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ABSTRACT The parvulin 14 (Par14) and parvulin 17 (Par17) proteins, which are
both encoded by the PIN4 gene, play roles in protein folding, chromatin remodeling,
DNA binding, ribosome biogenesis, and cell cycle progression. However, the effects
of Par14 and Par17 on viral replication have never been explored. In this study, we
found that, in the presence of HBx, either Par14 or Par17 could upregulate hepatitis
B virus (HBV) replication, whereas in the absence of HBx, neither Par14 nor Par17
had any effect on replication. Overexpression of Par14/Par17 markedly increased the
formation of covalently closed circular DNA (cccDNA), synthesis of HBV RNA and
DNA, and virion secretion. Conversely, PIN4 knockdown signiﬁcantly decreased HBV
replication in HBV-transfected and -infected cells. Coimmunoprecipitation revealed
that Par14/Par17 engaged in direct physical interactions with HBx in the cytoplasm,
nucleus, and mitochondria, possibly mediated through substrate-binding residues on
Par14/Par17 (E46/D74 and E71/D99, respectively) and conserved 19R20P-28R29P motifs
on HBx. Furthermore, these interactions enhanced HBx stability, promoted HBx
translocation to the nuclear and mitochondrial fractions, and increased HBV replication. Chromatin immunoprecipitation assays revealed that, in the presence of HBx,
Par14/Par17 were efﬁciently recruited to cccDNA and promoted transcriptional activation via speciﬁc DNA-binding residues (S19/44). In contrast, in the absence of HBx,
Par14/Par17 bound cccDNA only at the basal level and did not promote transcriptional activation. Taken together, our results demonstrate that Par14 and Par17 upregulate HBV RNA transcription and DNA synthesis, thereby increasing the HBV
cccDNA level, through formation of the cccDNA-Par14/17-HBx complex.
IMPORTANCE The HBx protein plays an essential regulatory role in HBV replication.

We found that substrate-binding residues on the human parvulin peptidylprolyl cis/
trans isomerase proteins Par14 and Par17 bound to conserved arginine-proline (RP)
motifs on HBx in the cytoplasm, nucleus, and mitochondria. The HBx-Par14/Par17 interaction stabilized HBx; promoted its translocation to the nucleus and mitochondria;
and stimulated multiple steps of HBV replication, including cccDNA formation, HBV
RNA and DNA synthesis, and virion secretion. In addition, in the presence of HBx,
the Par14 and Par17 proteins bound to cccDNA and promoted its transcriptional activation. Our results suggest that inhibition or knockdown of Par14 and Par17 may
represent a novel therapeutic option against HBV infection.
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H

epatitis B virus (HBV), the prototype virus of the family Hepadnaviridae, has
exclusive tropism for hepatocytes (1). Even though highly effective HBV vaccines
exist, infection by the virus persists as a major public health problem worldwide. HBV
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causes acute hepatitis, which can develop into chronic hepatitis B (CHB), liver ﬁbrosis,
cirrhosis, and hepatocellular carcinoma (HCC) (1). According to the World Health
Organization Global Hepatitis Report published in 2017, 257 million people around the
world are living with CHB, resulting in 887,000 deaths per year (2).
Although HBV replication has been thoroughly investigated, the roles of various
cellular proteins that either are hijacked by the virus or assist in viral replication remain
incompletely understood. Understanding the HBV life cycle at the cellular and molecular levels is essential for the design of novel anti-HBV therapeutics. During the HBV life
cycle, the virus infects hepatocytes by binding to heparan sulfate, followed by cellular
entry mediated by the sodium taurocholate-cotransporting polypeptide (NTCP) (also
known as SLC10A1) (3). Then, through uncoating of the envelope, HBV core particle
containing partially double-stranded relaxed circular (RC) DNA is released into the host
cell cytoplasm and transported to the nucleus. There, polymerase-bound RC DNA
is converted to covalently closed circular DNA (cccDNA), a minichromosome with a
chromatin-like structure, which serves as a template for viral mRNA transcription. The
episomal cccDNA, which contains four overlapping open reading frames (ORFs), is
transcribed into the 3.5-kb pregenomic RNA (pgRNA), encoding the core (HBc) and
polymerase proteins; the 2.4- and 2.1-kb S mRNAs, encoding the large, middle, and
small surface (HBs) proteins (LHBs, MHBs, and SHBs, respectively), and the 0.7-kb X
mRNA, which encodes the HBx protein (1, 4, 5).
HBV cccDNA is the key to virological persistence, and a single copy of cccDNA per
cell can (re)initiate full-blown infection (4, 6). Nuclear cccDNA is organized as a
minichromosome with regularly spaced nucleosomes (containing core histones H2A,
H2B, H3, and H4 and linker histone H1) associated with cellular histone and nonhistone
proteins. Nonhistone cccDNA-associated proteins include HBc and HBx, various transcription factors and coactivators, and several epigenetic activators and repressors that
affect HBV transcription, chromatin structure, and epigenetic control (4, 6–8).
HBx, which consists of 154 amino acids, is a nonstructural protein with N-terminal
regulatory and C-terminal coactivation/transactivation domains. As a promiscuous
transcriptional transactivator, HBx stimulates viral replication severalfold and is thus
essential for initiating and maintaining the HBV life cycle, host-virus interactions, and
the development of HCC (5, 8–10). Although HBx does not bind directly to cis-acting
transcriptional elements, it associates with host proteins that have DNA-binding activity
(11). HBx is also involved in epigenetic signaling (12). Recently, it had been shown that
the HBx-DDB1-CRL4 E3 ligase complex targets a host restriction factor, the structural
maintenance of chromosome 5/6 (Smc5/6) complex, for ubiquitylation and proteasomal degradation to activate cccDNA transcription (10, 13, 14).
In the absence of HBx, cccDNA rapidly becomes silent (closed state) and transcriptionally inactive, possibly due to repressive DNA methylation that decreases the
accessibility of regulatory elements to transcription factors and RNA polymerase (4). In
the presence of HBx, HBx promotes desilencing, i.e., formation of a transcriptionally
active open state, possibly by blocking repressive modiﬁcations and/or stimulating
activating modiﬁcations (4).
The peptidyl-prolyl cis/trans isomerase (PPIase) superfamily comprises a large number of enzymes in prokaryotes and mammals; these enzymes regulate protein folding
and functions by twisting the backbones of target proteins through cis-trans isomerization at millisecond timescales (15, 16). The PPIase superfamily is further classiﬁed into
four families: cyclophilins, FK506-binding proteins (FKBPs), parvulins, and protein Ser/
Thr phosphatase 2A (PP2A) activator (PTPA) (15). The human genome contains two
parvulin genes, PIN1 and PIN4 (17–19). The product of PIN1, PPIase NIMA-interacting 1
(Pin1) protein, binds HBx via its SP motifs on HBx, thereby promoting hepatocarcinogenesis (20).
PIN4 encodes two proteins via alternative transcription initiation: parvulin 14 (Par14)
(13.8 kDa; 131 amino acids) and parvulin 17 (Par17) (16.6 kDa; 156 amino acids); the
additional 25 amino acids in Par17 constitute an N-terminal amphipathic ␣-helix (see
Fig. 2A) (19, 21). The overlapping cellular functions of Par14 and Par17 include chroMarch 2019 Volume 93 Issue 6 e01840-18
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matin remodeling, cell cycle progression, rRNA processing, and tubulin polymerization
(22–24).
The involvement of Par14 and Par17 in the viral life cycle has not been previously
explored. In this study, we found that Par14 and Par17 were novel binding partners of
HBx that dramatically increased cccDNA levels and viral replication in an HBxdependent manner. Furthermore, the proteins signiﬁcantly stabilized HBx and promoted its rapid translocation to the nuclear and mitochondrial regions. Notably, Par14
and Par17 bound directly to cccDNA and simultaneously associated with HBx, which
can possibly act as a bridge between the two. We hypothesize that this interaction may
trigger unwinding of cccDNA from the closed to open conﬁrmation, possibly through
the chromatin-remodeling ability of Par14 and Par17, thereby promoting viral transcription, HBV DNA replication, and virion secretion. In the absence of HBx, Par14 or
Par17 had no effects on HBV replication. On the basis of our ﬁndings, we propose Par14
and Par17 as new therapeutic targets for controlling HBV infection.
RESULTS
Parvulin inhibitors and PIN4 knockdown abrogate HBV replication. Many viruses use host PPIases to modify viral proteins and support their replication (25).
However, the involvement in the viral life cycle of Par14 and Par17, members of the
parvulin family of PPIases, has not yet been examined. According to the Human Protein
Atlas (26), PIN4 mRNA is expressed at the highest level in the liver among all tissues
examined. The PIN4 transcript level is also higher in HCC-derived HepG2 cells than in
other cell lines. Accordingly, we observed higher Par14 and Par17 levels in several
human HCC and HBV-replicating cell lines than in THLE-2 immortalized human liver
epithelial cells (data not shown).
On the basis of these ﬁndings, we hypothesized that PIN4 or its products might be
involved in HBV replication. To explore this possibility, we examined the effect of PIN4
in HBV replication by treating cells with parvulin inhibitors, such as juglone (5-hydroxyl1,4-naphthoquinone) and PiB [1,3,6,8-tetrahydro-1,3,6,8-tetraoxo-benzo(lmn)(3,8)
phenanthroline-2,7-diacetic acid, 2,7-diethyl ester] (Fig. 1 to C), as well as by performing
short hairpin RNA (shRNA)-mediated PIN4 knockdown (KD) (Fig. 1D). Juglone inactivates
or inhibits parvulin as a competitive irreversible inhibitor (27, 28), whereas PiB is a
competitive reversible inhibitor (29). In these experiments, tetracycline-depleted HepAD38 cells (Fig. 1A and B), HepG2.2.15 cells, or 1.3-mer HBV wild-type (WT) (subtype
ayw)-transfected HepG2 and Huh7 cells (data not shown) were treated with juglone or
PiB for 72 h. HepG2-NTCP-C9 cells were treated with juglone or PiB for 9 days at the
time of HBV infection (Fig. 1C). HBc protein expression, core particle formation, and HBV
DNA synthesis were signiﬁcantly reduced (Fig. 1A to C), indicating that parvulin
proteins affect HBV replication. Because parvulin inhibitors also inhibit Pin1, we established stable PIN4-KD HepAD38, HepG2.2.15, HepG2, and Huh7 cells using lentiviral
shRNAs (pLK0.1-shPIN4-1 to -5) to determine the roles of Par14 and Par17 in HBV
replication (Fig. 1D and data not shown). In PIN4-KD cells, HBc protein, core particle
formation, and HBV DNA synthesis were signiﬁcantly reduced (Fig. 1D, lanes 4 to 8),
conﬁrming the importance of PIN4 in HBV replication.
Overexpression of Par14 and Par17 augments HBV replication. Next, we established stable Par14- or Par17-overexpressing HepAD38, HepG2, and HepG2-hNTCP-C9
cells using a lentiviral system. Except for the additional 25 amino acids at the N
terminus of Par17, Par14 and Par17 have the same primary sequence (Fig. 2A). HBV core
particle and DNA synthesis was signiﬁcantly elevated in HepAD38-Par14 and -Par17
cells (Fig. 2B). Because the proteins were not labeled with a 3⫻FLAG tag, overexpression was conﬁrmed by monitoring endogenous Par14 (Fig. 2B, lanes 3, 6, 9, and 12).
The HBc protein level was signiﬁcantly upregulated at day 3 but was below the
detection limit on days 1 and 2 (Fig. 2B, second panel, lanes 5 to 10). To further
investigate, we transiently transfected 3⫻FLAG-Par14 or 3⫻FLAG-Par17 into HBVreplicating HepG2.2.15 cells (Fig. 2C) and 1.3-mer HBV WT-transfected Huh7 cells (data
not shown). We also transfected 1.3-mer HBV WT into stable Par14- or Par17March 2019 Volume 93 Issue 6 e01840-18
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FIG 1 Inhibition or KD of PIN4 reduces HBV replication. (A) Juglone decreases HBV replication. The tetracycline (TC)-containing medium of HepAD38 cells (lane
1) was replaced with fresh medium without TC 24 h postseeding (lanes 2 to 4), and the cells were mock treated (none) (lane 2) or treated with ethanol (juglone
solvent) (lane 3) or 20 M juglone (lane 4) for 72 h. (B) PiB decreases HBV replication. HepAD38 (lane 1) and TC-depleted HepAD38 cells were mock treated (lane
2) or treated with DMSO (PiB solvent) (lane 3) or 20 M PiB (lane 4) for 72 h. (C) Juglone and PiB, parvulin inhibitors, decreased HBV replication in infected cells.
HepG2 and HepG2-hNTCP-C9 cells in collagen-coated 6-well plates were mock infected (lane 2) or infected with 1.7 ⫻ 103 GEq of HBV per cell (lanes 1 and 3
to 6). Infected cells were treated with ethanol (lane 3) or 20 M juglone (lane 4) or with DMSO (lane 5) or 20 M PiB (lane 6) for 9 days. (D) HBV replication
decreased when PIN4 was knocked down. HepAD38 cells were transduced with lentivirus-like particles containing control shRNA (shControl) (lane 3) or
PIN4-targeting shRNAs (shPIN4-1, shPIN4-2, shPIN4-3, shPIN4-4, and shPIN4-5) (lanes 4 to 8). Nontransduced (lane 1) and TC-depleted (lane 2) HepAD38 cells
served as negative and positive controls, respectively. Lysates were prepared and subjected to SDS-13.5% PAGE or 1% native agarose gel electrophoresis,
followed by immunoblotting, to detect proteins and core particles, respectively. Southern blot analysis was performed to detect HBV DNA synthesis.
Endogenous PIN4, HBc, and GAPDH proteins were detected using rabbit monoclonal anti-PIN4 (1:1,000; Abcam; ab155283), rabbit polyclonal anti-HBc (1:1,000)
(52), and mouse monoclonal anti-GAPDH (1:5,000; Santa Cruz; sc-32233) antibodies, respectively. GAPDH was used as a loading control. hNTCP-C9 was detected
using mouse monoclonal anti-rhodopsin C9 (1:1,000; Millipore; MAB5356) antibody. HBV replication intermediate, partially double-stranded relaxed circular, and
double-stranded linear DNAs are marked as HBV RI, RC, and DL DNA, respectively. Endogenous Par17 is marked with arrows. Relative levels of HBV core particle
and HBV DNA were measured using ImageJ v.1.46r. Data are presented as means from four (panels A, B, and D) and three (panel C) independent experiments.
Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05, and **, P ⬍ 0.005 relative to the corresponding control.

