptomycin, nonessen-
tial amino acids (Sigma, St. Louis, MO), sodium pyruvate (Sigma), and
10% fetal bovine serum (FBS) and were then cultured at 37°C under the
conditions of a humidified atmosphere and 5% CQO,. Plasmids were trans-
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fected into cell lines using XtremeGene 8 (Roche) according to the man-
ufacturer’s protocol.

Western blot analysis. 293FT cells were cultured in 6-well plates and
transfected with the appropriate plasmids. The transfected cells were har-
vested at 18 h posttransfection, washed with cold phosphate-buffered sa-
line (PBS), and suspended in 50 pl of the lysis buffer consisting of 20 mM
Tris-HCI (pH 7.5), 135 mM NaCl, 10% glycerol, 1% Triton X-100, and
protease inhibitor cocktail (Merck Bioscience, Calbiochem, San Diego,
CA). The lysates were centrifuged at 19,000 X g for 5 min at 4°C. The
supernatants were mixed with 16 pl of 4X SDS sample buffer and then
boiled at 60°C for 20 min. The resulting mixtures were subjected to SDS-
PAGE. The proteins in a gel were transferred to polyvinylidene difluoride
(PVDF) membranes and incubated with mouse anti-FLAG antibodies
(Sigma), mouse anti-HA antibodies (Covance, Princeton, NJ), mouse
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anti-c-myc antibodies (BD Pharmingen, San Diego, CA), or mouse anti-
beta-actin antibodies (Santa Cruz Biotechnology, Santa Cruz, CA) and
were then incubated with the appropriate horseradish peroxidase (HRP)-
conjugated secondary antibodies. Immunocomplexes were visualized
with SuperSignal West Femto substrate (Thermo Scientific, Rockford, IL)
and detected using an LAS-4000 Mini image analyzer (GE Healthcare,
Buckinghamshire, United Kingdom).

Detection of antibodies against EHcV. To detect anti-EHcV antibod-
ies in horse sera, we subjected lysates prepared from 293FT cells express-
ing EHcVc, which is an N-terminally FLAG-tagged and C-terminally HA-
tagged EHcV core protein (a positive reference), or cells transfected with
an empty plasmid (a negative reference) to Western blotting, as described
above. The resulting PVDF membranes were incubated with Blocking
One solution (Nacalai Tesque) for blocking at room temperature for 30
min and then incubated with 1,000-fold-diluted horse serum in 10-fold-
diluted Blocking One. Mouse anti-FLAG or rabbit anti-EHcV core anti-
body was used as a positive serum control. The resulting membrane was
incubated with an HRP-conjugated antibody to mouse, rabbit, or horse
IgG (Abcam, Cambridge, UK) at room temperature for 1 h. Protein bands
with a molecular mass of 28 kDa were detected in the positive reference,
but not in the negative reference, using positive serum or an antibody to
the FLAG epitope tag or EHcV core protein. The rabbit polyclonal anti-
body against the EHcV core protein was generated by immunization using
peptides of the residues from 2 to 15, GNKSKNQKPQPQRG (Scrum Inc.,
Tokyo, Japan).

Pulldown assay for SPP binding. Human embryonic kidney 293FT
cells expressing EHcVe or HCVe with or without SPP-D219A were har-
vested at 18 h posttransfection, washed with cold PBS, suspended in 100
pl of the lysis buffer, and centrifuged at 14,000 Xg for 5 min at 4°C.
Twenty microliters of the lysate was mixed with 20 ul of 2X SDS sample
buffer. The remaining lysate was adjusted to 250 .l with the lysis buffer
and incubated for 2 h at 4°C after the addition of 20 pl of His-Select nickel
affinity gel (Sigma) equilibrated 50% (vol/vol) with lysis buffer. The nickel
beads that included SPP-wt or SPP-D219K were washed five times with
500 pl of lysis buffer by centrifugation at 5, 000 X g for 1 min at 4°C and
then suspended in 40 pl of 1X SDS sample buffer. After being boiled at
60°C for 20 min, the supernatant was subjected to Western blotting to
detect the coprecipitated core proteins.

