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Abstract

The core promoter (CP) of the viral genome plays an
important role for hepatitis B virus (HBV) replication as
it directs initiation of transcription for the synthesis of
both the precore and pregenomic (pg) RNAs. The CP
consists of the upper regulatory region and the basal
core promoter (BCP). The CP overlaps with the 3'-end
of the X open reading frames and the 5"-end of the pre-
core region, and contains ¢/s-acting elements that can
independently direct transcription of the precore mRNA
and pgRNA. Its transcription regulation is under strict
control of viral and cellular factors. Even though this
regulatory region exhibits high sequence conservation,
when variations appear, they may contribute to the
persistence of HBV within the host, leading to chronic
infection and cirrhosis, and eventually, hepatocellular
carcinoma. Among CP sequence variations, those oc-
curring at BCP may dysregulate viral gene expression
with emphasis in the hepatitis B e antigen, and con-
tribute to disease progression. In this review these mo-
lecular aspects and pathologic topics of core promoter
are deeply evaluated.

© 2014 Baishideng Publishing Group Co., Limited. All rights
reserved.
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Core tip: This review summarized the progress in our
understanding of the core promoter of hepatitis B virus.
This critical genomic region is involved in regulating
hepatitis B virus (HBV) gene expression and viral rep-
lication, involving both host and virus-derived factors
on its regulation. Such pivotal functions appear modi-
fied when genomic variations are detected and clinical
implications are characterized. This review emphasizes
several aspects of the HBV core promoter molecular
biology and highlights its role on HBV life cycle. Finally,
the most frequent genomic variations with their conse-
quent clinical correlations are described.
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INTRODUCTION

Hepatitis B virus (HBV) infection is a major cause of
acute and chronic hepatitis, liver cirrhosis and hepatocel-
lular carcinoma wotldwide. Nearly 350 million ate chroni-
cally infected carriers and are at high risk of complica-
tions from cirrhosis and primary liver cancer. Among
these HBV carriers, 7%-30% are believed to be infected
with HBV wvariants that express little or no hepatitis B ¢
antigen (HBeAg)".

The HBV is an enveloped vitus, containing a partially
double-stranded DNA genome that is replicated »ia an
RNA intermediate using its own encoded reverse tran-
scriptase (RT). The HBV RT does not have proofreading
or editing activity, therefore, together with this enormous
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daily virion production, errors inevitably occur during
replication. The rate of HBV virion production (up to
10" vitions per day) is considerably higher than for hu-
man immunodeficiency virus (HIV) and hepatitis C virus,
and approximately 10-fold higher than for other DNA vi-
ruses. The half-life of HBV in plasma ranges from 1 to 3
d whilst the half-life of an infected hepatocyte is 10-100
d. The error rate of the HBV pol has been calculated as
107 per nucleotide per day. Therefore, on a daily base,
approximately 10" nucleotides are replicated with poten-
tially 10" base pairing errors”.

The major viral translational products include the
precore and core, polymerase, large, medium and small
envelope proteins and the X-protein as transcriptional
regulator are encoded by four overlapping genes. The
lifecycle of HBV includes viral attachment and entry, vi-
ral uncoating in the cytoplasm and entry of the partially
double-stranded genome into the nucleus. In the nucleus
the covalently closed circular DNA (cccDNA) is synthe-
sized in the form of a viral minichromosome, creating
a stable intermediate responsible for the persistence of
the vitus and rebound viraemia after withdrawal of an-
tiviral therapy in some patients. The lack of cccDNA in
artificial host cells (e.g., hepatocytes of HBV transgenic
mice) suggests that host specific factors may regulate
cccDNA formation. However, in a model of hepatocyte
nuclear factor 1o (HNF1a)-null HBV transgenic mice
Raney ¢ al” have reported that HBV cccDNA in the
nucleus as well as its potential precursor protein-free re-
laxed circular HBV DNA in the cytoplasm were present
in the hepatocytes, suggesting that cycling of viral repli-
cation intermediates into the nucleus may occur in this i
vivo model system.

