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Approximately 250 million people worldwide are chronically
infected with the hepatitis B virus (HBV) and are at increased
risk of developing cirrhosis and hepatocellular carcinoma. The
HBV genome persists as covalently closed circular DNA
(cccDNA), which serves as the template for all HBV mRNA
transcripts. Current nucleos(t)ide analogs used to treat HBV do
not directly target the HBV cccDNA genome and thus cannot
eradicate HBV infection. Here, we report the discovery of a
unique G-quadruplex structure in the pre-core promoter re-
gion of the HBV genome that is conserved among nearly all
genotypes. This region is central to critical steps in the viral life
cycle, including the generation of pregenomic RNA, synthesis
of core and polymerase proteins, and genome encapsidation;
thus, an increased understanding of the HBV pre-core region
may lead to the identification of novel anti-HBV cccDNA tar-
gets. We utilized biophysical methods (circular dichroism and
small-angle X-ray scattering) to characterize the HBV
G-quadruplex and the effect of three distinct G to A mutants.
We also used microscale thermophoresis to quantify the
binding affinity of G-quadruplex and its mutants with a known
quadruplex-binding protein (DHX36). To investigate the
physiological relevance of HBV G-quadruplex, we employed
assays using DHX36 to pull-down cccDNA and compared HBV
infection in HepG2 cells transfected with wild-type and mutant
HBV plasmids by monitoring the levels of genomic DNA,
pregenomic RNA, and antigens. Further evaluation of this
critical host-protein interaction site in the HBV cccDNA
genome may facilitate the development of novel anti-HBV
therapeutics against the resilient cccDNA template.

Approximately 250 million people worldwide are chronic
hepatitis B virus (HBV) carriers and are at elevated risk of
developing cirrhosis, liver failure, and hepatocellular
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carcinoma (HCC) (1-3). The virus persists, in part, due to the
presence of its stable, compact intranuclear minichromosome
—the covalently closed circular DNA (cccDNA) (4-7). Cur-
rent oral therapies against HBV, including nucleotide/side
analogues (NA), target the virus during replication and are
effective at decreasing viremia, but rarely induce HBV surface
antigen loss, i.e., “functional cure” (8—11). Moreover, NAs do
not directly target the cccDNA and can lead to viral relapse
once treatment is stopped (10-13). Achieving a sterilizing (or
virological) HBV cure requires targeting and clearance of the
HBV cccDNA episome. There is limited knowledge of the
secondary and tertiary structural intricacies of the HBV
genome. The discovery of unique HBV cccDNA structural
motifs may highlight new areas for therapeutic drug design
and intervention.

HBV is a small, compact 3.2 kb, partially double-stranded
DNA virus (14). The HBV genome consists of four over-
lapping open reading frames for genes surface (S), core (C),
polymerase (P), and X, encoding seven viral proteins (14).
Transcriptional regulation of these regions is guided by the
corresponding promoter regions that enable the binding of
various cellular (and viral) proteins to initiate transcription and
produce five RNA transcripts, including the pre-C and pre-
genomic RNAs (pgRNA) (each approximately 3.5 kb) and the
subgenomic RNAs S1 (2.4 kb), S2 (2.1 kb), and X (0.7 kb) (14).
The pre-C/pregenomic region is one of the most important
viral promoter regions. This region initiates transcription of
the mRNA template for the production of both the core
protein and polymerase and produces the full-length pre-
genomic RNA, which contains the 5'-hairpin loop or epsilon
(€) (14—16). The epsilon region enables binding of the viral
polymerase and initiation of encapsidation or packaging of the
viral template followed by replication and the creation of viral
progeny (14, 15). Overall, HBV is classified into eight main
genotypes, A—H, based on a >8% nucleotide variation across
the genome (17, 18). The genotypes tend to display different
propensities to cause clinical disease and to respond to therapy
(19, 20). Despite the number of unique genotypes and viral
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variants due to the HBV’s error-prone reverse transcriptase,
promoter regions tend to be highly conserved among all HBV
variants/genotypes (21). This is likely owing to their need to
interact with key host proteins for successful propagation.

G-quadruplexes are highly stable noncanonical DNA (or
RNA) structures formed in guanosine-rich nucleic acid re-
gions, where four guanines form a planar quartet (G-quartet)
stabilized by the presence of Hoogsteen-hydrogen bonds (22).
Three or more consecutive G-quartets can stack on top of
each other to form parallel, antiparallel, or hybrid G-quad-
ruplex structures (23). The G-quadruplexes are further stabi-
lized by monovalent cations that occupy the central channel
between the G-quartets (22). The typical sequence that can
produce a quadruplex is represented by the formula, -G3-Nj_7-
G3-Nj.7-G3-Np_7-G3-, where groups of three guanosines are
separated by one to seven nucleotides, but there are exceptions
to this rule (24), such as the specific quadruplex highlighted in
the current study. Over 700,000 putative quadruplex se-
quences have been found throughout the human genome,
having a predominance in the telomeric and gene regulatory
regions, which has led to the discovery of their roles in key
transcription, translation, and genomic regulatory processes
(25-31). In the field of cancer research, such findings have
facilitated the development of a new class of drugs (i.e, G-
quadruplex stabilizers), including the recent telomeric quad-
ruplex stabilizers, CX-3545 (Quarfloxin) and CX-5461,
currently in early phase clinical trials (32—35). Based on ad-
vances in oncology, quadruplexes have subsequently been
found in several viral genomes, including human immunode-
ficiency virus-1 (HIV-1) (36), herpes simplex virus (HSV-1)
(37, 38), hepatitis C virus (HCV) (39), human papillomavirus
(HPV) (40), Epstein—Barr virus (EBV) (41), Kaposi’s sarcoma-
related herpesvirus (KSHV) (42), and Zika virus (43); reviewed
in (44, 45). More recently, a G-quadruplex has also been found
in the promoter region of the HBV’s S-gene (46). The pre-
dominance of G-quadruplexes in key regulatory regions is
highlighted, suggesting interesting targets for antiviral therapy
development (44, 45).

In the current work, we demonstrate the central, multi-
functioning pre-core promoter region of the HBV genome as a
G-quadruplex forming region, confirm its presence through
biophysical methods, and demonstrate its role in viral repli-
cation when compared with non-G-quadruplex-forming mu-
tants in vitro. Collectively, this lays the basis for the study of a
critical host—protein interaction and the potential develop-
ment of unique therapeutic targets for HBV cccDNA.

Results

The HBV pre-core promoter region contains a highly
conserved G-rich sequence

In our prior analysis of the HBV promoter region using the
HBV genome database (HBVdB: https://hbvdb.ibcp.fr), we
noted a highly G-rich region in the pre-core/core promoter
region in all HBV genomes except the HBV G genotype (21).
This region would be overlooked if the rigid formula was used
when searching for putative quadruplex sequences, G35 Nj_;
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G3.5 N1.; G35 Ny G5, (i.e., where G’s are guanosines present
in groups of three to five, and N’s are any nucleotide present in
one to seven sequences separating these groups of guanosines),
but exceptions exist (47). This region was of significant interest
given the fact that it also binds to host specificity protein 1
(Sp1), a host transcription factor already known to bind G-
quadruplexes, further supporting the link with the secondary
structure in this region. The analysis of single-nucleotide
mutation frequencies in this region was computed similarly
to our previous study (21), but with a focus on all available
basal core promoter sequences in the HBV genome database
(9939 sequences, Fig. 14), demonstrating remarkable conser-
vation of the guanosine groups.

The pre-core/core promoter region of HBV forms a quadruplex
structure.

To determine the ability of the HBV pre-core/core pro-
moter region to form a quadruplex, we utilized a 23-mer
oligomer of the wild-type (wt) promoter region for use in
multiple biophysical assays (Fig. 1B). We also designed a
mutant (GI1748A) oligomer based on prior studies showing
loss of Spl binding with the single-nucleotide mutation of G
to A substitution at position 1748 (48). Additional mutants
were also included (ie., GI7384 and GI1738/1748A) to
determine the nature and necessity of these putative G-
quadruplex-disrupting mutations. HBV genome frequency
analysis using the HBV database (www.hbvdb.ibcp.fr) showed
>99.8% conservation across all genotypes, hence supporting
the use of these mutants for our proposed studies (Fig. 1).
Oligomers were solubilized in an appropriate buffer, followed
by a heat-cooled step to allow for G-quadruplex formation.
Samples were purified using SEC prior to performing all ex-
periments to ensure that they were free of aggregation and
showed a single peak eluted for subsequent collection and
concentration (Fig. 24). First, we performed circular dichro-
ism spectropolarimetry (CD) experiments to investigate
whether the wild-type (wf) and mutant oligomers form a G-
quadruplex structure in solution. We observed a peak in
ellipticity upon CD analysis at A=263 nm and a minimum at
A=242 nm (as detailed in Table S1, Fig. 2B), suggesting that
the wt oligomer adopts a parallel G-quadruplex structure in
solution (49-51). Similarly, the G17384 mutant showed a
comparable quadruplex CD profile. The spectra for the
G1748A and G1738/1748A mutants, however, displayed a less
prominent pattern despite the same concentration, consistent
with a partially folded quadruplex structure (Fig. 2B). We also
studied the G-quadruplex formation in the presence of Li'.
We purified G-quadruplexes under identical conditions
except that the buffers contained Li" instead of K*. The CD
spectra were collected for all the samples, and no considerable
changes were observed in CD spectra collected for G-quad-
ruplexes in Li* and K7, suggesting that the DNA sequence can
form G-quadruplex despite possessing two mutations irre-
spective of the centrally coordinated monovalent cation.
Therefore, we decided to collect MST and SAXS data for G
quadruplexes in the presence of K* only.
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B wit CTGGGAGGAGCTGGGGGAGGAGA
G1738A CTGGGAAGAGCTGGGGGAGGAGA

G1748A CTGGGAGGAGCTGGGGAAGGAGA

G1738/1748A CTGGGAAGAGCTGGGGAAGGAGA

Figure 1. A, frequency analysis of the guanosines present in the pre-core promoter region of HBV using the HBV genome database https://hbvdb.
ibcp.fr, (accessed April, 2019). HBV Genotype G does not contain this G-rich pre-core region and hence was not included in the analysis. B, wild-type (wt)
and mutants (G1738A, G1748A and G1738/1748A) oligomers used in this study.

