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ABSTRACT
Objective Silencing of the therapeutic strategies and 
reducing the HBV reservoir, the covalently closed circular 
DNA (cccDNA), have the potential to cure chronic HBV 
infection. We aimed to investigate the impact of small 
interferring RNA (siRNA) targeting all HBV transcripts 
or pegylated interferon-α (peg- IFNα) on the viral 
regulatory HBx protein and the structural maintenance 
of chromosome 5/6 complex (SMC5/6), a host factor 
suppressing cccDNA transcription. In particular, we 
assessed whether interventions lowering HBV transcripts 
can achieve and maintain silencing of cccDNA 
transcription in vivo.
Design HBV- infected human liver chimeric mice were 
treated with siRNA or peg- IFNα. Virological and host 
changes were analysed at the end of treatment and 
during the rebound phase by qualitative PCR, ELISA, 
immunoblotting and chromatin immunoprecipitation. 
RNA in situ hybridisation was combined with 
immunofluorescence to detect SMC6 and HBV RNAs at 
single cell level. The entry inhibitor myrcludex- B was used 
during the rebound phase to avoid new infection events.
Results Both siRNA and peg- IFNα strongly reduced 
all HBV markers, including HBx levels, thus enabling the 
reappearance of SMC5/6 in hepatocytes that achieved 
HBV- RNA negativisation and SMC5/6 association 
with the cccDNA. Only IFN reduced cccDNA loads and 
enhanced IFN- stimulated genes. However, the antiviral 
effects did not persist off treatment and SMC5/6 was 
again degraded. Remarkably, the blockade of viral entry 
that started at the end of treatment hindered renewed 
degradation of SMC5/6.
Conclusion These results reveal that therapeutics 
abrogating all HBV transcripts including HBx promote 
epigenetic suppression of the HBV minichromosome, 
whereas strategies protecting the human hepatocytes 
from reinfection are needed to maintain cccDNA 
silencing.

INTRODUCTION
HBV is a small enveloped DNA virus that causes 
acute and chronic infections of the liver. Chronic 
hepatitis B (CHB) affects approximately 250 million 
individuals worldwide, causing more than 800 000 
deaths every year due to complications of liver 
disease such as cirrhosis and hepatocellular 

carcinoma.1 Both the lack of robust antiviral immu-
nity and the persistence of an episomal HBV DNA 
genome, the so- called covalently closed circular 
DNA (cccDNA), are held responsible for the failure 
of viral clearance in CHB.2

The viral genome consists of a partially double- 
stranded relaxed circular DNA that is transferred 
to the hepatocyte nucleus and converted into a 
stable cccDNA minichromosome, associated with 
viral and host proteins similar to host chromatin.3 
The cellular transcriptional machinery generates 
all viral transcripts needed for viral replication. An 

Significance of this study

What is already known on this subject?
 ► There is an urgent need for therapeutic 
approaches repressing covalently closed 
circular DNA (cccDNA) activity because 
silencing of the viral reservoir may promote 
functional HBV cure. The host restriction 
factor structural maintenance of chromosome 
5/6 (SMC5/6) hinders transcription from the 
HBV minichromosome, but the viral protein 
HBx triggers its degradation. The impact 
of treatments lowering HBV transcripts on 
HBx, SMC5/6 and cccDNA activity in vivo is 
unknown.

What are the new findings?
 ► RNA interference targeting all HBV transcripts 
and pegylated interferon-α abrogate 
HBx production in a substantial amount 
of hepatocytes, leading to the prompt 
reappearance of SMC5/6 and cccDNA silencing 
in vivo. Viral entry inhibition appears required 
to prevent cccDNA reactivation in cells that 
achieved silencing.

How might it impact on clinical practice in the 
foreseeable future?

 ► Sustained silencing of cccDNA transcription 
appears achievable by combining interventions 
both abolishing HBx and shielding the 
hepatocytes from new infections. These findings 
can assist in the design of future clinical trials 
aiming to achieve a functional cure.
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overlength pregenomic RNA (pgRNA) is reverse transcribed 
by the viral polymerase within the nucleocapsids before being 
enveloped and secreted as progeny virus. The infected hepato-
cytes also secrete the E antigen (HBeAg) and high amounts of 
subviral particles containing the envelope proteins (HBsAg). 
High levels of circulating antigens are thought to contribute 
to immune tolerance and HBV persistence.4 In addition to the 
capsid protein (HBcAg) and the viral polymerase, HBV produces 
the regulatory X protein (HBx), which can interfere with several 
cellular pathways and transcription factors, and is recruited 
onto the cccDNA.5 6 Studies with HBV X- minus mutant viruses 
demonstrated that HBx is essential for cccDNA- driven viral 
transcription.7 8 Moreover, HBx was shown to mediate the 
degradation of the structural maintenance of chromosome 5/6 
complex (SMC5/6),9 10 a multifunctional DNA- binding complex 
required for chromosome dynamics and stability.11 By binding 
to the damaged DNA- binding protein 1 (DDB1), an adaptor 
protein for the E3 ubiquitin ligase complex,12 HBx promotes the 
interaction of SMC5/6 with the E3 ubiquitin ligase proteasome 
system, triggering SMC5/6 degradation.13 Various viruses can 
hijack the DDB1–E3 ubiquitin ligase complex to promote the 
degradation of host proteins that would otherwise restrict viral 
replication.14 The SMC5/6 antagonism by HBx seems to be an 
evolutionarily conserved mechanism among mammalian hepad-
naviruses.15 SMC5/6 colocalises with the nuclear domain 10,16 
a dynamic nuclear organelle also implicated in the restriction of 
DNA viruses.17 It is thus not surprising that the SMC5/6 complex 
can act as a host restriction factor in HBV infection. Despite 
the increasing awareness of the role of SMC5/6 in counteracting 
cccDNA activity, data on how antiviral treatments affect the 
interaction between HBx and SMC5/6 in vivo are absent.

Potent nucleos(t)ide analogues efficiently suppress viral 
replication but do not target the cccDNA, and CHB is rarely 
cured.18 19 Thus, interventions silencing and reducing the HBV 
minichromosome appear essential to cure chronic HBV infec-
tion. Small interfering RNAs (siRNAs) targeting the overlapping 
pregenomic and subgenomic viral RNAs represent a promising 
therapeutic approach currently under investigation for anti- HBV 
therapy20–24 because it bears the potential to reduce both viraemia 
and antigen levels. Interferon-α (IFNα) has immunomodulatory 
and direct antiviral effects,25–27 including the ability to repress 
and destabilise the cccDNA.28 29

In this study, we aimed to investigate the impact of antiviral 
strategies able to reduce levels of HBV transcripts, like siRNA 
targeting all viral RNAs or pegylated IFNα (peg- IFNα), on 
HBx and SMC5/6 levels and assessed whether these interven-
tions can induce cccDNA silencing in vivo using HBV- infected 
human liver chimeric mice. Furthermore, we monitored the fate 
of SMC5/6 and cccDNA activity after treatment withdrawal, 
either in the presence or in the absence of the entry inhibitor 
myrcludex- B (MyrB), now bulevirtide (Hepcludex).30–32 These 
studies confirm the key role of SMC5/6 in HBV restriction and 
reveal that shielding the hepatocytes from sodium taurocholate 
cotransporting polypeptide (NTCP)- dependent infection events 
enables maintenance of cccDNA silencing.

MATERIALS AND METHODS
Generation, infection and treatment of humanised USG mice
The generation of USG (uPA/SCID/beige/IL2RG–/–) mice recon-
stituted with human hepatocytes and infected with HBV was 
conducted as previously reported27 and is briefly described in the 
online supplemental material. Antiviral treatment was started 
when mice had reached stable HBV infection levels (>10 weeks 

after virus inoculation). The siRNA targets all HBV transcripts 
and was described earlier20 (referred to as W7.5 in the original 
publication). Mice received one intravenous injection of 1 mg/kg 
per week. The siRNA was obtained from Dharmacon (Lafayette, 
Colorado, USA) and formulated in lipid nanoparticles (LNPs) at 
Precision Nanosystems (Vancouver, British Columbia, Canada). 
Peg- IFNα (Pegasys; Hoffmann- La Roche, Basel, Switzerland) 
was administered two times per week intraperitoneally (25 ng/g 
body weight) for 6 weeks.27 Mice were either sacrificed 24 hours 
after the last injection or left untreated for follow- up. At the end 
of siRNA or peg- IFNα treatment, some mice received subcu-
taneous injections of MyrB (MyrB/bulevirtide; MYR Pharma-
ceuticals, Bad Homburg, Germany) at 2 µg/g body weight daily 
for additional 3–8 weeks.33 Additional uninfected mice, either 
untreated or treated with peg- IFNα for 4 weeks,27 served as 
controls for SMC6 immunofluorescence.