overexpressing HepG2 cells (data not shown) and infected with HBV stable Par14- or
Par17-overexpressing HepG2-hNTCP-C9 cells (Fig. 2D). HBV RNAs, including pgRNA,
subgenomic S mRNAs, and X mRNA, and HBc protein, core particle, and HBV DNA
synthesis were upregulated in Par14- or Par17-overexpressing cells (Fig. 2B to D). These
results demonstrate that overexpression of Par14 or Par17 signiﬁcantly promotes HBV
replication. Of note, when we administered juglone or PiB to Par14- or Par17overexpressing HepAD38 cells or HepG2 cells cotransfected with 1.3-mer HBV WT plus
Par14 or Par17 (data not shown), HBV replication was signiﬁcantly downregulated,
further conﬁrming the importance of Par14 and Par17 in HBV replication.
Par14 and Par17 augment HBV cccDNA formation and promote viral transcription. Given the upregulation of HBc expression in cells overexpressing Par14 or Par17
(Fig. 2B to D) and increased HBV RNAs in HBV-infected cells (Fig. 2D), we reasoned that
Par14 or Par17 might increase HBV transcriptional activity. A luciferase reporter assay
revealed that, upon overexpression of Par14 or Par17 in HepG2 and Huh7 cells, the
activities of HBV enhancers and promoters were signiﬁcantly upregulated (Fig. 3A and
data not shown). Northern blotting conﬁrmed that the levels of HBV pgRNA, subgenomic S mRNAs, and X mRNA were signiﬁcantly increased in HepAD38-Par14 and
-Par17 stable cells (Fig. 3B), as well as in HepG2 cells cotransfected with 1.3-mer HBV WT
plus Par14 or Par17 (data not shown), which is consistent with what was observed in
HBV-infected, Par14- or Par17-overexpressing HepG2-hNTCP-C9 cells (Fig. 2D).
Based on the upregulation of transcriptional activity, we speculated that the cccDNA
level was increased by Par14 or Par17 overexpression. Indeed, the HBV cccDNA level
was elevated in HepAD38-Par14 and -Par17 stable cells (Fig. 3C). Conversely, the
cccDNA level was signiﬁcantly decreased by PIN4 KD (Fig. 3D).
March 2019 Volume 93 Issue 6 e01840-18
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FIG 2 Overexpression of Par14 or Par17 increases HBV replication. (A) Schematic diagram and amino acid sequences of Par14 and Par17. The N-terminal basic
and C-terminal PPIase domains of the proteins are indicated. The additional N-terminal 25 amino acids of Par17 are depicted as a barrel shape. Important amino
acids are shown in italics and underlined. Mutants of important residues are indicated on the diagram. (B) HepAD38 cells stably expressing empty pCDH vector,
Par14, or Par17 were seeded in TC-containing medium (lanes 1 to 4), and HBV DNA replication was induced by TC removal. The cells were incubated for the
indicated times (day 1 [lanes 5 to 7], day 2 [lanes 8 to 10], and day 3 [lanes 11 to 13]), and then lysates were prepared. (C) HepG2.2.15 cells were mock transfected
(lane 2) or transfected with pCMV-3⫻FLAG (lane 3), pCMV-3⫻FLAG-Par14 (lane 4), or pCMV-3⫻FLAG-Par17 (lane 5). HepG2 cells were used as a negative control
(lane 1). Lysates were prepared 72 h after transfection. (D) Par14 and Par17 overexpression increased HBV replication in HBV-infected HepG2-hNTCP-C9 cells.
HepG2 cells (lane 1) and mock-transduced (lane 2), vector-transduced (lane 3), Par14-transduced (lane 4), or Par17-transduced (lane 5) HepG2-hNTCP-C9 cells
were grown in collagen-coated 6-well plates, infected with 1.7 ⫻ 103 GEq of HBV per cell (lanes 1 and 3 to 5), and lysed at 5 (for total RNA) or 9 days p.i. Lane
2 is a mock-infected control. SDS-PAGE, native agarose gel electrophoresis and immunoblotting of core particles, and Southern blotting were performed as
described in the legend to Fig. 1. For Northern blotting, 20 g of total RNA was loaded per lane. The 3.5-kb pgRNA, 2.1- and 2.4-kb S mRNAs, 0.7-kb X mRNA,
and 28S and 18S rRNAs are indicated. Endogenous and overexpressed Par14 are marked with arrows, and overexpressed Par14 or Par17 is marked with double
arrowheads or open arrowheads, respectively. Relative levels were calculated using ImageJ v.1.46r. Data are presented as means of the results from ﬁve (B and
C) and three (D) independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05 and **, P ⬍ 0.005 relative to the corresponding
control.

To validate the effects of Par14 and Par17 in the HBV infection system, we transduced HepG2-hNTCP-C9 cells with lentiviral control shRNA (shControl) or PIN4 shRNAs
(shPIN4-1 or -5). Following HBV infection of transduced HepG2-hNTCP-C9 cells, the
levels of HBV cccDNA, pgRNA, and subgenomic RNAs; HBc protein; core particle
formation; and HBV DNA synthesis were signiﬁcantly decreased by PIN4 KD (Fig. 3E).
These results demonstrate that the HBV cccDNA level was increased by overexpression
of Par14 or Par17 but decreased by PIN4 KD. The elevation of HBV replication due to
overexpression of Par14 or Par17 may promote recycling of RC DNA, leading to an
increase in the level of cccDNA, and vice versa.
Par14/Par17 upregulate HBV virion secretion. Thus, far, we have demonstrated
that overexpression of Par14 or Par17 upregulates HBV replication at multiple stages,
from HBV cccDNA formation to synthesis of RNA and DNA. To characterize the effects
of Par14 and Par17 on HBV virion secretion, we analyzed the supernatant of a
tetracycline-depleted HepAD38 cell culture (30). The levels of HBs and HBc proteins,
HBs subviral particles, naked core particles, and virions were signiﬁcantly increased by
Par14 or Par17 (Fig. 4A, lane 2 versus lanes 3 and 4). The levels of Par14 and Par17
themselves were also higher in these supernatants (Fig. 4A, left, lane 1 versus lanes 3
and 4), indicating that they were incorporated into virions and/or core particles. This
observation was veriﬁed by native agarose gel immunoblotting, which conﬁrmed that
March 2019 Volume 93 Issue 6 e01840-18
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FIG 3 HBV RNA transcription increases upon overexpression of Par14 or Par17, possibly due to an increase in the cccDNA level. (A) Luciferase reporter assays
to detect HBV enhancer and promoter activities upon overexpression of Par14 or Par17. HepG2 cells were transiently transfected with the indicated luciferase
reporter vectors and/or expression plasmid for Par14 or Par17. (B) Northern blotting showing elevated expression of HBV mRNAs upon overexpression of Par14
or Par17. TC was removed from cultures of HepAD38 cells stably overexpressing vector alone (lane 2), Par14 (lane 3), or Par17 (lane 4). HepAD38 cells in the
presence of TC were used as a negative control (lane 1). Northern blotting was performed as described in the legend to Fig. 2. (C) HBV cccDNA levels increased
upon overexpression of Par14 or Par17. HepAD38 cells stably overexpressing vector alone (lanes 2 and 6), Par14 (lanes 3 and 7), or Par17 (lanes 4 and 8) were
used in the experiment. (D) HBV cccDNA levels decreased upon PIN4 KD. HepAD38 stable cells transduced with shControl (lanes 2 and 6), shPIN4-1 (lanes 3
and 7), or shPIN4-5 transduced (lanes 4 and 8) were seeded as described above. (C and D, lanes 1 and 5) Nontransduced HepAD38 cells grown in TC-containing
medium until day 10 were used as a negative control. (C and D) Cells were grown to 100% conﬂuence; cccDNA was extracted on day 10 by the Hirt DNA
extraction procedure with minor modiﬁcations (56) and subjected to Southern blotting without linearization (lanes 1 to 4) or following linearization with EcoRI
(lanes 5 to 8). (E) PIN4 knockdown decreased HBV replication in infected cells. HepG2 (lane 1), HepG2-hNTCP-C9 (lane 2), HepG2-hNTCP-C9-shControl (lane 3),
HepG2-hNTCP-C9-shPIN4-1 (lane 4), and HepG2-hNTCP-C9-shPIN4-5 (lane 5) cells in collagen-coated 6-well plates were infected with 1.7 ⫻ 103 GEq of HBV per
cell (lanes 1 and 3 to 5). Lane 2 is a mock-infected control. HBV cccDNA was extracted, and subjected to Southern blotting as described above. SDS-PAGE and
immunoblotting, Northern blotting, native agarose gel electrophoresis and immunoblotting of core particles, and Southern blotting were performed as
described in the legends to Fig. 1 and 2. Relative levels of luciferase activity, HBV pgRNA and S and X mRNAs, cccDNAs, core particles, and HBV RI DNA were
calculated using ImageJ v.1.46r. The viral RNA level was normalized to the cccDNA level. Data are expressed as means and SD of the results from three (A), six
(B), ﬁve (C), three (D), or four (E) independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. **, P ⬍ 0.00, and ***, P ⬍ 0.0005 relative
to the corresponding control. Exact P values are shown for some conditions.

Par14 and Par17 bound virions, HBs subviral particles, and HBV naked core particles
(Fig. 4A, right, lane 1 versus lanes 3 and 4). It remains unclear whether Par14 or Par17
is packaged within core particles during encapsidation. In situ nucleic acid blotting
revealed signiﬁcantly higher levels of HBV DNA in virions and naked core particles from
Par14/Par17-overexpressing cells than in those from control cells (Fig. 4A, right, lane 2
versus lanes 3 and 4). Consistent with this, overexpression of Par14 or Par17 increased
intracellular HBV replication (Fig. 4B). These results demonstrate that Par14/Par17
promote HBV replication and virion secretion.
The S19, E46, and D74 residues of Par14 and the S44, E71, and D99 residues of
Par17 are important for Par14/Par17-mediated upregulation of HBV replication.
To identify the residues of Par14 and Par17 that are important for HBV replication, we
constructed several mutants of both proteins (Fig. 2A). Because the S19A mutant of
Par14, a dephosphorylation-mimetic mutant, alters the intracellular localization of the
protein from predominantly nuclear to cytoplasmic (31), we also generated the corresponding S44A mutant of Par17, yielding the Par14-S19A and Par17-S44A mutants
March 2019 Volume 93 Issue 6 e01840-18
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FIG 4 Par14 and Par17 upregulate HBV virion secretion. (A) The levels of extracellular HBV virions were increased by overexpression of Par14 or Par17. Pellets
containing virions, HBs subviral particles, and naked core particles from culture supernatants of nontransduced (lanes 1), vector-transduced (lanes 2),
Par14-overexpressing (lanes 3), or Par17-overexpressing (lanes 4) HepAD38 cells were prepared by ultracentrifugation with a 20% sucrose cushion. (Right, top
three gels) Pellets dissolved in TNE buffer were subjected to 1% native agarose gel electrophoresis and immunoblotting to detect virions and/or HBs subviral
particles and naked core particles using anti-HBs (1:1,000; Virostat; GF528), anti-PIN4, and anti-HBc (52) antibodies, respectively. (Bottom gel) HBV DNAs inside
virions and naked core particles were detected by in situ nucleic acid blotting. (Left, top three gels) SDS-PAGE and immunoblotting to detect HBs, PIN4, and
HBc proteins using rabbit polyclonal anti-HBs (1:1,000; Virostat; GF528), anti-PIN4, and anti-HBc (52) antibodies, respectively. (Bottom gel) Southern blotting for
HBV DNA was performed as described in the legend to Fig. 1. (B) Intracellular HBV replication is augmented by Par14 or Par17 overexpression. Lysates of
nontransduced (lanes 1), vector-transduced (lanes 2), Par14-overexpressing (lanes 3), or Par17-overexpressing (lanes 4) cells were analyzed as described above.
Relative levels of HBc protein, HBV DNA, core particles, subviral HBs particles and virions, and in situ virion DNA were calculated using ImageJ v.1.46r. Data are
presented as the means of the results from three independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05; **, P ⬍ 0.005;
and ***, P ⬍ 0.0005 relative to the corresponding control.