Immunofluorescence microscopy. Huh70K1 cells were incubated
with fresh DMEM containing Bodipy 558/568 (2 wg/ml; Molecular
Probes) for 1 h at 37°C to visualize lipid droplets (LDs). The cells were
washed once with prewarmed DMEM and incubated for 30 min at 37°C.
The treated cells were then fixed in 4% paraformaldehyde for 30 min at
room temperature. After two washes with PBS, the cells were permeabil-
ized with permeabilization buffer containing 0.1% saponin (eBioscience,
San Diego, CA) for 30 min at 37°C and blocked with PBS containing 2%
FBS (blocking buffer) for 30 min at room temperature. The cells were
incubated with an appropriate antibody, as indicated in the figure legends.
The cells were washed three times with PBS. The mounted cells were
observed with a FluoView FV1000 laser scanning confocal microscope
(Olympus, Tokyo, Japan). Nuclei were stained with 4’,6’-diamidino-2-
phenylindole (DAPI).

Flotation assay. A flotation assay was carried out according to the
method described previously (17). Briefly, 293FT cells expressing EHcVc
or EHcVe-mt were cultured on a 10-cm dish. The transfected cells were
washed once with cold PBS at 18 h posttransfection and harvested using a
cell scraper. The cells were suspended in 1.2 ml of 25 mM Tris-HCl (pH
7.5) containing 150 mM NaCl, 5 mM EDTA, and protease inhibitor cock-
tail (Merck, Calbiochem) (TNE buffer) and were then homogenized by 10
passes through a 26-gauge needle. Each 0.6-ml aliquot of the homogenates
was incubated for 30 min on ice with or without 1% Triton X-100 and was
then mixed with 0.4 ml of OptiPrep (Axis-Shield, Oslo, Norway). An
appropriate concentration of OptiPrep was adjusted with TNE buffer.
This mixture was overlaid with 1.2 ml of 30% OptiPrep, 1.2 ml of 25%
OptiPrep, and 0.8 ml of 5% OptiPrep, in that order, and was centrifuged
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at 42,000 rpm for 5 h at 4°C in an SW50.1 rotor (Beckman Coulter,
Fullerton, CA). Each fraction, with a volume of 0.4 ml, was collected from
the top of the centrifugation tube and was then precipitated by mixing
with 4 volumes of cold acetone at —30°C. The resulting pellet was resolved
in 50 pl of 1< sample buffer and then subjected to Western blot analysis
using a mouse anti-FLAG antibody (Sigma), a rabbit anti-calreticulin
antibody (Sigma), and a rabbit anti-caveolin-1 antibody (Sigma). The
fractions containing calreticulin in the absence and presence of Triton
X-100 were defined as the membrane and detergent-soluble membrane
fractions, respectively. In the presence of the detergent, fractions 3 to 5,
which contained caveolin-1 but only small amounts of calreticulin, were
defined as the detergent-resistant membrane fractions.

Nucleotide sequence accession numbers. The whole sequence of the
EHcV strain isolated from serum sample 3 was deposited in GenBank
under accession number AB863589. The nucleotide sequences of the par-
tial NS5B-coding regions and 3" UTRs from samples 5 and 1 were regis-
tered as AB921150 and AB921151, respectively.