The cccDNA is the template for transcription of pre-
genomic (pg) RNA as well as subgenomic mRNAs, which
are translated into the viral proteins in the cytoplasm.
Encapsidation follows the binding of the polymerase and
core to the pgRNA in the cytoplasm. Synthesis of the
minus-strand DNA by reverse transcription and partial
synthesis of the plus-strand is accomplished by the HBV
polymerase within the nucleocapsid. At this point the
nucleocapsids are enveloped by budding into the endo-
plasmic reticulum followed by secretion from the cell or
return to the nucleus to amplify the cccDNA reservoir in
the nucleus'.

The typical course of hepatitis B infection involves
an HBeAg-positive phase with high serum HBV DNA
levels. Subsequently, patients undergo a process of se-
roconversion in which HBeAg is lost and antibodies to
HBeAg (anti-HBe) appear. Generally this signals the de-
cline of HBV DNA to levels that are not detectable by
unamplified assays and a return of aminotransferase to
normal values. Among some patients, for reasons that are
not yet clear, the immune pressure associated with sero-
conversion selects for HBV variants that express little or
no HBeAg. Although the patient may develop anti-HBe,
active HBV DNA replication continues with associated

liver damage“’sl.
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The core promoter region regulates transcription of
the pre-core region. Therefore certain mutations in this
region can affect HBeAg synthesis without adversely af-
fecting the ability of the HBV to replicate[()’()].

The primary aim of this literature review is to de-
scribe the molecular biology, function and variants of the
hepatitis B virus core promoter.

HBV GENOMIC STRUCTURE AND

ORGANIZATION

The HBV genome is a partly double stranded DNA
composed of a minus (-) and a plus (+) strand that has
evolved structurally to a compact genetic organization
(Figure 1). At the 5-end of the two strands, exhibits
short cohesive end regions that contain two direct repeats
(DRs) termed DR1 and DR2 that allow to maintain the
circular configuration and are essential for viral replica-
tion"". The whole genome is carrying in the full-length
coding (-) strand DNA (3.2 kb), while the incomplete
non-coding (+) strand DNA region extends to around
two-thirds of the genome length with a variable 3’-end.
The viral polymerase is covalently linked to the (-) strand
DNA. This strand also contains on both, 5’- and 3’-ends,

€
r

an 8-9-nucleotide-long terminal redundancy, termed
that is critical for the formation of relaxed citcular (tc)
DNA synthesis. Once the viral (-) sttrand DNA synthesis
is completed, a residual short RNA oligomer derived
from the 5-end pgRNA remains covalently bond to the
5-end of the (-) strand DNA to serve as a template for
(+) strand DNA synthesis. A small quantity (5%-10%) of
double-stranded linear DNA can also be found packaged
into the nucleocapsid instead of rcDNA. During infec-
tion, both forms of viral DNA (circular and linear) can
be transformed to cccDNA in the hepatocyte nucleus.

The HBV genome contains four overlapping open
reading frames (ORFs) (P, preC/C, ptreS/S and X) en-
coded by the (-) strand with six start codons, four pro-
moters (preS1, preS2, core and X), and two enhancer
clements (EN [ and ENII') located upstream of the core
promoter. The viral genome also contains a common 3’
polyadenylation signal in the core gene and a number of
¢is -acting signals essential for DNA replication.

