
Uracil DNA Glycosylase Counteracts APOBEC3G-Induced
Hypermutation of Hepatitis B Viral Genomes: Excision
Repair of Covalently Closed Circular DNA
Kouichi Kitamura, Zhe Wang, Sajeda Chowdhury, Miyuki Simadu, Miki Koura, Masamichi Muramatsu*

Department of Molecular Genetics, Kanazawa University Graduate School of Medical Science, Kanazawa, Japan

Abstract

The covalently closed circular DNA (cccDNA) of the hepatitis B virus (HBV) plays an essential role in chronic hepatitis. The
cellular repair system is proposed to convert cytoplasmic nucleocapsid (NC) DNA (partially double-stranded DNA) into
cccDNA in the nucleus. Recently, antiviral cytidine deaminases, AID/APOBEC proteins, were shown to generate uracil
residues in the NC-DNA through deamination, resulting in cytidine-to-uracil (C-to-U) hypermutation of the viral genome. We
investigated whether uracil residues in hepadnavirus DNA were excised by uracil-DNA glycosylase (UNG), a host factor for
base excision repair (BER). When UNG activity was inhibited by the expression of the UNG inhibitory protein (UGI),
hypermutation of NC-DNA induced by either APOBEC3G or interferon treatment was enhanced in a human hepatocyte cell
line. To assess the effect of UNG on the cccDNA viral intermediate, we used the duck HBV (DHBV) replication model.
Sequence analyses of DHBV DNAs showed that cccDNA accumulated G-to-A or C-to-T mutations in APOBEC3G-expressing
cells, and this was extensively enhanced by UNG inhibition. The cccDNA hypermutation generated many premature stop
codons in the P gene. UNG inhibition also enhanced the APOBEC3G-mediated suppression of viral replication, including
reduction of NC-DNA, pre-C mRNA, and secreted viral particle-associated DNA in prolonged culture. Enhancement of
APOBEC3G-mediated suppression by UNG inhibition was not observed when the catalytic site of APOBEC3G was mutated.
Transfection experiments of recloned cccDNAs revealed that the combination of UNG inhibition and APOBEC3G expression
reduced the replication ability of cccDNA. Taken together, these data indicate that UNG excises uracil residues from the viral
genome during or after cccDNA formation in the nucleus and imply that BER pathway activities decrease the antiviral effect
of APOBEC3-mediated hypermutation.
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Introduction

The hepatitis B virus (HBV) is one of the major causative factors

of liver cirrhosis and hepatocellular carcinoma. Chronic inflam-

mation due to persistent HBV infection plays a major causative

role in these severe liver diseases. However, it is still unknown how

HBV establishes persistent infection and how this infection results

in these diseases [1,2]. The HBV genome in virions forms a

relaxed circular DNA (rcDNA) that is converted into covalently

closed circular DNA (cccDNA) in the nuclei of infected

hepatocytes. The cccDNA transcribes all viral RNAs including

pregenomic (pg) RNA as a replicative RNA intermediate. In the

cytoplasm, pgRNA, viral core, and polymerase proteins are

assembled into the nucleocapsid (NC), after which the pgRNA is

converted into an rcDNA by viral polymerase activity. The mature

NCs are transferred to either the endoplasmic reticulum to be

secreted after combining with envelope proteins or the nucleus to

form cccDNA again for the next replication cycle. Although the

host repair system is thought to play a major role in conversion of

rcDNA into cccDNA, the molecules responsible for the conversion

have not been determined experimentally [3,4,5].

cccDNA plays a key role in the persistence of viral infection

because it is maintained as a stable episome in the nucleus.

Moreover, cccDNA is not targeted by anti-HBV drugs and thus

enables the re-establishment of viral replication after cessation

of antiviral therapy [4,6,7]. Despite the importance of cccDNA

in HBV chronic infection, host factors that control cccDNA are

poorly understood in the absence of an efficient experimental

system that can produce HBV cccDNA at a level sufficient for

analysis. In view of the limitation of HBV in vitro systems, the

duck HBV (DHBV) model has been commonly used to study

HBV infection [8]. DHBV is an avian counterpart of HBV,

sharing fundamental features including genomic organization,

replication processes, and biological characteristics [9]. Impor-

tantly, DHBV produces cccDNA more efficiently than HBV

[10].

Previously, we isolated a B-cell-specific gene, activation-

induced cytidine deaminase (AID), which is essential for class-

switch recombination and somatic hypermutation of immuno-

globulin genes [11,12]. AID belongs to the APOBEC (apolipo-

protein B mRNA editing catalytic polypeptide) family of proteins.

In humans, this family comprises at least 11 members, including
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AID and APOBECs 1, 2, 3A, 3B, 3C, 3DE, 3F, 3G, 3H, and 4.

These AID/APOBEC proteins have enzyme activity that can

deaminate a cytidine base in DNA and/or RNA and thereby

generate a uridine base. APOBEC3G (A3G) restricts replication

of retroviruses, including human immunodeficiency virus type 1

(HIV-1), and retrotransposable elements [13,14,15]. A3G has

been shown to also restrict other viruses such as HBV

[16,17,18,19,20,21,22,23,24], but the exact mechanism of

restriction of HBV replication remains unresolved. Earlier studies

suggested that accumulation of extensive G-to-A (in an opposite

strand of C-to-U) hypermutation in retroviral DNA might initiate

the deamination-mediated restriction pathway of A3G [25,26].

However, such hypermutation may not account for rapid

reduction of HBV NC-DNA by A3G overexpression because

only a limited fraction of NC-DNA accumulates these extensive

mutations [16,19,27,28]. Another proposed mechanism is that

A3G is encapsidated within NC with pgRNA and interferes in the

process of minus-stranded DNA synthesis, such that a catalyti-

cally inactive mutant of A3G has been shown to still inhibit viral

replication [19,21]. Deaminase-independent restriction by A3G

has also been demonstrated for HIV-1 [14,15].

Human uracil DNA glycosylase (UNG) is a base excision repair

(BER) enzyme that removes uracil residues from DNA following

dUTP misincorporations or cytosine deaminations [29]. UNG is

also essential for class-switch recombination and somatic

hypermutation. In UNG deficiency (human and mouse), class-

switch recombination is markedly reduced because uracil bases

generated by AID do not produce DNA strand breaks in the

absence of UNG. However, UNG-deficient mice and patients

accumulate more frequent C-to-T and G-to-A somatic hypermu-

tations because uracil bases generated by AID remain as thymine

residues in UNG-deficient condition [29,30]. The UNG gene

encodes 2 alternative splicing isoforms with unique N-terminal

amino acid sequences, mitochondrial type UNG1 and nuclear

type UNG2. Early HIV-1 studies showed that UNG2 is

encapsidated into the virion through physical association with

the Vpr protein and reduces the mutation rate of viral DNA

[31,32]. However, the contribution of UNG activity to APO-

BEC3 (A3)-mediated HIV-1 restriction is controversial. Yang et

al. proposed that uracil residues generated by A3G might be

eliminated by UNG associated with Vpr and that subsequent

DNA cleavage of abasic sites by apurinic/apyrimidinic endonu-

clease-1 (APE-1) might occur [33]. Meanwhile, other groups

reported that A3G-mediated HIV-1 restriction occurs even in the

absence of UNG [34,35,36]. Importantly, HBV does not harbor

the Vpr counterpart, and UNG encapsidation in HBV particles

has not been reported. Unlike HIV-1, HBV forms episomal

cccDNA, which is a potential target for nuclear UNG activity;

however, whether APOBECs can hypermutate the cccDNA and

whether UNG has any role in cccDNA maintenance has not been

investigated.

In the present study, we investigated the possible role of UNG in

A3G-mediated antiviral activities on HBV and DHBV. When

UNG activity was inhibited by expression of the UNG inhibitory

protein (UGI), hypermutation of HBV and DHBV NC-DNA was

enhanced in A3G-expressing hepatocytes. We found that more

than half of DHBV cccDNA clones accumulated extensive

hypermutation by A3G overexpression and UNG inhibition.

Moreover, we demonstrated that the cccDNA isolated from cells

expressing both A3G and UGI showed decrease in replication

activity. These experimental observations indicate that UNG

efficiently repairs dysfunctional C-to-U mutations induced by A3G

in cccDNA.

Results

UNG inhibition enhanced A3G-induced hypermutation of
HBV NC-associated DNA

To investigate the potential role of UNG in HBV hypermuta-

tion, the UNG activity of the human hepatocyte cell line HepG2

was suppressed with UGI, which is an irreversible inhibitor that

forms an exceptionally stable complex with the UNG protein

[37]. We generated the HepG2 cell line that stably expressed

the UGI–estrogen receptor (ER) protein by retrovirus-mediated

gene transduction following drug selection. We had previously

demonstrated that the addition of an ER ligand, 4-hydro-

xytamoxifen (OHT), to the culture medium activated the

enzymatic activity of the fusion partner [38,39]. Accordingly,

we reasoned that expression of the UGI–ER fusion protein

could be applied to control UNG activity in HBV-replicating

cells. The UNG assay revealed that OHT stimulation of the

UGI–ER protein resulted in very limited UNG activity,

amounting to 7% of the activity in the parental HepG2 cells,

whereas 97% of activity remained in unstimulated (EtOH) cells

(Figure 1A). Using this cell line, we estimated the effects of UNG

inhibition on A3G-induced hypermutation of HBV NC-DNA.

An HBV replicon plasmid, pHBV1.5 [40,41], was cotransfected

with the FLAG-tagged A3G expression plasmid [or green

fluorescent protein (GFP) as a negative control] into the UGI–

ER HepG2 cells. Three days after transfection, the cells were

harvested and cytoplasmic NCs were purified. The NC-DNA

was analyzed by differential DNA denaturation polymerase

chain reaction (3D-PCR) on a region of the X gene [28]. The

3D-PCR technique is a highly sensitive assay for detecting AT-

rich DNA. It was applied to reveal the presence of hypermuta-

tion in NC-DNA. Consistent with reports from other groups

[18,19,23,24,28,42,43], A3G expression induced HBV hyper-

mutation, represented as a lower denaturation temperature

band (83.9uC) than negative controls in 3D-PCR (Figure 1B).