RESULTS

Detection of the EHcV genome and antibody to EHcV in sera of
Japanese-born horses. To clarify whether NPHVs were distrib-
uted in Japan, we collected 31 horse serum samples and examined
them in order to detect the EHcV genome and antibody to the core
protein. We prepared total RNAs from horse sera and screened
them using RT-PCR analyses with three sets of PCR primers
(NPHV-F1/NPHV-R1, NPHV-F2/NPHV-R2, and NPHV-F3/
NPHV-R3) that targeted the NS3-coding region that is relatively
conserved among NPHVs. Total RNA prepared from conven-
tional rabbit serum was used as a negative control. PCR products
with the expected sizes were found in horse serum samples 1, 3, 25,
26, 27, and 29 to 31 using NPHV-F1/NPHV-R1, in horse serum
samples 3 and 5 using NPHV-F2/R2, and in horse serum samples
1, 3, 5, 20, and 25 to 31 using NPHV-F3/R3 (Fig. 1A). The EHcV
genome was detected in 11 0f 31 (35%) serum samples by RT-PCR
(Fig. 1A and B). Copy numbers of the EHcV genome in horse sera
varied from 10" to 10° copies per ml of sera (Fig. 1B). Although a
PCR product was slightly amplified from serum sample 19 by PCR
using the primer pair NPHV-F1/R1, the copy number of the virus
genome in serum sample 19 was estimated to be low, at a level
similar to that of the negative control. Thus, we could not deter-
mine whether serum sample 19 included a viral genome. We then
immunologically surveyed horse sera by Western blotting. West-
ern blotting analyses using horse sera to detect antibodies to the
EHcV core protein (Fig. 2) showed that the sera of samples 1, 2, 3,
5, 14, 20, and 25 were immunoreactive to the EHcV core protein
(7 positive serum samples of a total of 31 samples; 22.6%). The sera of
samples 1, 3, 5, and 20 were PCR positive and seropositive. Serum
samples 2 and 14 were PCR negative and seropositive, whereas sam-
ples 26 to 31 were PCR positive and seronegative. These results sug-
gest that EHcV has infected Japanese-born domestic horses.
Genetic analysis of EHcV. PCR products corresponding to the
5" UTR and the open reading frame were segmentally amplified
from serum sample 3 by 5" RACE and RT-PCR, respectively. In
the present study, we successfully determined the 3’-terminal se-
quence downstream of a stop codon using the 3'-RACE method
with poly(U) polymerase. We determined the nucleotide se-
quence of the putative full genome, which was designated JPN3/
JAPAN/2013 (GenBank accession number AB863589). The full-
length genome of strain JPN3/JAPAN/2013 is composed of 9,355
nucleotides, consisting of the 5" UTR with a nucleotide length of
389, the 3" UTR with a nucleotide length of 134, and an open
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FIG 2 Serological screening of Japanese-born domestic horses. Lysates of 293FT cells transfected with an empty plasmid (a negative reference, N) or the plasmid
encoding EHcVc (a positive reference, P) were subjected to Western blotting using serum from each horse. The serum response “+” indicates that the protein
band with the same molecular size as the EHcV core protein was specifically detected in the “P” lane, but not in the “N” lane, while the serum response “~”
indicates that the protein band with the same molecular size as the EHcV core protein was detected in neither the “P” lane nor the “N” lane. Both antibodies to
the FLAG tag and to the EHcV core protein were used as serum positive controls, while protein amounts were standardized with blotting using the antibody to
beta-actin. “No serum” indicates the membrane was incubated without primary antibodies but with HRP-conjugated anti-horse IgG antibodies as a background

of the secondary antibody.

reading frame with a nucleotide length of 8,832. The open reading
frame encodes 2,943 amino acids. Table 2 summarizes the amino
acid homology of the JPN3/JAPAN/2013 polyprotein with the
polyproteins of the other EHcV strains. The polyprotein of JPN3/
JAPAN/2013 shared more than 94% homology with the other
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EHcV polyproteins and exhibited the highest homology, 97.8%,
with NPHV-H10-094 (GenBank accession number JQ434007),
which was isolated from a horse in the United States (8). The NS3-
and NS5B-coding regions of the EHcV strains were phylogeneti-
cally analyzed by the neighbor-joining method. The phylogenetic
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TABLE 2 Amino acid sequence homologies of the polyproteins