Seven viral proteins (HBe; core; large, medium and
small envelopes; polymerase; and HBx) are produced by
translation of the polyadenylated and capped viral RNA
transcripts (3.5, 2.4, 2.1 and 0.7 kb). The open reading
frame (ORF) P comprised four distinguishable domains
that encode viral DNA polymerase (Pol, 90 kDa) exhibit-
ing multiple functions and involving the terminal protein,
the spacer -that exhibits no enzymatic function-, the poly-
merase and reverse transcriptase activity -that catalyzes
viral genomic synthesis-, and the fourth domain that en-
codes ribonuclease H"". The ORF preC/C partially over-
laps with ORF P and encodes the precore-core protein
(HBeAg), the core protein (HBc), and the pgRNA. The
pgRNA is initiated five nucleotides downstream from
the precore initiation codon; it serves as a template for
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Figure 1 Genomic organization of hepatitis B virus. The inner circle depicts the rcDNA including the complete minus-strand DNA and the incomplete plus-strand
DNA. The direct repeats, DR1 and DR2, as well as the two enhancers, EN I and EN1I, are shown. The outer circle depicts the four viral RNAs, the core (C) or
pgRNA, the pre-S (L) mRNA, the S mRNA, and the X mRNA. The common 3'-ends (poly-A) of the three mRNAs are indicated by the curve lines. The four protein-
coding regions are shown including the precore (PC) and core genes, the polymerase gene, and the X gene. The envelope genes pre-S1 (L), pre-S2 (M), and surface

(S) overlap with the polymerase open reading frame.

the translation of core protein (p21) and the viral DNA
synthesis by reverse transcription within the nascent nu-
cleocapsids. The precore polypeptide (p25) is generated
from the preC transcript, it is not packaged into viral nu-
cleocapsids instead it is proteolytic cleaved in both N and
C termini when it moves to the secretory pathway to gen-
erate the mature secreted soluble HBeAg (p17) H (Figure
2). The synthesis of three integral envelope glycoproteins
(large L, medium M and small S) is directed by the ORF
preS/S, located within ORF P (between the spacer and
the RT domains). The three glycoproteins contain HB-
sAg and they have distinct N-terminal domains because
they use three in-frame AUG start codons' . The small-
est ORF X overlaps with ORF P. It encodes for the small
protein HBx (17 kDa) which shares no homology with
any known gene. This ORF is only found in all mamma-
lian hepadnaviruses and plays a central role in the patho-
genesis of HBV-induced hepatocellular carcinoma ',

REGULATION OF HBV DNA
TRANSCRIPTION

HBY promoters and enhancers
The HBV genome contains four promoters (core, preS1,
preS2 and X) and two enhancers [ and I (EN I and
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ENTI) as cs-acting elements to control HBV transcrip-
tion of the four 3.5, 2.4, 2.1 and 0.7 kb mRNAs, which
have heterogeneous 5-ends, with the exception of preS1,
which lacks a TATA box and produces transcripts with a
defined 5-end"”.

The transcription of HBV mRNA can be modulated
by both EN T and ENTI". EN I (approximately 200 bp
long) is the main stimulating element and up-regulates
significantly preC and HBx mRNAs but has little effect
on surface protein mRNAs. Its location partially overlaps
the X promoter and exhibits binding sites for ubiquitous
(NF1, AP1 and NFkB) and liver-specific [LRH-1/hB1F,
HNF1, HNF3b, HNF4 and CCAAT/enhancer bind-
ing protein (C/EBP)] transcription factors' ™', EN I
contains three distinct domains: a 5> modulator element,
a central core domain, and a 3’domain that overlaps with
the HBx ORE The central core domain contains the
enhancer activity and binding sites for HNF3, RFX1,
EFC, NF1, and a retinoic acid response element (RARE),
which interacts with HNF4, the peroxisome proliferator-
activated receptor g-retinoid X receptor oo (PPAR/RXR
o) heterodimers and Chicken ovalbumin upstream pro-
moter transcription factors (COUP-TT). Interestingly, sig-
nal transducer and activator of transcription-3 (STAT-3)
factor may bind to NF1-and HNF3-binding sites and in-
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Figure 2 Transcription and translation of hepatitis B virus precore. The core promoter region regulates the transcription of precore mRNA and pregenomic RNA
from the same open reading frame. The precore mRNA is translated into precore protein, which is processed at the N-terminal and C-terminal ends to HBeAg, a se-
cretory protein. Pregenomic RNA is reverse transcribed into HBV DNA and also translated into core protein (HBcAg), which overlaps with HBeAg. HBcAg: Hepatitis B

core protein antigen; HBeAg: Hepatitis B e antigen.