OHT addition enhanced the hypermutation in the A3G-

expressing cells because the band was detected at the lowest

Author Summary

Human cytidine deaminases, AID/APOBECs, are restriction
factors against various types of viruses. These proteins
have the ability to introduce a cytidine-to-uridine (C-to-U)
hypermutation in the viral DNAs of the hepadnaviruses
hepatitis B virus (HBV) and duck HBV (DHBV) models. It is
well known that uracil residues in human genomic DNA
are removed by uracil-DNA glycosylase (UNG), resulting in
the creation of abasic sites that are repaired by down-
stream repair factors. However, the consequence of uracil
removal from the viral genomic DNA remains controver-
sial, given that it may be possible for abasic sites to trigger
DNA degradation with strand breakage. We investigated
the role of UNG in viral hypermutation and hepadnaviruses
replication using in vitro cell culture systems. We found
that UNG inhibition enhanced APOBEC3G-induced hyper-
mutation of hepadnaviral DNAs, especially DHBV cccDNA,
a template used for viral replication in the nucleus. We
measured the replication ability of purified cccDNA and
found that recloned cccDNA from cells expressed by both
APOBEC3G and UNG inhibitor protein replicated less
efficiently due to higher hypermutation rates. These results
suggest that hepadnaviruses usurp the repair system of
host cells to compete with AID/APOBEC mutators.

UNG Counteracts Extensive Hypermutation of cccDNA
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melting temperature (83.0uC). OHT addition did not influence

A3G transgene expression in these cells (Figure 1C). The 83.9uC
PCR products shown in Figure 1B were cloned and sequenced.

As predicted by the 3D-PCR assay, the cloned PCR fragments

accumulated extensive G-to-A mutations (Figure 1D).

We also suppressed UNG activity using a short-interfering RNA

(siRNA) approach to avoid any artifacts due to the UGI–ER

inducible activation system. We used 293T cells for the siRNA

experiment because of better transfection efficiency of the siRNA

than that afforded by HepG2 cells. For viral replication in human

embryonic kidney 293T cells, another replicon plasmid pPB that

expresses HBV pgRNA by the CMV promoter was used [44,45].

The UNG assay revealed that both UNG-specific siRNAs reduced

UNG activity in 293T cells, although at low suppression efficiency

(a maximum of 47% of the control; Figure S1A). Nonetheless, 3D-

PCR showed amplification at a slightly lower denaturation

temperature, indicating the presence of hypermutated HBV

DNA from the UNG-specific siRNA-treated cells (Figure S1B).

These data indicate that inhibition of UNG activity increases

A3G-induced hypermutation of HBV NC-DNA.

UNG inhibition enhanced endogenous deaminase-
induced hypermutation of HBV NC-associated DNA

Next, we investigated whether the enhancement of hypermuta-

tion by UNG inhibition was reproduced by endogenous AID/

APOBEC3 proteins. We generated a stable HepG2 cell line that

constitutively supports both HBV replication and UGI–ER

expression in order to establish a transfection-free system (see

Materials & Methods for details). Inhibition of UNG activity by

OHT addition in this cell line was confirmed by the UNG assay

(Figure 2A). IFNc was used to stimulate the cells to induce

endogenous APOBEC deaminases, and changes in deaminase

gene expression levels were measured by quantitative reverse

transcription-PCR (qRT-PCR). Consistent with that in previous

studies [20,46,47], A3G was the major responder to IFNc
stimulation among AID/APOBEC3s (A3s) in this cell line

(Figure 2B). The hypermutation load on NC-DNA in IFNc-

stimulated UGI–ER HepG2 was analyzed by 3D-PCR. Our

analyses revealed that UNG inhibition enhanced IFNc-induced

NC-DNA hypermutation (Figure 2C). To evaluate the contribu-

tions of endogenous APOBEC3G, we used A3G-specific siRNAs.

Figure 1. UNG inhibition enhances A3G-induced hypermutation of HBV NC-associated DNA. (A) Uracil excision activity was measured
using an UNG assay with a synthetic single-stranded DNA containing a dU. UGI–ER-expressing HepG2 and parental cells were treated with either
1 mM OHT or the same amount of solvent (ethanol, EtOH) for 48 h, and UNG activity was measured. Asterisk (*), abasic site. The percent density of
signals for the 15-mer is indicated. Signal density of the OHT-treated HepG2 cells was defined as 100%. (B) The HBV replicon plasmid (pHBV1.5) and
FLAG-A3G or FLAG-GFP expression vectors were used to transfect the UGI–ER HepG2 cells. Twenty-four hours after transfection, 1 mM OHT (or EtOH)
was added to activate the UGI–ER protein. After further 48-h incubation, the cells were harvested and the HBV NC-DNA was purified. HBV DNAs from
each transfectant were amplified by 3D-PCR with denaturation temperature gradient of 94–83uC. (C) Expression of exogenous A3G and GFP proteins
in the conditions of (B) was determined by Western blotting with anti-FLAG antibody. Expression of GAPDH is also shown to demonstrate equivalent
protein loading. (D) Alignment of hypermutated HBV sequences. PCR fragments from the 83.9uC denaturation temperature reaction in (B) were
excised from agarose gel and cloned into T vectors, and then 4 randomly selected clones from each sample were sequenced. The sequence (GenBank
accession number: X02763) from the pHBV1.5 is shown on the top as a reference. Dots in the alignment represent identity to the reference sequence.
doi:10.1371/journal.ppat.1003361.g001

UNG Counteracts Extensive Hypermutation of cccDNA
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The efficiency of siRNA knockdown was determined by qRT-

PCR (Figure S1C). As shown in Figure 2D, the knockdown of

A3G expression counteracted the induction of hypermutation by

IFNc, suggesting that A3G is responsible for HBV hypermutation

induced by IFNc stimulation. The 87.2uC PCR products shown in

Figure 1D were cloned and sequenced, and confirmed the

hypermutation (Figure S1D). These data suggest that UNG

counteracts the deamination of HBV NC-DNA triggered by

endogenous A3s.

Most HBV NC-associated DNAs were not affected by UNG
inhibition

To determine the overall hypermutation frequency of HBV

DNA, we sequenced the NC-DNA from the A3G-transfected

UGI–ER HepG2. PCR fragments of the X gene partial sequence

(94uC for denaturation) of NC-DNA were cloned in a T vector.

Fifty clones of each sample were randomly selected for DNA

sequencing. Figure 3A shows the mutations found in the

sequenced clones. Consistent with 3D-PCR results, the total G-

to-A mutation frequency was enhanced by UNG inhibition in

A3G transfectants (indicated as ‘‘A3G, OHT’’ in Figure 3).

However, 39 of the 50 sequenced clones were free from

hypermutation in both UNG-inhibited and uninhibited cells

(Figure 3B). Previous studies [16,19,27,28] also reported few

clones harboring A3G-induced mutations in NC-DNA.

Since UNG inhibition enhanced hypermutation, we next

investigated whether UNG inhibition affects another antiviral

activity of A3G, the suppression of NC-DNA production.

Cytoplasmic HBV NC-DNA was quantified by native agarose

gel electrophoresis (NAGE) followed by Southern blotting. NAGE

specifically separates intact NC particles, and after the NC

particles are transferred to a nylon filter, the DNA content in the

NC fraction is measured by hybridization analysis with the HBV

DNA probe [21,22,48]. As shown in Figure 4A, Southern blotting

after NAGE revealed that A3G reduced the NC-DNA content, a

result consistent with previous reports [16,17,18,19,20,21,

22,23,24]. We found that the signal intensity of NC-DNA band

from A3G-UGI cotransfectants were slightly higher than that from

A3G transfectants in HepG2 cells. However, A3G-mediated

reduction was not disturbed by UNG inhibition in Huh7 cells.

Quantitative PCR (qPCR) analyses of the NC-DNA revealed no

appreciable difference between the presence and absence of UGI

in HepG2 cells (Figure 4B). We concluded that UNG did not affect

A3G-mediated reduction of NC-DNA, although enhanced

hypermutation was observed in the same experimental culture

conditions for 3 days.

Figure 2. UNG inhibition enhances the endogenous deaminase-induced hypermutation of HBV NC-associated DNA. (A) Uracil excision
activity in a HepG2 double-stable transfectant of UGI–ER (or Mock–ER) and HBV was assessed as in Figure 1A (left panel). Expression of UGI–ER and
mock–ER proteins was confirmed by Western blotting with anti-ER antibody (right panel, indicated by arrowheads). (B) Quantification of the
expression of AID/APOBECs on interferon stimulation. HepG2 cells were stimulated with 1000 U/mL IFNc for 24 or 48 h. qRT-PCR was performed to
determine the expression level for each deaminase. Under these conditions, AID (AICDA) and A3A expression were not detected (n.d.). Expression at
0 h was defined as a 1-fold change. (C) 3D-PCR analysis of the stable double transfectants of UGI–ER and HBV used in (A). The cells were treated with
1000 U/mL IFNc and 1 mM OHT as indicated. After the 48-h incubation, the cells were harvested and the HBV NC-DNA was analyzed. (D) 3D-PCR
analysis of the IFNc-stimulated and A3G knockdown cells. The A3G-specific (or control) siRNAs and pPB were used to transfect HepG2 cells, and at
16 h after transfection, the cells were treated with 1000 U/mL IFNc. After further 48-h incubation, the HBV NC-DNA was purified and analyzed. PCR
fragments (87.2uC) indicated by an arrow were sequenced and the results were shown in Figure S1D.
doi:10.1371/journal.ppat.1003361.g002

UNG Counteracts Extensive Hypermutation of cccDNA
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To observe possible encapsidation of the UNG protein in the

HBV NCs, we evaluated the physical association between NC and

UNG by immunoprecipitation (IP). Nuclear type of UNG (UNG2)

was overexpressed together with the HBV plasmid pPB and

FLAG-A3G expression vector in 293T cells. The cytoplasmic

fraction containing NCs was used for IP with anti-core (HBc)

antibody and Western blotting. As shown in Figure S2A,

endogenous mitochondrial UNG (UNG1) was clearly detected in

input from the cytoplasmic fractions. Leaked UNG2 from the

nucleus was also detected in the input. As reported previously [18],

the A3G protein was immunoprecipitated with anti-HBc antibody.