(Fig. 2A). Similarly, because the phosphorylation-mimetic S19E mutation of Par14
decreases the protein’s DNA-binding afﬁnity and localizes around the nuclear envelope
without penetrating into the nucleoplasm (31), we also generated the corresponding
S44E mutant of Par17, yielding the Par14-S19E and Par17-S44E mutants (Fig. 2A). The
negatively charged E46 and D74 of Par14 may contribute to substrate-binding speciﬁcity for positively charged amino acids preceding proline (32), and the D99A mutant
of Par17 has reduced PPIase activity (24). Therefore, we replaced E46 and D74 in Par 14
and E71 and D99 in Par 17 with A, yielding the Par14-E46A, Par14-D74A, Par14-E46A/
D74A, Par17-E71A, Par17-D99A, and Par17-E71A/D99A mutants (Fig. 2A). To exclude
effects of endogenous Par14 and Par17, the wild-type or mutant proteins were transfected into PIN4-KD HepAD38 cells. As expected, both wild-type proteins could rescue
HBV replication (Fig. 5A and B, lanes 6), whereas none of the mutants could do so
(Fig. 5A and B, lanes 7 to 11), indicating that the mutated residues are critical
for HBV replication. Since we observed a similar phenotype from the overexpression
of dephosphorylation-mimetic (Par14-S19A and Par17-S44A) mutants versus phosphorylationmimetic (Par14-S19E and Par17-S44E) mutants (Fig. 5A), we conducted HBV infection
experiments to examine the effects on RNA transcription by these mutants (Fig. 5C and
D). Consistent with Fig. 2D, Northern blotting conﬁrmed the highly enhanced RNA
transcription by Par14 WT or Par17 WT overexpression (Fig. 5C and D, lanes 3). However,
RNA levels from Par14-S19A, Par14-S19E, Par17-S44A, and Par17-S44E mutant overexpression revealed that transcription by these mutants was not enhanced (Fig. 5C and
March 2019 Volume 93 Issue 6 e01840-18
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FIG 5 S19, E46, and D74 of Par14 and S44, E71, and D99 of Par17 are important for Par14/Par17-mediated upregulation of HBV replication. (A and B)
Overexpression of Par14 and Par17 mutants failed to rescue HBV replication in PIN4-KD HepAD38 cells. The effects of Par14 WT or mutants (A) and Par17 WT
or mutants (B) on HBV replication were examined. Nontransduced and mock-transfected HepAD38 cells grown in TC-containing (lane 1) or TC-depleted (lane
2) medium were used as negative controls, and control shRNA-transduced HepAD38 cells were used as positive controls (lane 3). shPIN4-5-transduced PIN4-KD
HepAD38 cells in 6-cm plates were mock transfected (lane 4) or transfected with 3⫻FLAG (lane 5), 3⫻FLAG-Par14 WT or 3⫻FLAG-Par17 WT (lane 6), or the
respective mutants (lanes 7 to 11). TC depletion (lanes 2 to 11) and transfection (lanes 5 to 11) were performed at the same time. (C and D) Transcriptional
activity is not enhanced by dephosphorylation-mimetic (Par14-S19A and Par17-S44A) and phosphorylation-mimetic (Par14-S19E and Par17-S44E) mutants.
HepG2-hNTCP-C9 cells were infected, and Northern blotting was performed, as described in the legend to Fig. 2. Data are presented as means of the results
from three independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. ns, not signiﬁcant; *, P ⬍ 0.05; and **, P ⬍ 0.005 relative to
the corresponding control. (E) HBV replication in HepAD38 cells was decreased by the PPIase-deﬁcient Par17 mutant. (Left) HepG2 cells were cotransfected with
1.3-mer HBV WT (lanes 2 to 6) plus 3⫻FLAG (lane 2), 3⫻FLAG-Par14 (lane 3), 3⫻FLAG-Par14-D74A (lane 4), 3⫻FLAG-Par17 WT (lane 5), or 3⫻FLAG-Par17-D99A
(lane 6). Lane 1 contained mock-transfected HepG2 cells. (Right) TC-depleted HepAD38 cells were mock transfected (lane 8) or transfected with 3⫻FLAG (lane
9), 3⫻FLAG-Par14 WT (lane 10), 3⫻FLAG-Par14-D74A (lane 11), 3⫻FLAG-Par17 WT (lane 12), or 3⫻FLAG-Par17-D99A (lane 13). HepAD38 cells in TC-containing
medium in 10-cm plates were used as a negative control (lane 7). TC depletion (lanes 8 to 13) and transfection (lanes 9 to 11) were performed at the same
time. At 72 h posttransfection, lysates were prepared and subjected to analyses as described in the legend to Fig. 1. The 3⫻FLAG-tagged proteins were detected
using mouse monoclonal anti-FLAG (1:1,000; Sigma; F1804) antibody. Relative levels of core particle and HBV DNA were calculated using ImageJ v.1.46r. Data
are presented as means from four (A, B, and E) or three (C and D) independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. *,
P ⬍ 0.05; **, P ⬍ 0.005; ***, P ⬍ 0.0005 relative to the corresponding control.

D, lanes 2 versus lanes 4 and 5). When we compared the dephosphorylation-mimetic
versus the phosphorylation-mimetic mutants, the transcriptional activity of the
dephosphorylation-mimetic S19/44A mutants was higher than that of the
phosphorylation-mimetic S19/44E mutants, indicating that the decreased DNAbinding ability might affect transcriptional activity (Fig. 5C and D, lanes 4 versus 5).
Because the sequences of Par14 and Par17 are identical except for the N terminus
of Par17, it is possible that Par14 could be synthesized from the Par17 overexpression
construct and exert inﬂuence on HBV replication. To exclude this possibility, we
generated the Par17-M26A mutant. Upon overexpression of Par17 WT in HepG2 cells,
the endogenous Par14 protein level was unchanged, as in the case of Par17-M26A
overexpression (data not shown). Also, HBV replication was comparable in cells overexpressing Par17-M26A and Par17 WT (data not shown).
To further characterize the PPIase-deﬁcient D99A mutant of Par17 (24), we examined
the Par17-D99A mutant and the corresponding D74A mutant of Par14. These mutants
had dominant-negative phenotypes when transfected into HepAD38 cells (Fig. 5E, lane
9 versus lanes 11 and 13). Unlike the transfected HepAD38 cells, HBV replication in
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FIG 6 Upregulation of HBV replication by Par14 or Par17 is HBx dependent. (A) In the absence of HBx, neither Par14 nor Par17 can upregulate HBV replication.
HepG2 cells were mock transfected (lane 1) or cotransfected with 1.3-mer HBV WT plus 3⫻FLAG (lane 2), 1.3-mer HBV WT plus 3⫻FLAG-Par14 WT (lane 3),
1.3-mer HBV WT plus 3⫻FLAG-17 WT (lane 4), 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG (lane 5), 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG-Par14 WT (lane
6), or 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG-17 WT (lane 7). (B) HBV replication is upregulated by Par14 or Par17 when HBx is supplied in trans to
HBx-deﬁcient-mutant-transfected cells. HepG2 cells were mock transfected (lane 1) or cotransfected (lanes 1 to 7) as described in the legend to Fig. 6A. Myc-HBx
(lanes 8 to 10) was transfected into HepG2 cells cotransfected with 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG, 3⫻FLAG-Par14 WT, or 3⫻FLAG-17 WT. The
amount of transfecting DNA was adjusted with pCMV-3⫻FLAG. At 72 h posttransfection, lysates were prepared and subjected to analyses as described in the
legends to Fig. 1 and 3. Myc-tagged protein was detected with rabbit polyclonal anti-Myc (1:1,000; Santa Cruz Biotechnology; sc-789) antibody. The relative
levels of mRNAs, core particles, and HBV DNA were calculated using ImageJ v.1.46r. Data are presented as means of the results from ﬁve independent
experiments. Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05; **, P ⬍ 0.005; ***, P ⬍ 0.0005 relative to the corresponding control.

HepG2 cells cotransfected with 1.3-mer HBV WT plus the Par14/Par17 mutants was
comparable to that in the 1.3-mer HBV WT-transfected control (Fig. 5E, lane 2 versus
lanes 4 and 6). These results suggest that, like D99 of Par17, D74 of Par14 might be
important for PPIase activity, an observation requiring further analysis.
Upregulation of HBV replication by Par14 or Par17 is HBx dependent. Because
Par14, Par17, and HBx can all be localized in the nucleus, cytoplasm, or mitochondria
(18, 33, 34) (data not shown) and overexpression of Par14 or Par17 stimulated enhancer
I and HBx promoter activity (Fig. 3A) and increased the X mRNA level (Fig. 2D and 3B),
we speculated that the activities of Par14 and Par17 are closely associated with HBx. To
determine whether the upregulation of HBV replication by Par14 and Par17 depends on
HBx, we cotransfected HepG2 cells with the 1.3-mer HBx-deﬁcient mutant plus Par14 or
Par17. As expected, replication was weaker in cells expressing the HBx-deﬁcient mutant
than in those harboring HBV WT (Fig. 6A, lane 2 versus lane 5). Unlike HepG2 cells
cotransfected with HBV WT plus Par14 or Par17, which had higher levels of HBV RNA,
HBc protein, core particles, and HBV DNA (Fig. 6A, lane 2 versus lanes 3 and 4), HepG2
cells cotransfected with the HBx-deﬁcient mutant plus Par14 or Par17 exhibited no
effect on HBV replication, as with cells transfected with the HBx-deﬁcient mutant alone
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FIG 7 Par14 and Par17 are novel binding partners of HBx. (A and B) Par14 or Par17 directly interacts with HBx. HEK293T cells were cotransfected with 3⫻FLAG
plus Myc-HBx WT (lanes 1, 4, and 7), 3⫻FLAG-Par14 WT plus Myc-HBx WT (lanes 2, 5, and 8), or 3⫻FLAG-Par17 WT plus Myc-HBx WT (lanes 3, 6, and 9). (Input)
At 72 h posttransfection, whole-cell lysates were prepared and subjected to SDS-PAGE and immunoblotting (lanes 1 to 3). (IP) Lysates were immunoprecipitated
with anti-Myc antibody and immunoblotted with anti-FLAG antibody (A) or vice versa (B) (lanes 4 to 6). (IgG) As a negative control, lysates were
immunoprecipitated with normal mouse IgG (Merck Millipore; 12-371) (lanes 7 to 9). (C) Colocalizations of HBx WT and Par14 WT or HBx WT and Par17 WT in
HEK293T cells. HEK293T cells were cotransfected with Myc-HBx WT plus 3⫻FLAG-Par14 WT (a to h) or 3⫻FLAG-Par17 WT (i to p). Confocal images of nuclei using
DAPI (a and i) and of mitochondria using MitoTracker Orange CMTMRos (b and j) and of Par14 or Par17 using FITC (c and k) and of HBx using Alexa Fluor 647
(e and m) are shown. Dual (d, f, g, l, n, and o) and triple (h and p) merged images are indicated. Digital images of stained cells were captured through confocal
microscopy (A1R-A1; Nikon, Japan). Representative data from four independent experiments are presented. (D) HBx-Par14 and HBx-Par17 interactions in the
cytoplasm, nucleus, and mitochondria. HEK293T cells were mock transfected (lanes 1, 5, and 9) or cotransfected as described above. At 72 h posttransfection,
cytoplasmic, nuclear, and mitochondrial fractions were prepared from whole-cell lysates by differential centrifugation. (IP) Total cell lysates and the indicated
fractions were immunoprecipitated with anti-FLAG antibody (lanes 5 to 8). (IgG) As a negative control, lysates were immunoprecipitated with normal IgG (lanes
9 to 12). (Input) Total cell lysates and the corresponding fractions were prepared (lanes 1 to 4). The lysates and immunoprecipitants were subjected to SDS-PAGE
and immunoblotting with anti-Myc, anti-FLAG, anti-GAPDH, anti-H3 (1:5,000; Abcam; ab1791), and anti-VDAC (1:1,000; Calbiochem; 529532) antibodies.
Representative results from four independent experiments are shown.