crease EN [ function. Despite the 5 modulator element
and the 3’ domain have no enhancer activity, the former
can interact with C/EBP and HNF1 transctiption fac-
tors and increase the central core domain activity. EN II
is located upstream of the core promoter and increases
preferentially the transcription of the preS1, preS2, and
X promoters as well as the pg/pc mRNAs. EN1I con-
tains two regions, I A and I B, that act concomitantly
as potent enhancer elements that bind various transcrip-
tion factors such as C/EBP, RXR, PPAR, HNF4, HNF3,
FTE, hepatic leukemia factor and Sp1 o0

The preS1 and preS2 promoters control the envelope
protein expression. The first one controls the transcrip-
tion of the L mRNA (2.4 kb) while the preS2 promoter
controls the transcription of S and M mRNAs (2.1 kb),
and it seems to be stronger than the preS1 promoter and
leads to the production of more S and M surface pro-
teins, which is necessary for virus secretion”,

The transcription of HBx is under the control of its
own promoter X to generate an approximately 0.7 kb-
long RNA. The X promoter has no TATA box, but its
sequence is located upstream of the transcription initia-
tion site and overlaps with the ENI 3-end"**,

MOLECULAR BIOLOGY OF THE HBV

CORE PROMOTER REGION
The 3.5 kb RNA synthesis is regulated by two partially
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overlapping but genetically distinct core promoters that
overlap the 3' end of the X ORF and the 5’ end of the
pre-C/C ORF and direct the transcription of both preC
and pregenomic RNAs™,

The core promoter (CP, nt1575-1849) of the viral
genome has a pivotal role in the replication and mot-
phogenesis of the virus®! (Figure 3). It directs initiation
of transcription for the synthesis of both the precore
mRNA and pgRNA. The CP consists of the BCP (nt
1743-1849) and the upper regulatory region (URR, nt
1613-1742), the latter containing both positive and nega-
tive regulatory elements that modulate promoter activ-
ity The BCP is sufficient for accurate initiation of
both pre-C mRNA and pgRNA transcription iz vive. BCP
contains major nuclear binding sites which is recognized
by a vatiety of the nuclear receptors super family, includ-
ing HNF4 and PPARa-RXRa heterodimer and a series
of transcription factors such as C/EBP to regulate the
transcription both the pre-core RNA and the core RNA.
Different biological functions of pre-core and prege-
nomic RNA, as well as differential regulation of BCP by
these transcriptional factors may have profound effects
on HBYV replication and pathogenesis.

The BCP minimal essential sequence is a 108-bp frag-
ment (nts 1742-1849) that contains direct repeat 1 (DR1)
which is required for reverse transcription™. Tt overlaps
with the 3’-end of the X ORF and the 5-end of the
precore region, and contains cs-acting elements that can
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Figure 3 Molecular biology of the hepatitis B virus core promoter. The core promoter (CP) overlaps the 3-end of the X open reading frame (ORF) and the 5-end
of the pre-C/C ORF. The CP comprises the upper regulatory region (URR) and the basic core promoter (BCP). The former involves a negative regulatory element (NRE)
and a core upstream regulatory sequence (CURS) which can be further subdivided into two domains: CURS-A and CURS-B. The sequence of enhancer Il and binding
sites hepatocyte nuclear factor 1, 3 and 4 (HNF1, HNF3, HNF4) are shown. SPI: S promoter; DR: direct repeat.

independently direct transcription of the precore mRNA
and pgRNA, both of which are about 3.5 kb in length””.
The URR comprises the negative regulatory element
(NRE, nt 1613-16306) and the core upstream regulatory
sequence (CURS, nt 1636-1742)"". The NRE, upstream
of ENTI, can repress both ENII and CURS in differen-
tiated liver cells. It exhibits a minor inhibitory effect on
its own but is strongly repressive in the presence of EN
II. At least three different subregions are distinguished:
NRE-a, NRE-§ and NRE-y which suppress strongly the
CP activity. NRE-y also suppresses ENII activity. The
activity of the NRE is cell-type dependent which could
be ascribed to a differential regulation by cell type-depen-
dent protein factors™?,