To visualize and verify the G-quadruplex formation, we
employed the HPLC-SAXS (52, 53). This enabled selection of
the data set from a monodispersed region for further analysis.
The absence of upturned profile at lower momentum transfer
(¢) values in Guinier analysis of SAXS data for w¢ and mutant
oligomers implies that all samples are monodispersed and ag-
gregation free (Fig. 34, panel i and ii). Next, the dimensionless
Kratky analysis (54) of SAXS data for all samples was performed
to assess their flexibility and compactness. This analysis displays
a Gaussian curve suggesting that all samples were folded
(Fig. 3A, panel iii). The SAXS data were then converted to the
electron pair—distance distribution plots ((P(r) function)
(Fig. 34, panel iv) using the GNOM software program (55). The
characteristic Gaussian-shaped pattern observed in P(r) for the
wt sample indicates that it adopts a compact structure in so-
lution, whereas the GI17384, GI1748A, and G1738/1748A
mutant oligomers, despite the same nucleotide length (23 nu-
cleotides), have an increasingly extended structure in solution
(Fig. 3A, panel iv). The radius of gyration (R,) for wt was
calculated to be 18.37 A, while the G17384, GI1748A, and
G1738/1748A mutants yield increasing values of 19.10, 20.10,
and 20.34 A, respectively, which are in agreement with those
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obtained from the Guinier analysis (Table 1). The P(r) function
also allows the determination of a maximum particle dimension
(Dyax) of macromolecules. Based on this analysis, we obtained
the D, of 46.85 A for the wt, while the G1738A4, G17484, and
G1738/1748A mutants were 53.14 A, 60.00 A, and 60.44 A
respectively, indicating that each mutation leads to a degree of
alteration of the G-quadruplex structure (Fig. 3). To further
investigate the structural differences between the samples, we
used the P(r) data in the DAMMIF program that allows low-
resolution structure determination. We calculated ten
independent low-resolution structures for each sample that
provided X values ranging from 1.2 to 1.8 indicating the good
quality of our models (Table 1). Subsequently, we averaged and
filtered ten models using DAMAVER program to obtain a
representative low-resolution structure for each sample. We
obtained the normalized spatial discrepancy (NSD) values of
0.55, 0.58, 0.58 and 0.59 for wt, G1738A, G1748A, and G1738/
1748A mutant samples, respectively, indicating that the ten
independent low-resolution structures are highly similar to
each other in all cases. The low-resolution structures presented
in Figure 3B demonstrate the compact quadruplex structure of
the wt sample, while each of the mutations displays a relatively

15 R —wt
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G1748A

—— G1738/1748A
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7

220 240 260 280 300 320
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Figure 2. Purification and primary biophysical studies of the pre-core promoter wt, G1738A, G1748A, and G1738/1748A mutant oligomers. A, the
change in size-exclusion chromatography (SEC) elution profile suggests change in size of G4s. B, circular dichroism spectroscopy studies of the pre-core
promoter oligomers. The presence of a negative peak at ~242 nm and a positive peak at ~263 nm indicates that the G4s are present at a parallel

quadruplex in the solution, the respective values are tabulated in Table S1.
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Figure 3. Low-resolution structural studies of HBV pre-core G-quadruplex (wt, pink) and its mutant oligomers (G1738A, cyan; G1748A, orange; and
G1738/1748A, green). (A, top panel) The top row represents raw SAXS data, where x-axis and y-axis present momentum transfer (q) and the intensity of
scattered light, respectively. The second row indicates Guinier plots (Ln(l,g)) vs g°) suggesting that all samples are pure. Guinier analysis also provides the Ry
for each sample based on the low-q region (See Table 1). The third row presenting dimensionless Kratky plots for each sample demonstrates that all
samples are folded and suitable for low-resolution model building. Finally, the last row represents the electron pair-distance distribution function plots that
provide information about the shape of these molecules, their R;, and maximum particle dimension. (B, bottom panel) Averaged-filtered models derived
using DAMMIN and DAMAVER calculations for wt (pink), G1738A (cyan), G1748A (orange), and G1738/1748A (green). The two panels show orthogonal views of
G4s, the maximum dimensions (D4, of the G4 are indicated under each structure, detailed dimensions and parameters are tabulated in Table 1.

extended structure in solution. It is noteworthy that the increase  highest elution volume (Fig. 2A4), which progressively increased
in the size of mutants is also consistent with observed elution in the same order as the increase in Dy, i.e., wt < GI738A <
volumes from SEC where we observed that the wt displayed the GI1748A < G1738/1748A.
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Table 1

Analysis of small-angle X-ray scattering data for HBV wild-type (wt) and mutant (mut) core promoter oligomer samples

Parameters wt G1738 A G1748A G1738/1748A
M,, (kDa) 7.30 7.28 7.28 7.26

10)° 0.0035 + 1.1 x 10°® 0.0041 + 1.3 x 10° 0.0031 + 1.6 x 10 0.0037 + 2.1 x 10°
q.Rg range 0.24-1.30 0.23-1.30 0.23-1.30 0.23-1.29

R, (A)° 1837 + 0.11 19.10 + 0.11 20.10 £ 0.19 20.34 + 0.22
1(0)** 0.0034 + 0.7 x 10 0.0039 + 1.0 x 10 0.0030 + 1.2 x 10 0.0036 + 1.7 x 10°
R, ()" 17.18 + 0.03 18.17 + 0.04 19.77 + 0.09 2043 + 0.10
Dpax (A’ 46.85 53.14 60 60.44:

< ~1.80 ~1.50 ~1.50 ~1.20

NSD® 0.55 + 0.01 0.58 + 0.03 0.58 + 0.01 0.59 + 0.01

The molecular weight (M,,) values were calculated using nucleotide sequences.

The error calculation for each SAXS data analysis step is described by individual packages implemented in ATSAS suite (55, 84, 89, 90).

“ Obtained from Guinier analysis (91).
? Determined using P(r) analysis using the GNOM program (55).
¢ Values derived from DAMMIN (92) and DAMAVER (86) analysis.

To further confirm that the wt oligomer forms a G-quad-
ruplex structure, we used the previously described DHX36
protein, (a known G-quadruplex-interacting protein that binds
with high affinity to parallel quadruplexes) (53, 56-58) and
tested for DHX36 ability to recognize the wt and/or mutant
oligomers via MST. Based on the MST results (Fig. 4), we
obtained a K; of 76.81 + 12.21 nM between DHX36 and the wt
oligomer further confirming that the wt oligomer adopts a
G-quadruplex structure in solution that is recognizsed by
DHX36. The K, values obtained for the mutant oligomers
were 14.17 + 12.76, 132.14 + 14.84, and 65.50 + 7.74 nM for
G1738A, G1748A, and G1738/1748A, respectively.

The quadruplex-binding protein, DHX36, can pull down HBV
cccDNA derived from HBV-infected human liver tissue

The biophysical analysis demonstrated that the wt oligomer
exists as a G-quadruplex in vitro. To address the question of
whether the G-quadruplex also exists in HBV genome, we
performed a pull-down assay using DHX36-bound-magnetic
beads to study if this host protein can bind with HBV cccDNA
within HBV-positive human liver tissue. We used nested PCR
to amplify HBV DNA in the pull-down products and identified
the excess DNA (XS) (i.e., the initial viral DNA input), but
none after the washes (Fig. 5B). We then noted a strong HBV
DNA signal in the eluted product (EI), demonstrating that
DHX36 specifically binds and pull downs HBV cccDNA
(Fig. 5B). To determine whether DHX36 recognizes other
segments of the cccDNA outside the region of interest, two
HBYV gene segments were amplified (i.e., the C gene with only
part of its pre-core promoter region and the X gene, where the
3'-end contains the quadruplex-forming region of interest;
Figs. 5A and S2). The pull-down assay, PCR, and gel visuali-
zation performed for both of these genes demonstrated an
HBV DNA signal (specific PCR amplicon) in the eluted
product for the X, which contains the G-quadruplex (Fig. 5C,
EI), but not for the C gene segment (Fig. 5D, EI). Mutant X
genes show binding with DHX36 in this model as well
(Fig. 5E), consistent with our findings from MST (Fig. 5E).
Overall, these results support the presence of the G-quad-
ruplex in the pre-core promoter region of HBV cccDNA.

SASBMB

The G-quadruplex region influences HBV replication

Following identification of the G-quadruplex in cccDNA, we
investigated the functional impact of this structure on HBV
replication. Therefore, we employed a wild-type 1.3mer HBV
genome plasmid (kindly gifted from Prof. H. Guo) (59) and
designed mutants based on the G17384, G1748A, and G1738/
1748A sequences used above. The mutant plasmids were
transfected into HepG2 cells and a separate GFP control
plasmid was simultaneously transfected in all wells to monitor
for relative transfection efficiency, inferring relative equiva-
lence (Fig. S3). Transfection was consistent across all wells,
with an estimated efficiency of about 10% by day 1, and up to
20% for the HBV-transfected wells.

The HepG2 transfection studies were performed in tripli-
cate and consistently demonstrated a difference in the viral
protein products for wt and mutant pre-core promoter regions
(Fig. 6, A—C). The level of HBsAg in the supernatant of HepG2
cells transfected with the G1738A and G1738/1748A mutant
HBYV were significantly higher than the w¢ (p < 0.05) on days 5
and 7 (Fig. 64, Table S4). Similarly, the levels of HBeAg in
supernatant also showed significantly lower production among
the wild-type versus mutant plasmids for nearly all paired sets
on days 3 through 7 (Fig. 6B, Table S4). In contrast, the high
amounts of cellular HBcAg were produced by the wt HBV
compared with the mutant, with significance noted only be-
tween the wt and G1738/1748A mutant combinations on days
3 through 7 (Fig. 6C, S Table S4).