However, the signals for UNG2 and GFP disappeared after IP,

suggesting that the A3G protein but not the UNG protein is

encapsidated into NC. Faint signals for UNG1 were still observed

in all lanes of the IP samples at equal signal strength, suggesting

nonspecific capture of the UNG1 protein on the protein G

sepharose beads. We also investigated the subcellular localization

of the UNG2 protein in human hepatocytes. GFP-fused UNG2

localized in the nucleus even in HBV-replicating HepG2 cells

(Figure S2B). Taken together, these findings did not reveal

evidence for the NC-associated UNG protein, although the NC

UNG protein level below detection sensitivity may be sufficient to

change the NC-DNA hypermutation frequency.

DHBV cccDNA was extensively hypermutated by A3G
and repaired via the UNG-mediated BER pathway

We next investigated whether the nuclear viral intermediate,

cccDNA, is a target of UNG activity. Since analysis of cccDNA

has been difficult using our HBV in vitro model because of the low

abundance of cccDNA (data not shown), we exploited the DHBV

replication system, which efficiently produces cccDNA for analysis

[9,10]. In this study, the surface-deficient DHBV replicon plasmid

pCSD3.5DS was used to transfect a chicken hepatocyte cell line,

LMH, because deficiency of surface protein leads to accumulate

more cccDNA than wild-type DHBV [10,49]. The UNG assay

indicated that UGI transfection resulted in efficient decrease in

UNG activity even in the LMH cell (Figure 5A). Inhibition of

chicken UNG by UGI has been reported previously [50,51].

Western blotting confirmed that the expression levels of A3G and

catalytically inactive mutant (mutA3G) transgenes were not

influenced by UGI (Figure 5B). The DHBV plasmid was

cotransfected with A3G and UGI vectors into LMH cells. After

3 days, the cells were harvested and NC-DNA was analyzed by

3D-PCR [23] (primer position is indicated in Figure S3A). Data

indicate that amplification occurred at the lowest temperature

(83uC) from A3G transfectants both with and without UGI

expression (Figure 5C), indicating that the A3G protein can

hypermutate DHBV NC-DNA. NC-DNA fragments amplified by

a standard PCR (94uC) were cloned into the T vector and 10

clones were randomly selected for DNA sequencing. These

sequences are shown in Figure 5D (indicated as ‘‘NC-DNA’’)

and Figure S3B. Consistent with other HBV experiments

(Figure 3), these data demonstrate the enhanced hypermutation

of NC-DNA by UNG inhibition.

Next, cccDNA was isolated by nuclear Hirt extraction and

further treated with DpnI to digest transfected plasmids. A

cccDNA fragment (1.4 kb) was amplified by standard PCR (94uC)

using cccDNA-selective primers spanning the gap region of

rcDNA (Figure S3A) [52,53]. We tested the amplification

efficiency of DNAs from nuclear Hirt extract, secreted viral

particle, and the replicon plasmid to verify the specificity of

cccDNA-selective PCR (Figure S3C). As expected, the 1.4 kb

fragment was predominantly amplified from the nuclear Hirt

extract containing cccDNA. We also evaluated the specificity of

the cccDNA-selective PCR with a replication-defected DHBV

replicon plasmid (pCSD3.5DP). The cccDNA-selective PCR

amplified the 1.4 kb fragment from transfectants of the replica-

tion-competent plasmid but not from those of replication-defective

plasmid (pCSD3.5DP) (Figure S3D). The result clearly demon-

strates that our cccDNA-selective PCR amplifies the 1.4 kb from

nuclear viral DNA but not from replicon plasmid.

We compared the mutation frequency of cccDNA with those of

NC-DNA and pre-C mRNA. Ten randomly selected clones from

the A3G-UGI cotransfectants and A3G alone were sequenced,

Figure 3. Mutation frequency of HBV NC-associated DNA in A3G expression and UNG inhibition. DNA fragments amplified through
standard PCR (94uC in Figure 1B) were cloned into T vectors. NC-DNA sequences from randomly selected 50 clones were analyzed for each group. (A)
Mutation matrices of the HBV NC-DNA with or without A3G expression and in the presence or absence of OHT. *P,0.05. The statistical significance
for the frequency of G-to-A mutations was calculated by chi-square test. (B) Pie charts represent the proportion of clones with G-to-A and C-to-T
mutations for (A). The total number of sequenced clones is indicated in the center. The number of mutations is indicated on the periphery of the pie
segment. Thirty-nine clones were intact in both samples (white segment, 0 mutation). The satellite chart depicts the proportion of clones with more
than 2 mutations.
doi:10.1371/journal.ppat.1003361.g003

UNG Counteracts Extensive Hypermutation of cccDNA
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and the mutation frequencies were compared (Figure 5D).

Surprisingly, cccDNA clones from the A3G-UGI cotransfectants

were hypermutated much more extensively than NC-DNA.

Increase in the G-to-A mutation frequency was observed not only

in the mutation load per clone but also in the number of clones

harboring hypermutation. Eight of 10 cccDNA clones from A3G-

UGI cotransfectants carried at least 1 G-to-A/C-to-T mutation,

whereas hypermutation was much less frequent on the cccDNA

derived from the A3G transfectants. Interestingly, enhanced

hypermutations by A3G-UGI were also observed in cDNA clones

derived from pre-C mRNA (Figure 5D). The pre-C mRNA is

transcribed from cccDNA but not from the replicon plasmid.

Overlapping sequences of 2 PCR-amplified regions for NC-DNA

and cccDNA (Figure 5E) showed that hypermutation was

distributed throughout the P gene and that its distribution patterns

were similar between samples. Extensive G-to-A hypermutation by

A3G and UGI in this region was confirmed. As expected,

mutations were biased toward the GpG dinucleotide, a preferen-

tial target of A3G (the underlined nucleotide represents a mutation

position) [28]. Considering the dinucleotide preference, the in-

frame TGG codon must be susceptible to nonsense mutations

(TGA, TAG, and TAA). In this sequence analysis, 6 of 10 clones

of cccDNA from A3G-UGI cotransfectants had premature stop

codons in the viral P gene open reading frame (ORF), suggesting

an effect on downregulation of viral replication. To estimate the

overall mutation frequency of the cccDNA, 2.9-kb PCR fragments

corresponding to 98% of the whole viral genome were amplified

by standard PCR (94uC) and cloned in the T vector. Seven clones

were randomly selected from each group and sequenced.

Mutation matrices of cccDNA are shown in Figure 5F. As

expected from Figure 5D, much more frequent G-to-A mutations

were detected in the cccDNA from A3G-UGI cotransfectants than

in those from other samples. We observed similar mutation

frequencies between the C and P genes (data not shown). Only a

few mutations (2 mutations in 7920 nt) in the neomycin-resistant

gene of the transfected plasmid (Figure S3E) were detected. The

results indicate that cccDNA was extensively hypermutated, while

the transfected plasmid was not, in A3G-UGI cotransfectants.

Since nuclear cccDNA was highly mutated by A3G and UGI

coexpression, we investigated the subcellular localization of A3G

in LMH cells. Microscopic observation revealed that the majority

of GFP–A3G fusion proteins were localized in the cytoplasm and

that the nuclear A3G protein was not obvious even in DHBV-

replicating LMH cells (Figure S4). The data indicate that even the

A3G protein in LMH cells localizes in the cytoplasm in a manner

similar to that in mammal cells [18,54,55,56] and that the

extensive hypermutation in cccDNA is not due to misregulation of

A3G intracellular localization.

UNG inhibition reduced DHBV replication in the presence
of A3G

To assess the role of UNG in the A3G-induced suppression of

DHBV replication, cytoplasmic and nuclear viral DNAs were

analyzed by Southern blotting at days 3 and 6 after transfection.

A3G-induced suppression was obvious in all samples of NC-DNAs

and cccDNAs from both days (Figure 6A and B). The suppression

occurred in a deaminase-dependent manner, given that the

mutant A3G did not reduce the DHBV DNA levels. Similar to

the HBV result in Figure 4, UNG inhibition by UGI did not affect

the A3G-mediated reduction of NC-DNA and cccDNA at day 3.

However, at day 6, UGI expression enhanced the NC-DNA

reduction of A3G-expressing cells, while the cccDNA level of the

same transfectants was slightly increased (Figure 6B, lanes 3 and

6). We also performed qPCR to analyze the secreted virion DNA

levels from day 2 to 6 after transfection of wild-type DHBV, A3G,

and UGI vectors (Figure 6C and D). Culture supernatant was

collected daily and viral particles were precipitated by polyethyl-

ene glycol (PEG) precipitation. Purified DNA from the precipitants

was treated with DpnI to digest any contaminating plasmids. In

comparison with A3G alone, secreted viral particle-associated

DNA levels in cells cotransfected with A3G and UGI were not

significantly different at days 2 and 3. However, consistent with the

cytoplasmic Southern blotting data, at day 5, the level of secreted

viral DNA in A3G and UGI cotransfectants was lower than that of

A3G transfectants (Figure 6C and D).