The CURS acts as a regulatory region neither as a
promoter nor with ENTI participation. It can be subdi-
vided into two domains: CURS-A (nts 1636-1703) and
CURS-B (nts 1704-1743). The former can exert a posi-
tive regulatory effect on the BCP, although to a lesser
degree than does the whole CURS. It can be subdivided
in several sequence motifs, namely, o (nts 1646-1668)
which is able to bind different transcription factors, y (nts
1671-16806) and 8 (nts 1687-1703), which positively regu-
late BCP activity; in contrast, 3 (nts 1704-1714) regulates
negatively™.

The ENII element regulates the activity of the CP
and partially overlaps the BCP and URR. Sequences lo-
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cated directly at 5” of the BCP can positively regulate this
promoter in a liver-specific manner through cs-acting ele-
ments in the CURS overlapping ENII. Further upstream
there are sequences that can negatively modulate the pro-
moter through the NRE.

Sequences within the EN I (ats 1074-1234) can also
activate the BCP which is required for augmenting the
CP extremely weak promoter activity. This whole region
contains nucleotide motifs that constitute transcription
factor binding sites, imparting at the same time liver cell
specificity for optimal function of these elements. This
interaction between the cs-acting elements with ubiqui-
tous and liver-specific transcription factors is absolutely
necessary for liver-specific expression from the CP.
Moteover, the interaction between these trans-acting fac-
tors and the ws-acting elements allows the virus to coor-
dinately or differentially regulate the transcription of the
two mRNAs”", Moreover, the stimulation of the BCP by
ENI and CURS can be repressed by the effect of the
upstream NREP.

The liver tropism of HBV may involve different fac-
tors including the BCP and the enhancers as well as the
interaction of viral cis-acting elements with transacting
factors present in various cell types and during differ-
ent stages of liver cell differentiation'"”. The cooperative
interaction of different liver entiched and ubiquitous fac-
tors is necessary for liver-specific expression from the CP.
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Several transcriptional factors bind to regulatory sequence
elements of the CP such as C/EBP, HNF1, and HNF3.
Multiple members of the nuclear receptor superfamily
of transcription factors, including HNF4, RXR, PPAR,
COUP-TF1 and apoA I regulatory protein (ARP1), bind
this regulatory element and differentially regulate synthe-
sis of pre-C mRNA and pgRNAM. Their effects depend
on their interactions: for example, binding of HNF4 and
TR2 may repress preC RNA synthesis, whereas PPAR o
and RXR o can mediate its activation, and COUP-TF1
can inhibit both preC and pgRNA synthesis. Human Sp1
transcription factor increases the synthesis of pgRNA by
binding to three binding sites, but has no effect on the
synthesis of pre-C mRNAP'. By binding to the AT-rich
regions of the CP the ubiquitous TBP plays an important
role in the regulation of transcription. Thus, the synthesis
of pre-C mRNA and pgRNA occurs from separate pro-
moters which are in turn, differentially regulated[zg].
Selection of the transcription initiation sites of pre-C
mRNA and pgRNA is not liver-cell specific and the URR
is not required for the precise initiation of either RNA
type”. The 5-ends of pre-C mRNAs are more varied
than are those of pgRINA. The latter has been mapped to
a single nt region: 1815 *+ 5 whereas the 5’-ends of pre-C
mRNA map to nts 1785-1786 and 1791-1797. Such
discrepancy could be ascribed to the presence of three
TATA-like boxes (AT-rich regions) within the BCP that
are not canonical TATA box (TATAAA) and a fourth
TATA-like box that controls the transcription of pgRNA.
The three AT-rich sequences: TA1, 5>-AGATTA-3 (nts
1750-1755); TA2, 5-TTAAA-3’ (nts 1758-1762); and
TA3, 5-TATTA-3’ (nts 1771-1775); are located 20-35 bp
5’ to the pre-C mRNA start sites and can bind recombi-
nant TATA-binding protein (TBP) as well as are required
for the optimal transcription of pre-C mRNA. TA4,
5-CATAAATT-3" (nts 1788-1795), functions as both
a TBP-binding site for initiation of transcription 25-30
bp downstream at the start site of pgRNA, and as the
initiator (Inr) sequence for some of the pre-C mRNAs.
The Inr is a minimal promoter element that overlaps the
transcription start site. The 5’ boundary of the pgRNA
promoter is at nt 1788, the first nt of its TATA box-like
sequence. The pre-C Inr consists of 5-CATA-3" (nts
1788-1791), overlaps the pre-C mRNA initiation sites
and resembles the optimal Inr sequence: 5-CA(T/G)T-3’.
Using mutational studies it was shown that the 3’ bound-
ary of this Inr element is at nt 1792. On the other hand,
the pgRNA Inr element is the sequence 5-CAACT-3’ (nt
1817-1821) that overlaps the transcription initiation sites
of pgRINA and two of its bases match the two most im-
portant bases of the optimal Inr sequence. Therefore, the
15-nt sequence (1788-1802) is sufficient to direct the ini-
tiation of both pre-C and pgRNA because it contains the
TATA-like element of the pregenome promoter and the
Inr of the pre-C promoter. The transcription of pre-C
mRNA and pgRNA is regulated in a coordinate manner
although the transcription of the two mRNA species can
be separated. Sequences in the URR can stimulate the ex-

