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Abstract

In humans, clearance of hepatitis C virus (HCV) infection is associated with genetic variation near the IL-28B gene and the
induction of interferon-stimulated genes, like IP-10. Also in chimpanzees spontaneous clearance of HCV is observed. To
study whether similar correlations exist in these animals, a direct comparison of IP-10 and IL-28B polymorphism between
chimpanzees and patients was performed. All chimpanzees studied were monomorphic for the human IL-28B SNPs which
are associated with spontaneous and treatment induced HCV clearance in humans. As a result, these particular SNPs cannot
be used for clinical association studies in chimpanzees. Although these human SNPs were absent in chimpanzees, gene
variation in this region was present however, no correlation was observed between different SNP-genotypes and HCV
outcome. Strikingly, IP-10 levels in chimpanzees correlated with HCV-RNA load and yGT, while such correlations were not
observed in humans. The correlation between IP-10, yGT and virus load in chimpanzees was not found in patients and may
be due to the lack of lifestyle-related confounding factors in chimpanzees. Direct comparison of IP-10 and IL-28B
polymorphism between chimpanzees and patients in relation to HCV infection, illustrates that the IFN-pathways are
important during HCV infection in both species. The Genbank EMBL accession numbers assigned to chimpanzees specific
sequences near the IL-28B gene are HE599784 and HE599785.
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Background study HCV infection. Similar to humans, HCV in chimpanzees
can either lead to a self-limiting infection or to viral persistence,
and also in the chimpanzee, antigen specific cellular immune
responses are believed to be important [14-16]. In patients, low
pre-treatment IP-10 levels in serum and strong upregulation of
IFN-stimulated genes (ISGs) during treatment in the liver were
shown to correlate with successful IFNo based therapy

Worldwide, an estimated 170 million people are chronically
infected with the hepatitis C virus (HCV) [1] and are therefore at
risk to develop liver diseases, like cirrhosis and hepatocellular
carcinoma. Upon infection with HCV, only a minority of
individuals can clear the virus spontaneously, while the majority

of patients become chronically infected [2,3]. In recent years, an [7,9,11,12,17]. However, in contrast to humans, standard IFNo-
important role for host factors has been documented in based therapy failed to reduce serum HCV RNA levels in
determining the progression towards chronicity of HCV as well chronically infected chimpanzees [18], and therefore mechanisms
as prediction of therapy-induced clearance of HCV [4-10]. leading to treatment-induced sustained virological response (SVR)

Genetic variation on chromosome 19, within an intergenic region cannot be studied in these animals. The lack of clinical response to

upstream of the IL-28B gene, encoding for the IFN lambda 3 IFNo in chimpanzees was suggested to be similar to that in

protein (IFNA3) correlates with both spontancous as well as patients nonresponsive to therapy: a maximum induction of ISGs
treatment-induced clearance [6,8]. Furthermore, low plasma levels by HCV itself, rather than by treatment with exogenous IFNa
of interferon-gamma-inducible protein 10 (IP-10) prior to therapy [18].
predict treatment-induced clearance of HCV infection [7,11-13] Interestingly, also a weak association between the preferred IL-
but whether these two factors interrelate is currently under intense 98B genotypes and low serum IP-10 baseline levels in patients
d_cbatc, -How?vcr, _this is .h.ighly relevant since both parameters chronically infected with HCV was recently reported [11,19]. This
dlreCt.lY interfere with antiviral IFN-pathways. o . suggests an interaction between IP-10 and IFNA during the course
C}.nmpanzees are not only the CIOSFSt thS evolutionary of HCV infection in humans [12]. However, at present, a clear
relatives of humans but also the only validated animal model to understanding of the mechanisms and their potential role in viral
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Figure 1. Correlation between HCV viremia and IP-10 in serum in chimpanzees. Box-whisker plots indicate the interquartile range and the
median (horizontal line) of IP-10 concentrations in serum from animals of the different groups; “high HCV load” where the virus load of individual
animal is higher as compared to median value of 200,000 IU/ml; “low HCV load” where the virus load of individual animal is lower as compared to the
median value of 200,000 IU/ml; HCV resolvers and naive, non-exposed (A). Box-whisker plots indicate the interquartile range and the median
(horizontal line) of IP-10 concentrations in serum of humans and chimpanzees with high HCV load (>median virus load) and low HCV load (<median
virus load) (B) and IP-10 concentrations plotted against HCV-RNA load in serum from chimpanzees and humans (C). A significant correlation between

the two parameters is defined as r*>0.85 and p<<0.05 where “r*”
doi:10.1371/journal.pone.0046645.g001

clearance is lacking. In this study, we aimed to evaluate and
compare IP-10 and polymorphism near the IL-28B gene in
chimpanzees and humans in relation to HCV infection to obtain
better insight in the potential association between the two host
factors in HCV infection.