Non-primate hepaciviruses

H10-094 B10-022 NZP1 AAK-2011 H3-011 AG6-066
(JQ434007) (JQ434004) (1Q434001) (JF44991) (JQ434008) (JQ434003)
IPN3/JAPAN2013 o , . <
(ABS63589) 97.8 96.7 95.7 95.7 95.6 95.3
Non-primate hepaciviruses HCV
G1-073 F8-068 HCVla HCVIb JFHIL GBV-B
(JQ434002) (JQ434005) (NCO04102)  (AB779562)  (AB047639)  (NCO001655)
JPN3/JAPAN/2013 onc . 45 e
(AB863589) 94.9 94.1 46.5 45.6 44.5 28.9
Non-primate hepaciviruses
JPN3/JAPAN/2013 AAK-2011 GBV-B
(AB863589) (1F44991) (NC001655)
Hevla 46.1 46.0 333

(NC004102)

¢, percent identity.

trees of the NS3 (Fig. 3A) and NS5B regions (Fig. 3B) showed that
JPN3/JAPAN/2013 was included in the clade comprising the U.S.
strains NPHV-H10-094 (GenBank accession number JQ434007)
and B10-022 (GenBank accession number JQ434004).

Putative RNA secondary structures around the UTRs of
EHcV. The 5'-terminal region of JPN3/JAPAN/2013 was com-
pared with those of the EHcV genomes (Fig. 4A). The HCV inter-
nal ribosome entry site (IRES)-like structure was embedded in the
5' UTRs of NPHVs (5, 6). The 5'-UTR region was well conserved
among the EHcV strains and showed a mean diversity of approx-
imately 4% among the EHcV strains (Fig. 4A). The 3'-terminal
sequence downstream of the (A)-rich region in the EHcV genome
had not been reported because the (A)-rich region downstream of
the stop codon of EHcV interrupted the reaction in the ordinary
3’-RACE method (5, 6). In the present study, we determined the
nucleotide sequences downstream of the (A)-rich region from se-
rum sample 3 (JPN3/JAPAN/2013; GenBank accession number
AB863589), sample 5 (JPN5/JAPAN/2015; GenBank accession
number AB921150), and sample 1 (JPN1/JAPAN/2015; GenBank
accession number AB921151) by the modified 3'-RACE method
using poly(U) polymerase, although the region in serum sample 1
was incompletely amplified (Fig. 4B). The regions downstream of
the (A)-rich region were conserved between serum samples 3
and 5, whereas the (A)-rich regions varied among the three
strains (Fig. 4B).

The secondary structure of 5 UTR in strain JPN3/JAPAN/
2013 was predicted according to the method described previously
(8) (Fig. 4C). The stem-loops in the 5" UTR were designated ac-
cording to the stem-loops of the HCV 5'-UTR structures (30).
Stem-loops (SLs) I, 1L, IIla to IIIf, and the pseudoknot interaction
were predicted within the 5" UTR of strain JPN3/JAPAN/2013.
These structures were the same as that of the strain reported pre-
viously (9), although several nucleotide insertions and deletions
were more predominant in the apical loop of subdomain IIIb than
in the other strains reported previously (Fig. 4A and C). Two seed
sites of the microRNA miR-122 (Fig. 4A and C) were found in the
5" UTR of strain JPN3/JAPAN/2013 at nucleotide residues 81 to
89 (UCCACAUUA) and 98 to 103 (CACUCC), which also corre-
sponded to the predicted miR-122 seed sites in the 5" UTRs of the
other EHcV strains (9).
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The HCV 3’ UTR, which is generally 200 to 300 nucleotides in
length, consists of a short variable region, the poly(U/UC) stretch
sequence, and the 3'-X-tail region, in that order (31-33). Al-
though the EHcV 3’ UTR, which is composed of 138 nucleotides,
is shorter than the HCV 3’ UTR, the 3’ UTR of EHcV consists of
the (A)-rich sequence and 3'-X-tail region, in that order. The
(A)-rich sequence of EHcV may vary in length (Fig. 4B). We sub-
sequently predicted the secondary structure of the EHcV 3’ UTR.
Although the EHcV 3’ UTR, which is composed of 138 nucleo-
tides, is shorter than the HCV 3’ UTR, the 3’ UTR includes three
predicted SL structures (Fig. 4C). Based on the SL structures in the
HCV 3’ X-tail, these SL structures in the EHcV 3’ UTR were des-
ignated 3'SL I, 3'SL II, and 3'SL III, in that order from the 3’
terminus (Fig. 4C). Interestingly, the (A)-rich sequence was par-
tially incorporated into the 3’SL III, although the poly(U/UC)
stretch sequence in the HCV 3’ UTR is separated from any 3’SL
structures (31-33). Furthermore, the two SL structures in the 3’
side of the EHcV NS5B-coding region were predicted to corre-
spond to 5BSL3.2 and 5BSL3.3 in the NS5B-coding region of
HCV. HCV 5BSL3.2 was previously shown to interact with 3'SL II
to form the kissing-loop interaction, which is required for HCV
replication (33). The secondary structure prediction shown in Fig.
4C suggests that the kissing-loop interaction may be conserved
between 5BSL3.2 and the 3’SL II of the EHcV genome through
their complementary sequences. The long-range RNA-RNA in-
teraction between the apical loop of subdomain ITId in HCV IRES
and the bulge of 5BSL3.2 supports IRES-dependent translation
and viral RNA replication (34-36). In the case of the EHcV ge-
nome, the complement sequences were detected in the apical
loops of subdomain and the 5BSL3.2-like subdomain (Fig. 4C),
suggesting that the long-range RNA-RNA interaction may reside
in the EHcV genome. These results indicated that HCV-like RNA
secondary structures may be conserved around both UTRs of the
EHcV genome.