. .. 28
pression of both messages to a similar extent™,
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The pgRNA starts 3’ to the precore AUG and is
translated into the core and polymerase proteins. As well,
it serves as the template for the synthesis of the negative
DNA strand of the virus by reverse transcription after
encapsidation within the neosynthesized core particle[m].
The precore mRNA, which is slightly longer than the
pgRNA and is initiated upstream of the precore start
codon, is the template for the translation of the precore/
core protein that is post-translationally processed by pro-
teolysis to produce HBeAg, as previously described.

BASAL CORE PROMOTER VARIANTS

Considering its pivotal role in viral replication, sequence

variations within the CP in natural isolates is restricted.
Nevertheless, several studies have focused on mutations
within this region and, in particular, BCP because it may
dysregulate viral gene expression and contribute to dis-
ease progression. In the CP, two highly conserved regions
involved in the regulation of transcription have been
identified: nts 1770-1808 and nts 1813-1849. When muta-
tions in these regions occur, they are present in viral pop-
ulation with coexistence of wild-type variants that must
have a compensatory effect, overcoming the potentially
lethal effect of the mutation and allowing viral replication
to proceed (Table 1). The pre-C mRNA initiation sites
map within the first region[zs’m as does T'A4 that controls
pgRNA synthesis. Mutations within TA4 severely reduce
the synthesis of pgRNA, leaving synthesis of the pre-C
mRNAs unaffected””". In addition, this region has been
shown to be essential for the trans-activating function of
X protein[33]. The second conserved region contains the
initiation site of pgRNA transcriptionm’sz] as well as cod-
ing for the C-terminal of the X protein. The overlap of
this region with the 5’-end of the pre-C ORF containing
DR1 is a further reason for the low sequence divergence.
Mutations in the CP region may have repercussions on
viral gene expression and/or replication, with a concut-
rent impact on viral pathogenesis.

The double mutation A1762T and G1764A in the
BCP has been described in various disease states or set-
tings of HBV infection® . The presence of the double
mutation is clearly associated with downregulation of
HBeAg production, as demonstrated by transfection
studies””. There is evidence to suggest that the double
BCP mutation results in decreased levels of the precore
mRNA and therefore diminished production of HBeAg,
Taking into consideration that HBV BCP contains a
binding site for nuclear receptors, the double mutation
selectively abolishes the binding of several nuclear recep-
tors without affecting that of HNF4. It could stimulate
the expression of the precore RNA and the core RNA
from the core promoter of both the wild-type (WT)
HBYV and the double mutant, although its effect on the
former was more prominent. The 1762/1764 double
mutation also creates a binding site for the transcription
factor HNF1 and changes two amino acids in the over-
lapping X protein sequence. HNF1, which did not affect
the wild type BCP, suppressed the precore RNA expres-
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Table 1 More frequent basal core promoter mutations and their clinical relevance