We show that, however chimpanzees do not possess the same
human SNPs near the IL-28B gene, allelic variation is present in
this region in chimpanzees. No association was observed between
IL-28B polymorphism and the course of HCV infection in
chimpanzees. Furthermore, we report a positive correlation
between peripheral levels of IP-10 and HCV RNA as well as
YGT levels in chimpanzees, but not in patients. These findings
demonstrate differences between HCV-infected chimpanzees and
patients, which may impact pathophysiologic processes in the liver.

Results

No evidence found for the human SNPs associated with

HCV clearance in chimpanzees

In humans, spontaneous as well as treatment-induced clearance
was found to be associated with a series of SNPs upstream of the
IL-28B gene [4-6,8,10]. To assess whether clearance of HCV in
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is a measure for correlation and “p” is a measure for the quality if this correlation.

chimpanzees is associated with the same SNPs, genotype analysis
of chimpanzee DNA was performed for rs8099917 and
rs12979860.

The SNP rs8099917 consistently showed thymidine at this
position on both chromosomes, indicating that all animals tested
were homozygous rs8099917-TT carriers. In humans rs8099917-
T is the preferred allele associated with HCV clearance. In
addition, the chimpanzees were also genotyped for the rs12979860
SNP, and again no evidence was found for variance at this
position. All animals tested had homozygous rs12979860-TT
genotypes. In humans, the rs12979860-T allele is the so-called
risk-allele associated with an increased risk for viral persistence.
Thus, both IL-28B associated human SNPs are not present in
chimpanzees.

Chimpanzees possess a unique sequence near the IL-28B
gene

Since rs8099917 and rs12979860 genotyping was performed by
sequencing, the neighboring nucleotide sequences are also known,
allowing us to compare this region with documented human
genome sequences (National Institutes of Health, Bethesda, USA).
Two different haplotypes were observed near rs12979860,
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Figure 2. Relation between IP-10 levels and aminotransferases in serum. Relation between IP-10 and liver enzymes yGT, ALT and AST from
HCV-infected individual chimpanzees (A) and HCV-infected patients (B) A significant correlation between the two parameters is defined as r?>0.85
and p<<0.05 where “r*" is a measure for correlation and “p” is a measure for the quality if this correlation.

doi:10.1371/journal.pone.0046645.9g002

HE599784 and HE599785. Notable was the strong uneven
distribution: 62 out of 63 animals were heterozygous, carrying
both HE599784 and HE599785. Only one animal was found to be
homozygous for HE599785. These data suggest that an as yet
unknown balancing selection may be operative on this region.

No detectable IFNX in serum from chimpanzees

In humans carrying the rs12979860-TT genotype, significant
lower serum levels of IFNA were documented in chronically
infected patients as compared to patients with resolved infections
[19,20]. To investigate whether this difference could also be
observed in chimpanzees, ELISA was performed on sera from
chronically infected animals and animals that cleared the infection.
Using commercially available immunoassays designed to detect
human IL-28A/B and IL-29, we were unable to detect IFNA in
sera from any of the chimpanzees tested, neither in animals
chronically infected with HCV nor animals that spontanecously

PLOS ONE | www.plosone.org

cleared the infection. In the same assays, IL-26A/B and IL-29
could be detected in sera from patients with chronic HCV
infection (data not shown; detection limit of the assays: 62.5 pg/ml
and 8 pg/ml, respectively).

IP-10 levels in serum correlate with viral load in HCV
infected chimpanzees, but not in humans

To investigate whether the IP-10 levels in serum were associated
with viral clearance, we compared IP-10 levels of chronically
infected animals with a high HCV load (>200,000 IU/ml), low
HCV load (<200,000 IU/ml), chimpanzees that had resolved
HCV infection early after experimental exposure, and a group of
HCV-naive, non-exposed chimpanzees. As shown in Figure 1(a),
the IP-10 levels in sera of animals with a high viral load were
significantly higher relative to animals in the other groups. The
serum IP-10 levels of animals with low viremia, animals that
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Figure 3. yGT, ALT and AST in humans and chimpanzees
chronically infected with HCV. Interquartile range and the median
(horizontal line) of yGT, ALT and AST in U/ml in chimpanzees and
patients chronically infected with HCV.
doi:10.1371/journal.pone.0046645.9003

resolved the infection and HCV-naive animals were relatively low
and comparable between these groups.