Immunoprecipitation/western blot
Proteins were extracted from liver tissues with T- Per Tissue 
Protein Extraction Reagent (Pierce, Rockford, Illinois, USA) 
supplemented with Complete Protease Inhibitor Cocktail 
(Roche) and Pefabloc SC- Protease- Inhibitor (Carl Roth, Karl-
sruhe, Germany). For immunoprecipitation, dynabeads protein 
G (Thermo Fisher) were incubated with 10 µg of monoclonal 
rabbit anti- HBx antibody34 for 10 min at room tempera-
ture. Protein concentrations were determined by BCA Protein 
Assay Kit (Pierce), and 1 mg of protein lysate was added to the 
dynabeads antibody complex and incubated overnight at 4°C. 
Washing, denaturing and elution were performed according 
to the manufacturer’s instructions. Proteins were resolved on 
12% Mini- PROTEAN TGX Precast Gels (Bio- Rad, Feldkirchen, 
Germany) and blotted on nitrocellulose membranes (0.2 µm 
pore size; GE Healthcare, Buckinghamshire, UK) for immuno-
detection with rabbit anti- HBx (final concentration 40 µg/mL) 
and VeriBlot for IP Detection Reagent (Abcam, Cambridge, UK) 
as secondary antibody (1:200). To normalise HBx protein levels 
to different repopulation levels, 2 µg of the same protein lysates 
used for immunoprecipitation was loaded on a western blot and 
detected with a monoclonal mouse antibody (dilution 1:1000) 
specific for human albumin (#A6684; Sigma- Aldrich, St. Louis, 
Missouri, USA) and horseradish peroxidase- conjugated Affin-
iPure goat anti- rabbit IgG (Jackson ImmunoResearch, Suffolk, 
UK) as secondary antibody (dilution 1:10 000). Signals were 
visualised with Pierce ECL Western Blotting Substrate (Thermo 
Fisher) in the Fusion FX Imager (Vilber), and the band volume 
of the HBx signal was normalised to the band volume of human 
albumin.

RNA in situ hybridisation plus immunofluorescence
Total HBV RNAs were detected by RNA in situ hybridisa-
tion (RNA ISH) using the RNAscope Fluorescent Multiplex 
kit (Advanced Cell Diagnostics, Newark, California, USA) 
as published previously.35 The assay was coupled to immuno-
fluorescence staining for the simultaneous detection of SMC6 
protein. Briefly, liver sections were first pretreated following 
the instructions for fresh frozen sample preparation in the 
RNAscope manual including 4% paraformaldehyde fixation, 
ethanol dehydration and protease digestion, and then the SMC6 
protein was stained as described in the online supplemental 
material. To increase and stabilise the signal for SMC6, the 
TSA Fluorescein System (Perkin Elmer, Waltham, Massachu-
setts, USA) was used. An RNAse inhibitor (RiboGuard RNase 
Inhibitor; Biozym Scientific, Hessisch Oldendorf, Germany) was 
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added to all buffers during pretreatment and immunofluores-
cence. Afterwards, RNA ISH was continued according to the 
manufacturer’s instruction. Briefly, sections were submitted to 
hybridisation with probes recognising total HBV RNA (assay 
ID #560071) and beta-2 microglobulin (B2M #484661) as a 
marker for human hepatocytes for 2 hours at 40°C. The speci-
ficity of B2M was confirmed by costaining with murine Gapdh 
(#442871). This was followed by amplification steps and 
fluorescent labelling at 40°C and a nuclear counterstain using 
4′,6- diamidino-2- phenylindole according to the manufactur-
er’s instructions. Maximal projections of z- stack images were 
captured with conventional fluorescence microscopy (BZ- X710; 
Keyence) using a 60×/1.40 numerical aperture oil objective and 
identical settings within one experiment.

Measurements of virological parameters and host gene expres-
sion, cccDNA quantification, chromatin immunoprecipitation 
(ChIP) assays and immunofluorescence staining were performed 
as described in detail in the online supplemental material.

RESULTS
Anti-HBV siRNA treatment potently reduces all HBV markers 
except cccDNA
To suppress HBV RNA levels, stably HBV- infected human liver 
chimeric USG mice (median baseline titre of 1.6×109 HBV DNA 
copies/mL of serum) received weekly intravenous injections of 
LNP- formulated siRNA that targets the 3′ region of HBV tran-
scripts within the HBV- X open reading frame, thus targeting all 
HBV RNAs for degradation20 (figure 1A). Four weeks of HBV 
siRNA treatment decreased HBV DNA viraemia by median of 
1.6log (p=0.0003), serum HBsAg levels by 1.3log (p=0.0003) 
and HBeAg levels by 1.2log (p=0.0003) compared with baseline 
levels (figure 1B–D). After treatment was stopped, mice were 
either sacrificed (n=5) or monitored for viral rebound during 
an additional 4- week period (n=6). During the follow- up 
phase, mice were left untreated or received the entry inhibitor 
MyrB to assess the kinetics of viral rebound with and without 
the interference of new infection events. One additional mouse 
received MyrB for 8 weeks following treatment. HBV serological 
rebound occurred within 4 weeks because viraemia and antige-
naemia increased up to levels similar to baseline (figure 1B–D). 
Blocking viral entry with MyrB did not prevent viral rebound in 
the serum, although these mice reached slightly lower viraemia, 
HBsAg and HBeAg levels than before treatment (median of 
69%, 42% and 35% of their baseline levels, respectively (see 
online supplemental figure 1A–C)).

To analyse the intrahepatic impact of siRNA treatment, 
we euthanised mice at the end of the treatment or after the 
follow- up phase. Quantitative PCR (qPCR) analyses showed 
that intrahepatic pgRNA and total HBV RNA levels substan-
tially declined by 1.0log and 1.1log, respectively, in compar-
ison with untreated controls after 4 weeks of treatment (online 
supplemental figure 1D,E). Consistent with the serological data, 
average intrahepatic viral RNA levels also increased during 
follow- up, reaching levels comparable to untreated control 
mice, although mice receiving the entry inhibitor appeared 
to reach slightly lower transcript levels. Intrahepatic cccDNA 
was analysed by qPCR and Southern blot (figure 1E,F). In line 
with the mode of action of siRNAs targeting HBV transcripts, 
cccDNA levels did not differ between groups. Longitudinal 
measurements of human serum albumin levels in mouse serum 
(online supplemental figure 1F) and the absence of caspase 3 
activation (data not shown) indicated that the treatment did not 
affect hepatocyte viability.

siRNA treatment leads to the reappearance of SMC6 in hepatocytes 
negative for signs of active HBV replication
To assess the impact of siRNA- mediated HBV suppression at 
the single cell level and on the SMC5/6 complex, we costained 
HBcAg and SMC6 protein in mouse liver sections (figure 2A). 
The SMC6 protein can be used as surrogate to visualise the 
entire SMC5/6 complex due to its interdependent stability 
and was detectable in the nuclei of all human hepatocytes of 
uninfected mice using a human- specific antibody that does not 
cross- react with murine Smc6 (online supplemental figure 2A). 
In line with previous results,9 SMC6 staining was lost in stably 
HBV- infected mice where basically all human hepatocytes stain 
positive for HBcAg.

At the end of the siRNA treatment, the amount of HBcAg- 
positive human hepatocytes was strongly reduced and SMC6 
reappeared in the nuclei of HBcAg- negative cells (approxi-
mately 40% of the human hepatocytes). Four weeks after the 
treatment was stopped, HBcAg rebounded to levels observed 
in HBV- infected controls, while SMC6 appeared to be 
degraded again. Intriguingly, when viral entry was inhibited 
by MyrB administration, a large proportion of human hepato-
cytes remained SMC6- positive (approximately 40%), thus 
resembling the situation determined at the end of the siRNA 
treatment.

To further investigate the interrelation between SMC6 protein 
and HBV transcription at the single cell level, we combined the 
SMC6 staining with an RNA ISH assay detecting all HBV RNAs, 
as well as human hepatocytes using a species- specific B2M probe 
(online supplemental figure 2B). Figure 2B depicts merged 
images, and online supplemental figure 3 depicts all individual 
channels. We observed a strong reduction in HBV RNA- positive 
cells after 4 weeks of HBV siRNA treatment. In line with the 
mode of action of the drug that results in RNA- induced silencing 
complex- mediated degradation of cytosolic RNAs, HBV RNAs 
were undetectable in the cytoplasm but remained still detectable 
in the nuclei of single infected hepatocytes. In a great proportion 
of human hepatocytes, however, viral RNAs were also undetect-
able in the nuclei, indicating that viral transcription had been 
disabled altogether. Of note, the SMC6 protein reappeared 
exclusively in these hepatocytes, pointing out the possibility that 
SMC5/6 reappearance was followed by complete abrogation of 
viral transcription in these cells. SMC5 and SMC6 messenger 
RNA (mRNA) levels and interferon- stimulated genes (ISGs) did 
not change over the course of the experiment (online supple-
mental figure 4A,B).

HBV RNA production was re- established during viral rebound, 
and conversely SMC6 was degraded again. However, the SMC6 
protein was still detected in a substantial proportion of human 
hepatocytes in mice receiving MyrB, and they were followed 
up for 4 weeks and even 8 weeks. In contrast, viral transcripts 
rebounded in the remaining hepatocytes, thus leading to a mixed 
pattern of SMC6- negative and fully HBV RNA- positive cells and 
HBV RNA- negative and SMC6- positive cells. Taken together, 
these analyses indicate that in the absence of de novo infection, 
HBV rebound could be prevented in SMC6- positive hepatocytes 
where viral RNA transcription was absent. The reactivation of 
viral transcription in cells that had been SMC6- negative, on the 
contrary, explains the overall serological and partial intrahepatic 
rebound determined in MyrB- treated mice, despite the mainte-
nance of SMC5/6- mediated cccDNA suppression in a significant 
fraction of cells.
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Viral markers including cccDNA are reduced on peg-IFNα 
treatment and rebound after treatment cessation
IFNα is a cytokine with multiple ascribed direct anti- HBV 
effects, such as cccDNA epigenetic suppression, destabilisation 
and post- transcriptional pgRNA suppression.36 To assess the 

impact of peg- IFNα in reducing both viral RNA and proteins, 
we performed two independent experiments using two groups 
of stably HBV- infected, titre- matched mice (median baseline 
HBV DNA viraemia in experiment 1=1.1×1010; experiment 
2=8.5×108 HBV DNA copies/mL) (figure 3A). Mice received 