We also analyzed pre-C mRNA expression levels in day 5

samples. Since pre-C mRNA is transcribed from cccDNA but not

from the replicon plasmid, pre-C mRNA expression reflects

functional activity of the upstream viral intermediate, cccDNA. As

Figure 4. UNG does not affect HBV NC-associated DNA levels
during 3 days of culture. (A) Analyses of HBV NCs by NAGE. The
CMV-driven HBV plasmid (pPB) and indicated vectors were transfected
into human hepatocyte cell lines (Huh7 or HepG2). mutA3G is a
deaminase-inactive mutant of A3G (E67Q/E259Q). Cells were harvested
72 h after transfection. Cytoplasmic extracts were subjected to NAGE to
measure the HBV NC-DNA by Southern blotting. (B) Quantification of
cytoplasmic HBV DNA in HepG2 cells in (A) by qPCR. The level of GFP
transfectants was defined as 1-fold. Asterisks indicate statistically
significant differences, *P,0.05.
doi:10.1371/journal.ppat.1003361.g004
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Figure 5. DHBV cccDNA was extensively hypermutated by A3G and repaired via the UNG-mediated BER pathway. (A) Uracil excision
activity in the UGI-transfected LMH cells. LMH cells were transfected with different amounts of the UGI vector (1, 2, and 3 mg for 60-mm dish), and
after 48-h incubation, uracil excision activities were determined. The signal density for the 15-mer in the lane of the mock transfectant (0 mg of UGI
input) was defined as 100%. Synthetic oligonucleotides (substrate and control 15-mer) were also electrophoresed as size markers. (B) Expression
levels of exogenous A3G and mutA3G proteins with or without UGI in LMH cells were confirmed by Western blotting with anti-A3G antibody.
Expression of GAPDH was also shown to demonstrate equivalent protein loading. (C) The surface-deficient DHBV replicon plasmid (pCSD3.5DS) and
GFP, A3G, or UGI expression vectors were used to transfect LMH cells as indicated. After 72-h incubation, the cells were harvested and the NC-DNA
was purified and amplified by 3D-PCR, using a denaturation temperature gradient of 94–83uC. (D) Frequency of G-to-A and C-to-T mutations in DHBV
NC-DNA, cccDNA, and pre-C mRNA. LMH cells were transfected with pCSD3.5DS and A3G with or without UGI-expressing vectors. After 6 days of
incubation, the cells were harvested. After standard (94uC denaturation) PCR and sequencing, frequencies of G-to-A and C-to-T mutations in NC-DNA
(nt 371–2419, the numbering of the nucleotide of the 3021-bp-length DHBV genome starts at the unique EcoRI site), cccDNA (nt 2476–3021/1–860),
and cDNA of pre-C mRNA (the same region as cccDNA) were determined and compared. Physical maps are presented in Figure S3A. Each plot
represents an independent clone (10 clones for each sample). The average mutation load per clone was indicated by horizontal lines. Asterisks
indicate statistically significant differences, *P,0.05. (E) Distribution of G-to-A hypermutation. The boxes in illustration represent 96 G bases within
the overlapping sequenced region (490 nt) between NC-DNA and cccDNA. All NC-DNA and cccDNA clones in (D) containing at least 1 G-to-A
mutation in the overlapping region are plotted. Black, G-to-A mutation; white, intact G; gray, 59-GpG-39 dinucleotide (the underline represents
possible mutation target). Position of the TGG codon of the P gene is indicated by double asterisks. The TGG codon can be converted to a premature
stop codon when G-to-A conversion occurs. (F) Mutation matrices of the cccDNA. The longer cccDNA fragments (2960 bp; nt 2624–3021/1–2562)
were amplified with standard PCR using the same cell source as in (D) and sequenced. DNA sequences that cover almost the complete DHBV genome
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(3021 bp, full-length) from 7 clones were analyzed for each sample. ****P,0.001. The statistical significance for the frequency of G-to-A mutations
was calculated by chi-square test.
doi:10.1371/journal.ppat.1003361.g005

Figure 6. UNG inhibition affects DHBV replication during 6 days of culture. (A and B) Southern blotting for cytoplasmic and nuclear DHBV
DNAs at day 3 (A) or day 6 (B) after transfection, with the same conditions as in Figure 5. NC-DNA (rcDNA and double-strand linear [dl]DNA) from the
cytoplasmic fraction and Hirt-extracted DNA from the nuclear fraction were purified from the indicated transfectants and subjected to Southern
blotting with a DHBV probe. (C) The wild-type DHBV replicon plasmid (pCSD3.5) and A3G vectors were cotransfected with or without the UGI vector.
At days 2–6 after transfection, DHBV DNA from secreted viral particles was purified and measured by qPCR assay. Graph shows the relative DHBV DNA
level from the A3G-UGI transfectants in the time course. The DNA level from the A3G transfectants was set as 1. **P,0.01. (D) Relative DNA levels of
the secreted DHBV. LMH cells were transfected with indicated vectors. DHBV DNAs from secreted viral particles at days 3 and 5 after transfection were
purified and measured by qPCR assay. Vertical axis shows the relative DHBV DNA level from the indicated transfectants. The DNA level from the GFP
transfectants of each time point was set as 1. **P,0.01. (E) qRT-PCR to determine the expression levels of pre-C mRNA at day 5 in indicated LMH
transfectants. The pre-C cDNA level from the GFP transfectants was set as 1. **P,0.01.
doi:10.1371/journal.ppat.1003361.g006
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shown in Figure 6E, qRT-PCR showed a consistent reduction

with result of Figure 6D.

To evaluate the outcome of cccDNA hypermutation by A3G

expression and UNG inhibition, we used rolling circle amplifi-

cation (RCA), a method widely used to prove the presence of

covalently closed circular DNA, including cccDNA of HBV and

episomes of human papillomavirus [57,58] (Figure 7A and S5).

cccDNAs were purified from cells 7 days after transfection and

then treated with DpnI. The cccDNA was amplified by RCA and

digested with EcoRI to cleave the concatemer into individual full-

length viral genomes (3.0 kb, Figure 7A). The samples containing

cccDNA show 3.0-kb bands (Figure 7A, lanes 1–4), whereas a

control RCA reaction of the DHBV plasmid (lane 5) shows both

3.0-kb and 4.7-kb bands. Amplification of the 3.0-kb band

without the 4.7-kb DNA (Figure 7A, lanes 1–4) indicates specific

amplification of cccDNA but not of the replicon plasmid. The

3.0-kb DNAs were cloned into the replicon plasmid backbone to

reconstruct the DHBV plasmids. Reconstructed 20 clones from

each sample were pooled and transfected into LMH cells to

measure viral replication activity. Importantly, this secondary

transfection was performed without A3G and UGI expression

vectors. At day 3 after transfection, cytoplasmic NC-DNA was

quantified by qPCR (Figure 7B). The reconstructed plasmid with

cccDNA from A3G-UGI transfectants showed a significant

decrease in NC-DNA production. Consistent with this data,

sequence analysis of the P gene in the reconstructed DHBV

plasmid revealed that extensive G-to-A hypermutation had

accumulated in the RCA products from A3G-UGI cotransfec-

tants (Figure 7C). The data shown in Figure 7B and C may

underscore the real impact of hypermutation, given that only

23.8% (720 bp) of the full viral genome per clone was sequenced

and that any destructive mutations on the DHBV promoter

region would have been rescued by the CMV promoter provided

by the backbone in the reconstructed plasmids (Figure S5).

Considering all the data, we concluded that nuclear UNG activity

repaired uracil bases in cccDNA that were generated by the

action of A3s.

Discussion

To avoid the mutagenic impact of dUTP misincorporation or

cytosine deamination, organisms have dUTPase and uracil DNA

glycosylases, including UNG. Some viruses such as poxviruses

(vaccinia viruses) or herpesviruses (HSV-1 and cytomegaloviruses)

also encode UNG homologs, and primate lentiviruses incorporate

host UNG into the virion through interaction with the viral Vpr

protein [29,32,59]. However, the involvement of uracil excision

activity during replication and infection of these viruses has not

been fully investigated. The effect of Vpr-bound UNG on the

deaminated HIV-1 DNA is apparently controversial, although it is

thought to be involved in DNA repair [31,32] or DNA

degradation [33] or to have no role [34,35,36]. Thus, it seems

that there is no unified view whether UNG plays a protective or

suppressive role in viral replication. In this study, using in vitro

models of HBV and DHBV, we investigated the role of UNG

activity in hypermutation and viral replication in the presence of

A3G. We found that UNG inhibition resulted in the enhancement

of A3G-induced NC-DNA hypermutation. This study for the first

time also found that the A3G protein induced cccDNA

hypermutation (Figures 5 and 7). The cccDNA hypermutation

was enhanced on UNG inhibition and subsequently resulted in

significant decrease in viral production (Figure 7), suggesting a

protective role of UNG for viral replication against cccDNA

hypermutation.

It has been difficult to determine which HBV intermediates

are catalyzed by UNG because HBV shuttles between the

cytoplasm and the nucleus during its life cycle. Plasmids can also

act as a target molecule. Stenglein et al. showed that

APOBEC3A induces C-to-U hypermutation in transfected

plasmids and that uracilated plasmids were processed by UNG

activity using UGI-expressing 293T cells [60]. In the present

study, APOBEC3A was not expressed in HepG2 and LMH cells

(Figure 2B). The contaminated DHBV plasmid does not

contribute to the results of cccDNA sequencing (Figures 7A

and S3C–E). Comparison of hypermutation frequencies of NC-

DNA, cccDNA, and pre-C mRNA from the same cell source

revealed that the mutation frequency of cccDNA was higher

than that of NC-DNA. G-to-A mutations were predominant in

cccDNA clones (Figure 5), whereas C-to-T mutation is a

characteristic feature of plasmid hypermutation [60]. The

transfected vector backbone did not accumulate hypermutation

(Figure S3E). Accordingly, we concluded that A3G does not

target the replicon plasmid and that the mechanism of cccDNA

hypermutation differs from that of plasmid hypermutation [60].

The observed G-to-A hypermutation is one of the prominent

features of cccDNA hypermutation. Predominant G-to-A

hypermutation in NC-DNA (Figures 5 and S3B), a precursor

of cccDNA, may partly account for the G-to-A cccDNA

hypermutation. However, it does not explain the higher

mutation frequency of exclusive G-to-A hypermutation in

cccDNA than that in NC-DNA. Further study is required to

clarify the mechanism of cccDNA hypermutation.

A3G is known to be encapsidated into NC and deaminate NC-

DNA. We propose that an additional deamination event by A3G

may occur during or after cccDNA formation in the nucleus.