Earlier studies in chronically infected patients demonstrated an
association between viral load and IP-10 levels in serum [21,22].
Therefore, we evaluated whether this correlation also existed in
chimpanzees. As shown in Figure 1(b), at a low viral load, the IP-
10 levels were similar in humans and chimpanzees. In contrast,
serum IP-10 levels were higher in chimpanzees with a high viral
load relative to human patients with similar high viral loads. A
strong correlation between serum IP-10 concentration and viral
load was observed in chronically infected chimpanzees. In contrast
to chimpanzees, neither a correlation was observed in the overall
group of patients chronically infected with HCV (Figure 1(c)), nor
when this group was divided into subgroups according to their
rs12979860 genotype (data not shown).
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Serum IP-10 concentrations correlate with yGT in HCV
infected chimpanzees, but not in humans

In patients, the concentration of the serum aminotransferase
ALT is used as indicator of active damaging processes in the liver
during chronic HCV infection. However, in chimpanzees, yGT
tends to be more increased rather than ALT. We therefore
assessed whether IP-10 levels in blood correlated with the liver
enzymes YGT, ALT and AST in chronically HCV infected
chimpanzees and patients. As shown in Figure 2(a), in chimpan-
zees the serum levels of IP-10 strongly correlated with yGT
?=0.91 and p<0.0001), while no correlation was observed
between IP-10 and ecither ALT (r* =0.58; p=0.0007) or AST
(?=0.17; p=0.11). In contrast, in HCV infected patients, no
correlations were observed between serum IP-10 and the
aminotransferases (Figure 2(b)). Direct comparison of the levels
of ALT and AST in serum of patients and chimpanzees
demonstrated that only moderate ALT values were observed in
chimpanzees, whereas 4 out of 58 patients exceeded an ALT value
of 200 U/ml which is more then 4 times the maximum reference
value for healthy humans and chimpanzees (Figure 3). Similarly,
also AST levels were only moderately increased in chimpanzees,
whereas 11 patients exceeded the maximum reference value by
threefold. In contrast, serum YGT levels were found to be
substantially elevated in some individuals from both species: in 3
out of 16 chimpanzees and 7 out of 60 patients, the YGT levels
exceeded 200 U/ml, which is more then 5 times its reference value
in healthy humans and chimpanzees.

Discussion

In humans, HCV clearance is associated with specific 1L-28B
gene polymorphisms as well as the levels of specific ISG, such as
IP-10 [4,5,7,8,10,13]. It has been suggested that these pathways
are associated with one another in humans [11,19] although the
interrelating mechanism is still unknown. The work presented here
was designed to assess whether a potential correlation between
IFNX and polymorphism near the IL-28B gene can be studied in
chimpanzees.

In humans, genetic variation near the I1-28B gene is associated
with spontaneous as well as treatment-induced clearance of HCV
[4,5,8,10]. In chimpanzees, we found no evidence for these human
SNPs and therefore it is unlikely that these specific SNPs play a
role during HCV infection in chimpanzees. Instead, all animals
tested were found to be homozygous carriers for rs12979860-TT
and rs8099917-TT, which is in line with recently reported data on
chimpanzees from another primate center [23]. A potential
explanation may be that HCV is regarded as a human disease
as no documentation is available on wild chimpanzees infected
with HCV. In that respect different evolutionary selective pressure
may have caused differences in innate responses between both
species.

Since the documented SNPs, rs12979860 and rs8099917 are
located in an intergenic region rather than within gene-encoding
regions of the DNA, there may be a link between the region where
the SNPs are located and another, yet unspecified gene. Given the
fact that humans and chimpanzees share a common ancestor, the
chimpanzee sequence likely represents the ancestral genotypes.
This is in line with the finding that Central and Western African
human populations carry the rs12979860-TT genotype at high
frequency [10].

Even though humans and chimpanzees show 98.8% identity at
the DNA level [24], many SNPs identified in humans are not
necessarily present in chimpanzees. Although no evidence was
found in chimpanzees for the two SNPs with documented
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Table 1. Characteristics of chimpanzee population.