(Fig. 6A, lanes 5, 6, and 7). Together, these observations demonstrate that the activities
of Par14 and Par17 depend on the presence of HBx. When we supplied HBx in trans by
triple transfection of the HBx-deﬁcient mutant, Myc-HBx, and either 3⫻FLAG-Par14 or
3⫻FLAG-Par17, HBV replication was signiﬁcantly upregulated, almost to the level in
cells cotransfected with HBV WT plus Par14 or Par17 (Fig. 6B, lanes 3 and 4 versus lanes
9 and 10), demonstrating that Par14/Par17-mediated upregulation of HBV replication
depends on HBx.
Par14 and Par17 are novel binding partners of HBx. Because HBx is required for
Par14/Par17-mediated upregulation of HBV replication, we performed coimmunoprecipitation to determine whether Par14 and Par17 interact with HBx (Fig. 7). In these
experiments, lysates from cells cotransfected with Myc-tagged HBx plus 3⫻FLAGtagged Par14 or Par17 were immunoprecipitated with anti-Myc antibody and then
immunoblotted with anti-FLAG antibody (Fig. 7A), and vice versa (Fig. 7B). As shown in
Fig. 7, Par14 and Par17 were coimmunoprecipitated with HBx (Fig. 7A) and HBx
coimmunoprecipitated with both Par14 and Par17 (Fig. 7B), demonstrating that Par 14
and Par17 are bona ﬁde binding partners of HBx.
To determine where the HBx-Par14 and HBx-Par17 interactions take place in the cell,
we prepared cytoplasmic, nuclear, and mitochondrial fractions; immunoprecipitated
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FIG 8 The HBx 19R20P motif is completely conserved, and the 28R29P motif is highly conserved, among isolates from
10 HBV genotypes. The N-terminal 50 amino acids of HBx proteins from 10 genotypes were aligned using the CLC
Main Workbench 8 software. The HBV genotype of each isolate is indicated on the left, followed by accession
numbers. Conserved RP motifs are shown in boldface and italicized. Consensus sequences and conservation
percentages are shown at the bottom.

them with anti-FLAG antibody; and then immunoblotted them with anti-Myc antibody
(Fig. 7D). Both Par14 and Par17 interacted with HBx in the cytoplasm, nucleus, and
mitochondria (Fig. 7D, lanes 7 and 8). To further show their colocalization in the cell,
immunoﬂuorescence analysis was performed with HEK293 cells cotransfected with
Myc-HBx plus FLAG-Par14 or Myc-HBx plus Par17 (Fig. 7C). Confocal microscopy revealed that HBx and Par14/Par17 are colocalized at different subcellular compartments,
such as mitochondria (Fig. 7C).
HBx RP motifs are crucial for Par14/Par17-mediated HBV replication. Because
Par14 and Par17 interact with HBx (Fig. 7), we speculated that the positively charged
amino acids preceding proline in HBx could be the Par14/Par17-binding site. Sequence
analysis of HBx revealed two arginine-proline (RP) motifs (19R20P and 28R29P) in the HBx
regulatory domain (Fig. 8 and 9A).
To determine the importance of these RP motifs in Par14/Par17-mediated upregulation of HBV replication, we triple transfected HepG2 cells with HBx WT or RP motif
mutants (Fig. 9A), the 1.3-mer HBx-deﬁcient mutant, and either Par14 (Fig. 9B) or Par17
(Fig. 9C). As shown in Fig. 6, impaired replication of the HBx-deﬁcient mutant was not
rescued by overexpression of Par14 or Par17 but was rescued by HBx in trans (Fig. 9B
and C, lane 2 versus lanes 3 and 4). However, none of the RP motif mutants could
promote replication of the HBx-deﬁcient mutant (Fig. 9B and C, lanes 5 to 11),
demonstrating that each residue in the 19R20P-28R29P motifs of HBx is important for
Par14/Par17-mediated upregulation of HBV replication.
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FIG 9 HBx RP motifs are important for Par14- or Par17-mediated upregulation of HBV replication. (A) Schematic diagram of HBx protein. HBx RP (19R20P and
28R29P) motif sequences and alanine-substituted RP mutants are indicated. (B) Par14 cannot upregulate HBx-deﬁcient mutant HBV replication when the HBx
RP motif mutant is supplied in trans, unlike HBx WT. HepG2 cells were mock transfected (lane 1) or (co)transfected with 1.3-mer HBx-deﬁcient mutant plus
3⫻FLAG (lane 2) or 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG-Par14 (lane 3). For triple transfections, HepG2 cells were transfected with 1.3-mer HBx-deﬁcient
mutant plus 3⫻FLAG-Par14 plus Myc-HBx WT (lane 4) or the corresponding RP motif mutants (lanes 5 to 11). (C) Par17 cannot upregulate HBx-deﬁcient mutant
HBV replication when the HBx RP motif mutant is supplied in trans, unlike HBx WT. HepG2 cells were transfected as described in the legend to panel B, except
that 3⫻FLAG-Par17 was used. The amount of transfected DNA was adjusted with pCMV-Myc vector. At 72 h posttransfection, lysates were prepared and
subjected to analyses as described in the legend to Fig. 1. Relative levels of core particles and HBV DNA were calculated using ImageJ v.1.46r. Data are presented
as means from four independent experiments. Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05; **, P ⬍ 0.005; ***, P ⬍ 0.0005 relative to
the corresponding control.

HBx RP motifs are Par14/Par17-interacting sites. In light of our observation that
the HBx 19R20P-28R29P motifs were important for Par14/Par17-mediated upregulation of
HBV replication (Fig. 9), we hypothesized that these motifs interact with Par14 and
Par17 (21). To explore this idea, we cotransfected HEK293T cells with Par14 WT (Fig.
10A) or Par17 WT (Fig. 10B) plus HBx WT (RPRP) or RP motif mutants. At 72 h after
transfection, whole-cell lysates were immunoprecipitated with anti-FLAG antibody and
then immunoblotted with anti-Myc antibody (Fig. 10). As shown in Fig. 7, HBx WT
interacted with Par14 WT (Fig. 10A, lane 3) and Par17 WT (Fig. 10B, lane 3), but the AARP
and RPAA mutants of HBx exhibited weak interactions with Par14 WT and Par17 WT,
and the AAAA mutant of HBx exhibited the weakest interaction with Par14 WT and
Par17 WT (Fig. 10A and B), indicating that both RP motifs on HBx serve as Par14/Par17binding sites.
E46 and D74 on Par14 and E71 and D99 on Par17 speciﬁcally interact with HBx.
Because the RP motifs on the target protein could interact with the negatively charged
surface residues (E46 and D74 on Par14 and E71 and D99 on Par 17) (24, 32), we
investigated further by cotransfecting HEK293T cells with HBx WT, along with WT or
mutant Par14 or Par 17 (Fig. 10C and D). At 72 h after transfection, immunoprecipitation
and immunoblotting were performed as described above. In contrast to the strong
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FIG 10 HBx RP motifs and Par14/Par17 substrate-binding residues are important for HBx-Par14/Par17 interactions. (A and B) HBx RP motifs are crucial for
binding of Par14 and Par17. HEK293T cells were mock transfected (lane 1) or cotransfected with Myc-HBx WT plus 3⫻FLAG (lane 2). For experimental groups,
3⫻FLAG-Par14 (A) or 3⫻FLAG-Par17 (B) was cotransfected along with Myc-tagged HBx WT (lane 3) or the HBx AARP (lane 4), RPAA (lane 5), or AAAA (lane 6)
mutant. (C and D) Substrate-binding residues (E46 and D74 of Par14 and E71 and D99 of Par 17) are important for binding to HBx. HEK293T cells were mock
transfected (lane 1) or cotransfected with Myc-HBx WT plus 3⫻FLAG (lane 2). For experimental groups, 3⫻FLAG-Par14 WT or its mutants (E46A, D74A, or
E46A/D74A) (C) or 3⫻FLAG-Par17 or its mutants (E71A, D99A, or E71A/D99A) (D) were cotransfected along with Myc-tagged HBx WT (lanes 3 to 6). At 72 h
posttransfection, lysates were prepared; immunoprecipitated with anti-FLAG antibody; and immunoblotted with anti-Myc, anti-FLAG, and anti-GAPDH
antibodies, as described in the legend to Fig. 7. Normal mouse IgG was used as a negative control. A representative result from four independent experiments
is shown.

interactions between HBx WT and Par14 or Par17 WT (Fig. 10C and D, lanes 3), the
single E46/71A or D74/99A mutants of Par14 and Par17 interacted relatively weakly
with HBx (Fig. 10C and D, lanes 3 versus lanes 4 and 5), and the Par14-E46A/D74A and
Par17-E71A/D99A double mutants exhibited the weakest interactions of all (Fig. 10C
and D, lanes 3 versus 6). Thus, the substrate-binding residues E46 and D74 of Par14 and
E71 and D99 of Par17 are crucial for the interaction with HBx.
Interaction with Par14 and Par17 stabilizes HBx. Because HBx binds Par14/Par17
(Fig. 7 and 10) and is essential for Par14/Par17-mediated upregulation of HBV replication (Fig. 6 and 9), we examined the effect of PIN4 KD in HepG2 cells treated with
cycloheximide (100 g/ml) for 0, 0.5, 1, and 3 h (Fig. 11A). Relative to control shPIN4transduced cells, the half-life of HBx was signiﬁcantly reduced in PIN4-KD cells, from 39
to 18 min (Fig. 11A). In contrast, when HBx WT was present along with Par14 WT or
Par17 WT, the half-life of HBx was increased to 50 to 55 min (Fig. 11B to E), demonstrating that HBx is stabilized by Par14/Par17. To explore this interaction further,
we cotransfected PIN4-KD HepG2 cells with HBx WT plus Par14/Par17 WT or HBx
interaction-deﬁcient Par14/Par17 mutants. As shown in Fig. 11B and C, the mutants of
Par14 or Par17 could not stabilize HBx in PIN4-KD cells. Similarly, even in the presence
of Par14 or Par17 WT, the stability of the interaction-deﬁcient HBx mutant was similar
to that in PIN4-KD cells (Fig. 11D and E). Taken together, our results indicate that Par14
and Par17 increase HBx stability through the HBx-Par14/Par17 interaction.
Translocation of HBx to the nucleus or mitochondria is promoted by Par14 and
Par17. Because the interactions between HBx and Par14 or Par17 occur in the nucleus,
mitochondria, and cytoplasm (Fig. 7C and D), we investigated whether impairment of
these interactions by mutation of the HBx RP motif or substrate-binding motifs of Par14
and Par17 would affect intracellular localization. Prior to this experiment, we examined
the intracellular localizations of the HBx-AAAA, Par14-E46A/D74A, and Par17-E71A/
D99A mutants in HEK293T cells (data not shown). Although the mutations in Par14 and
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FIG 11 RP motifs of HBx and substrate-binding residues of Par14 and Par17 are important for HBx stability. (A) HBx stability is decreased in PIN4-KD HepG2
stable cells. Control shRNA-transduced (lanes 3, 4, and 7 to 10) and stable PIN4-KD (lanes 5, 6, and 11 to 14) HepG2 cells were transfected with Myc-HBx (lanes
2 to 14). As controls, HepG2 cells were mock transfected (lane 1) or transfected with Myc-HBx (lane 2). At 24 h posttransfection, the cells were treated with
nothing (lanes 1 to 6) or 100 g/ml cycloheximide (lanes 7 to 14). (B and C) Substrate-binding residues E46 and D74 of Par14 (B) and E71 and D99 of Par17
(C) are important for HBx stability. Control shRNA-transduced (lanes 2 and 3) and stable PIN4-KD (lanes 4 to 15) HepG2 cells were transfected with Myc-HBx
WT (lanes 2 to 7) or cotransfected with Myc-HBx WT plus 3⫻FLAG-Par14/Par17 WT (lanes 8 to 11) or 3⫻FLAG-Par14/Par17 mutants (lanes 12 to 15). (D and E)
HBx RP motifs are important for stabilization by Par14 (D) or Par17 (E). Control shRNA-HepG2 (lanes 2 and 3) and stable PIN4-KD HepG2 (lanes 4 to 15) cells
were transfected with Myc-HBx WT (lanes 2 to 7) or cotransfected with 3⫻FLAG-Par14/Par17 WT plus Myc-HBx WT (lanes 8 to 11) or Myc-HBx-AAAA (lanes 12
to 15). Mock-transfected HepG2 cells served as a negative control (lane 1). (B to D) At 24 h posttransfection, cells were treated with nothing (lanes 1 to 3) or
100 g/ml cycloheximide (lanes 4 to 15). Cells were harvested at the indicated times and analyzed by SDS-PAGE and immunoblotting with anti-Myc, anti-FLAG,
anti-PIN4, and anti-GAPDH antibodies. Representative results from three independent experiments are shown. Data are presented as mean HBx level ⫾ SD.