Figure 1 Anti- HBV siRNA treatment potently reduces all HBV markers except cccDNA. (A) Experimental setup. HBV- infected USG mice were 
treated as indicated and blood was drawn every other week. (B–D) Viral titres were determined by qPCR (B), and serum HBsAg (C) and HBeAg (D) 
were determined by ELISA (Abbot Architect). Every line represents one mouse. (E, F) Mice were sacrificed at the indicated time points, and cccDNA 
levels were determined by qPCR in Epicentre- based DNA extracts without proteinase K after PSD digestion (E). cccDNA copies were normalised to 
the human mitochondrial gene ND2. Each dot represents a single mouse; horizontal lines depict the median. (F) Liver DNA extracts (Epicentre- based 
extraction without proteinase K) from D were subjected to Southern blot. DNA amounts were normalised to human mitochondrial DNA and digested 
with PSD before loading. The bar graph below shows the densitometry analysis of the cccDNA band. The blot depicts one representative experiment. 
cccDNA, covalently closed circular DNA; MyrB, myrcludex- B; NT, not treated; pf- rcDNA, protein- free relaxed circular DNA; qPCR, quantitative PCR; SB, 
Southern blot; siRNA, small interferring RNA; USG, uPA/SCID/beige/IL2RG–/–. †=this mouse died prematurely at the 2- week blood drawl.
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two peg- IFNα injections of the human equivalent dose per week, 
ensuring a constant effect of the drug as measured by the upregu-
lation of ISGs in human hepatocytes (online supplemental figure 
4C–F). Similar to previous studies,27 peg- IFNα led to a substan-
tial and continuous reduction in viraemia in all mice (median log 
reduction, 1.7log in experiment 1 (online supplemental figure 
5A) and 1.1log in experiment 2 (p=0.0008 for both experi-
ments) (figure 3B)). After 6 weeks, peg- IFNα was withdrawn 
and mice were either sacrificed (n=5) or monitored for an addi-
tional 3 weeks (experiment 1; n=4) or 6 weeks (experiment 2; 
n=4) in the absence or presence of MyrB (figure 3A). On drug 
withdrawal, viraemia rebounded (online supplemental figure 

5A; figure 3B). However, mice receiving the entry inhibitor for 
6 weeks reached slightly lower viraemia levels than before treat-
ment. Viraemia changes were mirrored by a reduction in HBsAg 
and HBeAg levels in the mouse serum, although these changes 
did not reach statistical significance (online supplemental figure 
5B,C). At the end of the experiments, mice were sacrificed and 
intrahepatic markers were analysed collectively. After 6 weeks of 
treatment, we observed a clear reduction in intrahepatic pgRNA 
(median fourfold, online supplemental figure 5D) compared 
with untreated control mice, which increased again on drug 
withdrawal. However, entry inhibition clearly hindered intrahe-
patic viral rebound (online supplemental figure 5D).

Analysis of cccDNA by Southern blot showed a decrease in 
cccDNA levels in IFN- treated mice compared with untreated 
controls, which accounted to a median 3- fold reduction in 
experiment 1 and 4.5- fold in experiment 2, as determined by 
densitometry analysis of the 2.1- kb cccDNA band (figure 3C; 
online supplemental figure 5E). To confirm results obtained by 
Southern blot with an independent method, qPCR was run in 
parallel, indicating a median fivefold reduction after 6 weeks of 
peg- IFNα treatment in both experiments (figure 3D). Remark-
ably, cccDNA levels increased in the weeks following drug with-
drawal but remained low in the groups treated with the entry 
inhibitor, suggesting that new infection events were necessary to 
replenish intrahepatic cccDNA loads during viral rebound.

Human albumin levels in mouse serum remained similar during 
the course of the experiment in both treated and untreated mice 
(online supplemental figure 5F), and no increase in active caspase 
3 as a sign of hepatocyte apoptosis was detected in liver sections 
of the treated mice (data not shown). In summary, we confirmed 
the reduction of viral DNA and RNA levels in serum and liver, 
and observed reduced cccDNA levels on peg- IFNα treatment, 
whereas no evidence of cytotoxicity in human hepatocytes was 
observed.

Peg-IFNα treatment leads to the reappearance of the SMC5/6 
complex in hepatocytes negative for signs of active replication
We next analysed the impact of peg- IFNα-mediated HBV 
suppression on the SMC5/6 complex. Costaining of SMC6 
protein and HBcAg in liver sections revealed a reduction in 
HBcAg- positive cells and a concomitant increase in SMC6- 
positive hepatocyte nuclei (approximately 30%) (figure 4A). 
During follow- up, HBcAg rebounded to levels observed in HBV- 
infected controls, whereas SMC6 disappeared again. When viral 
entry was blocked, a substantial proportion of cells (approxi-
mately 30%) remained SMC6- positive both at 3 weeks (data not 
shown) and at 6 weeks after the end of treatment, resembling the 
situation determined at the end of peg- IFNα treatment. Only 
peg- IFNα, but not siRNA treatment, induced the expression of 
ISGs as measured by qPCR for a set of classical human ISGs 
(online supplemental figure 4C–F). To assess a possible direct 
effect of peg- IFNα treatment on the SMC5/6 complex, we anal-
ysed SMC6 protein levels by immunofluorescence also in unin-
fected USG mice that received peg- IFNα for 4 weeks (online 
supplemental figure 6). Treatment did not change the levels or 
distribution of SMC6 proteins, indicating that peg- IFNα does 
not directly regulate this component of the complex. SMC5 and 
SMC6 mRNA levels did not change over the course of the exper-
iment (online supplemental figure 4A, B).

Using the combined RNA ISH assay for total HBV RNA and 
SMC6 immunofluorescence staining, we observed a strong 
reduction in both HBV RNA- positive cells and HBV transcripts 
within the infected cells in treated animals (figure 4B and online 

Figure 2 siRNA treatment leads to the reappearance of SMC6 
in hepatocytes negative for signs of active HBV replication. (A) 
Immunofluorescence costaining for HBcAg (red) and SMC6 (green) in 
cryopreserved liver sections. Shown are representative pictures of one 
mouse from every treatment group as indicated on the left- hand side. 
(B) Representative pictures of RNA in situ hybridisation for total HBV 
RNA combined with immunofluorescence staining for SMC6 protein. 
Merged pictures of nuclei stained with 4′,6- diamidino-2- phenylindole 
(blue) and B2M RNA as a marker for human hepatocytes (aqua) are 
shown in the left column; HBV RNA (red) and SMC6 (green) are shown 
in the right column. Scale bar 50 µm. MyrB, myrcludex- B; siRNA, small 
interferring RNA.
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supplemental figure 7 showing the individual channels). SMC6, 
on the contrary, was exclusively detected in cells negative for 
HBV RNA, indicating that the absence of the SMC6 protein in 
hepatocytes is a reliable marker for HBV activity. Off treatment, 
HBV RNA production was re- established, and conversely SMC6 
was degraded again in all human hepatocytes of mice without 
entry inhibition. A partial viral rebound was also observed in 
the serum and liver of MyrB- treated mice. However, a fraction 
of SMC6- positive hepatocytes comparable to that determined at 
the end of treatment persisted in these mice. These intrahepatic 
analyses show that SMC6 persisted in hepatocytes negative for 
signs of active replication when new infections were excluded. On 
the contrary, a strong increase in viral RNA levels was observed 
in the remaining hepatocytes of the same mice, suggesting that 
cells which had not been efficiently suppressed during treat-
ment served as the source of renewed viral production during 

rebound. Taken together, peg- IFNα treatment induced the reap-
pearance of the SMC5/6 complex in hepatocytes that had either 
lost cccDNA or that harboured efficiently suppressed cccDNA 
molecules.

Both siRNA and peg-IFNα treatment reduce HBx and recruit 
the SMC5/6 complex to the cccDNA
Previous studies have shown that HBx targets the SMC5/6 
complex for proteasomal degradation, and therefore we aimed 
to analyse HBx protein levels under siRNA and peg- IFNα treat-
ment. Using a novel monoclonal rabbit anti- HBx antibody34 for 
immunoprecipitation and western blot, we were able to detect 
the physiological levels of HBx protein in the liver of HBV- 
infected humanised mice. Alongside the reduction in other 
viral proteins, HBx decreased to undetectable levels by siRNA 

Figure 3 Viral markers including cccDNA are reduced on peg- IFNα treatment and rebound after treatment cessation. (A) Experimental setup. HBV- 
infected USG mice were treated with peg- IFNα as indicated in two independent experiments. (B) Blood was drawn every other week and viral titres 
were determined by qPCR. The line graph shows mice from experiment 2. Lines depict the median and error bars the range. (C, D) Mice were sacrificed 
at the indicated time points, and liver DNA extracts (Epicentre- based extraction without proteinase K) were subjected to SB (C). DNA amounts were 
normalised to human mitochondrial DNA and digested with PSD before loading. The bar graph below shows the densitometry analysis of the cccDNA 
band. The blot shows mice from experiment 2. (D) cccDNA levels were determined by qPCR in Epicentre- based DNA extracts without proteinase K 
after PSD digestion in all mice (same extracts as in B). cccDNA copies were normalised to the human mitochondrial gene ND2. Each dot represents 
a single mouse; horizontal lines depict the median. cccDNA, covalently closed circular DNA; MyrB, myrcludex- B; NT, not treated; IFNα, interferon-α; 
MyrB, myrcludex- B; NT, not treated; peg- IFNα, pegylated interferon-α; pf- rcDNA, protein- free relaxed circular DNA; qPCR, quantitative PCR; SB, 
Southern blot; USG, uPA/SCID/beige/IL2RG–/–.
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treatment (figure 5A) and was strongly reduced by peg- IFNα 
treatment (figure 5B). However, HBx rebounded after treatment 
cessation. Of note, intrahepatic HBx protein levels remained 
lower in mice treated with the entry inhibitor MyrB compared 
with levels in untreated mice, suggesting that renewed HBx 
production was limited to a fraction of human hepatocytes.