IP-10 and IL-28B in HCV Infected Chimpanzees

High viral load Low viral load Cleared HCV Naive animals
n 8 6 6 10
genotype 1 1 1
years p.i. 4 (4-21) 3 (2-4) 4.5 (3-10)
HCV RNA (IU/ml) 505,000 (207,000-1,080,000) 31,908 (649-95,500) 0 0
IP-10 (pg/ml) 2247 (547-5956) 274 (209-359) 143 (71-131) 414 (146-1834)
ALT (U/ml) 91 (39-162) 58 (46-82)
AST (U/ml) 34 (20-54) 33 (18-46)
YGT (U/ml) 204 (30-558) 33 (20-55)

ALT, AST and yGT. The average values and the range are shown.
doi:10.1371/journal.pone.0046645.t001

relevance during HCV infection in humans, additional polymor-
phism near the IL-28B gene was detected. In the animals tested, a
remarkable level of heterozygous carriers was observed, which
may suggest a balancing selection being operative on this region.
Our findings cannot be explained by the breeding strategy as
concluded on the basis of variation in the mtDNA [25], and
because it was also observed in animals from outside the BPRC
breeding colony. The underlying mechanism responsible for this
heterogeneity to assure a genetically diverse population is
unknown.

In serum from chimpanzees no IFNA was detected, and
therefore no conclusion could be drawn from its effect on the
outcome of HCV infection in chimpanzees. IFNA has been
measured in chimpanzees before using human detection reagents
[23]. Given the rapid normalization of IFNA levels in chimpanzees
shortly after infection, it is expected that IFNA is too low to detect
during the chronic phase of infection. Lower IFNA levels in
chimpanzees could not be explained by a different copy number of
the IFNA-encoding genes as both in humans as well as
chimpanzees only one copy of each of the IL-29/1L28A and IL-
28B genes was observed (human and chimpanzee database
supported by National Institutes of Health, Bethesda, USA).

In patients chronically infected with HCV, low baseline IP-10
levels are predictive for successful treatment-induced clearance [7].
Our data show that IP-10 levels are higher in chronically infected
chimpanzees relative to patients. This finding is in line with the

Table 2. Characteristics of the patient cohort chronically
infected with HCV.

High viral load Low viral load

n 30 27

genotype 1/2/3/6 1/3/4

HCV RNA (IU/ml) 7,827,576 (585,185- 255,115 (15- 2,114,180)
42,100,000)

IP-10 (pg/ml) 540 (67-2000) 281 (66-902)

ALT (U/ml) 135 (17-444) 84 (20-263)

AST (U/ml) 80 (25-251) 64 (24-255)

YGT (U/ml) 87 (16-347) 70 (9-205)

Characteristics of chronic HCV patients studied: HCV genotype, HCV-RNA load,
serum IP-10 levels, the levels of liver enzymes ALT, AST and yGT. The average
values and the range are presented.

doi:10.1371/journal.pone.0046645.t002
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Characteristics of the chimpanzee population studied, the HCV-genotype, the time since HCV exposure, HCV-RNA load, serum IP-10levels, and the liver enzymes levels

suggestion that HCV infection causes stronger upregulation of
ISGs in chimpanzees as compared to humans [18]. Furthermore,
based on data from a limited number of animals with high HCV-
RNA levels, it was suggested that the failure of chimpanzees to
respond successfully to IFN-based antiviral treatment was due to
high baseline activation of the IFN-system. Based on our data it is
to be expected that peripheral IP-10 levels from the animals in the
Lanford-study are high. Given the documented correlation
between high IP-10 and limited treatment success in humans, it
is tempting to speculate that chimpanzees with a high HCV load
and subsequently high baseline IP-10 levels in serum are indeed
equivalent to human non-responders to IFN-based therapy.
However, this implies that animals with lower IP-10 may respond
to IFN-based therapy.

As humans and chimpanzees do not to show the same variation
near the IL-28B gene, we were not able to confirm the earlier
documented association between IL-28B variation and yG'T levels
in humans [17]. We did however find a correlation between yGT,
IP-10 and virus load. This may imply, interrelating mechanisms
play a role in both humans and chimpanzees, but that species-
specific factors may contribute to biochemical differences between
both species.