Par17 did not signiﬁcantly affect localization, the HBx-AAAA mutant was mainly localized in the cytoplasm (data not shown), demonstrating that the HBx RP motif is
required for efﬁcient translocation to the nucleus and mitochondria.
Next, we investigated whether Par14 and Par17 facilitate the translocation of HBx to
the nucleus or mitochondria. To this end, we cotransfected PIN4-KD HepG2 cells with
various combinations of WT and/or mutant constructs. As shown in Fig. 7C and D, Par14
WT and mutant, Par17 WT and mutant, and HBx WT were localized in the cytoplasm,
nuclei, and mitochondria of PIN4-KD HepG2 cells, whereas the HBx-AAAA mutant
resided mostly in the cytoplasm (Fig. 12, lanes 4 to 7). When we cotransfected cells with
Par14/Par17 WT and HBx WT, HBx WT tended to appear in the nucleus and mitochondria (Fig. 12, lane 6 versus lane 8). However, when cotransfected with the Par14/Par17
mutants, HBx was localized in the cytoplasm, nucleus, and mitochondria, as when HBx
was transfected alone (Fig. 12, lane 6 versus lane 9). HBx-AAAA was mainly localized in
the cytoplasm even in the presence of Par14 or Par17 (Fig. 12, lanes 7, 10, and 11),
indicating that Par14 and Par17 WT could facilitate the translocation of HBx WT to the
nucleus and mitochondria, whereas the corresponding mutants could not. Overall,
these results indicate that the HBx-Par14/Par17 interaction facilitates HBx translocation
to the nucleus and mitochondria.
Par14 and Par17 are recruited to HBV cccDNA, possibly through their S19/44
residues. Even though HBx does not bind directly to DNA, it binds to various transcription factors and cofactors and promotes the transcriptionally active state of
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FIG 12 Par14 and Par17 promote translocation of HBx to the nucleus and mitochondria via HBx RP motifs. (A) Par14 WT, but not the Par14-E46A/D74A mutant,
promotes HBx translocation to the nucleus and mitochondria via HBx RP motifs. (B) Par17 WT, but not the Par17-E71A/D99A mutant, promotes HBx translocation
to the nucleus and mitochondria via HBx RP motifs. (A and B) Nontransduced and mock-transfected HepG2 cells (lane 1) and control shRNA-transduced HepG2
cells (lane 2) were used as controls. shPIN4-5-transduced stable PIN4-KD HepG2 cells (lanes 3 to 11) were mock transfected (lane 3); transfected with
3⫻FLAG-Par14/Par17 WT (lane 4), Par14/Par17 mutants (lane 5), Myc-HBx WT (lane 6), or Myc-HBx-AAAA (lane 7); or cotransfected with Myc-HBx WT plus
3⫻FLAG-Par14/Par17 WT (lane 8), Myc-HBx WT plus Par14/Par17 mutant (lane 9), Myc-HBx-AAAA plus 3⫻FLAG-Par17 WT (lane 10), or Myc-HBx-AAAA plus
Par14/Par17 mutant (lane 11). At 72 h posttransfection, total cell lysates and the cytoplasmic, nuclear, and mitochondrial fractions were prepared and analyzed
by SDS-PAGE and immunoblotting. Relative levels of Myc-HBx protein were calculated using ImageJ v.1.46r. Representative data from four independent
experiments are shown. Statistical signiﬁcance was evaluated using Student’s t test. *, P ⬍ 0.05; **, P ⬍ 0.005; ***, P ⬍ 0.0005 relative to the corresponding
control.

cccDNA in the presence of DNA-binding proteins, activating histone modiﬁers, and
chromatin remodelers (4–6, 9). Because Par14 and Par17 are nonhistone DNA-binding
proteins with chromatin-remodeling properties (23, 33, 35) that bind to HBx (Fig. 7), we
performed chromatin immunoprecipitation (ChIP) to determine whether they are
recruited onto HBV cccDNA. From HepAD38-Par14 or -Par17 stable cells, chromatin was
immunoprecipitated with control IgG or antibodies against PIN4, histone H3, acetylated
H3 (anti-AcH3), and RNA polymerase II (anti-RNA Pol II) and then analyzed by semiquantitative PCR (Fig. 13A) or quantitative real-time PCR (qPCR) (Fig. 13B) using primers
selective for HBV cccDNA (Table 1). The results revealed that endogenous Par14 and
Par17 were recruited onto HBV cccDNA (Fig. 13A and B, lanes 2); this effect was more
pronounced when Par14 or Par17 was overexpressed (Fig. 13A and B, lanes 2 versus 3
and 4). As demonstrated by immunoprecipitation with anti-AcH3- and anti-RNA Pol
II-speciﬁc antibodies, the transcriptional activity of chromatin was increased in Par14- or
Par17-overexpressing cells (Fig. 13A, lanes 2 versus lanes 3 and 4), indicating that Par14
and Par17 can upregulate HBV transcription. Conversely, the transcriptional activity of
chromatin was decreased by PIN4 KD in HBV-infected HepG2-hNTCP-C9 cells (Fig. 13C,
lane 3 versus lanes 4 and 5).
To determine whether the S19E mutant of Par14 decreased cccDNA-binding afﬁnity (31)
and to observe the effect of the corresponding Par17 S44E mutant, chromatin from
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FIG 13 Par14 and Par17 are recruited to HBV cccDNA, possibly via S19 and S44, respectively. (A and B) Par14 and Par17 bind cccDNA. Vector-transduced (lanes
2, 6, and 10), Par14-transduced (lanes 3, 7, and 11), or Par17-transduced (lane 4, 8, and 12) HepAD38 cells were grown in TC-depleted medium. Nontransduced
HepAD38 cells grown in TC-containing medium were used as a negative control (lanes 1, 5, and 9). (C) Par14 and Par17 binding to cccDNA was decreased when
PIN4 was knocked down in infected cells. HepG2 (lane 1), HepG2-hNTCP-C9 (lane 2), HepG2-hNTCP-C9-shControl (lane 3), HepG2-hNTCP-C9-shPIN4-1 (lane 4),
and HepG2-hNTCP-C9-shPIN4-5 (lane 5) cells were infected as described in the legend to Fig. 3. (D) Serines 19 and 44 of Par14 and Par17, respectively, bind
HBV cccDNA. HepAD38 cells were plated as described above and mock transfected (lane 1) or transfected with 3⫻FLAG (lane 2), 3⫻FLAG-Par14 WT (lane 3),
3⫻FLAG-Par14-S19A (lane 4), 3⫻FLAG-Par14-S19E (lane 5), 3⫻FLAG-Par17 WT (lane 6), 3⫻FLAG-Par17-S44A (lane 7), or 3⫻FLAG-Par17-S44E (lane 8). (E) Binding
of Par14 and Par17 to HBV cccDNA is promoted by HBx. HepG2 cells were mock transfected (lane 1); cotransfected with 1.3-mer HBV WT plus 3⫻FLAG (lane
2), 3⫻FLAG-Par14 WT (lane 3), or 3⫻FLAG-17 WT (lane 4); cotransfected with 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG (lane 5), 3⫻FLAG-Par14 WT (lane 6),
or 3⫻FLAG-17 WT (lane 7); or triple-transfected with 1.3-mer HBx-deﬁcient mutant, Myc-HBx, and 3⫻FLAG (lane 8), 3⫻FLAG-Par14 WT (lane 9), or 3⫻FLAG-17
WT (lane 10). (F) HepG2 cells were mock transfected (lanes 1, 8, and 15); cotransfected with 1.3-mer HBV WT plus 3⫻FLAG (lanes 2, 9, and 16), 3⫻FLAG-Par14
WT (lanes 3, 10, and 17), or 3⫻FLAG-Par17 WT (lanes 4, 11, and 18); or cotransfected with 1.3-mer HBx-deﬁcient mutant plus 3⫻FLAG (lanes 5, 12, and 19),
3⫻FLAG-Par14 WT (lanes 6, 13, and 20), or 3⫻FLAG-Par17 WT (lanes 7, 14, and 21). (A to F) The amount of transfected DNA was adjusted with pCMV-3⫻FLAG.
Eight days after TC removal (A, B, and D), after transfection (E and F), or after infection (C), the chromatin solutions were prepared as described in Materials
and Methods and subjected to immunoprecipitation with anti-PIN4, anti-acetyl H3 (Merck Millipore; 06-599), anti-RNA Pol II (Abcam; ab817), anti-H3 antibody
(positive control), or normal rabbit polyclonal IgG (negative control). (A to G) Immunoprecipitated chromatins was analyzed by PCR (A and C to E) or qPCR (B,
F, and G). Data for panels B, F, and G are expressed as means and SD of the results from three independent experiments. Statistical signiﬁcance was evaluated
using Student’s t test. Exact P values relative to the corresponding control are shown.

HepAD38 cells transfected with the WT or mutants of 3⫻FLAG-tagged Par14-S19A/E or
Par17-S44A/E was immunoprecipitated with control IgG, anti-PIN4, anti-FLAG, anti-H3,
anti-AcH3, or anti-RNA Pol II antibodies and analyzed by semiquantitative PCR (Fig. 13D).
Par14 WT, Par17 WT, and Par14-S19A and Par17-S44A mutants were pulled down by
anti-PIN4 and anti-FLAG antibodies, whereas Par14-S19E and Par17-S44E mutants were not
pulled down by anti-FLAG antibody (Fig. 13D, second panel from top, lanes 3 and 4 versus
lane 5 and lanes 6 and 7 versus lane 8), indicating that the S19 and S44 residues of Par14
and Par17, respectively, are critical for the association with HBV cccDNA. As expected, the
phosphorylation-mimetic Par14-S19E and Par17-S44E mutants had decreased DNA-binding
abilities (Fig. 13D, second panel from top, lanes 5 and 8) (31).
To determine whether recruitment of Par14 and Par17 to cccDNA depends upon
HBx, we cotransfected HepG2 cells with the 1.3-mer HBx-deﬁcient mutant plus Par14
WT or Par17 WT. Chromatin from cotransfected or triple-transfected HepG2 cells
was immunoprecipitated as described above and analyzed by semiquantitative PCR
(Fig. 13E) or quantitative real-time PCR (Fig. 13F and G). In the absence of HBx, binding
of Par14 and Par17 to cccDNA (Fig. 13F) and transcriptionally active chromatin (Fig. 13E,
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TABLE 1 Primers used for this study
Class
PIN4 isoforms

Plasmid
3⫻FLAG-Par14
3⫻FLAG-Par17

Par14/17 mutants

Par14-S19A and Par17-S44A
Par14-S19E and Par17-S44E
Par14-E46A and Par17-E71A
Par14-D74A and Par17-D99A
Par17-M26A

shRNAs

shPIN4-1
shPIN4-2
shPIN4-3
shPIN4-4
shPIN4-5
shControl

HBV promoters and
enhancers

EnhI/Xp
EnhII/Cp
PreS1p
PreS2p

Orientationa
F
R
F
R

Sequence (5=–3=)b
ATGCAAGCTTACGCCGCCCAAAGGAAAAAG
ATGCGAATTCTTATTTTCTTCCTTCGACC
ATGCGCGGCCGCAACGCCCATGGCGGGG
ATGCGGTACCTTATTTTCTTCCTTCGACC

F
R
F
R
F
R
F
R
F
R

GGGGGAGCAGCCGCTGGGAGTGACAGT
ACTGTCACTCCCAGCGGCTGCTCCCCC
GGGGGAGCAGCCGAAGGGAGTGACAGT
ACTGTCACTCCCTTCGGCTGCTCCCCC
CACATTCTATGTGCAAAACATGGCAAA
TTTGCCATGTTTTGCACATAGAATGTG
CAGTATAGTGAAGCTAAAGCCAGGCAA
TTGCCTGGCTTTAGCTTCACTATACTG
CAAGCTTCCAAGGCGCCGCCCAAA
TTTGGGCGGCGCCTTGGAAGCTTG
CCGGGTCAGACACATTCTATGTGAACTCGAGTTCACATAGAATGTGTCTGACTTTTTG
CCGGGCCTGTAAGTGGGATGGATAACTCGAGTTATCCATCCCACTTACAGGCTTTTTG
CCGGCCGCACAGTATAGTGAAGATACTCGAGTATCTTCACTATACTGTGCGGTTTTTG
CCGGGCCTGTAAGTGGGATGGATAACTCGAGTTATCCATCCCACTTACAGGCTTTTTG
CCGGGTCAGACACATTCTATGTGAACTCGAGTTCACATAGAATGTGTCTGACTTTTTG
ACGTGACACGTTCGGAGAAC