Analysis of the nucleic acid levels demonstrated an increase
in the amount of cellular DNA detectable above plasmid
baseline for all the plasmids at day 7; however, there were no
significant differences noted between the wild-type versus
mutant variants after corrections for cells and plasmid (Fig. 7,
Figs. S4-S5). In the supernatant-extracted DNA, a signal was
noted on day 7 in one of the three replicate experiments for
the wt only (Fig. 7). The lack of this similar finding in the other
replicates likely indicates a lower amount of DNA released into
the supernatant relative to the starting plasmid, rather than an
experimentally relevant finding. The levels of HBV RNA
studies in the supernatant were undetectable when corrected
for residual DNA (i.e., reverse transcriptase negative controls)

J. Biol. Chem. (2021) 296 100589 5



A quadruplex motif in key HBV promoter region

A 12
1.0 4 Wt
c 0.8 4
]
D 064
o
L g4
°
c
g 0.24
1]
0.04
0.2 — —r — —r -
1E-9 1E-8 1E-T 1E-6 1E-5
C Concentration (M)
1.2
' G1748A
1.04
c 0.8+
S
© 064
©
S
L g4
-]
S
° 0.24
[11]
0.04
-0.2

1E9  1E8  1ET  1E6  1ES
Concentration (M)

B
.| G1738A
c 08
.2
D 06
o
Lo,
°
c
g 0.2
1]
0.0
0.2 — - - — -
1E-9 1E-8 1E-7 1E-6 1E-5
D Concentration (M)
1.2
0 G1738/1748A
c 08
.2
D 06
o
"_; 04
c
g 0.2
[13]
0.0
0.2

1E-9 1E-8 1E7 1E-6 1E-5
Concentration (M)

Figure 4. Microscale thermophoresis (MST) of FITC-labelled G-quadruplex oligomers—(A) wt, (B) G1738A, (C) G1748A, and (D) G1738/1748A—with
known G-quadruplex binder, DHX36. The labeled oligomers were held constant while the DHX36 varied in concentration from 0.006 nM to 20 uM in MST
buffer (G-quadruplex buffer supplemented with 0.1% Tween20). MST was measured in triplicate and background corrected against spectra of buffer alone.
The data above is the average of three independent replicates. Dissociation constants, (Ky), were computed using Ky fitting and are tabulated in Table 2. The
binding affinity was observed in the order of G1738A<<wt<G1748A<G1738/1748A.

(Fig. 8A; Fig. S6). There was a consistent baseline signal in
cellular RNA throughout the replicates but no significant
difference between the wt and various HBV mutants (Fig. 8B).
Of note, the amount of detectable plasmid decreased over time
(by ~1 log), consistent with the cellular breakdown of the
plasmid (Fig. S5), thus the detected surplus DNA was derived
from the newly replicating virus.

Discussion

There is increasing recognition of G-quadruplexes
throughout the human genome (25, 26, 30, 31, 47). They are
frequently found in key regulatory regions of genes and
regulate numerous critical cellular processes including tran-
scription, translation, and genome stability (25-28, 30, 47,
60-62). The ubiquity of G-quadruplexes extends to the field of
virology where G-quadruplexes have been found in regulatory
regions of various viral genomes (36—46).

Table 2

The dissociation constants calculated for DHX36 53-105 and
G-quadruplex variants

Oligomer Kq (nM)?
Wt 76.81 + 12.21
G1738A 14.17 £ 12.76
G1748A 132.14 + 14.84
G1738/1748A 65.50 + 7.74

“ The error represents standard deviation of three independent experiments.

6 J Biol Chem. (2021) 296 100589

In this work, we demonstrate the presence of a G-quad-
ruplex in the HBV pre-core promoter region, a region critical
to the transcription of the HBV C gene and translation of viral
core proteins. The current study describes its evolutionary
persistence with the aid of an HBV sequence repository
(https://hbvdb.ibcp.fr), which contains an extensive repository
of replication-competent viruses (63). Across over 10,000
available pre-core/core sequences worldwide, this region is
very G-rich and is highly conserved across nearly all major
genotypes (Fig. 1), except for HBV genotype G (excluded in
current analysis). HBV G is rarely found and usually in com-
bination with another genotype (i.e, A or H), implying a
unique strategy to maintain replication (64—66). This strong
degree of conservation of this G-rich region provides a ratio-
nale for its functional role in virus maintenance, especially in
HBV with a highly error-prone polymerase, capable of pro-
ducing10'®* point mutations daily (67). If a region of the
genome were to be of high importance to the virus (and not an
inconsequential “DNA knot”), it would be evolutionarily
maintained over time.

Through rigorous biophysical analysis, we demonstrate the
ability of this G-rich HBV pre-core promoter region to form a
G-quadruplex, comparing results with those of the HBV
single-nucleotide substitutions, GI17384, G1748A, and the
double mutation G1738/1748A. In particular, the GI1748A
mutation has been shown to prevent host Spl binding and
transcript production (48). We hypothesized that this HBV
pre-core mutation affects the quadruplex structure and
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Figure 5. DHX36 pull-down assays. A, segments of the HBV cccDNA PCR amplified for use in the assay and whole cccDNA extracted from HBV-positive
liver tissue; (B) pull-down of whole cccDNA (nested PCR amplified with primers specific to the region of incomplete dsDNA of HBV, nt 1778-1920); (C), pull-
down of the X-gene segment; (D), pull-down of the C-gene segment. All PCR were performed on 1:100 dilutions of pull-down washes and elution products.
PCR water was used for the negative control; a tandem dimer HBV plasmid was used for positive control. El, Elution; xs, excess DNA. E, Pull-down study using
DHX36 bait protein to bind X gene fragments from the mutant plasmid variants. Sample dilution of 1:800 (feft panel) and 1:3200 (right panel), done to
account for the slightly differing starting amounts of DNA and the dilution at which the signal is no longer picked up from the nickel bead controls.

disrupts host Spl quadruplex binding leading to loss of func-
tion noted previously (48). Our CD studies support the for-
mation of a parallel quadruplex in the wt oligomer as well as
the GI1738A mutant, while the G17484 and G1738/1748A
oligomers form less distinct, likely altered, or distorted quad-
ruplexes (Fig. 2). This is consistent with reports that CD
spectra amplitude differs as a function of G-quartet stacks,

Supernatant HBsAg
~#—GFP —~e-wt —~0—~G1738A —e—~G1748A —e—G1738/1748A ~#—GFP ~e—wt~e—G1738A —~o—~G1748A —e—G1738/1748A
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T 100 T 100
0 0
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Day post transfection

Supernatant HBeAg

Day post transfection

thus the altered spectra observed in the case of the mutants
support the distortion or alteration of the G-quadruplex (51).
More specifically, the G17384 mutation does not appear to
result in disruption of the “core” of G-quadruplex, likely owing
to its more 5 position, while the GI17484 mutation does.
Further, the SAXS data provide succinct low-resolution
structures, indicating that the wt oligomer indeed forms a

Cellular HBcAg
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Figure 6. Viral protein markers from 1.3mer HBV transfection studies in HepG2 cells. A, average supernatant HBsAg; (B) average supernatant HBeAg;
and (C) average cellular HBcAg. Samples were collected on days 1, 3, 5, and 7 posttransfection and analyzed by various ELISA assays (see Experimental
procedures). Plots represent the averaged results of the three transfections, with each data point representing at least eight wells of an ELISA plate. Er-
ror bars represent 2x standard error. Significance was calculated using one-way ANOVA with a two-sided Dunnett t post-hoc analysis. *p-value for sig-
nificance <0.05. p-values are recorded in the Supplementary Information (Table S4).
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Figure 7. DNA from HepG2 transfection studies with wt and mutant HBV plasmids (G1738A, G1748A, and G1738A/1748A), harvested at days 1, 3, 5,
and 7 posttransfection, isolated from the cells. DNA was extracted using phenol-chloroform extraction method from both the supernatant and cells.
qPCR was performed using pre-core promoter primers and corrected for plasmid and internal GAPDH control (See Supplementary Information Table S3 and
Figs. S4-S5). Supernatant DNA was also isolated and quantified, but found in only one replicate (see text).

quadruplex (D,,,. = 46.85 A), while each of the mutants forms
an increasingly extended conformation—GI1738A (D, =
53.14 A) > G1748A (D, = 60.00 A) > G1738/1748A (D, =
60.44 A), highlighting the impact of these mutations on the
secondary structure in this region (Fig. 3, Table 1). When
comparing the effects of the mutations on the resultant sec-
ondary structure with these two techniques, the CD and SAXS
data agree that the GI7384 mutant results in a minimal
alteration in the G-quadruplex structure. Conversely, the
G1748A mutation has a greater impact on the structure, which
when combined with the GI1738A4 mutation appears to be
synergistic in the G1738/1748A mutant. Finally, using a known
high-affinity parallel quadruplex binder, DHX36, we demon-
strate that the wt oligomer can interact with DHX36 (Figs. 4
and 5), and provide a K; value for this binding of 76.81 +
12.21 nM through MST studies (Fig. 4). This is a comparable
range to other reported K, values of 0.31 and 044 pM,
respectively, for DHX36 binding with a human telomerase RNA
G-quadruplex (hTR;_43) and basic tetramolecular RNA G-
quadruplex (5'-A;5Gs5A15-3; ‘TAGA’) (57, 68). This G-quad-
ruplex-binding protein has been shown to interact at picomolar
concentrations, whereby full-length DHX36 binds the RNA G-
quadruplex ‘TAGA’ with K; of 39 PM while the DNA equivalent
(5'-A15Gs5A15-3'; ‘dAGA) is 77 PM (69). One of the strongest
affinities with DHX36 noted in the literature appears to be with
a 5'-untranslated region G-quadruplex structure from the Zicl
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gene, a gene responsible for producing a zinc-finger protein
critical to early development, with a K; as low as 3 PM (70).
With regard to our mutant oligomers, binding is also demon-
strated with K values that fall within this broad range. The
G1738A mutant appeared to have stronger binding than the wt,
raising the possibility of an alternate binding motif or additional
stabilizing interactions with the DHX36 protein. DHX36 has
been shown to bind parallel quadruplexes via its N-terminal
domain in an end-on manner where its first 21 residues are
responsible for the quadruplex binding activity (53, 69, 71, 72).
An NMR-based study examining the interaction between an 18-
amino-acid fragment of DHX36 peptide and a parallel quad-
ruplex showed that there are CH/m- and CH3/m-stacking in-
teractions occurring between them. This resulted in DHX36
peptide effectively covering the tetrad from the top and subse-
quently positioning the positively charged side chains of three
lysines in closer proximity to the negatively charged tetrads
further stabilizing the interaction (72, 73). Data from CD and
SAXS experiments demonstrate that all the variants form
quadruplexes, hence all of them are capable of binding to
DHX36. However, the altered G4 stacking may have perturbed
the aforementioned CH/m- and CH3/m -stacking interactions,
which resulted in the varied strength of K, It may also be a
feature of a smaller system that could be overcome by
employing a longer strand of DNA in which the steric hindrance
from a less organized system would disallow binding. A future
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Figure 8. RNA from HepG2 transfection studies with wt and mutant HBV plasmids (G1738A, G1748A, and G1738A/1748A), harvested at days 1, 3, 5,
and 7 posttransfection. RNA was extracted using Trizol extraction followed by DNase digestion. qPCR was performed using primer sets to pick up the core
transcripts and total RNA (see Table S3) as noted in the schematic (A). The information is represented as a ratio of core transcripts to total RNA for both the
supernatant (B) and cells (C) to account for equivalent detection of residual forms of DNA as detected by gPCR.

direction of this work will involve developing a higher-
resolution structure through molecular modeling (i.e., molecu-
lar dynamic simulations) to create a model consistent with this
experimental data.