Cleavage of the EHcV core protein by SPP. The C-terminal
transmembrane region of the HCV core protein was previously
shown to be cleaved by SPP following the cleavage of the core-E1l
junction by signal peptidase (11, 28, 37). The core protein is
known to be released from the precursor polyprotein embedded
in the endoplasmic reticulum (ER) membrane, and it then moves
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FIG 3 Phylogenetic analysis of the EHcV gene. Neighbor-joining trees of the
nucleotide sequences from the NS3 (A) and NS5B (B) regions of the NPHV,
HCV, and GBV-B strains are shown (23). Trees were constructed by the max-
imum composite likelihood method calculated using the program MEGA5
(24). The percentage of replicate trees in which the associated taxa were clus-
tered together in the bootstrap test (1,000 replicates) is indicated next to the
branches. Analyses were carried out using 10 strains of EhcV, JPN3/JAPAN/
2013, A6-066 (GenBank accession no. JQ434003), B10-022 (GenBank acces-
sion no. JQ434004), F8-068 (GenBank accession no. JQ434005), G1-073
(GenBank accession no. JQ434002), G5-077 (GenBank accession no.
JQ434006), H3-011 (GenBank accession no. JQ434008), H10-094 (GenBank
accession no. JQ434007), NZP1 (GenBank accession no. JQ434001), and
AAK-2011 (canine hepacivirus; GenBank accession no. JF744991); 4 strains of
HCV, H77 (genotype 1la; GenBank accession no. NC004102), LyHCV (geno-
type 1b; GenBank accession no. AB779562), HC-J6CH (genotype 2a; GenBank
accession no. NC009823), and JFH1 (genotype 2a; GenBank accession no.
AB047639); 3 strains of bat hepacivirus, PDB-112 (GenBank accession no.
KC796077), PDB-445 (GenBank accession no. KC796091), and PDB-829
(GenBank accession no. KC796074); 3 strains of rodent hepacivirus, RMU10-
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mainly to lipid droplets (LDs) (13, 14). Although SPP-dependent
cleavage and LD translocation of the capsid protein are features
common to HCV and GBV-B (13), it currently remains unknown
whether the EHcV core protein shows these properties. The EHcV
core protein shared 49.5% amino acid homology with the HCV
core protein (genotype 1b) (Fig. 5A) and exhibited a hydropho-
bic/hydrophilic pattern similar to that of the HCV core protein
(Fig. 5B). The EHcV core protein was predicted to be composed of
domains 1, 2, and 3 relative to the HCV core protein. The trans-
membrane region of the EHcV core protein was predicted to span
from Asn'”’ to Val'®® by TMHMM2.0 (http://www.cbs.dtu.dk
[servicessTMHMMY/). The transmembrane region of the EHcV
core protein was 65% identical to that of the HCV core proteins
(Fig. 5A). The C-terminal residue of the mature HCV core protein
was found to be Phe'”” in human and insect cell lines (17, 38). Our
previous findings suggest that Ile'”® and Phe'”” of the HCV core
protein may be responsible for SPP-dependent cleavage, because
the replacement of Ile'’® and Phe'”” with Ala and Leu, respec-
tively, abrogated intramembrane cleavage by SPP and impaired
virus production (17, 28, 39). Weihofen et al. reported that SPP
cleaved a peptide bond of the alpha-helix-breaking structure in a
transmembrane region of the membrane protein (40). The re-
placement of Ile'”® and Phe'”” with Ala and Leu, respectively, in
the HCV core protein converted the beta-sheet structure (alpha-
helix-breaking structure) to an alpha-helix structure in the trans-
membrane region, as reported previously (28) (Fig. 6A and B).
Ile'”® and Phe'®! of the EHcV core protein, which correspond to
Ile'7® and Phe'”?, respectively, of the HCV core protein, reside in
the alpha-helix-breaking structure of the transmembrane region
(Fig. 6A and B). In contrast, the replacement of Ile'*® and Phe'®!
with Ala and Leu, respectively, in the EHcV core protein were
predicted to convert the beta-sheet to an alpha-helix structurein a
manner similar to that for the HCV core protein (Fig. 6A and B).
To investigate the involvement of SPP in the maturation of the
EHcV core protein, we expressed EHcVc or HCVc in 293FT cells
with an SPP or SPP mutant. These core proteins were expected to
be resistant to signal peptidase-dependent processing because the
C-terminal residue Ala of both core proteins was replaced with
Arg, resulting in the detection of an immature core protein by the
anti-HA antibody (Fig. 6A) (28). The core proteins with molecu-
lar masses of 23 kDa and 28 kDa were detected mainly with the
anti-FLAG antibody in 293FT cells expressing HCVc and HCVc-
mt, respectively (Fig. 6C, lanes 2 and 3); however, the 23-kDa
band was not detected with the anti-HA antibody (Fig. 6C, lane 2).
When EHcVe was expressed in 293FT cells, it was detected at a
molecular mass of 27 kDa with the anti-FLAG antibody, but not
with the anti-HA antibody (Fig. 6C, lane 4). In contrast, EHcV-
mt, in which the 190th and 191st residues were Ala and Leu in-
stead of Ile and Phe, respectively, was detected mainly at a molec-
ular mass of 30 kDa with the anti-FLAG and anti-HA antibodies
(Fig. 6C, lane 5). A loss-of-function SPP mutant (SPP-D219A) in
which the 219th residue was Ala instead of Asp was shown to have
a dominantly negative effect on SPP-dependent cleavage of the