F
R
F
R
F
R
F
R

CGGGCTCGAGATGTATACAAGCTAAAC
AATGCCAAGCTTGGAAACGATG
ATGCCTCGAGTCCTGCCCAAGGTCT
ATGCAAGCTTACTTCTTTATAAGGG
CGGGCTCGAGATCAGGTAGTTAATC
AATGCCAAGCTTAGAATATGGTGAC
CGGGCTCGAGCAAACAATCCAGATTG
AATGCCAAGCTTACTGCCGATTG

hNTCP

pCDH-hNTCP-C9

F
R

AGATTCGAAGCCACCATGGAGGCCCACAAC
ATTAGCGGCCGCCTAAGCGGGCGCCAC

HBx

Myc-HBx

F
R

ATGCTGGCCATGGCTGCTAGGTTG
ATGCGAATTCTTAGGCAGAGGTGA

HBx mutants

HBx-APRP

F
R
F
R
F
R
F
R
F
R
F
R

CTTTGTTTAGCTCCCGTCGGCGCT
AGCGCCGACGGGAGCTAAACAAAG
CTTTGTTTACGTGCCGTCGGCGCT
AGCGCCGACGGCACGTAAACAAA
CTTTGTTTAGCTGCCGTCGGCGC
AGCGCCGACGGCAGCTAAACAAAG
TCCCGCGGAGCACCCCTCTCGGGG
CCCCGAGAGGGGTGCTCCGCGGGA
TCCCGCGGACGAGCCCTCTC
CCCCGAGAGGGCTCGTCCGCGGGA
TCCCGCGGAGCAGCCCTCTCGGGG
CCCCGAGAGGGCTGCTCCGCGG

cccDNA

F
R

CTTCCCGTCTGTGCCTTCT
GCCCCAAAGCCACCCAAG

Actin

F
R

CATGTACGTTGCTATCCAGGC
CTCCTTAATGTCACGCACGAT

HBx-RARP
HBx-AARP
HBx-RPAP
HBx-RPRA
HBx-RPAA

aF,

forward; R, reverse.
mutations are in boldface italic.

bPoint

ﬁfth panel from top) was diminished. However, when we provided HBx in trans by triple
transfection, binding of Par14 and Par17 to cccDNA and transcriptionally active chromatin was increased, almost to the level in cells cotransfected with HBV WT plus Par14
or Par17 (Fig. 13E, ﬁfth panel from top, lanes 3 and 4 versus 9 and 10).
On the basis of our ﬁndings, we propose that Par14 and Par17 bind to HBV cccDNA
via unphosphorylated serines (S19 and S44 on Par14 and Par17, respectively) (Fig. 14).
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FIG 14 Model of HBV cccDNA-Par14 and -Par17 interactions in the presence of HBx. HBV cccDNA is associated with
histone H2A, H2B, H3, and H4 and nonhistone cellular and viral proteins (such as HBc and HBx proteins). We
demonstrated that Par14 and Par17 bind to HBV cccDNA via serines 19 and 44, respectively. Also, E46 and D74 of
Par14, and E71 and D99 of Par17, are critical for the corresponding interactions with HBx. In addition, the HBx RP
motifs are essential for the formation of these complexes. Based on our ﬁndings, we propose that Par14 and Par17
upregulate HBV RNA transcription and DNA synthesis, thereby increasing the HBV cccDNA level, through formation
of the cccDNA-Par14/17-HBx complex.