In addition to in vitro biophysical data of controlled oligo-
mers, we demonstrate its presence in HBV-positive human
liver tissue. We employed pull-down assays using cccDNA
extracted from HBV-infected liver and demonstrated that the
known quadruplex binder, DHX36 can bind and pull HBV
cccDNA from solution (Fig. 5B). The inclusion of subsegments
of the HBV genome serves as controls validating the HBV pre-
core region as the major binding site. Although the wt and
G17484 mutant X-gene show binding, the GI738A4 and
G1738/1748A do not bind and are partially consistent with the
structural data analysis. Although it is possible that the
contribution of this binding is shared with the other recently
identified G-quadruplex in the pre-S region, the prior study
did not evaluate DHX36 interactions with the HBV pre-S re-
gion (46).

To establish the functional significance of the presence of
G-quadruplex in the HBV genome, we compared the wild-type
HBV with G1738A, G17484, and G1738/1748A mutant plas-
mids in in vitro cell culture studies. It was postulated that
mutations that disrupt the quadruplex region would have
reduced binding from host proteins to initiate transcription
and thus impact downstream viral replication. To investigate
this, we used a wild-type 1.3-mer HBV plasmid (59) and
created each of the above mutants (GI17384, G1748A, and
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G1738/1748A) through site-directed mutagenesis. Previous
studies with a linearized 1-mer HBV model, in which the HBV
genome was excised from the plasmid and allowed to recir-
cularize by natural DNA repair mechanisms once in the cell,
did not prove effective at producing HBeAg or HBcAg at
detectable levels (see Supplementary Information
Supplementary Experiments and Figs. S7-S10) (74). This may
have been due to incomplete circularization inside the cell.
Since the location of the cut site is through the core gene, the
production of HBeAg and HBcAg proteins would be fully
reliant on the circularization, whereas the transcripts and open
reading frame for HBsAg production would not be affected.
Thus, the 1.3-mer HBV model was adopted to overcome these
deficiencies, allow for the more balanced production of all viral
transcripts, and enable an analysis of sequence impacts on viral
replication within this cell culture system. We noted differ-
ences between mutant and wild-type transfections in some of
the markers of viral replication typically after ~5 days
(Figs. 6-8). Notably, HBsAg in cell supernatant showed that
the mutant variants, GI17384 and G1738/1748A, produced
significantly more HBsAg than the wt on days 5 and 7
(Fig. 6A4). As the transcript for HBsAg production is inde-
pendent of the core promoter, the increase in HBsAg for the
mutants compared with wt promoter region may be explained
by a shift in cellular resources. It is possible that the down-
regulation of one transcript (i.e., the core transcript) leads to
increased production of other viral transcripts (i.e., the HBV S
transcript). This shift in specific viral protein production could
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occur if the necessary secondary structure required for tran-
scription factor binding is missing or distorted, as might be the
case for pre-core promoter region G-quadruplex in the pres-
ence of the GI748A mutant. This phenomenon was also
observed by Li and Ou (48), where they noted a threefold in-
crease in S RNA transcript with a G1736 deletion mutation in
the pre-core promoter region. Analysis of the HBeAg showed
greater levels produced by HBV mutants compared with wt
virus (Fig. 6B). In comparison, a significant increase in levels of
HBcAg by the wt virus compared with the G1738/1748A
mutant was observed (Fig. 6C). This suggests subtle differences
in viral core protein production. Although 7t changes within
each mutant may disrupt the quadruplex, they do not abolish
HBcAg production, as would have been expected if the
quadruplex was critical to transcription factor binding. This is
reflected in our biophysical data where we show the varied
binding affinities with the selective quadruplex binder,
DHX36. Notably, the double mutation G1738/1748A had the
weakest binding based on MST analysis and the most unfolded
state in the SAXS data and functional studies show it to have
the most significant decrease in HBcAg production. The data
suggests that even partial quadruplex formation is sufficient
for the cell’s usual transcription machinery and any possible
subtle differences may not be detectable in the less-efficient
cell culture model. Further, the data is consistent with re-
sults by Biswas et al., involving the quadruplex study of HBV’s
S promoter region in which only a partial decrease in down-
stream products occurs rather than complete loss of viral
protein due to quadruplex-disrupting mutations (46).

We determined the effect of the GI17384, G1748A, and
G1738/1748A mutations on the production of viral nucleic
acid products. The total supernatant DNA was detected on day
7 posttransfection in only one of the three replicates (log 5.7
copies DNA/ml in transfection #2). The cellular DNA was
detectable for all plasmid forms on day 7, but without signif-
icant differences among the wt and mutant comparators
(Fig. 7). Total HBV RNA in the supernatant and in the cells
was at a very low level when corrected for residual DNA (i.e.,
starting plasmid or other HBV DNA products). To overcome
potential confounders from larger amounts of DNA, we
compared the RNA transcripts as a ratio of those produced
from the core promoter (i.e., pre-core and pgRNA transcripts)
to the total RNA (i.e., as measured by a region just prior to the
poly-A tail signal) (Fig. 84). We assume that the relative PCR
efficiency for each of the two primer sets is comparable and
equivalent for each comparator; thus these values represent a
relative impact of the mutation on core and pgRNA transcript
production. For wt HBV, the ratio of supernatant core and
pgRNA transcripts appears to decrease over time, whereas in
the cells, this amount appears to be relatively stable (Fig. 8, B
and C). For the mutant HBV plasmids, the ratios of core to
total RNA transcripts follow a similar pattern, without a clear
trend for favoring alternate transcripts.

Overall, using the 1.3-mer HBV plasmid model, the differ-
ences in the wt and various mutant pre-core promoter HBV
transfections suggest the only minimal influence of the mu-
tations on overall downstream function. There are several

10 J. Biol. Chem. (2021) 296 100589

possible explanations for this finding (1); transcription factor
binding to promoter regions of the 1.3-mer HBV plasmid is
independent of or only partially dependent on the quadruplex
under study. It is possible that in the setting of high levels of
plasmid, even a less-optimal binding alternative may still favor
production despite potential structural controls. Therefore,
this model may not be representative of natural processes
despite successes with this approach for other pathway studies
(59, 75, 76). (2) It is also possible that the quadruplex structure
is not needed for binding and that the primary nucleotide
sequence is the sole influencer of the subtle finding in this
model. Fully delineating the two possibilities in an experi-
mental model would require conditions that affect the quad-
ruplex formation in vivo via the stabilizing metal ion, and that
would still be compatible with cell growth or function. While
known small-molecule G-quadruplex stabilizers would be
another possibility to investigate this phenomenon, the off-
target effects of these agents on the cells’ normal functioning
may limit evaluation.

In summary, our work provides robust biophysical evidence
and novel functional data for the existence of a G-quadruplex
structure in the pre-core promoter region of the HBV genome.
The data demonstrates that we can use a known quadruplex
binder to bind a physiologically relevant, transcriptional tem-
plate of HBV—the resilient cccDNA. Furthermore, using a
well-validated HBV culture model, we provide evidence for a
functional effect on HBV replication. This unique structural
motif represents a novel HBV therapeutic target the HBV
cccDNA minichromosome and potentially the development of
a new complementary therapy for HBV infection.

Experimental procedures
Analysis of the HBV core promoter region

The HBV genome database (HBVdB: https://hbvdb.ibcp.fr,
accessed April, 2019) was used to access 9939 HBV core pro-
moter sequences from seven of the eight main HBV genotypes
(977 genotype A; 2478 genotype B; 3313 genotype C; 1545 ge-
notype D; 389 genotype E; 387 genotype F; and 52 genotype H).
Sequences were downloaded as a Clustal W alignment (77),
truncated as the 23-mer region (nt1732-1754), and examined
for the presence and frequency of single-nucleotide poly-
morphisms with the aid of the Geneious Prime program
(2019.1.3; www.geneious.com). HBV genotype G sequences lack
the highly G-rich region and were excluded from analysis (21).

Quadruplex preparation

All DNA oligomers were ordered from AlphaDNA (Mon-
treal, QC, Canada), with high-performance liquid chroma-
tography (HPLC) purification by the manufacturer. The
pre-core oligomers were as follows: wild-type (wt),
5-CTGGGAGGAGCTGGGGGAGGAGA-3' and single-
nucleotide substitution mutants (GI7384) 5-CTGGGAA-
GAGCTGGGGGAGGAGA-3, (G1748A) 5'-CTGGGAG-
GAGCTGGGGAAGGAGA-3' and (G1738/1748A) 5'-CTGG
GAAGAGCTGGGGAAGGAGA-3'. Samples were dissolved
in G-quadruplex buffer (20 mM HEPES, pH 7.5, 100 mM KCl,
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1 mM EDTA) at a concentration of 5 pM, confirmed spec-
trophotometrically using extinction coefficients for 260 nm
(calculated using IDT OligoAnalyzer tool) of 237,400 M cm”
Y(wt), 239,300 M cm 1 (G1738A and G1748A), and 241200 M”
b em™ (G1738/1748A). Samples were heated to 95 °C for 10
min, then slowly cooled to room temperature to allow as-
sembly of the G-quadruplex. Samples were concentrated to
500 pl using a 3 kDa Vivaspin 20 filter column (GE Healthcare,
Mississauga, ON, Canada). The conformational mixtures were
purified via SEC using a HiLoad Superdex 75 10/300 in G-
quadruplex buffer, loaded with 500 ul sample and eluted at
0.65 ml/min using G-buffer (20 mM HEPES, pH 7.5, 100 mM
KClI, 1 mM EDTA). Only peak fractions (e.g., for G1738A, only
fractions from ~12.5-15 ml, see Fig. 2A) were pooled and
concentrated using a 3 kDa spin column, for use in subsequent
experiments.