To assess whether the SMC5/6 complex could associate with 
the cccDNA during and after antiviral treatment, we performed 
ChIP- qPCR experiments using antibodies for NSE4, a compo-
nent of the SMC5/6 complex.9 NSE4 strongly associated 
with cccDNA on siRNA (figure 5C) and peg- IFNα treatment 
(figure 5D) but was barely detectable (similar to IgG controls) 
in untreated HBV- infected control mice. Of note, NSE4 occu-
pancy on the cccDNA diminished to baseline levels during viral 
rebound, but was still increased in mice receiving MyrB. These 
data show that the association of this host restriction factor with 
the cccDNA was maintained until the end of our observation 
time (8 weeks after stopping siRNA administration) in mice 
where new infection events were blocked.

Given that cccDNA levels were lower in peg- IFNα-treated 
mice, the increased occupancy by NSE4 on the remaining 
cccDNA suggests that IFN treatment induced both silencing and 
reduction of the intrahepatic cccDNA.

DISCUSSION
In this study, we investigated the impact of two therapeutic 
approaches, siRNA and peg- IFNα, on the viral regulatory 
protein HBx and on the HBV restriction factor SMC5/6 in 
HBV- infected mice with humanised livers. This chromosomal 
maintenance complex has gained interest in HBV research as it 
was discovered that HBx, in complex with DDB1, can target 
this complex for proteasomal degradation. Vice versa, SMC5/6 
prevents transcription from the viral episome in HBV mutants 
lacking HBx expression.9 10 Here, we show for the first time that 
siRNA- mediated silencing of all HBV transcripts and treatment 
with peg- IFNα can achieve substantial decrease in HBx protein 
levels and reappearance of SMC6 in primary human hepatocytes 
in vivo. In a combined analysis of SMC6 protein and HBV RNAs, 
we demonstrate that SMC6 is exclusively detected in hepato-
cytes without active HBV transcription. This is in line with a 
previous in vitro study showing that treatment with siRNAs that 
targeted either HBx or DDB1 mRNA, the host factor binding to 
HBx, led to an increase in SMC6- positive hepatocytes.34

Our in vivo study shows that targeting HBV replication with 
siRNAs not only enables the reduction of viraemia and antige-
naemia but has also the capacity to shut down HBx production 
and hence suppress cccDNA transcription in HBV- infected 
human hepatocytes (figure 6). This is particularly apparent in 
the combined immunofluorescence and RNA ISH assay for 
SMC6 protein and viral RNAs, where we observed a substan-
tial fraction of human hepatocytes (around 40%) that were 
SMC6- positive and HBV RNA- negative both in the cytoplasm 
and in the nucleus. In contrast, HBV RNA production was still 
detected in the nucleus of some human hepatocytes, and SMC6 
negativity was maintained, indicating that the treatment did not 
achieve full suppression of viral transcription in all hepatocytes. 
Of note, siRNA treatment neither changed cccDNA levels nor 
induced the expression of human ISGs, effects that were induced 
by treatment with peg- IFNα. Nevertheless, ChIP- qPCR assays 
could confirm an increased recruitment of the SMC5/6 complex 
onto the cccDNA, thus providing evidence that siRNA treatment 
targeting the HBx region can promote epigenetic suppression of 
cccDNA transcription in vivo. Previous cccDNA- ChIP analyses 
showed that administration of IFNα induces hypoacetylation 
of the cccDNA- bound histones, as well as active recruitment of 
transcriptional corepressors, leading to reduced cccDNA tran-
scription both in vitro and in the liver of humanised mice.27 28 
Here, we show that 6 weeks of treatment with peg- IFNα substan-
tially reduced HBx protein levels, thereby enabling binding of 
the SMC5/6 complex to cccDNA.

It must be noted that both antiviral treatments achieved 
substantial, but not complete, suppression of cccDNA activity, 
as documented by the persistence of some HBcAg and HBV 
RNA- positive hepatocytes in the liver of chronically infected 
humanised mice. Whether this phenomenon reflects intrinsic 
differences among the hepatocytes to respond to drugs is 
currently unknown. Moreover, the inability to achieve more 
profound HBV suppression may also be due to the very high 
levels of infection present in these immune- deficient chimeric 
mice. The persistence of such HBV- producing hepatocytes was 
likely responsible for the rapid serological rebound determined 
after stopping siRNA or peg- IFNα treatment—both in mice 
treated with the entry inhibitor or in those without.

Strikingly, the silencing of cccDNA achieved either on peg- 
IFNα or on siRNA treatment was maintained during follow- up 
only when new infection events were prevented by adminis-
tering the entry inhibitor. This long- lasting epigenetic effect 

Figure 4 Peg- IFNα treatment leads to the reappearance of the 
SMC5/6 complex in hepatocytes negative for signs of active replication. 
(A) Immunofluorescence costaining for HBcAg (red) and SMC6 (green) 
in cryopreserved liver sections. Shown are representative pictures of one 
mouse from every treatment group as indicated on the left- hand side. 
(B) Representative pictures of RNA in situ hybridisation for total HBV 
RNA combined with immunofluorescence staining for SMC6 protein. 
Merged pictures of nuclei stained with 4′,6- diamidino-2- phenylindole 
(blue) and B2M RNA as a marker for human hepatocytes (aqua) are 
shown in the left column; HBV RNA (red) and SMC6 (green) are shown 
in the right column. Scale bar 50 µm. Peg- IFNα, pegylated interferon-α; 
SMC5/6, structural maintenance of chromosome 5/6 complex.
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(up to 8 weeks) indicates that SMC5/6- mediated silencing is a 
potent and persisting mechanism that may have key effects for 
the outcome of anti- HBV therapy. In line with our findings, the 
absence of HBV RNA transcripts in subpopulations of cccDNA- 
positive hepatocytes of patients with CHB has been reported 
using single cell analysis approaches.37 38 It is thus plausible that 
cells with inactive viral transcription act as a ‘latent reservoir’ 
that can serve as a source of HBV reactivation in patients inter-
rupting antiviral treatment or receiving immune suppression. A 
limitation of the USG mouse model used here is the lack of adap-
tive immune responses. It is tempting to speculate that adaptive 
responses would contribute to achieve stronger and sustained 
suppression of viral parameters if reactivated by the reduction in 
viral load and antigenaemia.

It is important to note that new infection events appeared 
crucial for the intrahepatic rebound or reactivation of HBV in all 
human hepatocytes, regardless of whether the cells were unin-
fected, had cleared cccDNA during IFN treatment or harboured 
silenced cccDNA molecules. Our cccDNA measurements showed 
a decrease in the level of intrahepatic cccDNA (threefold to five-
fold compared with untreated controls) in mice that received 
peg- IFNα, thus indicating that several weeks of IFN treatment 

promoted both transcriptional silencing and partial loss of the 
HBV minichromosome. This is in line with some previous obser-
vations27 and with the notion that IFNα administration can 
promote partial cccDNA degradation.29 On the contrary, siRNA 
therapy is not expected to affect cccDNA loads directly, and 
indeed cccDNA levels, which are generally quite stable in this 
model in the absence of cell killing or proliferation,35 did not 
decrease at the end of siRNA treatment. A substantial increase 
in the cccDNA pool off treatment was also not expected because 
cccDNA amounts per cell remain low even after long- term infec-
tion and unrestricted infection of every hepatocyte.33 35

We cannot prove or unequivocally disprove whether new 
infections with HBV DNA- containing particles are able to reac-
tivate silenced cccDNA or whether they merely introduce and 
build new transcriptionally active cccDNA molecules. We cannot 
exclude either that the NTCP- mediated entry of enveloped 
and encapsidated HBV RNAs, rather than HBV DNA, may be 
involved in the reactivation of already established but silenced 
cccDNA molecules.39 At any rate, our study provides evidence 
that the blockade of NTCP- mediated pathways determining HBV 
cell entry plays a key role not only in preventing intrahepatic 
HBV spreading but also in maintaining transcriptional silencing 

Figure 5 Both siRNA and peg- IFNα treatment reduce HBx and recruit the SMC5/6 complex to the cccDNA. (A, B) HBx levels were measured in 
liver protein lysates after siRNA (A) and peg- IFNα (B) treatment by IP and WB using the same anti- HBx antibody (upper panel). For normalisation 
to human hepatocyte content, protein lysates were subjected in parallel to WB using a human- specific antibody recognising albumin (lower panel). 
The bar graph below shows the densitometry analysis of the HBx signal relative to human albumin. One representative picture from a total of three 
experiments is shown. (C, D) ChIP assays were performed in two mice from every treatment group (siRNA (C) and peg- IFNα (D)), including untreated 
controls and follow- up arms. Chromatin from liver tissue was precipitated with anti- NSE4 antibody and analysed by cccDNA- selective qPCR. ChIP 
assays were performed in triplicates for one of the mouse of every treatment group to confirm accuracy (see online supplemental figure 8). cccDNA, 
covalently closed circular DNA; ChIP, chromatin immunoprecipitation; IP, immunoprecipitation; MyrB, myrcludex- B; NT, not treated; peg- IFNα, 
pegylated interferon-α; qPCR, quantitative PCR; WB, western blot; siRNA, small interferring RNA; SMC5/6, structural maintenance of chromosome 5/6 
complex.
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of the viral minichromosome in those cells that achieved thera-
peutic HBV silencing. Entry inhibition can be efficiently achieved 
with MyrB treatment as shown in human liver chimeric mice and 
HBV/hepatitis D virus coinfected patients,32 33 35 but it remains 
to be investigated to which extent other antivirals lowering HBV 
DNA viraemia might prevent de novo infection of hepatocytes 
and reactivation of persisting cccDNA molecules with compa-
rable efficiency. Finally, degradation or impairment of the human 
SMC5/6 complex has been shown to be accompanied by an 
accumulation of DNA damage, p53 activation and mitotic aber-
rations.40 After reconstitution of the USG mouse livers, human 
hepatocytes are not subjected to mitotic stimuli any more; thus it 
is not surprising that a few months of HBV infection and degra-
dation of SMC5/6 did not lead to obvious effects regarding cell 
viability. It is plausible, however, that in patients with CHB, ther-
apeutic strategies targeting HBx and aiming at restoring SMC5/6 
function in infected hepatocytes may reduce progression of liver 
disease and HBV- related carcinogenesis.