Nucleotide position

Clinical relevance

1762T + 1764A Chronic HBV
(BCP double mutant) Fulminant hepatitis

Decrease in HBeAg production and increase viral replication

Diminished binding of a liver-specific transcription factor, resulting in a decrease in HBeAg, but unchanged amounts of HBV

pregenomic RNA

Enhance viral replication through the combined effects of X gene mutations and the appearance of a HNF-1 transcription factor

binding site

Elevated ALT (diminishing circulating HBeAg levels — augment the host immune response to HBV-infected hepatocytes —

increasing hepatocyte apoptosis)

More often in patients with HBV genotypes that have 1858C (i.e., genotype C)

1762T HBeAg seroconversion and histological inflammation

1764A No suppression on HBV RNA transcription and only slightly decreases the efficiency of virus replication

1653T Usually together with the 1762T + 1764A in patients with fulminant hepatitis and hepatocellular carcinoma

1753-1757 Together with the 1762T + 1764A mutation, have been detected in patients with fulminant hepatitis and in patients with HCC

ALT levels and histological changes

1764A/T +1766A/G Found in active and inactive disease in conjunction with 1810T + 1811T double mutation
1762A1766A mutation, together with 1762T, was found in fulminant hepatitis and HCC patients
The 1764T + 1766G mutation was found in a patient with fulminant recurrent hepatitis after liver transplantation, but was absent

in patients with fulminant hepatitis.

1766T + 1768A Fulminant hepatitis

Together with 1762T + 1764A, in a patient with recurrent hepatitis following liver transplantation

With 1764A in a HBeAg-negative asymptomatic carrier

Exacerbation of HBV infection and created two overlapping low-affinity HNF1 sites

BCP: Basal core promoter; HBV: Hepatitis B virus; HNF-1: Hepatocyte nuclear factor 1; ALT: Alanine transaminase; HCC: Hepatocellular carcinoma.

sion of the double mutant. Furthermore, the X protein
did not affect the HNF4 activity on the core promoter
and affected the HNF1 activity on the core promoter of
only the double mutant™ (Table 1).

During in vive infection its increased presence could
be temporally correlated with HBe seroconversion often
preceding HBeAg clearance by many years”™ but still
there are discrepant results on its relationships with the
HBeAg negativity considering that some of the stud-
ies were performed at different stages of chronic liver
disease. More recently its presence was also related with
higher viral load levels™” in opposite with other previous
findings"™""!. These discrepancies could be associated with
the upregulation of pgRNA production, promoting en-
capsidation and core protein productionw] whereas oth-
ers, however, reported decreased precore mRNA levels,
but wild-type levels of replication and gene expression'”.
Such differences observed in transcript levels when
BCP mutations are detected could be explained by the
alteration of a nuclear receptor binding site for HNF1
that appears to be essential for this activity. By using the
woodchuck animal model and the woodchuck hepatitis
virus (WHYV), such variations in the HNF1 binding site
diminished significantly the synthesis of viral pgRNAmJ.