Circular dichroism (CD) spectropolarimetry.

All spectra for wt and mutant G-quadruplexes were recor-
ded on a calibrated Jasco J-815 spectropolarimeter (Jasco Inc,
Easton, MD) from 220 to 320 nm in a 1.0 mm cell and a 32 s
integration time. SEC-purified oligomers were concentrated to
20 uM in G-quadruplex buffer. Measurements were performed
in triplicate and baseline-corrected by subtraction of the
degassed buffer alone.

Molecular cloning and protein preparation of DHX36

DHX36 was prepared as previously described (78). Briefly,
amino acid residues 53-105 of human DHX36 were PCR
amplified from a gBlock (Integrated DNA Technologies,
Kanata, ON, Canada) to add Ndel and Sall restriction sites.
The PCR product was inserted into the pET28a(+) vector
using Ndel and Sall restriction enzymes and T4 DNA ligase
(Thermo Fisher Scientific, Waltham, MA) and subsequently
transformed into chemically competent DH5a E. coli cells
(New England Biolabs (NEB), Ipswich, MA). Positive clones
were identified, and the gene sequence was confirmed by
Sanger sequencing (Genewiz, South Plainfield, NJ). The final
PET28a-DHX3653.195 expression vector contained a vector-
encoded N-terminal hexahistidine tag and a thrombin cleav-
age site for tag removal. The pET28a-DHX3653 105 expression
vector was transformed into competent E. coli cells
Lemo21(DE3) (NEB) and expression induced via the addition
of 1 mM isopropyl B-D-1-thiogalactopyranoside. Cells were
harvested 3 h postinduction by centrifugation at 5000g for
15 min, flash-frozen, and stored at —80 °C. Purification of the
protein was performed via a nickel affinity column, followed
by SEC as described previously (52, 53).

Microscale thermophoresis (MST)

MST was used to determine the nature and strength of the
interactions between the G-quadruplex with DHX36, where
the G-quadruplex oligomers were labeled with FITC and held
constant, similar to described (79, 80). First, DHX36 was
diluted from 20 uM to 0.006 nM in MST buffer (G-quadruplex
buffer supplemented with 0.1% Tween20). Next, the folded
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and SEC-purified oligomers were diluted to 50 nM in MST
buffer and added to each of the tubes of the DHX36 dilution
series. Samples were run using Monolith NT.115 standard
capillaries (Nanotemper Technologies, San Francisco, CA).
The data were collected at the high excitation setting with the
laser power set at 20%. The data from three independent
replicates were analyzed using MO Affinity Analysis software
v2.1.3. The software calculates the dissociation constant, K;
using the fluorescence data collected. Briefly, the fluorescence
readout is imported and is plotted against the concentration of
protein, K fitting is performed (which uses law of mass action)
assuming a 1:1 interaction of protein to DNA (Nanotemper
Monolith Technical Manual). The data shown here is an
average of three independent runs. Additional details on MST
data analysis can be found elsewhere (81, 82).

Small angle X-ray scattering (SAXS)

HPLC-SAXS data for the wild-type and mutant variant
oligomers were collected using the B21 BioSAXS beamline at
the Diamond Light Source (Didcot, UK) synchrotron facility,
under a previously described protocol (52). Using an Agilent
1200 (Agilent Technologies, Stockport, UK) in-line HPLC with
a specialized flow cell, oligomer data was collected at 100 pM
concentrations in G-quadruplex buffer. Each oligomer sample
was injected into a Shodex KW403-4F (Showa Denko Amer-
ica, Inc) column pre-equilibrated in G-quadruplex buffer. X-
rays were exposed to each frame for 3s and on average, ten
frames from each individual sample peak were integrated,
followed by buffer subtraction, and then merged using ScAtter
(83) as previously described (80).

The data was imported into software Primus from the
ATSAS suite of software programs version 2.8 (84), Guinier
analysis was performed on the data set to ascertain the quality
of the data and estimate the Radius of Gyration (R,) (Fig. S1).
For calculation of ab initio low-resolution structures the
maximum, linear dimension (D,,,,) was estimated using the
pairwise distance distribution function P(r) plot, along with the
R,, estimated using GNOM (55). Using the P(r) plot infor-
mation, ten models were calculated using DAMMIN (85), by
selecting a different random seed for each model but keeping
identical parameters within each set ensuring no enforced
symmetry (PI). The program DAMAVER (86) was used to
average and filter the models to produce a representative
model, as described previously (87).

Isolation and preparation of HBV cccDNA

HBV DNA positive liver tissue was obtained under an
approved ethics protocol (University of Calgary Conjoint
Health Research Ethics Board, ID# 16,636). Protein-free, nu-
clear DNA was extracted from liver by Hirt extraction method,
as previously described (88). Samples were treated with T5
exonuclease (NEB, Ipswich, MA, Cat# M0363) to digest
relaxed circular DNA (rcDNA) or remaining genomic frag-
ments. Products were further cleaned by column purification
(E.ZN.A. Cycle-Pure Kit, Omega Bio-tek, Norcross, GA) to
remove the exonuclease. HBV cccDNA was amplified by
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nested PCR, using HBV specific primers spanning the nick
region of the rcDNA genome, as described (88, 89).

Amplification of HBV DNA fragments

A full-length HBV (genotype C) plasmid was used for PCR
amplification to produce HBV DNA fragments of the C gene
and promoter region that included the quadruplex forming
region (X fragment, “X”) or not (C fragment, “C”), using HBV
specific gene primers coding for nt 1606—1974 (368 bp, “X”)
and nt 1825-2286 (461 bp, “C”), as described (89). The PCR
amplicons were visualized on a 1.2% agarose gel and purified
using the Qiagen gel DNA extraction kit (Qiagen Inc, Mon-
treal) (See Fig. S2, Table S3). The gel-purified products were
heated to 95°C for 5 min, then cooled slowly to room tem-
perature to enable folding.

HBV genome pull-down assays

Magnetic beads (HisPur Ni-NTA, Thermo Fisher, Cat#
88,831) and magnetic tube rack (Qiagen Inc, Montreal) were
used for HBV genome pull-down assays using DHX36 (with an
associated His-tag) as the “bait” protein. The protocol provided
with the magnetic beads was loosely followed, with modifica-
tions for our system. Firstly, 40 ul of Nickel bead solution was
added to each tube and equilibrated with washes of equili-
bration/wash buffer (30 mM imidazole in phosphate-buffered
saline (PBS), 0.05% Tween, pH 7.5), per protocol. Secondly, a
1:1 solution of DHX36 in equilibration/wash buffer (end
protein concentration of 10 pM) was incubated with the beads
(400 pl/tube) on an end-on-end rotor for 30 min at 4°C. The
excess protein was removed, and the beads were washed with
buffer until fluorometry readings showed undetectable protein
for two consecutive readings (four washes). A dilution of
cccDNA (whole or fragments) was made with the buffer to
provide 400 pl of the solution for each tube (52, 17 and 26 ng/
ul, respectively, for the whole cccDNA, C and X regions). The
viral DNA was incubated with beads (+/- bound DHX36) for
2 h on a rocker at 4°C. Following removal of excess DNA, the
beads were washed with buffer until fluorometry readings
showed undetectable DNA for two consecutive readings (four
washes). The protein—-DNA complexes were eluted with 30 ul
elution buffer (250 mM imidazole in PBS, pH 7.5).

Detection of cccDNA and cccDNA fragments

To confirm the presence of HBV cccDNA in the Hirt-
extracted, T5 exonuclease-digested liver samples, nested PCR
was performed to amplify the “nicked” region of the rcDNA, or
incompletely dsDNA, using HBV-specific primers (5'-ACT
CCTGGACTCTCAGCAATG-3' (cccDNA-D-For); 5'-GTATG
GTGAGGTGAGCAATG-3" (cccDNA-D-Rev); 5-AGGCTG
TAGGCACAAATTGGT-3' (cccDNA-N-For); and 5-GCTT
ATACGGGTCAATGTCCA-3' (cccDNA-N-Rev). The prod-
ucts obtained from the X and C region pull-downs were
PCR-amplified using the same primers used for their pro-
duction (see above) and amplicons visualized with agarose gels
and SafeView (Applied Biological Materials Inc, Vancouver)
staining under UV light.
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HBV plasmids for transfection of HepG2 cells

HBV mutants (G1738A, G1748A, and G1738/1748A) were
created using a 1.3mer HBV plasmid (gifted by Dr Haitao Guo)
(59) and site-directed mutagenesis kit (QuikChangell, Agilent
Technologies, Santa Clara, CA) with corresponding primers
(University of Calgary DNA Synthesis Lab, Calgary, AB) (see
Table S2). The mutant HBV sequences were confirmed by
Sanger sequencing. The original plasmid (w¢) and the core
mutants (G1738A, G1748A and G1738/1748A) were amplified
via an E. coli (Top10) system (Thermo Fisher, Cat# C404010)
and isolated using the GenElute Plasmid Miniprep kit (Sigma,
Cat# PLN350). In addition, an in-house green fluorescent
protein (GFP)-pcDNA3.1(+) plasmid was used as control.

HepG2 transfections and isolation of total nucleic acid and
protein

HepG2 cells (New England Biolabs) were grown to 80—-90%
confluence in Dulbecco’s Modified Enrichment Media
(DMEM) supplemented with 10% fetal bovine serum and 100
U/ml penicillin/streptomycin. Approximately 24 h prior to
transfection, the cells were split and seeded into 6-well plates
at concentrations of 1 x 10° cells/well and allowed to reattach
overnight. On day 0, cell media was exchanged to remove any
unattached cells. The corresponding wells were transfected
with GFP alone, GFP + HBV, or GFP + HBV utant (G17384,
G1748A or G1738/1748A) (500 ng GFP plasmld/well and 270 ng
HBV plasmid/well), using Lipofectamine3000 (ThermoFisher)
per the manufacturer’s protocol. On days 1, 3, 5, and 7, cells
were imaged for GFP to determine % transfection relative to
GEFP signal, and subsequently, both the supernatant and cells
were harvested for detection of HBV RNA, total HBV DNA,
and/or viral proteins. Total RNA was extracted via TRIzol
(Invitrogen, Carlsbad, CA), as described (89); total DNA was
isolated from cells via phenol-chloroform (supernatant) or
TRIzol. Viral proteins (HBsAg, HBeAg) were detected in the
cell supernatant without further manipulation and using cul-
ture media for controls (see ELISA details below). HBcAg in
cells was detected from the lysate of PBS-washed cells treated
with 1% Triton X-100 in TBS buffer. All nucleic acid extrac-
tions were performed with simultaneous “mock” extractions
under strict lab protocols to prevent cross-contamination.
Transfection experiments were performed in triplicate with
duplicate samples for each condition per day, per experiment.