3382 (GenBank accession no. KC411777), NLR-AP-70 (GenBank accession
no.KC411784), and SAR-46 (GenBank accession no. KC411807); and another
primate hepacivirus, GBV-B (GenBank accession no. NC001655). The Japa-
nese strain JPN3/JAPAN/2013 (GenBank accession no. AB863589) is under-
lined.
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FIG 4 RNA structure analysis of the 5" and 3’ ends of EHcV. (A) Alignment of the 5" UTRs of the EHcV strains. Asterisks and black lines indicate variable residues and
miRNA-targeting regions, respectively. SL structures are enclosed in rectangles. GenBank numbers are listed in the legend to Fig. 3. (B) Alignment of the 3" UTRs of the
EHcV strains. The 3'-terminal sequences with GenBank numbers AB921150 and AB921151 were determined using serum samples 5 and 1, respectively, and were aligned
with that of JPN3/JAPAN/2013 (GenBank accession no. AB863589). (C) The secondary structures of the 5" UTR, NS5B-coding region, and 3' UTR were predicted on
the basis of minimum free energy predictions. The stem loops in the 5 UTR (left) were designated according to the stem loops of the HCV 5’-UTR structures (30). A gray
line, double line, and single line indicate a pseudoknot structure, miR-122-target region, and complementary sequence, respectively. The stem loops in the NS5B-coding
region and 3’ UTR (right) were designated to correspond to the stem loops embedded in the HCV 3'-terminal region (32, 33). The NS5B-coding region, (A)-rich region,
and 3'-X-tail sequence are indicated under the schematic structure. Start and stop codons are enclosed by rectangles.
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FIG 5 Amino acid alignment and hydrophobicity of EHcV and HCV core proteins. (A) Alignment of the core proteins of EHcV (JPN3/JAPAN/2013) and HCV
genotypelb (Conl; GenBank accession number AJ238799). Asterisks indicate identical amino acid residues. Bars indicate gaps to achieve maximum amino acid
matching. The black and white arrowheads indicate the predicted cleavage site of the core protein of HCV by SPP and signal peptidase, respectively. The EHcV
core protein was composed of three domains, domain 1 (a black line, residues 2 to 132), domain 2 (a broken black line, residues 133 to 187), and domain 3 (a gray
line, residues 188 to 204), relative to those of the HCV core protein (42). (B) Hydrophobicity plots of the EHcV and HCV core proteins were prepared by the
method of Kyte and Doolittle (26). The horizontal and vertical axes represent amino acid position and hydrophobicity, respectively.