In sum, while elimination of the cccDNA from the infected 
liver remains challenging, this study demonstrates how distinct 
treatment interventions can have a profound impact on the 
transcriptional activity of the cccDNA, and hence contribute to 
the design of improved therapies aiming to cure chronic HBV 
infection.
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Supplementary methods 26 

 27 

Generation of USG mice. All animal experiments were performed in accordance with the 28 

European Union directive 2010/63/EU and approved by the ethical committee of the city and 29 

state of Hamburg in accordance with the ARRIVE guidelines. Animals were maintained under 30 

specific pathogen-free conditions in accordance with institutional guidelines under approved 31 

protocols. One million thawed human hepatocytes were injected intrasplenically into 3-week-32 

old homozygous mice anesthetized with isoflurane. After eight weeks, the levels of human 33 

chimerism were determined by measuring human serum albumin in mouse serum with the 34 

Human Albumin ELISA kit (Immunology Consultants Lab, Portland, USA). HBV infection was 35 

established upon a single intraperitoneal injection of HBV-containing mouse serum (1x107 HBV 36 

DNA copies/mouse, genotype D, HBeAg-positive). Blood samples were taken retro-orbitally 37 
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during the experiments. Liver specimens removed at the time of sacrifice were snap-frozen in 38 

2-methylbutane and stored at -80°C for histological and molecular analyses. 39 

 40 

Virological measurements. Viral DNA was extracted from serum samples using the QiAamp 41 

MinElute Virus Spin Kit (Qiagen, Hilden, Germany). QPCR measurements were performed on 42 

the ViiA 7 Real-Time PCR System with probes and primers from the TaqMan® Gene 43 

Expression Assay System and the Taqman® Fast Advanced Master Mix (Thermo Fisher, 44 

Waltham, Massachusetts, USA)(1). Viral titers in the serum were quantified with HBV-specific 45 

primers and probes (TaqMan® Gene Expression assay ID: Pa03453406_s1) while known 46 

references of an HBV DNA plasmid were amplified to establish a standard curve for absolute 47 

quantification. HBsAg and HBeAg quantification were performed on the Abbott Alinity I 48 

platforms (quantitative HBsAg kit, and HBeAg kit, Abbott, Ireland, Diagnostic Division) after 49 

diluting the mouse serum 1:200 in the dilution serum (Abbott) as recommended by 50 

manufacturer. DNA and RNA were extracted from liver specimens using the Master Pure DNA 51 

purification kit (Epicentre, Madison, USA) and the RNeasy Mini Kit (Qiagen), respectively. 52 

Intrahepatic HBV DNA was quantified with the same primer and probe set used for serum. For 53 

normalization, the number of human hepatocytes was estimated by measuring human 54 

hemoglobin beta (assay ID Hs00758889_s1) while human genomic DNA (Roche Applied 55 

Science, Mannheim, Germany) was used in a standard curve for quantification. Intrahepatic 56 

HBV RNA levels were determined in a one-step qRT-PCR using the TaqMan® Fast Virus 1-57 

Step Master Mix as recommended by the manufacturer (Thermo Fisher). The same HBV-58 

specific primer and probe set used for serum amplified intrahepatic total HBV RNA. 59 

Pregenomic HBV RNA (including precore HBV RNA) was amplified as described elsewhere(2). 60 

The expression of two human housekeeping genes (GAPDH; glyceraldehyde-3-phosphate 61 

dehydrogenase, assay ID Hs99999905_m1, and RPL30; ribosomal protein L30, 62 

Hs00265497_m1) was used for normalization. All intrahepatic measurements were performed 63 

on three different liver pieces isolated per mouse. 64 

 65 

cccDNA quantification. For Southern blot analysis, DNA was extracted with a modified 66 

protocol using the Master Pure DNA purification kit without the proteinase K digestion step. 67 

Omitting the protein digestion results in reduced precipitation of protein-bound DNA and 68 

subsequently lower levels of rcDNA compared to the classical extraction with proteinase K. To 69 

further reduce non-cccDNA HBV DNA forms, which might give rise to background staining on 70 

the blot, all samples were digested with plasmid-safe ATP-dependent DNase (Epicentre) using 71 

the following conditions: 1 µg total DNA was incubated with 30 U of enzyme at 37°C in a total 72 

volume of 200 µl for 2 h. After heat inactivation (30 min at 70°C), the DNA was purified using 73 

the DNA clean and concentrator kit (Zymo Research, Irvine, California, USA). Before loading, 74 
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a small part of every sample was set aside, diluted and used for cccDNA PCR for a direct 75 

comparison of qPCR and Southern blot quantification. qPCR with cccDNA-selective TaqMan 76 

primers and probe(2) was performed using modified PCR conditions (final concentration of 77 

forward primer 100 nmol/l; reverse primer 800 nmol/l; cycling conditions: 10 min initial 78 

denaturation at 95°C followed by 40 cycles of 95°C for 1 sec and 65°C for 1 min). Copy 79 

numbers of cccDNA molecules were normalized to human mitochondrial DNA present in the 80 

undigested column-purified samples by using human-specific primers and probe for the 81 

mitochondrial gene ND2 (assay ID #Hs02596874_g1). Southern blot analysis was performed 82 

as previously described(3) with minor modifications. Because liver samples from chimeric mice 83 

harbor varying amounts of human hepatocytes, samples were normalized to the amount of 84 

human mitochondrial DNA measured by qPCR in undigested samples (see above) making 85 

sure that equal amounts of DNA originating from human hepatocytes were loaded in every 86 

lane. Samples were mixed with loading dye (New England Biolabs, Ipswich, Massachusetts, 87 

USA) and loaded onto a 1.2% TAE agarose gel together with a 1 Kb DNA ladder (Thermo 88 

Fisher). After gel electrophoresis at 25 V for 21 h, the gel was treated as follows: 10 min in 89 

depurination buffer (0.2N HCl), 1 h in denaturing buffer (0.5N NaOH/1.5M NaCl), 1 h in 90 

neutralization buffer (1.5M NaCl/1M Tris-HCl pH 7.4), 30 min in 20xSSC buffer (3M NaCl/0.3M 91 

sodium citrate) gently shaking at room temperature. The DNA was blotted onto a Nytran SPC 92 

membrane using the TurboBlotter kit (GE Healthcare, Chicago, Illinois, United States). After 93 

transfer, the membrane was rinsed in 2xSSC and UV-crosslinked at 254 nm and 120 mJ/cm2. 94 

HBV DNA was detected with the help of branched DNA technology using the QuantiGene 95 

Singleplex assay (Thermo Fisher). Briefly, the membrane was blocked in hybridization buffer 96 

(30 min at 55°C), then hybridized with HBV DNA probes (assay ID #VF1-12525) overnight at 97 

55°C. The following day, the membrane was successively incubated with the pre-amplifier (30 98 

min at 55°C), amplifier (1 h at 55°C) and label probe (1 h at 50°C) before the signal was 99 

detected with CDP-STAR Detection Reagent (Roche, Basel, Switzerland) in a Fusion FX 100 

(Vilber Lourmat, Eberhardzell, Germany). Densitometric analysis was used to quantify the 101 

signal intensity of the cccDNA band (2.1kb) after rolling ball background subtraction in the 102 

Fusion FX software.  103 

 104 

Gene expression analysis. Expression levels of human genes were quantified by qPCR as 105 

previously described(4). Briefly, liver RNA was reverse transcribed with the Transcriptor First 106 

Strand cDNA Synthesis Kit (Roche) using oligo-dT primer and subjected to qPCR using the 107 

following human-specific primers not cross-reacting with murine sequences: SMC5 (TaqMan® 108 

Gene Expression assay ID #Hs00390892_m1), SMC6 (#Hs01093459_m1), ISG15 109 

(#Hs00192713_m1), OAS1 (#Hs00973637_m1), HLA-A (#Hs01058806_g1), STAT1 110 

(#Hs01013989_m1). Expression levels were normalized to the mean of two human 111 
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housekeeping genes (GAPDH and RPL30) as described above. Three different human 112 

hepatocyte donors were used for the engraftment of liver chimeric mice in this study. Since 113 

basal gene expression levels may vary from donor to donor for some genes, all treated mice 114 

were normalized to the expression levels of untreated control mice repopulated with the 115 

respective hepatocyte donor.  116 

 117 

Chromatin Immunoprecipitation (ChIP). ChIP qPCR assays were performed as described 118 

previously(5) and adapted to the use of liver tissue. Briefly, liver tissues were pulverized in 119 

liquid nitrogen and resuspended in PBS containing proteases inhibitors with subsequent 120 

homogenization by douncing with loose pestles. Samples were fixed under constant rotation 121 

in methanol-free 1% formaldehyde for 10 min and quenched with 125 mM glycine for 5 min. 122 