Although the nuclear localization of GFP-A3G was not obvious in

DHBV-replicating LMH cells (Figure S4), the encapsidated A3G

may be able to enter the nucleus in the same manner as viral

rcDNA. Indeed, a recent HIV-1 study showed that infection with

Vif-deficient HIV-1 led to uracil accumulation in the host genome,

implying that Vif-sensitive A3s, including A3G, can also deami-

nate nuclear DNA [61]. We found that A3G and UGI

coexpression caused extensive nuclear cccDNA hypermutation

(Figures 5 and 7). Neither a UNG nor a Vpr homolog has been

identified in HBV, unlike the HIV-1 genome, and we failed to

detect UNG proteins in HBV NC (Figure S2). It is reasonable to

suggest that UNG excises uracils in the nucleus, resulting in

extensive nuclear cccDNA hypermutation in A3G-UGI transfec-

tants.

A proposed antiviral role for UNG is DNA degradation

following DNA cleavage of an abasic site generated by uracil

excision [13], although UNG is primarily considered a DNA

repair factor. In the present study, we compared viral production

between UGI presence and absence in A3G-expressing hepato-

cytes. Those experiments did not show obvious rescue of A3G-

mediated suppression of viral replication by UNG inhibition

(Figures 4 and 6). The A3G-mediated reduction of NC-DNA was

enhanced by UNG inhibition in prolonged culture (Figure 6B–E),

coincidentally with extensive hypermutation of cccDNA (Figure 5).

In this experimental setting, UNG-dependent DNA degradation

was not obvious. We accordingly propose that UNG removes

uracil residues on/after cccDNA formation in the nucleus and that

these uracil excisions contribute to reducing dysfunctional

mutagenesis induced by APOBEC deaminases (Figure S6).

Observation of hypermutated pre-C mRNA (Figure 5D) suggests

that hypermutated pgRNA is also transcribed from the cccDNA

and may contribute to the enhanced hypermutation in NC-DNA

by UNG inhibition (Figures 3 and S3B).
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Previous in vivo studies showed no evidence of cytidine

deamination in the DHBV genome during chronic infection

[62]; however, cccDNA sequences were not analyzed. In the

present study, several G-to-A/C-to-T mutations in DHBV

cccDNA were observed in LMH cells even without A3G

overexpression (Figure 5F), suggesting the contribution of endog-

enous deaminase activity. The chicken genome possesses only 3

AID/APOBEC members: AID, APOBEC2 (A2), and APOBEC4

(A4) [13,56,63]. In mammals, A2 is considered to play a role in

muscle development, and A4 may not have deaminase activity

[54,56]. There is a functional association of AID and UNG with

immunoglobulin gene diversification in human, mouse, and

chicken B cells [12,29,30,51]. Recent reports showed that human

AID endogenous expression was detected in hepatocytes after

TGF-b stimulation [64], and overexpression of AID caused HBV

hypermutation of NC-DNA [24]. In future studies, we plan to

assess the contribution of AID to antiviral activity against HBV

and DHBV.

APOBEC3G-mediated hypermutation of Vif-deficient HIV-1

caused deleterious effects on viral replication, whereas partial Vif

activity accelerated viral diversification [65,66]. Similarly, we

speculate that the balance between AID/APOBECs and UNG

activities on mutation frequency decides the consequence to

hepadnaviruses: deleterious mutations vs. diversification. DNA

sequencing showed the existence of several cccDNA clones having

a single G-to-A or C-to-T mutation (Figure 5D), a finding that

favors the concept of generation of clonal diversity by APOBEC

and UNG proteins. This study suggests a possible role of

APOBEC proteins as a mutator of HBV cccDNA. Because

mutation in cccDNA is direct resource of viral variants, we are

currently exploring the possibility that APOBECs and BER factors

are involved in the emergence of drug-resistant mutants of HBV

and DHBV.

Materials and Methods

Plasmids
The HBV replicon plasmids pHBV1.5 and pPB express all the

HBV viral gene products necessary for viral replication and are

under the control of the HBV and CMV promoters, respectively

[40,41,44]. The DHBV replicon plasmid pCSD3.5 was generated

by insertion of DHBV viral genomic DNA (equivalent to 1.17-

mer) into pCMV-script (Stratagene) (kindly provided by Dr. K.

Kuroki, Kanazawa University) [49]. The pCSD3.5DS plasmid was

generated by introduction of in-frame stop codons at positions

1327, 1346, and 1349 in the surface protein ORF without

Figure 7. UNG inhibition decreases the replication activity of DHBV cccDNA in the presence of A3G expression. (A) RCA products from
the cccDNAs. Expression vectors of A3G, UGI, and GFP were used for transfection of LMH cells together with the pCSD3.5DS replicon plasmid. After 7
days of cultivation, cccDNAs were purified from the nuclear fraction by Hirt extraction and treated with DpnI to digest transfected plasmids. The
cccDNAs were amplified with phi29 DNA polymerase. The DHBV replicon plasmid (pCSD3.5DS) was also reacted as a control. RCA concatemeric
products (indicated by an arrow) were digested with EcoRI and electrophoresed on agarose gel to verify successful amplification of the 3.0-kb full-
length DHBV genomic DNA (left side). The 4.7-kb fragment represents the pCSD3.5 backbone (see Figure S3A for the plasmid construct). (B) qPCR
analysis to assess replication activity of reconstructed replicon plasmids. The amplified full-length genomes from cccDNA were cloned into a pCSD3.5
backbone. Resulting reconstructed clones were used to transfect LMH cells without any other vectors (see Figure S5 for the experimental design).
DHBV NC-DNA was purified and quantified 3 days later. The graph shows the relative DHBV DNA level; the level of GFP transfectants was set as 1.
***P,0.005. (C) Mutation matrices for DHBV DNA of reconstructed replicon plasmids. A partial sequence of the P gene (720 bp) from 10
reconstructed replicon plasmid clones was analyzed for each sample. The number of clones containing C-to-T and G-to-A mutations is indicated
below. ****P,0.001. The statistical significance for the frequency of G-to-A mutations was calculated by chi-square test.
doi:10.1371/journal.ppat.1003361.g007
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affecting the P gene ORF [49]. Other expression vectors are listed

in Table S1.

Cell culture, treatment, retrovirus-mediated gene
transduction, and transfection

Cells (HepG2, Huh7, 293T, and LMH) and subsequent

transfectants were grown and maintained in Dulbecco’s modified

Eagle medium (DMEM; Sigma) containing 10% fetal bovine

serum, 100 U/mL penicillin, and 100 mg/mL streptomycin. IFNc
(recombinant IFNc-1a) was purchased from Shionogi. Tamoxifen

(Wako) was dissolved in ethanol (EtOH). A stable line of HBV-

expressing HepG2 cells was established using a standard method

[11]. In brief, HepG2 cells were transfected with linearized pPB,

and G418-drug selection with limiting dilution was performed. Of

the resulting transfectants, a cell line with a high level of HBV NC-

DNA was chosen among G418-resistant clones. Retrovirus-

mediated gene transduction was performed as described previously

[38,67]. In brief, retroviral vectors were transfected into packaging

platA cells (Cell Biolabs), and virus-containing culture superna-

tants were used for infection of HepG2 cells. Two days after

infection, 1 mg/mL puromycin (Wako) was added to eliminate

uninfected cells. Plasmid transfection was performed using Fugene

6 (Roche) according to the manufacturers’ instructions. The total

DNA amount (6 mg for 60-mm dish) for each transfection was kept

constant by adding GFP vector.

UNG assay
The UNG assay was performed as described previously, with

minor modification [39]. Cells were resuspended in HE buffer

[25 mM Hepes-KOH (pH 7.8), 1 mM EDTA, 1 mM DTT, 10%

glycerol] and fractured by freezing in liquid nitrogen and thawing.

A fluorescein isothiocyanate (FITC)-labeled 31-mer oligonucleo-

tide containing a central dU residue (59-AGCTTGGCTGCAGG-

TUGACGGATCCCCGGGA-39) was synthesized as a substrate.

An FITC-labeled 15-mer oligonucleotide (59-AGCTTGGCTG-

CAGGT-39) was also synthesized for use as a molecular size

marker. Approximately 10 pmol of substrate was incubated with

cell extracts for 2 h, and the resulting abasic sites were cleaved

with alkali and heat treatment. The reaction products were

separated by 6 M urea/20% polyacrylamide gel electrophoresis.

An FITC signal was visualized in an LAS imager system (FujiFilm)

and quantified by densitometry using ImageJ software.

Purification of HBV and DHBV DNA
Cytoplasmic HBV NC-DNA was purified as reported by

Gunther et al., with minor modifications [68]. In brief, the cells

were lysed with buffer [10 mM Tris-HCl (pH 8.0), 1 mM EDTA,

1% NP-40, 8% sucrose, proteinase inhibitor cocktail (Roche)].

After centrifugation, cytoplasmic supernatants were collected and

further treated with DNase I and RNase A. NCs were PEG-

precipitated and digested with proteinase K and sodium dodecyl

sulfate (SDS). Secreted DHBV particles were also precipitated

with PEG8000, followed by DNase I treatment and digestion with

proteinase K and SDS to extract viral DNA. For purification of

DHBV DNAs, LMH cells were lysed in 0.5% NP40 lysis buffer,

and the nuclei were collected by centrifugation to separate

cytoplasmic and nuclear fractions. The cccDNA extraction from

the nuclear fraction was performed using a modified Hirt

extraction procedure [69]. The nuclear pellet was lysed in

50 mM Tris–HCl (pH 7.5), 10 mM EDTA, and 2% SDS. After

20 min incubation at room temperature, 0.5 M KCl was added to

the lysate and incubated at 4uC overnight. From the supernatant

after centrifugation, DNA was purified by phenol:chloroform

extraction and ethanol precipitation. All purified DNA solutions

were treated with DpnI restriction enzyme to digest any

contaminating plasmid DNA.