HCV core protein and to be coprecipitated with the immature
core protein (28). HCVc had a molecular mass of 23 kDa in the
presence of wild-type SPP (SPP-wt) and was detected with the
anti-FLAG antibody, but not with the anti-HA antibody (Fig. 6D,
lane 2), suggesting that the 23-kDa protein band may be a mature
core protein. HCVc¢ mainly had a molecular mass of 28 kDa in the
presence of SPP-D219A and was detected with the anti-FLAG and
anti-HA antibodies (Fig. 6D, lane 3), which corresponds to the
mobility of HCVc-mt (Fig. 6D, lane 4). These results suggest that
SPP-D219A may abrogate the intramembrane cleavage of HCVc.
In a manner similar to that for the HCV core protein, EHcVc was
detected mainly at a molecular mass of 27 kDa in the presence of
SPP-wt with the anti-FLAG antibody, but not with the anti-HA
antibody (Fig. 6D, lane 6). EHcVc was detected mainly at a mo-
lecular mass of 30 kDa in the presence of SPP-D219A with anti-
FLAG and anti-HA antibodies (Fig. 6D, lane 7), corresponding to
the mobility of EHcVe-mt (Fig. 6D, lane 8). When SPP-D219A
was coexpressed with either HCVc or EHcVc, immature HCVc
and EHcVc were coprecipitated with SPP-D219A (Fig. 6E, lanes 3
and 5). These results suggest that the EHcV core protein may be
cleaved by SPP and that Ile'*® and Phe'®" of the EHcV core protein
are critical for SPP-dependent cleavage.

The intracellularlocalization of the hepacivirus core protein.
The HCV core protein is known to be localized mainly on the
surface of LDs and is partially fractionated in the detergent-resis-
tant membrane (DRM) close to the budding sites on the ER (13,
14, 16, 17). The core protein is considered to encompass the viral
genome on the ER membrane, followed by budding into the lu-
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men side (13, 14, 16, 17). To examine the intracellular localization
of the EHcV core protein, we expressed HCVc or EHcVc in the
Huh70K1 cell line and stained the core proteins with the anti-
FLAG antibody after staining LDs. Consistent with the findings of
previous studies (14, 41, 42), HCVc was localized mainly on LDs
(Fig. 7, row 3), whereas HCV-mt was not (Fig. 7, row 4). In a
manner similar to that for the HCV core protein, EHcVc was
localized mainly on LDs (Fig. 7, top row), whereas EHcVc-mt was
not (Fig. 7, second row). These results suggest that the EHcV core
protein may be localized mainly on LDs after SPP-dependent
cleavage.