Simultaneously, in the presence of HBx, the negatively charged surface residues (E46
and D74 on Par14 and E71 and D99 on Par17) bind to the HBx RP motifs, further
strengthening its binding to cccDNA and inducing the transcriptionally active open
chromatin state. Moreover, Par14 and Par17 may act as a bridge between HBx and
cccDNA and promote transcription of HBV RNA, resulting in upregulation of HBV DNA
synthesis and ultimately increasing the level of cccDNA (Fig. 14). In the absence of HBx,
Par14 and Par17 may weakly bind to the transcriptionally inactive (closed) chromatin
state of cccDNA (Fig. 14).
DISCUSSION
The ﬁndings of this study demonstrate that the parvulin family PPIases Par14 and
Par17 upregulate HBV replication from cccDNA to transcription and virion secretion.
This effect, which is HBx dependent, is mediated by interactions with HBx and HBV
cccDNAs. Among the PPIases, several cyclophilins, FKBP, and Pin1 are known to be
involved with HBV: inhibition of cyclophilin A, C, or D decreases HBV DNA synthesis
and HBsAg secretion (36); FKBP37 (also known as X-associated protein 2 [XAP2], aryl
hydrocarbon receptor-interacting protein [AIP], or aryl hydrocarbon-associated protein
9 [ARA9]) associates with HBx to inhibit transactivation of HBx (37); and Pin1 interacts
with a speciﬁc SP motif of HBx to facilitate transactivation by HBx and promote
hepatocarcinogenesis (20). However, the roles of the PIN4 gene products Par14/Par17
in the viral life cycle or pathogenesis have not been previously investigated. Protein
microarray assays using hepatitis C virus (HCV) core protein as a probe suggested that
the PIN4 gene products might be HCV core-interacting partners (38), but this has not
been veriﬁed.
In addition to Pin1, which binds to HBx through phosphorylated SP motifs (20),
Par14 and Par17 bind to HBx through its RP motifs (Fig. 10). The HBx protein from HBV
adw R9 (39) has 13 XaaPro (any kind of amino acid residue preceding proline; “X” refers
to any kind of amino acid, “aa” is an abbreviation for amino acid, and “Pro” refers to
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proline) motifs, including two RP and two SP motifs in the regulatory domain (Fig. 8).
Amino acid sequence alignments of HBx proteins demonstrated that the 19R20P motif
is completely conserved among 28 isolates from 10 genotypes, and the 28R29P motif is
also highly conserved (Fig. 8), indicating that conserved RP motifs are important for the
HBV life cycle and/or viral pathogenesis. Of note, Pin1-binding SP motifs are less well
conserved among the 10 genotypes we examined (Fig. 8). The parvulin-binding RP and
SP motifs of HBx are all located in the regulatory domain (also called the negative
regulatory domain), which is dispensable for HBx activity and represses HBx transactivation activity (40). The unstructured N terminus of HBx has been suggested to be
involved in interactions with multiple cellular proteins and signal transduction pathways (5). Because the PPIases Par14 and Par17 bind to HBx (Fig. 7) through RP motifs
(Fig. 10) and upregulate HBV replication, we suggest that the interactions between HBx
and Par14/Par17 might facilitate isomerization of HBx, inducing a structural rearrangement that stimulates multiple functions. Because Par14 and Par17 may bind to other
HBV proteins, including HBc, HBs, and polymerase, possibly through RP or KP motifs
(41) on those proteins (Fig. 4), they might modulate HBV replication in multiple ways;
this should be investigated in future studies.
The ability of HBx to reside in different subcellular compartments is an important
feature underlying its multiple roles in the HBV life cycle (5). Even though HBx WT alone
can translocate to the nuclear and mitochondrial compartments, this process is facilitated by interactions between the HBx RP motif (Fig. 12) and the substrate-binding
residues of Par14 and Par17 (Fig. 10C and D), suggesting that these proteins promote
multiple activities of HBx in the nucleus and mitochondria. In the nucleus, HBx can
promote HBV and cellular transcription by binding the basal transcription machinery
(RPB5, TFIIB, and TBP), speciﬁc transcription factors, and several coactivators (5). In
addition, nuclear HBx indirectly binds the HBV minichromosome and modiﬁes the
epigenetic regulation of cccDNA function (5, 7, 12). In the mitochondria, the interaction
of HBx with the voltage-dependent anion channel (VDAC), a part of the outer mitochondrial membrane protein of the mitochondrial permeability transition pore, has
been suggested to regulate mitochondrial Ca2⫹ signaling to control cytosolic Ca2⫹
levels, thereby inducing signal transduction cascades or modulating apoptotic pathways (42). Another possibility is that HBx targets mitochondrial antiviral signaling
(MAVS) protein to downregulate the innate immune response (43). Because HBx is
localized on the mitochondrial surface, rather than in the matrix (34), and both Par14
and Par17 associate with the mitochondrial surface (33), the physical interactions
between HBx and Par14/Par17 in mitochondria (Fig. 7) may take place on the organelle’s surface.
The half-life of overexpressed HBx protein in HepG2 cells has been reported to be
30 min (44), consistent with our measurements (39 min). In cells overexpressing Par14
and Par17, the half-life of overexpressed HBx was longer, around 50 min (Fig. 11B to E).
Because the stability of HBx is key to its activity (45), the increase in the steady-state
level of HBx promoted by Par14 and Par17 may allow HBx to perform multiple functions
in the various sites where it localizes (5, 10, 13, 14).
Given that Par14 binds double-stranded DNA (35) and is a nonhistone chromatin
protein (23) and that its DNA-binding ability is reduced by the S19E mutation (31) (Fig.
13D), we reasoned that Par14 directly binds cccDNA. Because Par17 also binds doublestranded DNA (33) and the Par17-S44E mutant has reduced cccDNA-binding activity
(Fig. 13D), we reasoned that Par17 may also directly bind cccDNA. Par14 and Par17 are
recruited to cccDNA (Fig. 13), where they promote HBV RNA transcription (Fig. 2D, 3,
and 13A, D, and E) in the presence of HBx. Moreover, it has been speculated that Par14
and Par17 can act as chromatin remodelers (31, 35). Accordingly, we hypothesize that
Par14 and Par17 might isomerize HBx or other cccDNA-associated proteins to modify
the cccDNA chromatin structure and promote the formation of the transcriptionally
active state. This hypothesis should be investigated in the future.
Complete viral eradication or cure requires elimination or silencing of cccDNA. These
goals cannot be achieved using current therapies, which rely on reverse transcriptase
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inhibitors, such as entecavir or tenofovir; these drugs block HBV reverse transcriptase
activity, thereby inhibiting infectious virus production (46). Given that HBx inhibition
has already been suggested as a key component of a functional cure for CHB (10), PIN4
KD and Par14/Par17 inhibition might represent possible therapeutic options to functionally cure CHB, with the ultimate goal of preventing hepatocarcinogenesis.
MATERIALS AND METHODS
Vector construction. HBV subtype ayw, replication-competent 1.3-mer HBV WT, and the HBxdeﬁcient mutant (kind gifts from W. S. Ryu, Yonsei University, Seoul, South Korea), were used for HBV
transient transfection. The human NTCP-C9 construct in pcDNA6.1 was a kind gift from W. Li (3). From
this construct, pCDH-hNTCP-C9 was generated (Table 1). To generate the Par14 expression construct,
total RNA (Ambion; 15596018) from HepG2 cells was converted to cDNA using SuperScript III reverse
transcriptase (Thermo Fisher Scientiﬁc; 18080-093). From the synthesized cDNA, PAR14 DNA was PCR
ampliﬁed (Table 1), digested with EcoRI and HindIII, and cloned into a linearized p3⫻FLAG-CMV-10
vector (Sigma-Aldrich; E7658), yielding p3⫻FLAG-Par14. Similarly, PAR17 DNA was PCR ampliﬁed (Table
1), digested with NotI and KpnI, and cloned into a linearized p3⫻FLAG-CMV-10 vector, yielding
3⫻FLAG-Par17. Lentiviral vectors encoding Par14 or Par17 were generated by inserting EcoRI/BamHIdigested PAR14 and PAR17 DNA fragments into linearized pCDH-CMV-MCS-EF1-Puro (System Biosciences; CD510B-1), yielding pCDH-Par14 and pCDH-Par17. Expression constructs for short hairpin RNAs
(shPIN4-1, shPIN4-2, shPIN4-3, shPIN4-4, shPIN4-5, and shControl) in pLK0.1 were purchased from
Sigma-Aldrich (SHCLNG-NM_006223 and SHC001) (Table 1). Par14 mutants were constructed by sitedirected mutagenesis (Table 1) and cloned into EcoRI/HindIII-linearized p3⫻FLAG-CMV-10, yielding
3⫻FLAG-Par14-S19A (TCT¡GCT), 3⫻FLAG-Par14-S19E (TCT¡GAA), 3⫻FLAG-Par14-E46A (GAA¡GCA),
and 3⫻FLAG-Par14-D74A (GAT¡GCT). Similarly, Par17 mutants were constructed by inserting the
NotI/KpnI-digested PCR product into linearized p3⫻FLAG-CMV-10, yielding 3⫻FLAG-Par17-M26A
(ATG¡GCG), 3⫻FLAG-Par17-S44A, 3⫻FLAG-Par17-S44E, 3⫻FLAG-Par17-E71A, and 3⫻FLAG-Par17-D99A.
To construct Par14/Par17 double mutants, Par14/Par17-D74/99A PCR products from the 3⫻FLAG-Par14/
Par17-E46/71A template were generated by site-directed mutagenesis (Table 1). To construct Myctagged HBx WT, PCR-ampliﬁed HBx DNA (Table 1) was digested with MscI and EcoRI and inserted into
a linearized pCMV-Myc vector (Addgene; 631604), yielding pMyc-HBx WT. Myc-tagged HBx RP motif
mutants were constructed by PCR-generated site-directed mutagenesis (Table 1). The MscI/EcoRIdigested PCR products were inserted into pCMV-Myc, yielding Myc-HBx-APRP (CGT¡GCT), Myc-HBxRARP (CCC¡GCC), Myc-HBx-AARP (CGTCCC¡GCTGCC), Myc-HBx-RPAP (CGA¡GCA), Myc-HBx-RPRA
(CCC¡GCC), Myc-HBx-RPAA (CGACCC¡GCAGCC), and Myc-HBx-AAAA (CGTCCC-CGACCC¡GCTGCC-GC
AGCC).
For monitoring of HBV transcription by luciferase reporter assay, luciferase reporter plasmids containing appropriate enhancers and promoters were constructed. These sequences were ampliﬁed from
HBV subtype adw R9 (47) (Table 1). Amplicons were digested with XhoI/HindIII and inserted into a
linearized pGL3-Basic vector (Addgene; E1715), yielding pGL3-EnhI/Xp, pGL3-EnhII/Cp, pGL3-preS1p,
pGL3-preS2p, and pGL3-EnhI/Xp-EnhII/Cp constructs. All of the above-mentioned constructs were sequenced to conﬁrm the presence of speciﬁc mutations and the absence of extraneous mutations.
Cell culture. HepG2, HepG2-hNTCP-C9, HepG2.2.15, and HepAD38 cells; Huh7 hepatoma cells; and
HEK293T cells were grown in Dulbecco’s modiﬁed Eagle’s medium (DMEM) supplemented with 10%
heat-inactivated fetal bovine serum (FBS) and 1% penicillin-streptomycin at 37°C under a humidiﬁed
atmosphere containing 5% CO2. For HepG2.2.15 cells, 0.5 mg/ml G418 was added for selection. For
HepAD38 cells (a kind gift from C. Seeger, Fox Chase Cancer Center), 1 g/ml tetracycline was added, and
then the tetracycline-containing medium was replaced with fresh medium without tetracycline to induce
HBV replication. HepG2, HepG2.2.15, HepAD38, and Huh7 cells were passaged every third day, whereas
HEK293T cells were passaged every second day. For infection experiments, HBV inoculum was prepared
from freshly collected supernatants of HepAD38 cells, as described previously (48). To examine the
effects of Par14 and Par17 on HBV replication, 3 ⫻ 106 stable HepAD38-Par14 and -Par17 cells were
plated in 6-cm dishes, the medium was replaced with fresh medium without tetracycline the next day,
and the cells were harvested at the indicated times.
DNA transfection. HepG2.2.15 cells (3 ⫻ 106) were transfected with 4 g of 3⫻FLAG-tagged empty,
Par14, or Par17 constructs with 12 g/l polyethylenimine (PEI) (Polysciences) in 200 l of Opti-MEM
(Gibco). HepG2-Par14 and -Par17 stable cells (3 ⫻ 106) were transfected with 4 g of 1.3-mer HBV WT
ayw. Huh7 cells (2 ⫻ 106) in 6-cm plates were cotransfected with 4 g of 3⫻FLAG-tagged empty, Par14,
or Par17 constructs plus 4 g of 1.3-mer HBV WT with 24 g/l PEI. To examine the effects of PIN4 KD
on HBV replication, 3 ⫻ 106 PIN4-KD HepAD38 or PIN4-KD HepG2.2.15 stable cells were harvested 72 h
after tetracycline removal or after seeding, respectively. PIN4-KD HepG2 cells (3 ⫻ 106) or PIN4-KD Huh7
cells (2 ⫻ 106) in 6-cm plates were transfected with 4 g of 1.3-mer HBV WT. To examine the effects of
Par14 and Par17 mutants on HBV replication, 3 ⫻ 106 PIN4-KD HepAD38 cells in 6-cm plates were
transfected with 4 g of vectors expressing the appropriate Par14 or Par17 mutants. To examine the
effects of PPIase-deﬁcient mutants, HepG2 cells were cotransfected with 4 g of 1.3-mer HBV WT ayw
plus 4 g of 3⫻FLAG-Par14/Par17 WT or 4 g of 3⫻FLAG-Par14/Par17-D74/99A single mutants. HepAD38 cells (6 ⫻ 106) in 10-cm plates were transfected with 8 g of 3⫻FLAG-Par14/Par17 WT or 8 g of
3⫻FLAG-Par14/Par17-D74/99A mutants. To determine the effects of Par14 and Par17 on HBx-deﬁcientmutant replication, HepG2 cells were cotransfected with 4 g of 3⫻FLAG-Par14/Par17 plus 4 g of
1.3-mer HBV WT ayw or 4 g of 3⫻FLAG-Par14/Par17 plus 4 g of 1.3-mer HBx-deﬁcient mutant. For HBx
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complementation, HepG2 cells were triple-transfected with 4 g each of 3⫻FLAG-Par14/Par17, 1.3-mer
HBx-deﬁcient mutant, and Myc-HBx WT. To determine the importance of HBx RP motifs for Par14/Par17mediated HBV replication, HepG2 cells were triple transfected with 4 g each of 3⫻FLAG-Par14/Par17,
1.3-mer HBx-deﬁcient mutant, and Myc-HBx WT or Myc-HBx RP motif mutant (APRP, RARP, AARP, RPAP,
RPRA, RPAA, or AAAA). For cotransfection of HEK293T cells, 1 ⫻ 106 cells in 6-cm plates were transfected
with 4 g of 3⫻FLAG-Par14/17 WT or mutants or 4 g of Myc-HBx WT or RP mutants. To ensure that the
same amount of DNA was transfected in the same experimental setup, the amount of DNA was adjusted
with pCMV empty vector.
Establishment of stable cell lines. HepG2-hNTCP-C9 stable cells were generated as previously
described (49). To generate HepG2, HepG2-hNTCP-C9, and HepAD38 cells stably overexpressing Par14 or
Par17, a lentiviral expression system was used. In brief, 1 ⫻ 106 HEK293T cells in 6-cm plates, 24 h after
seeding, were transfected with 0.5 g of pVSV-G, 1.5 g of pGAG-Pol, and 2 g of pCDH-Par14 or
pCDH-Par17 vector with 12 g/ml PEI in 200 l of Opti-MEM. At 24 h posttransfection, the medium was
replaced with fresh medium, and supernatant with pseudoviral particles containing Par14 or Par17
transcript was harvested 72 h posttransfection. For transduction, 2 ml of the harvested supernatant plus
10 g/ml Polybrene (hexadimethrine bromide; Sigma-Aldrich) was mixed with 2 ml of fresh medium and
inoculated into HepG2, HepG2-hNTCP-C9, or HepAD38 cells. At 24 h postinoculation, the medium was
replaced with fresh medium. The cells were grown to greater than 90% conﬂuence, split 1:2 or 1:3, and
then subjected to puromycin (10 g/ml) selection. To generate PIN4-KD stable cells, HEK293T cells were
transfected as described above, except that 2 g of pLK0.1-shPIN4-1 to -5 or 2 g of pLK0.1-shControl
replaced the overexpression constructs. Pseudoviral particles containing shPIN4-1 to -5 or shControl
RNAs were inoculated into HepG2, HepG2-hNTCP-C9, HepG2.2.15, HepAD38, or Huh7 cells. The cells were
then selected as described above to generate stable PIN4-KD cells.
HBV virion analysis and in situ nucleic acid blotting. HepAD38-Par14 and -Par17 cells (6 ⫻ 106)
were seeded in a 10-cm plate. Tetracycline was removed 24 h postseeding, and culture supernatants
were collected 4 days after tetracycline removal. Cleared and ﬁltered supernatants were layered onto a
20% sucrose cushion in TNE (10 mM Tris-HCl [pH 8.0], 50 mM NaCl, 1 mM EDTA) buffer and then
ultracentrifuged (Beckman Coulter; Optima L-90K) at 26,000 rpm for 3 h at 4°C. Pellets (containing virions,