Hypermutation analysis
The 3D-PCR procedure was performed as described previously,

with minor modifications [18,28]. Primers used for 3D-PCR are

shown in Table S2. For 3D-PCR of HBV, the first PCR was

performed as follows: 94uC for 5 min, 35 cycles of 94uC for 30 s,

50uC for 30 s, and 72uC for 30 s, and a final elongation step at

72uC for 3 min. The nested PCR was performed as follows: 94–

83uC for 5 min, 35 cycles of 94–83uC for 60 s, 45uC for 30 s, and

72uC for 30 s, and a final elongation step of 72uC for 3 min. For

DHBV NC-DNA, 1 round of 3D-PCR was performed using

primers indicated in Figure S3A [23]. Initial denaturation was for

5 min at 94–83uC, followed by 35 cycles of 30 s at 94–83uC, 30 s

at 55uC, and 2 min at 72uC, with a final elongation for 7 min at

72uC. For standard (94uC) PCR of cccDNA, a cccDNA-selective

primer set was used (Figure S3A and Table S2) [52,53]. Specific

amplification of cccDNA is shown in Figures S3C and S3D. To

determine the hypermutation frequency, PCR fragments from 3D-

PCR or standard PCR were cloned into T vectors (Promega), and

the indicated number of successful recombinant clones was

randomly selected and sequenced using ABI PRISM 3130

(Applied Biosystems).

Quantification of expression levels of transcripts and viral
DNAs

Total RNA was extracted using TRIsure (Bioline), treated by

amplification grade DNase I (Invitrogen), and reverse-transcribed

using an oligo-dT primer and the SuperScript III kit (Invitrogen).

For DHBV pre-C mRNA, a DHBV-specific primer was used in

the reverse transcription reaction. qPCR analysis was performed

using SYBR Premix Ex Taq (Takara) on an MX3000 thermo-

cycler (Stratagene) following the PCR protocol. Human AICDA,

A3B, A3C, A3DE, A3F, A3G, A3H, HPRT, DHBV pre-C, and

chicken HPRT expression levels were measured using PCR

conditions of 95uC for 1 min; 40 cycles of 95uC for 15 s, 55uC for

30 s, and 70uC for 30 s; and 1 cycle of 95uC for 1 min, 55uC for

30 s, and 95uC for 30 s. For A3A amplification, an annealing

temperature of 60uC was used.

For analysis of purified viral DNAs, qPCR was performed using

the following conditions: HBV, 40 cycles of 95uC for 15 s, 52uC
for 30 s, and 70uC for 30 s; DHBV, 40 cycles of 95uC for 5 s and

60uC for 20 s. HBV and DHBV DNA copy numbers were

determined using a pPB or pCSD3.5 plasmid standard curve,

respectively. Amplified fragments were designed to contain at least

2 DpnI sites to avoid amplification from contaminated plasmids.

Primer sequences are listed in Table S2.

Western blotting
Cells were lysed in SDS sample buffer, sonicated, boiled,

separated by 12% SDS-PAGE, and then transferred to a Hybond

ECL membrane (Amersham). The membrane was incubated in a

blocking buffer of 5% skim milk in phosphate-buffered saline

containing 0.1% Tween 20. Signals were detected using the

LAS1000 imager system. The antibodies used in this study were as

follows: rabbit anti-A3G (Sigma; raised against A3G peptide

[CQDLSGRLRAILQNQEN]), rabbit anti-GAPDH (G9545,

Sigma), mouse anti-FLAG (M2, Sigma), rabbit anti-ER (HC-20,

Santa Cruz Biotechnology), rabbit anti-UNG (ab23926, Abcam),

rabbit anti-HBc (B0586, Dako), anti-rabbit Igs-horseradish per-
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oxidase (HRP) (ALI3404, eBiosource), and rabbit and mouse IgG

Trueblot (eBioscience).

NAGE and Southern blotting for viral DNAs
NAGE analysis was performed as described previously

[21,22,48]. In brief, crude cytoplasmic extracts containing HBV

NC particles were loaded into a 1% agarose gel for electrophoresis

to separate intact capsid particles. After electrophoresis, the NC

particles were denatured with NaOH and transferred onto a nylon

membrane. HBV and DHBV DNAs were detected using a

double-stranded HBV and DHBV DNA probes spanning the

entire viral genome, respectively. Probe labeling and signal

development were performed using the AlkPhos direct labeling

system (Amersham), and the signals were detected using the

LAS1000 imager system.

RCA of DHBV cccDNA
Margeridon et al. previously demonstrated that the RCA

method specifically amplifies cccDNA with high fidelity but does

not amplify any other intermediate DNAs [57]. We followed their

method with minor modifications. In brief, DHBV cccDNA

purified by Hirt extraction (DpnI treated) was mixed with 8

DHBV-specific primers (Table S2); denatured at 95uC for 3 min;

cooled sequentially at 50uC for 15 s, 37uC for 15 s, and room

temperature; and reacted with the phi29 DNA polymerase and

buffers (New England Biolabs) at 37uC for 16 h. Note that the

DNA polymerase (phi-29 DNA pol) used in the RCA reaction can

polymerize DNA even with a uracil-containing DNA template

[70]. The RCA concatemerized product was converted to the

monomeric full-length DHBV genome by digestion with EcoRI,

where the DHBV sequence contains a single site, and was cloned

into the replicon vector backbone at the EcoRI site; thus, the full-

length DHBV genome in the original vector was replaced with the

corresponding fragment from the purified cccDNA. These

reconstructed plasmids were cloned, sequenced, and transfected

into LMH cells in order to analyze their replication activities (see

Figure S5 for experimental design).

RNAi analyses
Two UNG-specific siRNAs, two A3G-specific siRNAs and

control siRNA (Stealth Select grade) were purchased from

Invitrogen and were used to transfect using Lipofectamine 2000,

according to the manufacturer’s instructions. Cells and viruses

were analyzed 48 h after transfection.

Coimmunoprecipitation
Cells were lysed with IP lysis buffer [50 mM Tris-HCl (pH 7.1),

20 mM NaCl, 1% NP-40, 1 mM EDTA, 2% glycerol, a

proteinase inhibitor cocktail (Roche)]. After centrifugation, the

supernatants (cytoplasmic fraction) were incubated with anti-HBc

antibody (DAKO) and protein G sepharose (Amersham), and

passed through a micro BioSpin chromatography column

(BioRad). After the column was washed with the lysis buffer, the

coprecipitated proteins were used for Western blotting.

Statistical analysis
Statistical analyses were performed using GraphPad Prism

(GraphPad Software). ANOVA analysis was used for qPCR data.

The Kruskal–Wallis test with Dunn’s post test or Pearson’s chi-

square test were used for mutation analyses. P values less than 0.05

between experimental groups were considered statistically signif-

icant. For all graphs in this study, error bars indicate standard

error of the mean from triplicate samples.

Supporting Information

Figure S1 siRNA experiments of UNG and A3G. (A) Uracil

excision activity in the siRNA-transfected 293T cells. The 293T

cells were transfected with the indicated siRNAs, and after 48-h

incubation, uracil excision activities were determined. The signal

density for the 15-mer in the lane of 20 nM control siRNA was

defined as 100%. (B) Knockdown of UNG expression also

enhances hypermutation of HBV NC-DNA. The CMV-driven

HBV replicon plasmid (pPB), A3G vector, and the 20 nM siRNAs

were transfected into 293T cells. After 48 h, the cells were

harvested and the HBV NC-DNA was subjected to 3D-PCR

analysis. (C) Quantification of APOBEC3G expression in the

IFNc-stimulated cells. HepG2 cells were transfected with the

indicated A3G (or control) siRNAs and after 16 h, cells were

stimulated with 1000 U/mL IFNc for an additional 48 h. qRT-

PCR was performed to determine the expression level for A3G.

The expression level of control siRNA was defined as a 1-fold

change. (D) Alignment of hypermutated HBV sequences. PCR

fragments from the 87.2uC denaturation temperature reaction in

Figure 2D were excised from agarose gel and cloned into T

vectors, and subsequently four random selected clones were

sequenced from each sample. The reference sequence from the

pPB is shown above. Dots in the alignment represent identity with

the reference sequence.

(TIF)

Figure S2 Immunoprecipitation of NC and nuclear
localization of the UNG protein. (A). To detect any potential

physical binding between UNG and core proteins, immunopre-

cipitation was performed. pPB, FLAG-A3G (or FLAG-GFP), and

UNG2 expression vectors were transfected into 293T cells, as

indicated. At 48 h after transfection, the cells were harvested and

subjected to IP with anti-HBc antibody using cytoplasmic lysates.

The crude cytoplasmic extract was also blotted to verify UNG1,

UNG2 FLAG-A3G, FLAG-GFP, and core proteins. Nonspecific

binding of FLAG-A3G to protein G Sepharose beads was

observed (lane 6), but a much stronger signal was observed in

lane 8 than in lane 6. Signals for the core protein in the lanes 7 and

8 verified successful immunoprecipitation of the core protein to the

IP fraction. Although UNG2 was overexpressed, it was not

precipitated by the anti-HBc antibody. (B) Intracellular localiza-

tion of the UNG protein in HepG2 cells. pEGFP-UNG2 or

control pEGFP vector was transfected into HBV stably expressing

HepG2 cells. The nucleus was visualized with simultaneous

expression of the DsRed-NLS protein that mainly localized in

the nucleus. The EGFP protein was distributed in the nucleus and

cytoplasm, whereas UNG2 was localized only in the nucleus.

(TIF)

Figure S3 PCR amplification of DHBV DNAs. (A) Primer

positions to amplify DHBV NC-DNA, cccDNA, pre-C cDNA and

the replicon plasmid pCSD3.5 are shown. The viral genome in the

NC is a rcDNA form with gaps in both strands (left). (2) and (+)

represent minus- and plus-strand DNAs. Dotted line represents

region where plus-strand DNA may potentially not be synthesized.

In nucleus, the genome is converted into a cccDNA form (right).

Primers of pol-f and pol-r amplify both DNA forms. 3D-PCR of

NC-DNA in Figure 5C was performed with pol-f and pol-r

primers. ccc-f and ccc-r are cccDNA-selective primers that span

the gap region of rcDNA. DHBV genes are represented as gray

boxes. Primers to detect the cDNA of pre-C mRNA are same as

cccDNA-selective primers. Pre-C mRNA is not transcribed from

this plasmid but from cccDNA. Primers of neo-f and neo-r amplify

the partial sequence of the neomycin-resistant gene of the replicon
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plasmid. Numbers indicate nucleotide positions of the 3021-bp-

length DHBV genome starting at the unique EcoRI site. (B)

Mutation matrices of the NC-DNA for Figure 5D. The DHBV

NC-DNA fragments amplified with the standard PCR (94uC)

using pol-f and pol-r were cloned into a T vector. DNA sequences

from 10 clones were analyzed for each sample. Pie charts represent

the proportion of clones with G-to-A and C-to-T mutations for

left-side matrices. The total number of independent clones is

indicated in the center. The number of mutations is indicated on

the periphery of the pie segment. ***P,0.005. The statistical

significance for the frequency of G-to-A mutations was calculated

by chi-square test. (C) Selective PCR amplification for cccDNA.