Quantification of HBY RNA and DNA

HBV RNA from the transfected cell supernatant was
detected by TagMan qPCR following the protocols previ-
ously described (90). Total supernatant DNA, cellular RNA,
and DNA were detected using SYBR Green fluorescence
(BioRad, Cat# 1725124). An HBV-containing plasmid was
used as a positive control and to produce the dilution series
for the qPCR standards; water and “mock extracted” tem-
plate and mock transfection were used as negative controls.
A segment of the pre-core promoter region was amplified
using the primers HBV-PCP-For and HBV-PCP-Rev and
subsequently corrected for starting plasmid using primers
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Plasmid-Guo-For and Plasmid-Guo-Rev (See Table S2).
Samples were prepared in triplicate with concomitant stan-
dards and controls per qPCR run and all transfections were
performed in triplicate. The qPCR amplicons from the wt,
various mutants, and GFP transfected controls were
confirmed by agarose gel visualization to confirm single
products. In the GFP control, a qPCR signal was noted with a
different melting curve than the HBV product, and this was
confirmed to be a single 800-bp product on a gel that was not
seen in the HBV-transfected samples, where only the ex-
pected HBV fragment size of 340 bp was seen. Primer
alignment of the GFP pcDNA3.1(+) plasmid confirmed this
amplicon size and poor sequence overlap. HBV nucleic acid
detection was corrected for each experimental condition (per
the GAPDH internal control).

Detection of HBsAg, HBeAg, and HBcAg

HBsAg was detected by sandwich ELISAs via an in-house
developed assay. Briefly, using a 96-well plate (Corning
Incorporated, Corning, NY, Cat# 3361), ELISA plates were
prepared using HBsAg capture Ab (Fitzgerald Industries In-
ternational, North Acton, MA, Cat#10-HO5H) at 1 ug/ml. An
HBsAg dilution series (500 ng/ml - 4 ng/ml) was prepared for
use as standards (Fitzgerald, Cat #C-CP2019R). To each
corresponding well, 100 pl of supernatant or standards was
added in triplicate and incubated overnight. The HBsAg was
detected using an HRP-conjugated anti-HBsAg antibody
(Fitzgerald, Cat# 60C-CR2100RX, 1:2000 dilution), activated
by TMB (LifeTech Novex, Cat#00-2023), quenched by 1 M
HCI, and read at 450 nm (BioRad iMark, USA). The total
protein per sample was determined via the BCA protein assay
standards kit (Biorad, Cat# 500—0006) and used to correct for
varying protein content within the cell supernatant.
HBeAg in the supernatant was analyzed via an electro-
chemiluminescent immunoanalyzer (Roche Elecsys run on
the Cobas e411 immunoanalyzer, Roche Diagnostics, Laval,
QC) using the sandwich principle involving a reaction with
two HBeAg-specific monoclonal antibodies (one biotinylated
and the other labeled with a ruthenium complex). The
complex was bound to the solid phase consisting of
streptavidin-coated magnetic microparticles (assay detection
limit of is <0.30 Paul-Ehrlich-Institute U/ml, corresponding
to 1.6 cutoff index (COI) in the assay’s detection units).
Additionally, cellular HBcAg was analyzed using a commer-
cial kit (Cell Biolabs Inc, San Diego, CA, Cat# VPK150),
following the manufacturer’s instructions. All data shown is
an average of three independent runs performed as
duplicates.

Statistical analysis

Data were analyzed using SPSS statistical software, ver 26
(SPSS Inc, Chicago, IL, USA) and Microsoft Excel. One-way
ANOVA analyses with a two-sided Dunnett t post-hoc anal-
ysis were employed to determine the significance of the
transfection parameters. Statistical significance was set at p
values of less than 0.05.

SASBMB

A quadruplex motif in key HBV promoter region

Data availability

All data has been presented in this article.

Supporting information—This article contains supporting informa-
tion (93, 94).

Acknowledgments—We thank Dr Hans-Joachim Wieden for
allowing us to use the circular dichroism spectroscopy instrument.

Author contributions—T. R. P. and C. C.: conceptualization of the
study, designing of the experiments, analysis of the data, preparation
of the article; V. M. S.: designed the experiments, performed mo-
lecular and cell biology experiments, analysis of data, preparation of
the article; M. D. B. designed the experiments, performed
biophysics experiments, analysis of data, preparation of the article;
T. M.: performed MST. experiments, preparation of the article; K.
C. K. L.: assisted in cell biology experiments, preparation of the
article. S. K. S.: designing of DHX3653 195, D. L. G.: expression and
purification of DHX3653.105 for cell biology experiments, C. O.:
performed the quantitative ELISA experiments, G. v. M.: data
analysis. All the authors contributed to article preparation.

Funding and additional information—V. M. S. acknowledges the
Canadian Network on Hepatitis C Postdoctoral Fellowship. T. R. P.
is a Canada Research Chair in RNA and Protein Biophysics and
acknowledges the Canada Foundation for Innovation infrastructure
grant. T .R. P. and C. C. acknowledge the Cumming School of
Medicine Seed Grant and Alberta Innovates Strategic Research
Program grant. T. M. and M. B. were hired using NSERC Discovery
(RGPIN-2017-04004) and Alberta Innovates Strategic Research
Program grant, respectively. T. M. and M. B. also acknowledge
NSERC PGS-D and MITACS fellowships. HPLC-SAXS data were
collected at the B21 beamline, DIAMOND synchrotron (BAG
proposal: SM22113), United Kingdom.

Conflicts of interest—The authors declare that they have no conflicts
of interest with the contents of this article.

Abbreviations—The abbreviations used are: D,,,, maximum
dimension; HBV, hepatitis B virus; MST, microscale thermopho-
resis; R,, radius of gyration; SAXS, small-angle X-ray Scattering.

References

1. WHO (2018) Global Hepatitis Report, 2017, WHO, Geneva, Switzerland

2. Beasley, R. P. (1988) Hepatitis B virus. The major etiology of hepatocel-
lular carcinoma. Cancer 61, 1942-1956

3. Ganem, D., and Prince, A. M. (2004) Hepatitis B virus infection—
natural history and clinical consequences. N. Engl. J. Med. 350, 1118—
1129

4. Yang, H. C,, and Kao, J. H. (2014) Persistence of hepatitis B virus cova-
lently closed circular DNA in hepatocytes: Molecular mechanisms and
clinical significance. Emerg. Microbes Infect. 3, e64

5. Michalak, T. L, Pasquinelli, C., Guilhot, S., and Chisari, F. V. (1994)
Hepatitis B virus persistence after recovery from acute viral hepatitis. J.
Clin. Invest. 94, 907

6. Nassal, M. (2015) HBV cccDNA: Viral persistence reservoir and key
obstacle for a cure of chronic hepatitis B. Gut 64, 1972-1984

7. Zoulim, F. (2005) New insight on hepatitis B virus persistence from the
study of intrahepatic viral cccDNA. /. Hepatol. 42, 302-308

8. Zoulim, F., Lebosse, F., and Levrero, M. (2016) Current treatments for
chronic hepatitis B virus infections. Curr. Opin. Virol. 18, 109-116

J. Biol. Chem. (2021) 296 100589 13



A quadruplex motif in key HBV promoter region

9.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Lee, H. M., and Banini, B. A. (2019) Updates on chronic HBV: Current
Challenges and future Goals. Curr. Treat. Options Gastroenterol. 17,271-291
Terrault, N. A,, Lok, A. S. F.,, McMahon, B. ], Chang, K.-M., Hwang, J. P.,
Jonas, M. M., Brown, R. S, Jr., Bzowej, N. H., and Wong, J. B. (2018)
Update on prevention, diagnosis, and treatment of chronic hepatitis B:
AASLD 2018 hepatitis B guidance. Hepatol. (Baltimore, Md) 67, 1560—
1599

Coffin, C. S., Fung, S. K., Alvarez, F., Cooper, C. L., Doucette, K. E,,
Fournier, C., Kelly, E., Ko, H. H., Ma, M. M., Martin, S. R., Osiowy, C,,
Ramyji, A., Tam, E., and Villeneuve, J. P. (2018) Management of hepatitis B
virus infection: 2018 guidelines from the Canadian Association for the
study of liver disease and association of medical microbiology and in-
fectious disease Canada. Can. Liver J. 1, 156—-217

Ward, H., Tang, L., Poonia, B., and Kottilil, S. (2016) Treatment of
hepatitis B virus: An update. Future Microbiol. 11, 1581-1597
Chauhan, R, Lingala, S., Gadiparthi, C., Lahiri, N., Mohanty, S. R., Wu, J.,
Michalak, T. I, and Satapathy, S. K. (2018) Reactivation of hepatitis B
after liver transplantation: Current knowledge, molecular mechanisms
and implications in management. World J. Hepatol. 10, 352-370
Quasdorff, M., and Protzer, U. (2010) Control of hepatitis B virus at the
level of transcription. J. Viral Hepat. 17, 527-536

Nassal, M. (2008) Hepatitis B viruses: Reverse transcription a different
way. Virus Res. 134, 235-249

Turton, K. L., Meier-Stephenson, V., Badmalia, M. D., Coffin, C. S., and
Patel, T. R. (2020) Host transcription factors in hepatitis B virus RNA
synthesis. Viruses 12, 160

Bartholomeusz, A., and Schaefer, S. (2004) Hepatitis B virus genotypes:
Comparison of genotyping methods. Rev. Med. Virol. 14, 3—-16

Sunbul, M. (2014) Hepatitis B virus genotypes: Global distribution and
clinical importance. World ]. Gastroenterol. 20, 5427-5434

Buti, M., Rodriguez-Frias, F., Jardi, R., and Esteban, R. (2005) Hepatitis B
virus genome variability and disease progression: The impact of pre-core
mutants and HBV genotypes. . Clin. Virol. 34(Suppl 1), S79-582

Lin, C. L., and Kao, J. H. (2017) Natural history of acute and chronic
hepatitis B: The role of HBV genotypes and mutants. Best Prac. Res. Clin.
Gastroenterol. 31, 249-255