HBs subviral particles, and naked core particles) were resuspended in TNE buffer and subjected to
analyses. To analyze HBV DNAs inside of virions and naked core particles, in situ nucleic acid blotting was
performed. In brief, precipitated virions and naked core particles were separated on agarose gels,
transferred to polyvinylidene diﬂuoride (PVDF) membranes, treated with 1% SDS for 1 h, treated with
0.2 N sodium hydroxide for 20 s, dried, and subjected to hybridization and autoradiography.
HBV preparation and infection. For HBV infection, virions were prepared from HepAD38 cells as
described previously, with minor modiﬁcations (49, 50). Culture supernatants containing GlutaMAX
DMEM supplemented with 10% FBS, 1% penicillin-streptomycin, 5 g/ml insulin, 50 M hydrocortisone
hemisuccinate, and 0.5 mg/ml G418 were collected every third day from days 10 to 31 and partially
puriﬁed through a 20 to 60% discontinuous sucrose gradient. Precipitated virion DNA was quantitated
by Southern blotting. For infection, 2 ⫻ 105 HepG2; HepG2-hNTCP-C9; and HepG2-hNTCP-C9-shControl,
-shPIN4-1, and -shPIN4-5 cells in collagen-coated 6-well plates (Corning; 354249) were infected with
1.7 ⫻ 103 genome equivalents (GEq) of HBV per cell in medium containing 4% polyethylene glycol
(Affymetrix; 25322-68-3), as described previously (51). To determine the effects of Par14/17 WT overexpression or the S19/44 A or E mutant, HepG2-hNTCP-C9 cells (2 ⫻ 105) in collagen-coated 6-well plates
were transfected with 0.5 g of the respective constructs with 2 g/ml of PEI in 100 l of Opti-MEM. At
24 h posttransfection, the medium was replaced with fresh medium and then infected with 1.7 ⫻ 103
GEq of HBV per cell. Lysates were prepared 9 days postinfection (p.i.) for proteins, core particles, and HBV
DNA; total RNA was prepared at 5 days p.i.
Core particle isolation and core particle immunoblotting. To analyze HBV core particles, cells
were lysed using 0.2% NP-40 (IGEPAL; Sigma-Aldrich)-TNE buffer, as described previously (45). In brief, 4%
of the total lysate was subjected to electrophoresis in 1% native agarose gels, transferred to PVDF
membranes (Millipore), and immunoblotted using a rabbit polyclonal anti-HBc primary antibody (1:1,000
dilution; generated in house) (52), followed by horseradish peroxidase-conjugated anti-rabbit secondary
antibody (1:5,000 dilution; Thermo Fisher Scientiﬁc). Bound secondary antibodies were visualized by
enhanced chemiluminescence (ECL Western blotting detection reagent; Amersham). The relative intensities of core particles were calculated using ImageJ v.1.46r.
SDS-PAGE and immunoblotting. Equal quantities of cell lysates (0.2% NP-40 –TNE buffer), as
determined by Bradford assay, were subjected to SDS-13.5% or 16.5% PAGE, transferred to PVDF
membranes, and incubated overnight with the appropriate primary antibody: mouse monoclonal
anti-FLAG M2 (1:1,000; Sigma; F1804), rabbit polyclonal anti-HBc (1:1,000), rabbit monoclonal anti-PIN4
(1:1,000; Abcam; ab155283), mouse monoclonal anti-GAPDH (glyceraldehyde-3-phosphate dehydrogenase) (1:5,000; Santa Cruz; sc-32233), rabbit polyclonal anti-H3 (1:5,000; Abcam; ab1791), mouse monoclonal anti-VDAC (1:1,000; Calbiochem; 529532), rabbit polyclonal anti-HBs (1:1,000; Virostat; GF528),
rabbit polyclonal anti-c-Myc (1:1,000; Santa Cruz Biotechnology; sc-789), or mouse monoclonal antirhodopsin C9 (1:1,000; Millipore; MAB5356). After washing, the blots were incubated with anti-mouse or
anti-rabbit secondary antibodies coupled to horseradish peroxidase (1:5,000 dilution; Thermo Fisher
Scientiﬁc). The blots were then visualized by ECL, and relative intensities were calculated using ImageJ
v.1.46r.
Northern and Southern blotting. To analyze HBV RNA by Northern blotting, 20 g of total RNA was
denatured at 65°C for 10 min and electrophoresed on a 1.2% agarose gel (Ultrapure Agarose; Invitrogen;
16500500) containing formaldehyde (Sigma-Aldrich; F8775) and 1⫻ MOPS (morpholinepropanesulfonic
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acid) buffer (200 mM MOPS, 10 mM EDTA, 50 mM sodium acetate [pH 7.0]). RNA was transferred to a
nylon membrane (Roche, Sigma-Aldrich; 11417240001), hybridized at 68°C for 4 h with a 32P-labeled
random-primed probe speciﬁc for the full-length HBV sequence, and then subjected to autoradiography
(47). To analyze HBV DNA by Southern blotting, HBV DNA extracted from isolated core particles was
separated, transferred to a nylon membrane (Whatman; 10416296), hybridized, and subjected to
autoradiography as described above (47).
Luciferase reporter assay. HepG2 (1 ⫻ 106) or Huh7 (1 ⫻ 105) cells in 6-well plates were cotransfected with 2 g of luciferase reporter vector, pGL3-null, pGL3-EnhI/Xp, pGL3-EnhII/Cp, pGL3-preS1p,
pGL3-preS2p, or pGL3-EnhI/Xp-EnhII/Cp, plus 2 g of 3⫻FLAG, 3⫻FLAG-Par14, or 3⫻FLAG-Par17. The
amount of transfected DNA was adjusted using 3⫻FLAG plasmid. At 72 h posttransfection, the cells were
lysed using 5⫻ cell lysis reagent (Promega; E153A), and luciferase activity was analyzed using luciferin
(Promega) and a luminometer (Molecular Devices).
Nuclear, cytoplasmic, and mitochondrial fractionation. HEK293T (2 ⫻ 106) cells or PIN4-KD HepG2
(6 ⫻ 106) cells in 10-cm plates were (co)transfected with 4 g of 3⫻FLAG-Par14/Par17 WT or mutants
and/or 4 g of Myc-HBx WT or mutants, harvested at 72 h posttransfection, and subjected to nuclear and
cytoplasmic fractionation according to the Genetex protocol (53) with minor modiﬁcations. In brief,
lysates in cold harvest buffer (0.5% Triton X-100, 10 mM HEPES [pH 7.9], 0.5 M sucrose, 50 mM NaCl,
10 mM NaF, 0.1 mM EDTA, 1 mM dithiothreitol [DTT]) were placed in ice for 5 min and then centrifuged
in a swinging-bucket rotor at 100 ⫻ g for 10 min. The supernatant and pellet were separated as the
cytoplasmic and nuclear fractions, respectively. To separate the mitochondrial fractions from the cytoplasmic lysate, the Abcam protocol (54) was applied with minor modiﬁcations. In brief, cytoplasmic lysate
was subjected to differential centrifugation at 10,000 ⫻ g for 30 min; the pellet was recovered as the
mitochondrial fraction.
Juglone and PiB treatments. To examine the effects of PIN4 inhibitors on HBV replication, juglone
(Sigma-Aldrich; AG17724) in ethanol or PiB (Calbiochem; CAS 64005-90-9) in dimethyl sulfoxide (DMSO)
was administered to HepAD38, HepG2-hNTCP-C9, HepAD38-Par14/17, HepG2, HepG2.2.15, and Huh7
cells (data not shown). Prior to experiments, the cytotoxic effects of juglone or PiB were determined by
MTT (3-[4,5-dimethylthiazol-2-yl]-2,5-diphenyltetrazolium bromide) assay, as described previously (55). In
brief, cells in 6-cm plates were treated with 20 M juglone or 20 M PiB at the time of transfection (for
HepG2 or Huh7 cells) or at the time of tetracycline removal (for HepAD38 cells). Similarly, HepG2hNTCP-C9 cells in collagen-coated 6-well plates were treated with juglone or PiB at the time of infection,
as described above. At 72 h posttransfection or posttreatment, or 9 days p.i., whole-cell lysates were
prepared as described above.
Coimmunoprecipitation. To examine Par14/Par17 WT-HBx interaction, 600 l of cellular lysates
(0.2% NP-40 –TNE buffer) from 2 ⫻ 106 HEK293T cells was prepared 72 h after transfection. For immunoprecipitation, 1 l of mouse monoclonal anti-FLAG M2 (Sigma; F1804) antibody was added to 250 l
of lysates, incubated for 2 h at 4°C, and then mixed with 20 l of protein A/G-plus agarose beads (Santa
Cruz Biotechnology; sc-2003) to pellet the immune complexes. The samples were subjected to centrifugation at 1,000 ⫻ g for 5 min at 4°C, washed three times with lysis buffer, and immunoblotted with
rabbit polyclonal anti-Myc antibody (1:1,000; Santa Cruz Biotechnology; sc-789), or vice versa. The bound
immune complexes were separated, and proteins were detected. Normal mouse IgG (Merck Millipore;
12-371) and normal rabbit IgG (Merck Millipore; 12-370) were used as negative controls. To examine the
interaction between Par14/Par17 and HBx WT in the nucleus, cytoplasm, and mitochondria, the corresponding fractions were prepared and immunoprecipitated as described above.
HBx stability analysis. Transiently transfected PIN4-KD HepG2 cells were treated with 100 g/ml
cycloheximide (Sigma; C1988-1G) 24 h after transfection and then harvested at 0, 0.5, 1, or 3 h posttreatment.
cccDNA extraction. To examine the effects of Par14 and Par17 on the formation of HBV cccDNA,
cccDNA was extracted using the Hirt protein-free DNA extraction procedure, as described previously (56)
with minor modiﬁcations. In brief, PIN4-KD HepAD38 or HepAD38-Par14/Par17 stable cells were grown
to approximately 100% conﬂuence in collagen-coated 6-well plates with tetracycline-containing medium. Twenty-four hours after seeding, the medium was replaced with tetracycline-depleted medium;
PIN4-KD HepG2-hNTCP-C9 cells were infected with HBV as described in “HBV preparation and infection”
above; after 10 days, the cells were lysed with 0.6% SDS-TE buffer (10 mM Tris-HCl [pH 7.5], 10 mM EDTA)
for 30 min at room temperature. The lysates were treated with 5 M NaCl to adjust the ﬁnal NaCl
concentration to 1 M, incubated for 16 h at 4°C, and centrifuged at 14,500 ⫻ g for 30 min. The
supernatant was subjected to two rounds of phenol extraction followed by one round of phenolchloroform extraction, precipitated with ethanol, and analyzed by Southern blotting.
cccDNA chromatin immunoprecipitation and real-time PCR. HBV cccDNA ChIP was performed as
described previously (7) with minor modiﬁcations. Brieﬂy, 1 ⫻ 107 HepAD38 or HepAD38-Par14/17 stable
cells were grown on collagen-coated 10-cm plates with tetracycline-containing medium. The medium
was then replaced with tetracycline-depleted medium. HepAD38 cells were transfected with 3⫻FLAGtagged empty vector, Par14/Par17 WT, or S19/44 A or E mutants. PIN4-KD HepG2-hNTCP-C9 cells were
infected as described in “HBV preparation and infection” above. HepG2 cells (1 ⫻ 107) were cotransfected
with HBV WT or 1.3-mer HBx-deﬁcient plus 3⫻FLAG-tagged empty, Par14 WT, or Par17 WT plasmid. For
in trans complementation of HBx, Myc-HBx WT was added to the transfection mixtures. The cells were
maintained for 8 more days and then lysed with 1 ml of lysis buffer (0.5% NP-40, 50 mM Tris-HCl [pH 8.0],
100 mM NaCl, 1 mM EDTA). The nuclear pellets were ﬁxed with 1 ml of 1% formaldehyde-containing
buffer (20 mM Tris-HCl [pH 8.0], 20 mM KCl, 3 mM MgCl2, 1⫻ protease inhibitor cocktail) for 30 min at 4°C.
The ﬁxed pellet was subjected to centrifugation at 16,000 ⫻ g for 2 min and then lysed with 1 ml of SDS
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lysis buffer (1% SDS, 50 mM Tris-HCl [pH 8.1], 10 mM EDTA, 1⫻ protease inhibitor cocktail). The chromatin
solutions were sonicated (Sonics & Materials; Vibra-Cell VCX 400) for ﬁve cycles at an amplitude of 50%
at 0.5-s pulse for 45 s and then placed for 45 s on ice (57). After centrifugation of the sonicated chromatin
solutions, 1/10 volumes of the supernatants were diluted 1:10 in dilution buffer (1.1% Triton X-100, 0.01%
SDS, 16.7 mM Tris-HCl [pH 8.1], 167 mM NaCl, 1.2 mM EDTA, 1⫻ protease inhibitor cocktail); incubated
with 50 l of protein A/G-plus agarose beads for 1 h at 4°C to reduce nonspeciﬁc binding; and
immunoprecipitated with 3 g of anti-PIN4, anti-FLAG, anti-Myc, anti-H3 (for positive control), anti-AcH3
(Merck Millipore; 06-599), or anti-RNA Pol II (Abcam; ab817) antibody or normal mouse or rabbit IgG
(negative controls) overnight at 4°C. Then, 50 l of protein A/G-plus agarose beads was added, incubated
overnight at 4°C, and centrifuged at 1,000 ⫻ g for 5 min at 4°C to recover the immunoprecipitated
protein-DNA complexes in the pellet. The pellet was washed once with low-salt buffer (1% Triton X-100,
0.1% SDS, 20 mM Tris-HCl [pH 8.1], 150 mM NaCl, 2 mM EDTA), three times with high-salt buffer (as
described above, except with 500 mM NaCl), three times with LiCl buffer (1% deoxycholic acid, 1% NP-40,
10 mM Tris-HCl [pH 8.1], 1 mM EDTA, 0.25 M LiCl), and then twice with TE buffer. To elute protein-DNA
complexes, elution buffer (1% SDS, 0.1 M NaHCO3) was added, vortexed, and incubated for 15 min at
room temperature with rotation. To free DNA from protein-DNA complexes, reverse cross-linking was
performed by adding 5 M NaCl to a ﬁnal concentration of 1 M; the sample was then vortexed and
incubated at 60°C for 4 h. The immunoprecipitated DNA was puriﬁed by proteinase K (Sigma-Aldrich;
P2308) treatment, phenol-chloroform extraction, and ethanol precipitation and then dissolved in
nuclease-free water (Fermentas; R0581). Input samples were prepared separately from sonicated chromatin solutions. The input samples were treated with proteinase K (20 mg/ml; Sigma-Aldrich; P2308) and
then heated with shaking at 65°C for 4 h to reverse the cross-links. Input DNA was extracted with
phenol-chloroform, followed by ethanol precipitation in the presence of glycogen (5 mg/ml) and
resuspended in nuclease-free water. The DNA concentration was adjusted to 50 g after measurement
of the optical density at 260 nm (OD260). Immunoprecipitated chromatin was analyzed by PCR (Applied
Biosystems; GeneAmp PCR system 2700) using cccDNA-speciﬁc primers (Table 1) as speciﬁed by the
manufacturer (Merck Millipore; EZ ChIP 17-371). Real-time quantitative PCR (Applied Biosystems by
Thermo Fisher Scientiﬁc; QuantStudio 3 Real-Time PCR; A28131) was also performed.
HBx amino acid sequence alignment. Ten HBV genotypes were randomly selected from the NCBI
gene database. HBx regulatory domain amino acid sequences were fed into the CLC Main Workbench 8
software (https://www.qiagenbioinformatics.com/products/clc-main-workbench/) and aligned to generate representative consensus sequences and a conservation graph.
Immunoﬂuorescence analysis and confocal microscopy. Mitochondria of HEK293T cells were
stained according to the Thermo Fisher Scientiﬁc protocol (58) with minor modiﬁcations. In brief, 2 ⫻ 104
cells on coverslips in 24-well plates were cotransfected with 0.5 g of 3⫻FLAG-Par14 WT or 3⫻FLAGPar17 WT plus 0.5 g of Myc-HBx WT at 2 g/l in 100 l Opti-MEM. At 72 h posttransfection, the cells
were incubated with 150 nM MitoTracker Orange CMTMRos probe (Thermo Fisher; M7510) for 20 min in
prewarmed medium. The cells were ﬁxed with 4% paraformaldehyde for 20 min, followed by three
washes with 1⫻ phosphate-buffered saline (PBS). Then, the cells were permeabilized using 0.2% Triton
X-100 (0.1% saponin [Sigma-Aldrich; S7900-25G], 1% bovine serum albumin [Bovogen Biologicals;
BSAS0.1], 0.1% sodium azide [Sigma-Aldrich; S2002-100G] in 1⫻ PBS) for 20 min, followed by three
washes with 1⫻ PBS, and subjected to overnight incubation at 4°C with anti-FLAG (1:300; Sigma; F1804)
and anti-Myc (1:300; Santa Cruz Biotechnology; sc-789) primary antibodies in permeabilization buffer.
Immunoﬂuorescence detection was performed using ﬂuorescein isothiocyanate (FITC)-conjugated goat
anti-mouse IgG plus IgM (1:200; Jackson ImmunoResearch; 115-095-044) and Alexa Fluor 647-conjugated
goat anti-rabbit IgG (1:200; Thermo Fisher; a21244) secondary antibodies in permeabilization buffer at
room temperature for 1 h. The cells were mounted with Fluoroshield mounting medium with DAPI
(4=,6-diamidino-2-phenylindole) (Abcam; ab104139). Digital images of stained cells were captured
through confocal microscopy (A1R-A1; Nikon, Japan).
Statistical analysis. Data were expressed as mean values ⫾ standard deviations (SD). Mean values
were compared using Student’s t test for most experiments, and GraphPad Prism version 5 (GraphPad
Software) for qPCR. P values of ⬍0.05 were considered statistically signiﬁcant.
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