Conclusion

Our data show that although chimpanzees do not possess the
SNP near the IL-28B gene that are associated with HCV outcome
in humans, chimpanzees do show genetic variation in this region.
Furthermore, we found a positive correlation between IP-10 and
viral load as well as YG'T' in chimpanzees, which was not found in
patients. This difference may reflect the heterogeneous character-
istics of HCV induced reactions in the liver of both species. The
correlation between IP-10, virus load and yGT may reflect the
lack of confounding factors in chimpanzees, since heavy alcohol
intake, diabetes and obesity are known to influence the progression
of HCV infection in humans, but not in chimpanzees.

Methods

Study population

To study the potential roles of IP-10 and polymorphisms during
HCV infection in chimpanzees, we examined these parameters
using the unique repository of chimpanzee DNA and serum
samples of the Biomedical Primate Research Centre (BPRC). This
database contains surplus material from blood samples collected
routine health check purposes by both the BPRC as well as third
party owners of chimpanzees. The work described here, was
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designed around the availability of the samples thus, no samples
were collected from chimpanzees for the purpose of this work.
Table 1 summarizes the relevant characteristics of the chimpanzee
cohort included in this study. The animals were divided into
different groups based on their HCV status: 1) “high viral load™:
animals who were experimentally infected with HCV and virus
load consistently higher than 200,000 IU/ml, where 200,000 is
the median virus load of the animals in the study; 2) “low viral
load”: animals who were experimentally infected with HCV and
viral load consistently lower than 200,000 IU/ml; 3) “cleared’:
animals who were experimentally infected with HCV and resolved
infection 4) “naive*: non-infected animals that serve as healthy
controls. In addition, DNA samples of 44 animals were screened
for the presence of genetic variation near the IL28B gene. In total
63 chimpanzees were included in the analysis of the IL-28B region
of which 11 animals were not part of the BPRC breeding.

Blood samples were obtained from patients with chronic HCV
infection visiting the outpatient clinic of the Erasmus Medical
Center (see Table 2). Patients were infected with either HCV
genotype 1 (n=37), genotype 2 (n=3), genotype 3 (n=13),
genotype 4 (n=4) or genotype 6 (n=1). Patients co-infected with
human immunodeficiency virus, hepatitis A virus, hepatitis B virus
or hepatitis D virus were excluded from the study. The protocol
was approved by the Medical Ethics Committee of the Erasmus
Medical Center and all patients gave their written informed
consent. In line with the chimpanzee cohort, the patients were
divided into different groups based on their HCV status: 1) “high
virus load”: virus load consistently higher than 500,000 IU/ml,
where 500,000 is the median virus load of all patients in this study;
2) “low virus load”: patients with virus load consistently lower than
500,000 TU/ml.

Determination of HCV load and liver enzymes

Quantification of HCV RNA levels was assessed using the
Cobas Amplicor HCV monitor test (Roche Diagnostics, Branch-
burg) according to the instructions of the manufacturer. The levels
of yGT, ALT and AST were determined in serum using the
COBAS Integra 400 plus analysis system.

IL-28B gene associated polymorphisms in chimpanzees
To determine the genotype of the rs8099917 and rs12979860,
genomic DNA was isolated from either chimpanzee PBMC or
whole blood [26] and the nucleotide sequence was determined by
PCR amplification followed by direct sequencing. To assess the
genotype of rs8099917, a previously described set of PCR primers
was used [27], while a new set of primers was designed for the
amplification of a fragment of 209 bp containing rs12979860 (IL-
28-860-F2 5'-GGACAAGCGGCGCTTATCG-3" and IL-28-
860-R2 5'-GGCTCCAGGTCGGG GCG-3'). To amplify the
fragments of interest, 1 pg of genomic DNA, 0.5 pM of each PCR
primer, 0.2 mM dNTP each, 1.5 mM MgCl, and | unit of
Platinum 7ag DNA polymerase (Invitrogen, Paisley, Scotland)
were mixed in the appropriate PCR buffer in a total volume of
50 pl. The PCR conditions were: 1 cycle of denaturation at 94°C
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for 2 min, 30 cycles of denaturation at 94°C for 30 s, annealing at
61°C for 30 s and extension of 68°C for 30 s, followed by a final
extension for 7 min at 68°C. PCR fragments were purified, using
the GenJET™ Gel Extraction Kit (Fermentas, St. Leon-Rot,
Germany) according to the manufacturer’s protocol. The nucle-
otide sequence of the PCR fragments was determined using the
ABI Prism BigDye Terminator v3.1 Cycle Sequencing Kit
(Applied Biosystems, Foster City, USA). 0.2 pM of PCR primer,
1 ul of BigDye Terminator-mix and 5 x sequencing dilution buffer
in a total volume of 10 pl and sequenced directly on an ABI
3130XL genetic analyzer (Applied Biosystems, Foster City, USA).
The data was analyzed using MacVector ™ version 12.0.2
(MacVector, Inc Cambridge, UK). Sequences observed for
rs12979860 were deposited in the EMBL database and received
the accession numbers HE599784 and HE599785.