Meier-Stephenson, V., Bremner, W. T. R, Dalton, C. S., Van Marle, G.,
Coffin, C. S., and Patel, T. R. (2018) Comprehensive analysis of hepatitis B
virus promoter region mutations. Viruses 10, 603

Burge, S., Parkinson, G. N., Hazel, P., Todd, A. K., and Neidle, S. (2006)
Quadruplex DNA: Sequence, topology and structure. Nucleic Acids Res.
34, 5402-5415

Dapic, V., Abdomerovic, V., Marrington, R., Peberdy, J., Rodger, A.,
Trent, J. O., and Bates, P. J. (2003) Biophysical and biological properties
of quadruplex oligodeoxyribonucleotides. Nucleic Acids Res. 31, 2097—
2107

Vlasenok, M., Varizhuk, A., Kaluzhny, D., Smirnov, L, and Pozmogova, G.
(2017) Data on secondary structures and ligand interactions of G-rich
oligonucleotides that defy the classical formula for G4 motifs. Data in
Brief 11, 258-265

Huppert, J. L., and Balasubramanian, S. (2005) Prevalence of quadruplexes
in the human genome. Nucleic Acids Res. 33, 2908—2916

Lam, E. Y., Beraldi, D., Tannahill, D., and Balasubramanian, S. (2013) G-
quadruplex structures are stable and detectable in human genomic DNA.
Nat. Commun. 4, 1796

Hansel-Hertsch, R., Di Antonio, M., and Balasubramanian, S. (2017)
DNA G-quadruplexes in the human genome: Detection, functions and
therapeutic potential. Nat. Rev. Mol. Cel. Biol. 18, 279-284

Rigo, R., Palumbo, M., and Sissi, C. (2017) G-Quadruplexes in human
promoters: A challenge for therapeutic applications. Biochim. Biophys.
Acta (Bba) - Gen. Subjects 1861, 1399-1413

Konig, S. L. B, Evans, A. C., and Huppert, J. L. (2010) Seven essential
questions on G-quadruplexes. BioMolecular Concepts (Walter de Gruyter)
1, 197-213

Rhodes, D., and Lipps, H. J. (2015) G-quadruplexes and their regulatory
roles in biology. Nucleic Acids Res. 43, 86278637

Monsen, R. C., DeLeeuw, L., Dean, W. L., Gray, R. D, Sabo, T. M,,
Chakravarthy, S., Chaires, J. B., and Trent, J. O. (2020) The hTERT core

14 J Biol. Chem. (2021) 296 100589

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

promoter forms three parallel G-quadruplexes. Nucleic Acids Res. 48,
5720-5734

Asamitsu, S., Obata, S., Yu, Z., Bando, T., and Sugiyama, H. (2019) Recent
progress of targeted G-quadruplex-Preferred Ligands toward cancer
therapy. Molecules (Basel, Switzerland) 24, 429

Drygin, D., Siddiqui-Jain, A., O'Brien, S., Schwaebe, M., Lin, A., Bliesath,
J., Ho, C. B,, Proffitt, C., Trent, K., Whitten, J. P., Lim, J. K., Von Hoff, D.,
Anderes, K., and Rice, W. G. (2009) Anticancer activity of CX-3543: A
direct inhibitor of rRNA biogenesis. Cancer Res. 69, 7653—7661

Sun, D., Thompson, B., Cathers, B. E., Salazar, M., Kerwin, S. M., Trent, J.
0., Jenkins, T. C., Neidle, S., and Hurley, L. H. (1997) Inhibition of human
telomerase by a G-quadruplex-interactive compound. /. Med. Chem. 40,
2113-2116

Xu, H., Di Antonio, M., McKinney, S., Mathew, V., Ho, B., O'Neil, N. J.,
Santos, N. D,, Silvester, J., Wei, V., Garcia, J., Kabeer, F., Lai, D., Soriano,
P., Banth, J., Chiu, D. S, et al. (2017) CX-5461 is a DNA G-quadruplex
stabilizer with selective lethality in BRCA1/2 deficient tumours. Nat.
Commun. 8, 14432

Piekna-Przybylska, D., Sullivan, M. A., Sharma, G., and Bambara, R. A.
(2014) U3 region in the HIV-1 genome adopts a G-quadruplex structure
in its RNA and DNA sequence. Biochemistry 53, 2581-2593

Artusi, S., Nadai, M., Perrone, R., Biasolo, M. A., Palu, G., Flamand, L.,
Calistri, A., and Richter, S. N. (2015) The Herpes Simplex Virus-1
genome contains multiple clusters of repeated G-quadruplex: Implica-
tions for the antiviral activity of a G-quadruplex ligand. Antiviral. Res.
118, 123-131

[preprint] Frasson, L, Solda, P., Nadai, M., Lago, S., and Richter, S. N.
(2020) Transcription factor recruitment by parallel G-quadruplexes to
promote transcription: The case of herpes simplex virus-1 ICP4. bioRxiv.
https://doi.org/10.1101/2020.07.14.202747

Luo, X., Xue, B, Feng, G., Zhang, J., Lin, B., Zeng, P., Li, H, Yi, H,
Zhang, X. L., Zhu, H., and Nie, Z. (2019) Lighting up the native viral RNA
genome with a Fluorogenic Probe for the Live-cell visualization of virus
infection. J. Am. Chem. Soc. 141, 5182-5191

Tluckova, K., Marusic, M., Tothova, P., Bauer, L., Sket, P., Plavec, J., and
Viglasky, V. (2013) Human papillomavirus G-quadruplexes. Biochemistry
52, 7207-7216

Murat, P., Zhong, J., Lekieffre, L., Cowieson, N. P, Clancy, J. L., Preiss, T.,
Balasubramanian, S., Khanna, R., and Tellam, J. (2014) G-quadruplexes
regulate Epstein-Barr virus-encoded nuclear antigen 1 mRNA translation.
Nat. Chem. Biol. 10, 358—364

Madireddy, A., Purushothaman, P., Loosbroock, C. P., Robertson, E. S.,
Schildkraut, C. L., and Verma, S. C. (2016) G-quadruplex-interacting
compounds alter latent DNA replication and episomal persistence of
KSHV. Nucleic Acids Res. 44, 3675—-3694

Fleming, A. M., Ding, Y., Alenko, A., and Burrows, C. J. (2016) Zika virus
genomic RNA Possesses conserved G-quadruplexes characteristic of the
Flaviviridae Family. ACS Infect. Dis. 2, 674—681

Lavezzo, E., Berselli, M., Frasson, L, Perrone, R., Palu, G., Brazzale, A. R.,
Richter, S. N, and Toppo, S. (2018) G-Quadruplex forming sequences in
the genome of all known human viruses: A comprehensive guide. PLoS
Comput. Biol. 14, e1006675

Metifiot, M., Amrane, S., Litvak, S., and Andreola, M. L. (2014) G-
quadruplexes in viruses: Function and potential therapeutic applications.
Nucleic Acids Res. 42, 12352-12366

Biswas, B., Kandpal, M., and Vivekanandan, P. (2017) A G-quadruplex
motif in an envelope gene promoter regulates transcription and virion
secretion in HBV genotype B. Nucleic Acids Res. 45, 11268—-11280
Todd, A. K, Johnston, M., and Neidle, S. (2005) Highly prevalent putative
quadruplex sequence motifs in human DNA. Nucleic Acids Res. 33,2901-2907
Li, J., and Ou, J. H. (2001) Differential regulation of hepatitis B virus gene
expression by the Spl transcription factor. J. Virol. 75, 8400-8406
Vorlickova, M., Kejnovska, I, Sagi, J., Renciuk, D., Bednarova, K., Mot-
lova, J., and Kypr, J. (2012) Circular dichroism and guanine quadruplexes.
Methods (San Diego, Calif.) 57, 64—75

Carvalho, J., Queiroz, J. A., and Cruz, C. (2017) Circular dichroism of G-
quadruplex: A Laboratory experiment for the study of topology and
ligand binding. J. Chem. Educ. 94, 1547-1551

SASBMB



51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

del Villar-Guerra, R., Trent, J. O., and Chaires, J. B. (2018) G-quadruplex
secondary structure obtained from circular dichroism spectroscopy.
Angew. Chem. Int. Edition 57, 7171-7175

Meier, M., Moya-Torres, A., Krahn, N. J., McDougall, M. D., Orriss, G. L.,
McRae, E. K. S,, Booy, E. P., McEleney, K., Patel, T. R,, McKenna, S. A,
and Stetefeld, J. (2018) Structure and hydrodynamics of a DNA G-
quadruplex with a cytosine bulge. Nucleic Acids Res. 46, 5319-5331
Meier, M., Patel, T. R., Booy, E. P., Marushchak, O., Okun, N., Deo, S.,
Howard, R., McEleney, K., Harding, S. E., Stetefeld, J., and McKenna, S. A.
(2013) Binding of G-quadruplexes to the N-terminal recognition domain
of the RNA helicase associated with AU-rich element (RHAU). J. Biol.
Chem. 288, 35014—35027

Rambo, R. P., and Tainer, J. A. (2011) Characterizing flexible and
intrinsically unstructured biological macromolecules by SAS using the
Porod-Debye law. Biopolymers 95, 559-571

Svergun, D. (1992) Determination of the regularization parameter in
indirect-transform methods using perceptual criteria. J. Appl. Crystallogr.
25, 495-503

Ariyo, E. O., Booy, E. P, Patel, T. R., Dzananovic, E., McRae, E. K., Meier,
M., McEleney, K., Stetefeld, J., and McKenna, S. A. (2015) Biophysical
characterization of G-quadruplex recognition in the PITX1 mRNA by the
Specificity domain of the helicase RHAU. PLoS One 10, €0144510
Lattmann, S., Giri, B., Vaughn, J. P., Akman, S. A., and Nagamine, Y.
(2010) Role of the amino terminal RHAU-specific motif in the recogni-
tion and resolution of guanine quadruplex-RNA by the DEAH-box RNA
helicase RHAU. Nucleic Acids Res. 38, 6219-6233

Tippana, R,, Chen, M. C., Demeshkina, N. A., Ferré-D’Amaré, A. R., and
Myong, S. (2019) RNA G-quadruplex is resolved by repetitive and ATP-
dependent mechanism of DHX36. Nat. Commun. 10, 1855