Nuclei were isolated before chromatin extraction and chromatin was fragmented by sonication 123 

(Bioruptor Plus, Diagenode, Seraing Belgium), aliquoted and kept frozen at -80 °C until further 124 

use. Chromatin was precipitated with 3 µl anti-NSE4 (#AP9907-a, Abgent, San Diego, USA) 125 

or 1 µl unspecific rabbit IgG using the MAGnifyTM Chromatin Immunoprecipitation System 126 

(Thermo Fisher) according to the manufacturer´s instructions. cccDNA in the input and 127 

precipitates was amplified by qPCR using TaqMan primer and probe as described above. 128 

 129 

Immunofluorescence. Immunofluorescence stainings were performed on 12-µm cryostat 130 

liver sections. Human SMC6 was co-stained with HBcAg on liver sections after fixation in 4% 131 

paraformaldehyde using a polyclonal rabbit anti-SMC6 antibody (#HPA042733, Sigma 132 

Aldrich), which does not cross-react with mouse Smc6, and a monoclonal mouse anti-HBcAg 133 

antibody (clone 10E11, # ab8639, Abcam, Cambridge, United Kingdom). Specific signals were 134 

visualized with Alexa Fluor 488 or 555 labeled secondary antibodies (Invitrogen, Darmstadt, 135 

Germany). Nuclear staining was achieved by Hoechst 33258 (Invitrogen, Eugene, USA). 136 

Stained sections were analyzed by fluorescence microscopy (BZ-X710, Keyence, Osaka, 137 

Japan) using the same settings for all mice per staining. 138 

 139 

Statistical Analysis. Reductions from baseline were calculated from individual mice and 140 

compared between treated and untreated groups at the end of treatment using the Mann-141 

Whitney test and GraphPad Prism 6. P-values <0.05 were considered statistically significant. 142 

  143 
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Supplementary figures 144 

 145 

Suppl. Fig. 1: Viral DNA, RNA and protein levels are reduced but human serum albumin 146 

levels do not change upon siRNA treatment 147 

Mice were sacrificed at the indicated time points and changes of serum HBV DNA levels (A), 148 

HBsAg (B) and HBeAg (C) were determined by qPCR or ELISA and depicted as bar graphs 149 

showing the median and range. Pregenomic HBV RNA (D) and total HBV RNA levels (E) 150 

normalized to human housekeeping genes were determined by qPCR. Each dot represents a 151 

single mouse; horizontal lines depict the median. (F) Longitudinal analysis of human serum 152 

albumin levels as determined by ELISA in mouse serum. Mice were treated as indicated below 153 

the graph and blood was drawn every other week. Every line represents one mouse. NT, non-154 

treated. 155 

  156 
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 157 

Suppl. Fig. 2: SMC6 protein and B2M RNA staining are human-specific.  158 

(A) Immunofluorescence co-staining for SMC6 (green) and cytokeratin 18 (KRT18) (red) in 159 

cryopreserved liver sections of an untreated non-infected USG mouse. KRT18 was used as a 160 

specific marker for human hepatocytes. Nuclei were stained with Hoechst 33258. (B) RNA-161 

ISH co-staining for murine Gapdh transcripts (green) and human B2M transcripts (red) in 162 

cryopreserved liver sections of an untreated HBV-infected USG mouse. Nuclei were stained 163 

with DAPI. Scale bar 50 µm. * indicates autofluorescent phagocytic remnants. 164 
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 170 

 171 

Suppl. Fig. 3: siRNA treatment leads to the reappearance of SMC6 in hepatocytes 172 

negative for signs of active HBV replication.  173 

(A-E) Single channel photographs and overlays of RNA in situ hybridization for total HBV RNA 174 

combined with immunofluorescence staining for SMC6 protein. Shown are the same 175 

photographs as in figure 2 (representative pictures of one mouse from every treatment group 176 

as indicated at the left-hand side). Overlay pictures show nuclei stained with DAPI in blue, B2M 177 

RNA as a marker for human hepatocytes in aqua, SMC6 protein in green and total HBV RNA 178 

in red. Scale bar 50 µm.  179 
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 181 

Suppl. Fig. 4: Interferon-stimulated genes are induced upon peg-IFN but not siRNA 182 

treatment while SMC5 and SMC6 mRNA levels remain stable across all treatments. 183 

mRNA levels of SMC5 and SMC6 and classical human ISGs were determined by qPCR in all 184 

mice included in this manuscript using human-specific TaqMan primer and probe sets. The 185 

expression levels of SMC5 (A), SMC6 (B), ISG15 (C), OAS1 (D), HLA-A (E) and STAT1 (F) 186 

are shown as dot blots where bars depict the median and every dot represents a single mouse. 187 

Expression levels are normalized to the mean of two human housekeeping genes. These 188 

relative expression levels are then normalized to expression levels in untreated control mice 189 

repopulated with hepatocytes from the same human donor. NT, non-treated; FU, follow-up. 190 
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 192 

 193 

Suppl. Fig. 5: Viral markers including cccDNA are reduced upon peg-IFN treatment 194 

without affecting human serum albumin levels 195 

HBV-infected USG mice were treated with peg-IFN as indicated in two independent 196 

experiments. (A) Blood was drawn every other week and viral titers were determined by qPCR. 197 

The line graph shows mice from experiment 1. Lines depict the median and error bars the 198 

range. (B, C) Changes of serum HBsAg (B) and HBeAg (C) from both experiments were 199 

determined by ELISA and depicted as bar graphs showing the median and range. (D) Mice 200 

were sacrificed at the indicated time points and pregenomic HBV RNA normalized to human 201 
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housekeeping genes was determined by qPCR. Each dot represents a single mouse; 202 

horizontal lines depict the median. (E) Liver DNA extracts (Epicentre-base extraction without 203 

proteinase K) were subjected to Southern blot. DNA amounts were normalized to human 204 

mitochondrial DNA and digested with PSD before loading. The bar graph below shows the 205 

densitometry analysis of the cccDNA band. The blot shows mice from experiment 1. pf-rcDNA, 206 

protein-free rcDNA; NT, not treated. (F) Longitudinal analysis of human serum albumin levels 207 

as determined by ELISA in mouse serum. Every line represents one mouse.  208 
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 210 

Suppl. Fig. 6: SMC6 protein levels in human hepatocytes are not affected by peg-211 

IFNtreatment  212 

Immunofluorescence co-staining for SMC6 (green) and cytokeratin 18 (KRT18) (red) in 213 

cryopreserved liver sections of an untreated non-infected USG mouse (A) and a non-infected 214 

USG mouse treated for four weeks with peg-IFN (B). KRT18 was used as a specific marker 215 

for human hepatocytes. Scale bar 10 µm. * indicates autofluorescent phagocytic remnants.  216 
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 219 

Suppl. Fig. 7: Peg-IFNtreatment leads to the reappearance of the SMC5/6 complex in 220 

hepatocytes negative for signs of active replication. 221 

(A-D) Single channel photographs and overlays of RNA in situ hybridization for total HBV 222 

RNA combined with immunofluorescence staining for SMC6 protein. Shown are the same 223 

photographs as in figure 4 (representative pictures of one mouse from every treatment group 224 

as indicated at the left-hand side). Overlay pictures show nuclei stained with DAPI in blue, 225 

B2M RNA as a marker for human hepatocytes in aqua, SMC6 protein in green and total HBV 226 

RNA in red. Scale bar 50 µm.   227 
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 228 

 229 

Suppl. Fig. 8: Both siRNA and peg-IFNtreatment recruit the SMC5/6 complex to the 230 

cccDNA. (A, B) Chromatin immunoprecipitation assays were performed in two mice from every 231 

treatment group following siRNA (A) and peg-IFNα (B) treatment. Chromatin from liver tissue 232 

was precipitated with anti-NSE4 antibody and analyzed by cccDNA-selective qPCR. In one of 233 

the two mice from every group, the assay was performed in triplicates or quadruplicates, i.e. 234 

in separate chromatin preparations with distinct liver pieces. The mean of these measurements 235 

is also shown in figure 5C and D. Open symbols represent these replicate measurements and 236 

are shown alongside with the measurement from the second mouse (filled symbols) as shown 237 

in figure 5C and D. The form of the symbols indicates the measurements that were derived 238 

from ChIP assays performed in parallel, bars the median. NT, not treated.  239 

 240 

 241 

 242 

 243 

 244 

 245 

 246 

 247 

 248 

 249 

 250 

 251 

 252 

BMJ Publishing Group Limited (BMJ) disclaims all liability and responsibility arising from any reliance
Supplemental material placed on this supplemental material which has been supplied by the author(s) Gut

 doi: 10.1136/gutjnl-2020-322571–10.:10 2021;Gut, et al. Allweiss L



17 

 

 253 

 254 

 255 

 256 

Supplementary references 257 

 258 

1. Allweiss L, Volz T, Lutgehetmann M, Giersch K, Bornscheuer T, Lohse AW, et al. Immune cell 259 

responses are not required to induce substantial hepatitis B virus antigen decline during pegylated 260 

interferon-alpha administration. J Hepatol. 2014;60(3):500-7. 261 

2. Malmstrom S, Larsson SB, Hannoun C, Lindh M. Hepatitis B viral DNA decline at loss of HBeAg 262 

is mainly explained by reduced cccDNA load--down-regulated transcription of PgRNA has limited 263 

impact. PloS one. 2012;7(7):e36349. 264 

3. Niu C, Livingston CM, Li L, Beran RK, Daffis S, Ramakrishnan D, et al. The Smc5/6 Complex 265 

Restricts HBV when Localized to ND10 without Inducing an Innate Immune Response and Is 266 