The genotypes of the IL28B associated SNPs in blood of
patients were determined using competitive allele-specific PCR
(KASP; Kbioscience Hoddesdon, UK).

Serum levels of IP-10, IL-29 and IL-28A/B

The concentrations of IP-10, IL-29 and IL-28A/B in serum
were determined using commercially available kits. The levels of
IP-10 in patient- and chimpanzee sera were measured using the
Quantikine Kit (R&D Systems, Abingdon, UK sensitivity of assay:
2 pg/ml). The concentration of IL-29 and IL-28A/B in
chimpanzee sera was measured using VeriKine-DIY Human
Interferon Lambda immunoassays specific for IL-29 or for the
combination of IL-28A/B (both from PBL InterferonSource, NY,
USA). The assays were performed according to the manufacturer’s
mstructions, and the detection limits for both immunoassays were
62.5 pg/ml. IL-29 ELISA results were confirmed by the human
IL-29 ELISA Ready-SET-Go! kit (e-Bioscience, San Diego, USA,
detection limit for this assay was 8 pg/ml).

Statistics

Statistical analysis was performed using Graphpad Prism 5.0
(GraphPad Software, Inc., La Jolla, USA). To test if a significant
correlation exists between two quantitative variables, the correla-
tion coeflicient r* is calculated as a measure of variation of 2
variables. In addition, to test whether this correlation was
significant, a t-test was performed. A two tailed T-test was used
to determine statistical difference of liver-enzymes between
patients and chimpanzees.

Acknowledgments

The authors would like to thank Gertine van Oord for her technical
support and Henk van Westbrook for editing the graphics.

Author Contributions

Conceived and designed the experiments: BV NG EV PM RB GK AB.
Performed the experiments: BV NG ZG RG. Analyzed the data: NG BV.
Contributed reagents/materials/analysis tools: H] WB . Wrote the paper:
BV NG HJ] WB AB.

5. Ge D, Fellay J, Thompson AJ, Simon JS, Shianna KV, et al. (2009) Genetic
variation in IL28B predicts hepatitis C treatment-induced viral clearance.
Nature 461: 399-401.

6. Tanaka Y, Nishida N, Sugiyama M, Kurosaki M, Matsuura K, et al. (2009)
Genome-wide association of IL28B with response to pegylated interferon-alpha
and ribavirin therapy for chronic hepatitis C. Nat Genet 41: 1105-1109.

7. Butera D, Marukian S, Iwamaye AE, Hembrador E, Chambers 'T], et al. (2005)
Plasma chemokine levels correlate with the outcome of antiviral therapy in
patients with hepatitis C. Blood 106: 1175-1182.

October 2012 | Volume 7 | Issue 10 | e46645



. Rauch A, Kutalik Z, Descombes P, Cai T, Di Iulio J, et al. (2010) Genetic

variation in IL28B is associated with chronic hepatitis C and treatment failure: a
genome-wide association study. Gastroenterology 138: 1338-1345, 1345 e1331—
1337.

. Honda M, Sakai A, Yamashita T, Nakamoto Y, Mizukoshi E, et al. (2010)

Hepatic ISG expression is associated with genetic variation in interleukin 28B
and the outcome of IFN therapy for chronic hepatitis C. Gastroenterology 139:
499-509.

. Thomas DL, Thio CL, Martin MP, Qi Y, Ge D, et al. (2009) Genetic variation

in IL28B and spontaneous clearance of hepatitis C virus. Nature 461: 798-801.

. Lagging M, Askarich G, Negro F, Bibert S, Soderholm J, et al. (2011) Response

prediction in chronic hepatitis C by assessment of IP-10 and IL28B-related
single nucleotide polymorphisms. PLoS One 6: e17232.