Guo, H., Zhou, T, Jiang, D., Cuconati, A., Xiao, G.-H., Block, T. M., and
Guo, J.-T. (2007) Regulation of hepatitis B virus replication by the
phosphatidylinositol 3-kinase-akt signal transduction pathway. J. Virol.
81, 10072-10080

Henderson, A., Wu, Y., Huang, Y. C., Chavez, E. A,, Platt, J., Johnson, F.
B., Brosh, R. M., Jr., Sen, D., and Lansdorp, P. M. (2014) Detection of G-
quadruplex DNA in mammalian cells. Nucleic Acids Res. 42, 860—-869
Song, J., Perreault, J.-P., Topisirovic, I, and Richard, S. (2016) RNA G-
quadruplexes and their potential regulatory roles in translation. Trans-
lation 4, 1244031

Balasubramanian, S., Hurley, L. H., and Neidle, S. (2011) Targeting G-
quadruplexes in gene promoters: A novel anticancer strategy? Nat. Rev.
Drug Discov. 10, 261

Hayer, J., Jadeau, F., Deléage, G., Kay, A., Zoulim, F., and Combet, C.
(2013) HBVdb: A knowledge database for hepatitis B virus. Nucleic Acids
Res. 41, D566—-D570

van der Kuyl, A. C,, Zorgdrager, F., Hogema, B., Bakker, M., Jurriaans, S.,
Back, N. K, Berkhout, B., Zaaijer, H. L., and Cornelissen, M. (2013) High
prevalence of hepatitis B virus dual infection with genotypes A and G in
HIV-1 infected men in Amsterdam, The Netherlands, during 2000-2011.
BMC Infect. Dis. 13, 540

Osiowy, C., Gordon, D., Borlang, J., Giles, E., and Villeneuve, J. P. (2008)
Hepatitis B virus genotype G epidemiology and co-infection with geno-
type A in Canada. . Gen. Virol. 89, 3009-3015

Tanaka, Y., Sanchez, L. V., Sugiyama, M., Sakamoto, T., Kurbanov, F.,
Tatematsu, K., Roman, S., Takahashi, S., Shirai, T., Panduro, A., and
Mizokami, M. (2008) Characteristics of hepatitis B virus genotype G
coinfected with genotype H in chimeric mice carrying human hepato-
cytes. Virology 376, 408415

Nowak, M. A., Bonhoeffer, S., Hill, A. M., Boehme, R., Thomas, H. C., and
McDade, H. (1996) Viral dynamics in hepatitis B virus infection. Proc.
Natl. Acad. Sci. U. S. A. 93, 4398-4402

Booy, E. P., Meier, M., Okun, N., Novakowski, S. K, Xiong, S., Stetefeld, J.,
and McKenna, S. A. (2012) The RNA helicase RHAU (DHX36) unwinds a
G4-quadruplex in human telomerase RNA and promotes the formation
of the P1 helix template boundary. Nucleic Acids Res. 40, 4110-4124
Creacy, S. D., Routh, E. D., Iwamoto, F., Nagamine, Y., Akman, S. A., and
Vaughn, J. P. (2008) G4 resolvase 1 binds both DNA and RNA tetra-
molecular quadruplex with high affinity and is the major source of

SASBMB

A quadruplex motif in key HBV promoter region

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

tetramolecular quadruplex G4-DNA and G4-RNA resolving activity in
HeLa cell lysates. /. Biol. Chem. 283, 34626—34634

Giri, B., Smaldino, P. J., Thys, R. G., Creacy, S. D., Routh, E. D., Hantgan,
R. R, Lattmann, S., Nagamine, Y., Akman, S. A., and Vaughn, J. P. (2011)
G4 resolvase 1 tightly binds and unwinds unimolecular G4-DNA. Nucleic
Acids Res. 39, 7161-7178

Sexton, A. N., and Collins, K. (2011) The 5" guanosine tracts of human
telomerase RNA are recognized by the G-quadruplex binding domain of
the RNA helicase DHX36 and function to increase RNA accumulation.
Mol. Cell. Biol. 31, 736-743

Heddi, B., Cheong, V. V., Martadinata, H., and Phan, A. T. (2015) Insights
into G-quadruplex specific recognition by the DEAH-box helicase
RHAU: Solution structure of a peptide—quadruplex complex. Proc. Natl.
Acad. Sci. 112, 9608-9613

Chen, M. C., Tippana, R, Demeshkina, N. A, Murat, P., Balasu-
bramanian, S., Myong, S., and Ferre-D’Amare, A. R. (2018) Structural
basis of G-quadruplex unfolding by the DEAH/RHA helicase DHX36.
Nature 558, 465-469

Lau, K. C,, Joshi, S. S., Gao, S., Giles, E., Swidinsky, K., van Marle, G.,
Bathe, O. F., Urbanski, S. J., Terrault, N. A., Burak, K. W., Osiowy, C., and
Coffin, C. S. (2020) Oncogenic HBV variants and integration are present
in hepatic and lymphoid cells derived from chronic HBV patients. Cancer
Lett. 480, 39-47

Mitra, B., Wang, J., Kim, E. S., Mao, R., Dong, M., Liu, Y., Zhang, J., and
Guo, H. (2019) Hepatitis B virus Precore protein p22 Inhibits Alpha
Interferon signaling by Blocking STAT nuclear Translocation. J. Virol. 93.
€00196-00119

Mao, R, Nie, H., Cai, D., Zhang, J., Liu, H., Yan, R, Cuconati, A., Block,
T. M., Guo, J. T,, and Guo, H. (2013) Inhibition of hepatitis B virus
replication by the host zinc finger antiviral protein. Plos Pathog. 9,
€1003494

Thompson, J. D., Higgins, D. G., and Gibson, T. J. (1994) Clustal W:
Improving the sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties and weight
matrix choice. Nucleic Acids Res. 22, 46734680

Booy, E. P, Howard, R.,, Marushchak, O., Ariyo, E. O., Meier, M., Nova-
kowski, S. K., Deo, S. R.,, Dzananovic, E., Stetefeld, J., and McKenna, S. A.
(2014) The RNA helicase RHAU (DHX36) suppresses expression of the
transcription factor PITX1. Nucleic Acids Res. 42, 3346-3361
Mrozowich, T., Meier-Stephenson, V., and Patel, T. (2019) Microscale
thermophoresis: Warming up to a new biomolecular interaction tech-
nique. Biochem (Lond) 41, 8-12

Reuten, R, Patel, T. R., McDougall, M., Rama, N., Nikodemus, D., Gibert,
B., Delcros, J. G., Prein, C., Meier, M., Metzger, S., Zhou, Z., Kaltenberg,
J., McKee, K. K., Bald, T., Tuting, T., et al. (2016) Structural decoding of
netrin-4 reveals a regulatory function towards mature basement mem-
branes. Nat. Commun. 7, 13515

Entzian, C.,, and Schubert, T. (2016) Studying small molecule-aptamer
interactions using MicroScale Thermophoresis (MST). Methods (San
Diego, Calif.) 97, 27-34

Magnez, R, Thiroux, B., Taront, S., Segaoula, Z., Quesnel, B., and Thuru,
X. (2017) PD-1/PD-L1 binding studies using microscale thermophoresis.
Sci. Rep. 7, 17623

Rambo, R., and Diamond Light Source (2017) ScAtter, a JAVA-Based
Applcation for Basic Analysis of SAXS Datasets, Diamond Light Source,
United Kingdom

Franke, D., Petoukhov, M. V., Konarev, P. V., Panjkovich, A., Tuukkanen,
A., Mertens, H. D. T., Kikhney, A. G., Hajizadeh, N. R., Franklin, ]. M.,
Jeffries, C. M., and Svergun, D. L. (2017) Atsas 2.8: A comprehensive data
analysis suite for small-angle scattering from macromolecular solutions.
J. Appl. Crystallogr. 50, 1212-1225

Franke, D., and Svergun, D. L. (2009) DAMMIF, a program for rapid ab-
initio shape determination in small-angle scattering. /. Appl. Crystallogr.
42, 342-346

Volkov, V. V., and Svergun, D. L. (2003) Uniqueness of ab initio shape
determination in small-angle scattering. J. Appl. Crystallogr. 36, 860—864
Patel, T. R., Reuten, R., Xiong, S., Meier, M., Winzor, D. J., Koch, M., and
Stetefeld, J. (2012) Determination of a molecular shape for netrin-4 from

J. Biol. Chem. (2021) 296 100589 15



A quadruplex motif in key HBV promoter region

88.

89.

90.

hydrodynamic and small angle X-ray scattering measurements. Matrix
Biol. 31, 135-140

Gao, S., Duan, Z. P., Chen, Y., van der Meer, F., Lee, S. S., Osiowy, C,,
van Marle, G., and Coffin, C. S. (2017) Compartmental HBV evolution
and replication in liver and extrahepatic sites after nucleos/
tide analogue therapy in chronic hepatitis B carriers. J. Clin. Virol. 94,
8-14

Lau, K. C. K, Osiowy, C., Giles, E., Lusina, B., van Marle, G., Burak, K. W,
and Coffin, C. S. (2018) Deep sequencing shows low-level oncogenic
hepatitis B virus variants persists post-liver transplant despite potent anti-
HBYV prophylaxis. J. Viral Hepat. 25, 724—732

van Bommel, F., Bartens, A., Mysickova, A., Hofmann, J., Kruger, D.
H., Berg, T., and Edelmann, A. (2015) Serum hepatitis B virus RNA
levels as an early predictor of hepatitis B envelope antigen

16 J Biol. Chem. (2021) 296 100589

91.

92.

93.

94.

seroconversion during treatment with polymerase inhibitors. Hep-
atology 61, 66—76

Guinier, A., and Fourner, G. (1955) Small Angle Scattering of X-Rays,
Wiley, New York, NY

Svergun, D. I. (1999) Restoring low resolution structure of biological
macromolecules from solution scattering using simulated annealing.
Biophys. ]. 76, 2879-2886

Qin, Y., Wang, Y. X., Zhang, J., Li, ]., and Tong, S. (2017) Generation of
replication-competent hepatitis B virus genome from blood samples for
functional characterization. Methods Mol. Biol. 1540, 219-226

Lau, K. C,, Osiowy, C., and Coffin, C. S. (2019) Hepatitis B virus (HBV)
genome detection and genotyping in virally suppressed patients using
nested polymerase chain reaction-based Sanger sequencing. Diagn.
Microbiol. Infect. Dis. 93, 318-324

SASBMB