The template DNA samples were serially diluted 1/5 and 1/25

and amplified by pol-f/pol-r or ccc-f/ccc-r primer set. P: pCSD3.5

DHBV replicon plasmid starting at 1010 copies per reaction. N:

nuclear Hirt-extracted DNA from pCSD3.5 transfectant. S: NC-

DNA from culture supernatant of pCSD3.5 transfectants. The

nuclear Hirt-extracted DNA containing cccDNA shows efficient

amplification in both PCR reactions, whereas plasmid and NC-

DNAs do not show efficient amplification in cccDNA-selective

PCR. (D) The cccDNA-selective PCR for the transfectants of

replication-defective replicon plasmid. pCSD3.5DS or the repli-

cation-defective DHBV replicon plasmid (pCSD3.5DP) was

transfected into LMH cells. After 3 days incubation, nuclear Hirt

extract was prepared by the same procedure as in Figure 5. DNA

samples were subjected to the cccDNA-selective PCR. (E)

Mutation matrix of the neomycin-resistant gene of the replicon

plasmid. pCSD3.5DP, A3G and UGI expression vectors were

transfected into LMH cells. The Hirt-extracted DNA from

transfectants at day 6 was subjected to neo-f/neo-r PCR. PCR

products were cloned into a T vector. DNA sequences from 12

clones were analyzed.

(TIF)

Figure S4 Intracellular localization of the A3G protein
in LMH cells. Surface-deficient DHBV and EGFP-A3G or

control EGFP vectors were used to transfect LMH cells. The

nucleus was visualized with simultaneous expression of the DsRed-

NLS protein. The EGFP protein was distributed in the nucleus

and cytoplasm, whereas majority of GFP signals from the EGFP–

A3G fusion protein come from cytoplasm.

(TIF)

Figure S5 Experimental scheme for Figure 7. The

cccDNAs were purified from the cells 7 days after transfection

and then treated with DpnI to digest any contaminating plasmids.

The cccDNA was amplified by RCA and digested using EcoRI to

produce 1 full-length copy of viral genomic DNA (Figure 7A).

These EcoRI fragments were cloned into the replicon plasmid

backbone (using the CMV promoter) to reconstruct the DHBV

replicon plasmids. After transformation of reconstructed plasmids,

20 transformed and reconstructed E. coli clones were selected

randomly from each sample. Twenty minipreps for each sample

were prepared and DNA concentrations were estimated. From the

20 reconstructed replicon plasmids, 0.5 mg were taken, pooled,

and used to transfect LMH cells without A3G or UGI vectors.

Three days after transfection, NC-DNA was purified and

quantified by qPCR (Figure 7B). For sequence analysis of

reconstructed clones, 10 clones were randomly selected from the

20 reconstructed clones and result is shown in Figure 7C.

(TIF)

Figure S6 A proposed model to explain how UNG
reduces uracil load on cccDNA. Intracellular viral lifecycle

together with possible role of UNG. pgRNA is transcribed from

cccDNA and the replicon plasmid when transfected. NC is

assembled in the cytoplasm from core and P proteins together with

pgRNA. In human hepatocytes, interferon induces APOBEC

proteins such as A3G. A3G is encapsidated in a subset of NCs and

induces hypermutation predominantly on the minus strand of

rcDNA, resulting in G-to-A hypermutation. In addition, A3G

inhibits minus strand DNA synthesis. After transportation into

nucleus, additional hypermutation may be induced by A3G, and

UNG repairs them during or after cccDNA formation. When

UNG activity is inhibited by UGI, the extensive hypermutation

remains in cccDNA, disrupting the genetic information for viral

replication. Pre-C mRNA is transcribed from cccDNA but not

from the replicon plasmid. When hypermutation does not affect

any processes required for transcription, hypermutated transcripts

such as pgRNA and pre-C mRNA are transcribed from

hypermutated cccDNA. The hypermutated pgRNA may be

encapsidated to enter a second viral lifecycle.

(TIF)

Table S1 List of plasmids used in this study.
(PDF)

Table S2 List of primers used in this study.
(PDF)

Acknowledgments

The authors thank Dr. K.H. Kim for providing pPB, Dr. K. Kuroki for

pCSD3.5, and Dr. A. Takaori for APOBEC3G vectors. We also thank Mr.

Oya for assistance in producing the pDsRed-NLS vector and Dr. K.

Kinoshita for helpful discussions.

Author Contributions

Conceived and designed the experiments: KK MM. Performed the

experiments: KK ZW SC MS. Analyzed the data: KK. Contributed

reagents/materials/analysis tools: MS MK. Wrote the paper: KK MM.

References

1. Koike K, Tsutsumi T, Fujie H, Shintani Y, Kyoji M (2002) Molecular

mechanism of viral hepatocarcinogenesis. Oncology 62 Suppl 1: 29–37.

2. Tan A, Yeh SH, Liu CJ, Cheung C, Chen PJ (2008) Viral hepatocarcinogenesis:

from infection to cancer. Liver Int 28: 175–188.

3. Beck J, Nassal M (2007) Hepatitis B virus replication. World J Gastroenterol 13:

48–64.

4. Nguyen DH, Ludgate L, Hu J (2008) Hepatitis B virus-cell interactions and

pathogenesis. J Cell Physiol 216: 289–294.

5. Nassal M (2008) Hepatitis B viruses: reverse transcription a different way. Virus

Res 134: 235–249.

6. Ghany M, Liang TJ (2007) Drug targets and molecular mechanisms of drug

resistance in chronic hepatitis B. Gastroenterology 132: 1574–1585.

7. Levrero M, Pollicino T, Petersen J, Belloni L, Raimondo G, et al. (2009) Control

of cccDNA function in hepatitis B virus infection. J Hepatol 51: 581–592.

8. Schultz U, Grgacic E, Nassal M (2004) Duck hepatitis B virus: an invaluable

model system for HBV infection. Adv Virus Res 63: 1–70.

9. Funk A, Mhamdi M, Will H, Sirma H (2007) Avian hepatitis B viruses:

molecular and cellular biology, phylogenesis, and host tropism.

World J Gastroenterol 13: 91–103.

10. Kock J, Rosler C, Zhang JJ, Blum HE, Nassal M, et al. (2010) Generation of

covalently closed circular DNA of hepatitis B viruses via intracellular recycling is

regulated in a virus specific manner. PLoS Pathog 6: e1001082.

11. Muramatsu M, Kinoshita K, Fagarasan S, Yamada S, Shinkai Y, et al. (2000)

Class switch recombination and hypermutation require activation-induced

cytidine deaminase (AID), a potential RNA editing enzyme. Cell 102: 553–563.

12. Muramatsu M, Nagaoka H, Shinkura R, Begum NA, Honjo T (2007) Discovery

of activation-induced cytidine deaminase, the engraver of antibody memory.

Adv Immunol 94: 1–36.

13. Harris RS, Liddament MT (2004) Retroviral restriction by APOBEC proteins.

Nat Rev Immunol 4: 868–877.

14. Goila-Gaur R, Strebel K (2008) HIV-1 Vif, APOBEC, and intrinsic immunity.

Retrovirology 5: 51.

UNG Counteracts Extensive Hypermutation of cccDNA

PLOS Pathogens | www.plospathogens.org 13 May 2013 | Volume 9 | Issue 5 | e1003361



15. Malim MH (2009) APOBEC proteins and intrinsic resistance to HIV-1

infection. Philos Trans R Soc Lond B Biol Sci 364: 675–687.
16. Turelli P, Mangeat B, Jost S, Vianin S, Trono D (2004) Inhibition of hepatitis B

virus replication by APOBEC3G. Science 303: 1829.

17. Rosler C, Kock J, Kann M, Malim MH, Blum HE, et al. (2005) APOBEC-
mediated interference with hepadnavirus production. Hepatology 42: 301–309.

18. Bonvin M, Achermann F, Greeve I, Stroka D, Keogh A, et al. (2006) Interferon-
inducible expression of APOBEC3 editing enzymes in human hepatocytes and

inhibition of hepatitis B virus replication. Hepatology 43: 1364–1374.

19. Noguchi C, Hiraga N, Mori N, Tsuge M, Imamura M, et al. (2007) Dual effect
of APOBEC3G on Hepatitis B virus. J Gen Virol 88: 432–440.

20. Jost S, Turelli P, Mangeat B, Protzer U, Trono D (2007) Induction of antiviral
cytidine deaminases does not explain the inhibition of hepatitis B virus

replication by interferons. J Virol 81: 10588–10596.
21. Nguyen DH, Gummuluru S, Hu J (2007) Deamination-independent inhibition

of hepatitis B virus reverse transcription by APOBEC3G. J Virol 81: 4465–4472.

22. Nguyen DH, Hu J (2008) Reverse transcriptase- and RNA packaging signal-
dependent incorporation of APOBEC3G into hepatitis B virus nucleocapsids.

J Virol 82: 6852–6861.
23. Kock J, Blum HE (2008) Hypermutation of hepatitis B virus genomes by

APOBEC3G, APOBEC3C and APOBEC3H. J Gen Virol 89: 1184–1191.

24. Vartanian JP, Henry M, Marchio A, Suspene R, Aynaud MM, et al. (2010)
Massive APOBEC3 Editing of Hepatitis B Viral DNA in Cirrhosis. PLoS Pathog

6: e1000928.
25. Harris RS, Sheehy AM, Craig HM, Malim MH, Neuberger MS (2003) DNA

deamination: not just a trigger for antibody diversification but also a mechanism
for defense against retroviruses. Nat Immunol 4: 641–643.