Counteracted by the HBV X Protein Shortly after Infection. PloS one. 2017;12(1):e0169648. 267 

4. Oehler N, Volz T, Bhadra OD, Kah J, Allweiss L, Giersch K, et al. Binding of hepatitis B virus to 268 

its cellular receptor alters the expression profile of genes of bile acid metabolism. Hepatology. 269 

2014;60(5):1483-93. 270 

5. Gunther T, Theiss JM, Fischer N, Grundhoff A. Investigation of Viral and Host Chromatin by 271 

ChIP-PCR or ChIP-Seq Analysis. Current protocols in microbiology. 2016;40:1E 10 1-21. 272 

BMJ Publishing Group Limited (BMJ) disclaims all liability and responsibility arising from any reliance
Supplemental material placed on this supplemental material which has been supplied by the author(s) Gut

 doi: 10.1136/gutjnl-2020-322571–10.:10 2021;Gut, et al. Allweiss L



1 

 

Supplementary Material 1 

 2 

Therapeutic shutdown of hepatitis B virus transcripts promotes reappearance of the 3 

SMC5/6 complex and silencing of the viral genome in vivo 4 

 5 

Lena Allweiss1#, Katja Giersch1#, Andrea Pirosu1, Tassilo Volz1,2, Robert C. Muench3, Rudolf K. 6 

Beran3, Stephan Urban4,2, Hassan Javanbakht5, Simon P. Fletcher3, Marc Lütgehetmann2,6, 7 

Maura Dandri1,2* 8 

 9 

# These authors contributed equally to this work. 10 

 11 

1. I. Department of Internal Medicine, University Medical Center Hamburg-Eppendorf, 12 

Hamburg, Germany 13 

2. German Center for Infection Research (DZIF), Hamburg-Lübeck-Borstel-Riems and 14 

Heidelberg sites, Germany  15 

3. Gilead Sciences, Foster City, California, United States of America 16 

4. Department of Infectious Diseases, Molecular Virology, University Hospital Heidelberg, 17 

Heidelberg, Germany 18 

5. Present address: SQZ Biotechnologies, Watertown, Massachusetts, United States of 19 

America 20 

6. Institute of Microbiology, Virology and Hygiene, University Medical Center Hamburg-21 

Eppendorf, Hamburg, Germany 22 

 23 

 24 

 25 

Supplementary methods 26 

 27 

Generation of USG mice. All animal experiments were performed in accordance with the 28 

European Union directive 2010/63/EU and approved by the ethical committee of the city and 29 

state of Hamburg in accordance with the ARRIVE guidelines. Animals were maintained under 30 

specific pathogen-free conditions in accordance with institutional guidelines under approved 31 

protocols. One million thawed human hepatocytes were injected intrasplenically into 3-week-32 

old homozygous mice anesthetized with isoflurane. After eight weeks, the levels of human 33 

chimerism were determined by measuring human serum albumin in mouse serum with the 34 

Human Albumin ELISA kit (Immunology Consultants Lab, Portland, USA). HBV infection was 35 

established upon a single intraperitoneal injection of HBV-containing mouse serum (1x107 HBV 36 

DNA copies/mouse, genotype D, HBeAg-positive). Blood samples were taken retro-orbitally 37 
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during the experiments. Liver specimens removed at the time of sacrifice were snap-frozen in 38 

2-methylbutane and stored at -80°C for histological and molecular analyses. 39 

 40 

Virological measurements. Viral DNA was extracted from serum samples using the QiAamp 41 

MinElute Virus Spin Kit (Qiagen, Hilden, Germany). QPCR measurements were performed on 42 

the ViiA 7 Real-Time PCR System with probes and primers from the TaqMan® Gene 43 

Expression Assay System and the Taqman® Fast Advanced Master Mix (Thermo Fisher, 44 

Waltham, Massachusetts, USA)(1). Viral titers in the serum were quantified with HBV-specific 45 

primers and probes (TaqMan® Gene Expression assay ID: Pa03453406_s1) while known 46 

references of an HBV DNA plasmid were amplified to establish a standard curve for absolute 47 

quantification. HBsAg and HBeAg quantification were performed on the Abbott Alinity I 48 

platforms (quantitative HBsAg kit, and HBeAg kit, Abbott, Ireland, Diagnostic Division) after 49 

diluting the mouse serum 1:200 in the dilution serum (Abbott) as recommended by 50 

manufacturer. DNA and RNA were extracted from liver specimens using the Master Pure DNA 51 

purification kit (Epicentre, Madison, USA) and the RNeasy Mini Kit (Qiagen), respectively. 52 

Intrahepatic HBV DNA was quantified with the same primer and probe set used for serum. For 53 

normalization, the number of human hepatocytes was estimated by measuring human 54 

hemoglobin beta (assay ID Hs00758889_s1) while human genomic DNA (Roche Applied 55 

Science, Mannheim, Germany) was used in a standard curve for quantification. Intrahepatic 56 

HBV RNA levels were determined in a one-step qRT-PCR using the TaqMan® Fast Virus 1-57 

Step Master Mix as recommended by the manufacturer (Thermo Fisher). The same HBV-58 

specific primer and probe set used for serum amplified intrahepatic total HBV RNA. 59 

Pregenomic HBV RNA (including precore HBV RNA) was amplified as described elsewhere(2). 60 

The expression of two human housekeeping genes (GAPDH; glyceraldehyde-3-phosphate 61 

dehydrogenase, assay ID Hs99999905_m1, and RPL30; ribosomal protein L30, 62 

Hs00265497_m1) was used for normalization. All intrahepatic measurements were performed 63 

on three different liver pieces isolated per mouse. 64 

 65 

cccDNA quantification. For Southern blot analysis, DNA was extracted with a modified 66 

protocol using the Master Pure DNA purification kit without the proteinase K digestion step. 67 

Omitting the protein digestion results in reduced precipitation of protein-bound DNA and 68 

subsequently lower levels of rcDNA compared to the classical extraction with proteinase K. To 69 

further reduce non-cccDNA HBV DNA forms, which might give rise to background staining on 70 

the blot, all samples were digested with plasmid-safe ATP-dependent DNase (Epicentre) using 71 

the following conditions: 1 µg total DNA was incubated with 30 U of enzyme at 37°C in a total 72 

volume of 200 µl for 2 h. After heat inactivation (30 min at 70°C), the DNA was purified using 73 

the DNA clean and concentrator kit (Zymo Research, Irvine, California, USA). Before loading, 74 
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a small part of every sample was set aside, diluted and used for cccDNA PCR for a direct 75 

comparison of qPCR and Southern blot quantification. qPCR with cccDNA-selective TaqMan 76 

primers and probe(2) was performed using modified PCR conditions (final concentration of 77 

forward primer 100 nmol/l; reverse primer 800 nmol/l; cycling conditions: 10 min initial 78 

denaturation at 95°C followed by 40 cycles of 95°C for 1 sec and 65°C for 1 min). Copy 79 

numbers of cccDNA molecules were normalized to human mitochondrial DNA present in the 80 

undigested column-purified samples by using human-specific primers and probe for the 81 

mitochondrial gene ND2 (assay ID #Hs02596874_g1). Southern blot analysis was performed 82 

as previously described(3) with minor modifications. Because liver samples from chimeric mice 83 

harbor varying amounts of human hepatocytes, samples were normalized to the amount of 84 

human mitochondrial DNA measured by qPCR in undigested samples (see above) making 85 

sure that equal amounts of DNA originating from human hepatocytes were loaded in every 86 

lane. Samples were mixed with loading dye (New England Biolabs, Ipswich, Massachusetts, 87 

USA) and loaded onto a 1.2% TAE agarose gel together with a 1 Kb DNA ladder (Thermo 88 

Fisher). After gel electrophoresis at 25 V for 21 h, the gel was treated as follows: 10 min in 89 

depurination buffer (0.2N HCl), 1 h in denaturing buffer (0.5N NaOH/1.5M NaCl), 1 h in 90 

neutralization buffer (1.5M NaCl/1M Tris-HCl pH 7.4), 30 min in 20xSSC buffer (3M NaCl/0.3M 91 

sodium citrate) gently shaking at room temperature. The DNA was blotted onto a Nytran SPC 92 

membrane using the TurboBlotter kit (GE Healthcare, Chicago, Illinois, United States). After 93 

transfer, the membrane was rinsed in 2xSSC and UV-crosslinked at 254 nm and 120 mJ/cm2. 94 

HBV DNA was detected with the help of branched DNA technology using the QuantiGene 95 

Singleplex assay (Thermo Fisher). Briefly, the membrane was blocked in hybridization buffer 96 

(30 min at 55°C), then hybridized with HBV DNA probes (assay ID #VF1-12525) overnight at 97 

55°C. The following day, the membrane was successively incubated with the pre-amplifier (30 98 

min at 55°C), amplifier (1 h at 55°C) and label probe (1 h at 50°C) before the signal was 99 

detected with CDP-STAR Detection Reagent (Roche, Basel, Switzerland) in a Fusion FX 100 

(Vilber Lourmat, Eberhardzell, Germany). Densitometric analysis was used to quantify the 101 

signal intensity of the cccDNA band (2.1kb) after rolling ball background subtraction in the 102 

Fusion FX software.  103 

 104 

Gene expression analysis. Expression levels of human genes were quantified by qPCR as 105 

previously described(4). Briefly, liver RNA was reverse transcribed with the Transcriptor First 106 