The DRM is defined as the cholesterol/sphingolipid-rich mi-
crodomain, which is resistant to nonionic detergents such as Tri-
ton X-100, considered to be a characteristic of lipid rafts. HCV was
previously shown to be propagated in lipid raft-like compart-
ments, including the membranous web (43-45). Furthermore, the
HCV core protein is known to be associated with lipid raft-like
compartments as well as LDs (16, 17, 41, 42). Therefore, we deter-
mined whether the EHcV core protein could be detected in the
DRM fractions. EHcVc or EHcVe-mt was expressed in 293FT
cells. The resulting cells were lysed on ice in the presence or ab-
sence of 1% Triton X-100. The DRM fractions were separated
from the soluble proteins by a flotation assay with a stepwise den-
sity gradient in the presence or absence of Triton X-100. Serial
fractions were collected after ultracentrifugation and were then
subjected to Western blot analysis after being concentrated.
EHcVc and EHcVe-mt were fractionated broadly from fractions
of samples 3 to 11 without Triton X-100, and the fraction from
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FIG 6 Intramembrane processing of the EHcV core protein by SPP. (A) The plasmids encoding HCVc, HCVc-mt, EHcVc, and EHcVe-mt are shown as a
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protein was replaced with Arg (R) to prevent signal peptidase-dependent cleavage for the detection of the SPP-uncleaved core protein with the anti-HA antibody.
Bars indicate the amino acids that were the same as those of the wild-type residues. (B) The secondary protein structures in the C-terminal transmembrane
regions of the HCV and EHcV core proteins and mutants were predicted by the method of Garnier et al. (25). Arrows indicate putative SPP cleavage sites. (C)
HCVc¢, HCVe-mt, EHcVe, and EHcVe-mt were expressed in 293FT cells and immunoblotted with the anti-FLAG and -HA antibodies. (D) HCVc or EHcVc was
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sample 8 contained the largest amount of the core protein (Fig. 8,
left panels). The distributions of the core proteins were roughly
consistent with that of calreticulin, a marker protein of the ER
membrane. When the cells expressing EHcVc were lysed in the
presence of Triton X-100, a large amount of the core protein was
localized in fractions 9 to 11 (Fig. 8, top three panels on the right).
These fractions were enriched in calreticulin, corresponding to the
detergent-soluble fractions (Fig. 8, fractions 7 to 11, top three
panels on the right). However, EHcVc was partially detected in
fractions 3 to 6 together with caveolin-1, a marker protein of the
lipid raft (Fig. 8, fractions 3 to 6, top three panels on the right),
suggesting that the EHcV core protein may have been partially
distributed in the DRM fractions. In contrast, EHcVc-mt was lo-
calized in the detergent-soluble fractions (Fig. 8, fractions 9 to 11,
bottom three panels on the right), but not in the DRM fractions

13362 jviasm.org

(Fig. 8, fractions 3 to 6, bottom three panels on the right), in the
presence of Triton X-100. EHcVc-mt was resistant to SPP-depen-
dent processing, as described above (Fig. 6). These results suggest
that the EHcV core protein may have been partially localized in
the DRM and also that SPP-dependent processing may be re-
quired for DRM localization of the EHcV core protein.

DISCUSSION

The results of the present study indicate that EHcV infects Japa-
nese-born domestic horses. Previous studies suggested that EHcV
infected mainly horses and rarely dogs (5, 7-9). Our results dem-
onstrate that EHcV commonly infects Japanese-born domestic
horses (35.6% PCR positive and 22.6% seropositive). Several
groups reported a prevalence of less than 10% PCR positivity in
horses raised in the United States, the United Kingdom, and Ger-
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