26. Mangeat B, Turelli P, Caron G, Friedli M, Perrin L, et al. (2003) Broad

antiretroviral defence by human APOBEC3G through lethal editing of nascent
reverse transcripts. Nature 424: 99–103.

27. Rosler C, Kock J, Malim MH, Blum HE, von Weizsacker F (2004) Comment on
‘‘Inhibition of hepatitis B virus replication by APOBEC3G’’. Science 305: 1403;

author reply 1403.

28. Suspene R, Guetard D, Henry M, Sommer P, Wain-Hobson S, et al. (2005)
Extensive editing of both hepatitis B virus DNA strands by APOBEC3 cytidine

deaminases in vitro and in vivo. Proc Natl Acad Sci U S A 102: 8321–8326.
29. Sousa MM, Krokan HE, Slupphaug G (2007) DNA-uracil and human

pathology. Mol Aspects Med 28: 276–306.
30. Di Noia JM, Neuberger MS (2007) Molecular mechanisms of antibody somatic

hypermutation. Annu Rev Biochem 76: 1–22.

31. Chen R, Le Rouzic E, Kearney JA, Mansky LM, Benichou S (2004) Vpr-
mediated incorporation of UNG2 into HIV-1 particles is required to modulate

the virus mutation rate and for replication in macrophages. J Biol Chem 279:
28419–28425.

32. Mansky LM, Preveral S, Selig L, Benarous R, Benichou S (2000) The interaction

of vpr with uracil DNA glycosylase modulates the human immunodeficiency
virus type 1 In vivo mutation rate. J Virol 74: 7039–7047.

33. Yang B, Chen K, Zhang C, Huang S, Zhang H (2007) Virion-associated uracil
DNA glycosylase-2 and apurinic/apyrimidinic endonuclease are involved in the

degradation of APOBEC3G-edited nascent HIV-1 DNA. J Biol Chem 282:
11667–11675.

34. Kaiser SM, Emerman M (2006) Uracil DNA glycosylase is dispensable for

human immunodeficiency virus type 1 replication and does not contribute to the
antiviral effects of the cytidine deaminase Apobec3G. J Virol 80: 875–882.

35. Mbisa JL, Barr R, Thomas JA, Vandegraaff N, Dorweiler IJ, et al. (2007)
Human immunodeficiency virus type 1 cDNAs produced in the presence of

APOBEC3G exhibit defects in plus-strand DNA transfer and integration. J Virol

81: 7099–7110.
36. Langlois MA, Neuberger MS (2008) Human APOBEC3G can restrict retroviral

infection in avian cells and acts independently of both UNG and SMUG1.
J Virol 82: 4660–4664.

37. Sanderson RJ, Mosbaugh DW (1996) Identification of specific carboxyl groups

on uracil-DNA glycosylase inhibitor protein that are required for activity. J Biol
Chem 271: 29170–29181.

38. Doi T, Kinoshita K, Ikegawa M, Muramatsu M, Honjo T (2003) De novo
protein synthesis is required for the activation-induced cytidine deaminase

function in class-switch recombination. Proc Natl Acad Sci U S A 100: 2634–
2638.

39. Begum NA, Kinoshita K, Kakazu N, Muramatsu M, Nagaoka H, et al. (2004)

Uracil DNA glycosylase activity is dispensable for immunoglobulin class switch.
Science 305: 1160–1163.

40. Bruss V, Ganem D (1991) The role of envelope proteins in hepatitis B virus
assembly. Proc Natl Acad Sci U S A 88: 1059–1063.

41. Suzuki T, Takehara T, Ohkawa K, Ishida H, Jinushi M, et al. (2003)

Intravenous injection of naked plasmid DNA encoding hepatitis B virus (HBV)
produces HBV and induces humoral immune response in mice. Biochem

Biophys Res Commun 300: 784–788.
42. Henry M, Guetard D, Suspene R, Rusniok C, Wain-Hobson S, et al. (2009)

Genetic editing of HBV DNA by monodomain human APOBEC3 cytidine
deaminases and the recombinant nature of APOBEC3G. PLoS One 4: e4277.

43. Gonzalez MC, Suspene R, Henry M, Guetard D, Wain-Hobson S, et al. (2009)

Human APOBEC1 cytidine deaminase edits HBV DNA. Retrovirology 6: 96.
44. Kim HY, Park GS, Kim EG, Kang SH, Shin HJ, et al. (2004) Oligomer

synthesis by priming deficient polymerase in hepatitis B virus core particle.

Virology 322: 22–30.
45. Oropeza CE, Li L, McLachlan A (2008) Differential inhibition of nuclear

hormone receptor-dependent hepatitis B virus replication by the small
heterodimer partner. J Virol 82: 3814–3821.

46. Proto S, Taylor JA, Chokshi S, Navaratnam N, Naoumov NV (2008) APOBEC

and iNOS are not the main intracellular effectors of IFN-gamma-mediated
inactivation of Hepatitis B virus replication. Antiviral Res 78: 260–267.

47. Komohara Y, Yano H, Shichijo S, Shimotohno K, Itoh K, et al. (2006) High
expression of APOBEC3G in patients infected with hepatitis C virus. J Mol

Histol 37: 327–332.
48. Yu M, Summers J (1994) Multiple functions of capsid protein phosphorylation in

duck hepatitis B virus replication. J Virol 68: 4341–4348.

49. Summers J, Smith PM, Huang MJ, Yu MS (1991) Morphogenetic and
regulatory effects of mutations in the envelope proteins of an avian

hepadnavirus. J Virol 65: 1310–1317.
50. Di Noia JM, Rada C, Neuberger MS (2006) SMUG1 is able to excise uracil

from immunoglobulin genes: insight into mutation versus repair. EMBO J 25:

585–595.
51. Di Noia J, Neuberger MS (2002) Altering the pathway of immunoglobulin

hypermutation by inhibiting uracil-DNA glycosylase. Nature 419: 43–48.
52. Le Mire MF, Miller DS, Foster WK, Burrell CJ, Jilbert AR (2005) Covalently

closed circular DNA is the predominant form of duck hepatitis B virus DNA that
persists following transient infection. J Virol 79: 12242–12252.

53. Umeda M, Marusawa H, Seno H, Katsurada A, Nabeshima M, et al. (2005)

Hepatitis B virus infection in lymphatic tissues in inactive hepatitis B carriers.
J Hepatol 42: 806–812.

54. Smith HC, Bennett RP, Kizilyer A, McDougall WM, Prohaska KM (2011)
Functions and regulation of the APOBEC family of proteins. Semin Cell Dev

Biol 23:258–68.

55. Stenglein MD, Matsuo H, Harris RS (2008) Two regions within the amino-
terminal half of APOBEC3G cooperate to determine cytoplasmic localization.

J Virol 82: 9591–9599.
56. Conticello SG (2008) The AID/APOBEC family of nucleic acid mutators.

Genome Biol 9: 229.
57. Margeridon S, Carrouee-Durantel S, Chemin I, Barraud L, Zoulim F, et al.

(2008) Rolling circle amplification, a powerful tool for genetic and functional

studies of complete hepatitis B virus genomes from low-level infections and for
directly probing covalently closed circular DNA. Antimicrob Agents Chemother

52: 3068–3073.
58. Rector A, Tachezy R, Van Ranst M (2004) A sequence-independent strategy for

detection and cloning of circular DNA virus genomes by using multiply primed

rolling-circle amplification. J Virol 78: 4993–4998.
59. Chen R, Wang H, Mansky LM (2002) Roles of uracil-DNA glycosylase and

dUTPase in virus replication. J Gen Virol 83: 2339–2345.
60. Stenglein MD, Burns MB, Li M, Lengyel J, Harris RS (2010) APOBEC3

proteins mediate the clearance of foreign DNA from human cells. Nat Struct
Mol Biol 17: 222–229.

61. Norman JM, Mashiba M, McNamara LA, Onafuwa-Nuga A, Chiari-Fort E, et

al. (2011) The antiviral factor APOBEC3G enhances the recognition of HIV-
infected primary T cells by natural killer cells. Nat Immunol 12: 975–983.

62. Renard M, Henry M, Guetard D, Vartanian JP, Wain-Hobson S (2010)
APOBEC1 and APOBEC3 cytidine deaminases as restriction factors for

hepadnaviral genomes in non-humans in vivo. J Mol Biol 400: 323–334.

63. Rogozin IB, Basu MK, Jordan IK, Pavlov YI, Koonin EV (2005) APOBEC4, a
new member of the AID/APOBEC family of polynucleotide (deoxy)cytidine

deaminases predicted by computational analysis. Cell Cycle 4: 1281–1285.
64. Endo Y, Marusawa H, Kinoshita K, Morisawa T, Sakurai T, et al. (2007)

Expression of activation-induced cytidine deaminase in human hepatocytes via

NF-kappaB signaling. Oncogene 26: 5587–5595.
65. Mulder LC, Harari A, Simon V (2008) Cytidine deamination induced HIV-1

drug resistance. Proc Natl Acad Sci U S A 105: 5501–5506.
66. Sadler HA, Stenglein MD, Harris RS, Mansky LM (2010) APOBEC3G

contributes to HIV-1 variation through sublethal mutagenesis. J Virol 84: 7396–
7404.

67. Fagarasan S, Kinoshita K, Muramatsu M, Ikuta K, Honjo T (2001) In situ class

switching and differentiation to IgA-producing cells in the gut lamina propria.
Nature 413: 639–643.

68. Gunther S, Li BC, Miska S, Kruger DH, Meisel H, et al. (1995) A novel method
for efficient amplification of whole hepatitis B virus genomes permits rapid

functional analysis and reveals deletion mutants in immunosuppressed patients.

J Virol 69: 5437–5444.
69. Hirt B (1967) Selective extraction of polyoma DNA from infected mouse cell

cultures. J Mol Biol 26: 365–369.
70. Huovinen T, Brockmann EC, Akter S, Perez-Gamarra S, Yla-Pelto J, et al.

(2012) Primer extension mutagenesis powered by selective rolling circle
amplification. PLoS One 7: e31817.

UNG Counteracts Extensive Hypermutation of cccDNA

PLOS Pathogens | www.plospathogens.org 14 May 2013 | Volume 9 | Issue 5 | e1003361