Strand cDNA Synthesis Kit (Roche) using oligo-dT primer and subjected to qPCR using the 107 

following human-specific primers not cross-reacting with murine sequences: SMC5 (TaqMan® 108 

Gene Expression assay ID #Hs00390892_m1), SMC6 (#Hs01093459_m1), ISG15 109 

(#Hs00192713_m1), OAS1 (#Hs00973637_m1), HLA-A (#Hs01058806_g1), STAT1 110 

(#Hs01013989_m1). Expression levels were normalized to the mean of two human 111 
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housekeeping genes (GAPDH and RPL30) as described above. Three different human 112 

hepatocyte donors were used for the engraftment of liver chimeric mice in this study. Since 113 

basal gene expression levels may vary from donor to donor for some genes, all treated mice 114 

were normalized to the expression levels of untreated control mice repopulated with the 115 

respective hepatocyte donor.  116 

 117 

Chromatin Immunoprecipitation (ChIP). ChIP qPCR assays were performed as described 118 

previously(5) and adapted to the use of liver tissue. Briefly, liver tissues were pulverized in 119 

liquid nitrogen and resuspended in PBS containing proteases inhibitors with subsequent 120 

homogenization by douncing with loose pestles. Samples were fixed under constant rotation 121 

in methanol-free 1% formaldehyde for 10 min and quenched with 125 mM glycine for 5 min. 122 

Nuclei were isolated before chromatin extraction and chromatin was fragmented by sonication 123 

(Bioruptor Plus, Diagenode, Seraing Belgium), aliquoted and kept frozen at -80 °C until further 124 

use. Chromatin was precipitated with 3 µl anti-NSE4 (#AP9907-a, Abgent, San Diego, USA) 125 

or 1 µl unspecific rabbit IgG using the MAGnifyTM Chromatin Immunoprecipitation System 126 

(Thermo Fisher) according to the manufacturer´s instructions. cccDNA in the input and 127 

precipitates was amplified by qPCR using TaqMan primer and probe as described above. 128 

 129 

Immunofluorescence. Immunofluorescence stainings were performed on 12-µm cryostat 130 

liver sections. Human SMC6 was co-stained with HBcAg on liver sections after fixation in 4% 131 

paraformaldehyde using a polyclonal rabbit anti-SMC6 antibody (#HPA042733, Sigma 132 

Aldrich), which does not cross-react with mouse Smc6, and a monoclonal mouse anti-HBcAg 133 

antibody (clone 10E11, # ab8639, Abcam, Cambridge, United Kingdom). Specific signals were 134 

visualized with Alexa Fluor 488 or 555 labeled secondary antibodies (Invitrogen, Darmstadt, 135 

Germany). Nuclear staining was achieved by Hoechst 33258 (Invitrogen, Eugene, USA). 136 

Stained sections were analyzed by fluorescence microscopy (BZ-X710, Keyence, Osaka, 137 

Japan) using the same settings for all mice per staining. 138 

 139 

Statistical Analysis. Reductions from baseline were calculated from individual mice and 140 

compared between treated and untreated groups at the end of treatment using the Mann-141 

Whitney test and GraphPad Prism 6. P-values <0.05 were considered statistically significant. 142 
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Supplementary figures 144 

 145 

Suppl. Fig. 1: Viral DNA, RNA and protein levels are reduced but human serum albumin 146 

levels do not change upon siRNA treatment 147 

Mice were sacrificed at the indicated time points and changes of serum HBV DNA levels (A), 148 

HBsAg (B) and HBeAg (C) were determined by qPCR or ELISA and depicted as bar graphs 149 

showing the median and range. Pregenomic HBV RNA (D) and total HBV RNA levels (E) 150 

normalized to human housekeeping genes were determined by qPCR. Each dot represents a 151 

single mouse; horizontal lines depict the median. (F) Longitudinal analysis of human serum 152 

albumin levels as determined by ELISA in mouse serum. Mice were treated as indicated below 153 

the graph and blood was drawn every other week. Every line represents one mouse. NT, non-154 

treated. 155 
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 157 

Suppl. Fig. 2: SMC6 protein and B2M RNA staining are human-specific.  158 

(A) Immunofluorescence co-staining for SMC6 (green) and cytokeratin 18 (KRT18) (red) in 159 

cryopreserved liver sections of an untreated non-infected USG mouse. KRT18 was used as a 160 

specific marker for human hepatocytes. Nuclei were stained with Hoechst 33258. (B) RNA-161 

ISH co-staining for murine Gapdh transcripts (green) and human B2M transcripts (red) in 162 

cryopreserved liver sections of an untreated HBV-infected USG mouse. Nuclei were stained 163 

with DAPI. Scale bar 50 µm. * indicates autofluorescent phagocytic remnants. 164 
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 170 

 171 

Suppl. Fig. 3: siRNA treatment leads to the reappearance of SMC6 in hepatocytes 172 

negative for signs of active HBV replication.  173 

(A-E) Single channel photographs and overlays of RNA in situ hybridization for total HBV RNA 174 

combined with immunofluorescence staining for SMC6 protein. Shown are the same 175 

photographs as in figure 2 (representative pictures of one mouse from every treatment group 176 

as indicated at the left-hand side). Overlay pictures show nuclei stained with DAPI in blue, B2M 177 

RNA as a marker for human hepatocytes in aqua, SMC6 protein in green and total HBV RNA 178 

in red. Scale bar 50 µm.  179 
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 181 

Suppl. Fig. 4: Interferon-stimulated genes are induced upon peg-IFN but not siRNA 182 

treatment while SMC5 and SMC6 mRNA levels remain stable across all treatments. 183 

mRNA levels of SMC5 and SMC6 and classical human ISGs were determined by qPCR in all 184 

mice included in this manuscript using human-specific TaqMan primer and probe sets. The 185 

expression levels of SMC5 (A), SMC6 (B), ISG15 (C), OAS1 (D), HLA-A (E) and STAT1 (F) 186 

are shown as dot blots where bars depict the median and every dot represents a single mouse. 187 

Expression levels are normalized to the mean of two human housekeeping genes. These 188 

relative expression levels are then normalized to expression levels in untreated control mice 189 

repopulated with hepatocytes from the same human donor. NT, non-treated; FU, follow-up. 190 
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 192 

 193 

Suppl. Fig. 5: Viral markers including cccDNA are reduced upon peg-IFN treatment 194 

without affecting human serum albumin levels 195 

HBV-infected USG mice were treated with peg-IFN as indicated in two independent 196 

experiments. (A) Blood was drawn every other week and viral titers were determined by qPCR. 197 

The line graph shows mice from experiment 1. Lines depict the median and error bars the 198 

range. (B, C) Changes of serum HBsAg (B) and HBeAg (C) from both experiments were 199 

determined by ELISA and depicted as bar graphs showing the median and range. (D) Mice 200 

were sacrificed at the indicated time points and pregenomic HBV RNA normalized to human 201 
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housekeeping genes was determined by qPCR. Each dot represents a single mouse; 202 

horizontal lines depict the median. (E) Liver DNA extracts (Epicentre-base extraction without 203 

proteinase K) were subjected to Southern blot. DNA amounts were normalized to human 204 

mitochondrial DNA and digested with PSD before loading. The bar graph below shows the 205 

densitometry analysis of the cccDNA band. The blot shows mice from experiment 1. pf-rcDNA, 206 

protein-free rcDNA; NT, not treated. (F) Longitudinal analysis of human serum albumin levels 207 

as determined by ELISA in mouse serum. Every line represents one mouse.  208 
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 210 

Suppl. Fig. 6: SMC6 protein levels in human hepatocytes are not affected by peg-211 

IFNtreatment  212 

Immunofluorescence co-staining for SMC6 (green) and cytokeratin 18 (KRT18) (red) in 213 

cryopreserved liver sections of an untreated non-infected USG mouse (A) and a non-infected 214 

USG mouse treated for four weeks with peg-IFN (B). KRT18 was used as a specific marker 215 

for human hepatocytes. Scale bar 10 µm. * indicates autofluorescent phagocytic remnants.  216 
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 219 

Suppl. Fig. 7: Peg-IFNtreatment leads to the reappearance of the SMC5/6 complex in 220 

hepatocytes negative for signs of active replication. 221 

(A-D) Single channel photographs and overlays of RNA in situ hybridization for total HBV 222 

RNA combined with immunofluorescence staining for SMC6 protein. Shown are the same 223 

photographs as in figure 4 (representative pictures of one mouse from every treatment group 224 

as indicated at the left-hand side). Overlay pictures show nuclei stained with DAPI in blue, 225 

B2M RNA as a marker for human hepatocytes in aqua, SMC6 protein in green and total HBV 226 

RNA in red. Scale bar 50 µm.   227 
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 228 

 229 

Suppl. Fig. 8: Both siRNA and peg-IFNtreatment recruit the SMC5/6 complex to the 230 

cccDNA. (A, B) Chromatin immunoprecipitation assays were performed in two mice from every 231 

treatment group following siRNA (A) and peg-IFNα (B) treatment. Chromatin from liver tissue 232 

was precipitated with anti-NSE4 antibody and analyzed by cccDNA-selective qPCR. In one of 233 

the two mice from every group, the assay was performed in triplicates or quadruplicates, i.e. 234 

in separate chromatin preparations with distinct liver pieces. The mean of these measurements 235 

is also shown in figure 5C and D. Open symbols represent these replicate measurements and 236 

are shown alongside with the measurement from the second mouse (filled symbols) as shown 237 

in figure 5C and D. The form of the symbols indicates the measurements that were derived 238 

from ChIP assays performed in parallel, bars the median. NT, not treated.  239 
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