. Darling JM, Aerssens J, Fanning G, McHutchison JG, Goldstein DB, et al.

(2011) Quantitation of pretreatment serum interferon-gamma-inducible protein-
10 improves the predictive value of an IL28B gene polymorphism for hepatitis C
treatment response. Hepatology 53: 14-22.

. Beinhardt S, Aberle JH, Strasser M, Dulic-Lakovic E, Maieron A, et al. (2012)

Serum level of IP-10 increases predictive value of IL28B polymorphisms for
spontaneous clearance of acute HCV infection. Gastroenterology 142: 78-85

e72.

. Rollier C, Depla E, Drexhage JA, Verschoor EJ, Verstrepen BE, et al. (2004)

Control of heterologous hepatitis C virus infection in chimpanzees is associated
with the quality of vaccine-induced peripheral T-helper immune response.

J Virol 78: 187-196.

. Cooper S, Erickson AL, Adams EJ, Kansopon J, Weiner AJ, et al. (1999)

Analysis of a successful immune response against hepatitis C virus. Immunity 10:

439-449.

. Nascimbeni M, Mizukoshi E, Bosmann M, Major ME, Mihalik K, et al. (2003)

Kinetics of CD4+ and CD8+ memory T-cell responses during hepatitis C virus
rechallenge of previously recovered chimpanzees. J Virol 77: 4781-4793.

. Abe H, Hayes CN, Ochi H, Mackawa T, Tsuge M, et al. (2011) IL28 variation

affects expression of interferon stimulated genes and peg-interferon and ribavirin
therapy. J Hepatol 54: 1094-1101.

PLOS ONE | www.plosone.org

20.

21.

22.

26.

27.

IP-10 and IL-28B in HCV Infected Chimpanzees

. Lanford RE, Guerra B, Bigger CB, Lee H, Chavez D, et al. (2007) Lack of

response to exogenous interferon-alpha in the liver of chimpanzees chronically

infected with hepatitis C virus. Hepatology 46: 999-1008.

. Langhans B, Kupfer B, Braunschweiger I, Arndt S, Schulte W, et al. (2011)

Interferon-lambda serum levels in hepatitis C. J Hepatol 54: 859-865.

Shi X, Pan Y, Wang M, Wang D, Li W, et al. (2012) IL28B Genetic Variation Is
Associated with Spontaneous Clearance of Hepatitis C Virus, Treatment
Response, Serum IL-28B Levels in Chinese Population. PLoS One 7: ¢37054.
Reiberger T, Aberle JH, Kundi M, Kohrgruber N, Rieger A, et al. (2008) IP-10
correlates with hepatitis C viral load, hepatic inflammation and fibrosis and
predicts hepatitis C virus relapse or non-response in HIV-HCV coinfection.
Antivir Ther 13: 969-976.

Romero Al, Lagging M, Westin J, Dhillon AP, Dustin LB, et al. (2006)
Interferon (IFN)-gamma-inducible protein-10: association with histological
results, viral kinetics, and outcome during treatment with pegylated IFN-alpha
2a and ribavirin for chronic hepatitis C virus infection. J Infect Dis 194: 895~
903.

. Park H, Serti E, Eke O, Muchmore B, Prokunina-Olsson L, et al. (2012) IL-29 is

the dominant type III interferon produced by hepatocytes during acute hepatitis
C virus infection. Hepatology.

. Fujiyama A, Watanabe H, Toyoda A, Taylor TD, Itoh T, et al. (2002)

Construction and analysis of a human-chimpanzee comparative clone map.

Science 295: 131-134.

. de Groot NG, Garcia CA, Verschoor EJ, Doxiadis GG, Marsh SG, et al. (2005)

Reduced MIC gene repertoire variation in West African chimpanzees as
compared to humans. Mol Biol Evol 22: 1375-1385.

Verschoor EJ, Groenewoud MJ, Fagrouch Z, Kewalapat A, van Gessel S, et al.
(2008) Molecular characterization of the first polyomavirus from a New World
primate: squirrel monkey polyomavirus. J Gen Virol 89: 130-137.

Aparicio E, Parera M, Franco S, Perez-Alvarez N, Tural C, et al. (2010) IL28B
SNP rs8099917 is strongly associated with pegylated interferon-alpha and
ribavirin therapy treatment failure in HCV/HIV-1 coinfected patients. PLoS
One 5: el3771.

October 2012 | Volume 7 | Issue 10 | e46645