The BCP double mutation is correlated with the
L130M and V1311 mutations in the ovetlapping X ORF
gene product. The removal of the nuclear receptor
binding site had no effect on the transcription of HBV
mRNAs as was shown by transfection studies in Huh?7
hepatoma cells, the two codon change in the X protein
suppressed both transcripts, and the creation of the
HNF1 site restored the pgRNA level™. In addition, be-
tween both, the T1762 change is decisive for the mutant
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phenotype as was revealed by analysis of revertants with
cither one or the other of the BCP mutations'”. Studies
from chronically infected patients have provided further
information regarding the double A1762T/G1764A
mutation in relation to genotypem’m. Compared with
genotype A and B cases, patients with genotypes C and
D have lower rates and usually delayed onset of sponta-
neous HBeAg seroconversion. HBV-genotype C has a
higher frequency of A1762T/G1764A mutation and preS
deletion, and a higher viral load than genotype B. Similar-
ly, genotype D has a higher prevalence of BCP A1762T/
G1764A mutation than genotype A" The A1762T/
G1764A BCP mutations in genotype C isolates correlated
with increased teplication capacity, while the A1752G/T
mutation found in genotype B isolates correlated with
low replication capacityHSJ. Interestingly, genotype C iso-
lates with wild-type BCP sequences replicated less effi-
ciently than genotype B isolates, due to less efficient tran-
scription of the pgRINA, but more efficient virion release
was observed with the former™. Core promoter changes
are significantly more common in patients infected with
HBV genotypes exhibiting C at nucleotide 1858, while
precore stop codon changes appears exclusively in those
genotypes that have T at nucleotide 1858. Nevertheless,
the double BCP and the precore stop codon mutations
are far from being mutually exclusive™. Among HBV
genotype C infected patients from China, those acutely
infected with BCP/precore mutant viruses had higher
viral load than chronic patients with the mutant virus but
both showed a lower prevalence of A1762T/G1764A,
G1896A, and G1899A, but higher prevalence of T1758C
mutations. The T1758C and A1762T/G1764A mutations

appeared as mutually exclusive®",

January 14, 2014 | Volume 20 | Issue 2 |



Quarleri J. HBV core promoter

The double mutation has been detected with in-
creased frequency in patients with fulminant hepatitis,
including children, those with HBeAg- and anti-HBe-
positive chronic hepatitis, and HCC patients, but less fre-
quently in asymptomatic chronic carriers. In addition, it
has been detected in immunosuppressed, liver transplant,
and seronegative patients. Interestingly, it was recently
reported that BCP T1762/A1764 mutant is an indepen-
dent risk factor for progression to cirrhosis rather than
hepatocellular carcinoma (HCC) in chronic HBV infec-

tion™

. There are differences in the prevalence of such
variants between studies in various settings, and this may
relate to differences between prevalent genotypes, the im-
portance of which is not always recognized and therefore
not clearly reportedm’w. Very recently Yang ez al’” have
postulated that a quantitative analysis of the BCP double
mutation (and G1896A) can predict interferon-induced
HBeAg seroconversion.

The BCP mutations, as mentioned here, have been
found in patients regardless of HBeAg status. However,
in anti-HBe-positive patients, the double mutation was
often accompanied by T1753C/G mutation. In addi-
tion, other point mutations upstream and downstream
of T1762/A1764 have been described, occurring either
alone or in combination with the double mutation, and in
different settings, including chronic hepatitis, fulminant
hepatitis B, HCC, and liver transplantation[%’ss’sgl. More
recent studies have identified additional mutations in
the BCP region that are prevalent in HCC patients, and
particularly novel individual and combination patterns of
mutations in the X/precore region of HBV genotype D1
as predictors of HCC™. These include T1673/G1679,
G1727, C1741, C1761, A1757/T1764/G1766, T1773,
T1773/G1775 and C1909 (Table 1).

The mutations G1613A (NRE) and C1653T, both
of which tended to also occur simultaneously in HCC
patients may suppress HBeAg production, enhanced viral
DNA synthesis, and bound RFX1 with higher affinity.
Since the 1762/1764 mutations ovetlap with the X ORF
and lead to amino acid changes in the X protein (L130M
and V1311, respectively), this double substitution on its
own or together with G1386A (V5M) was encountered
at a significant rate in HCC patients by activating NF-
kB activity’. Synergistic effects of A1896, C1653T and
T1762/A1764 mutations in genotype C2 on development
of hepatocellular carcinoma has been reported[()l]. Thus,
to summarize, T1653, V1753, T1762, A1764, T1766,
and A1768 have been found to occur more frequently in
HCC patientsl(’zj.

The double BCP mutation was found to be associ-
ated with increased risk of HCC independent of geno-
type, while the precore A1896 mutation was associated
with decreased risk. According the the Risk Evaluation
of Viral Load Elevation and Associated Liver Disease/
Cancer-Hepatitis B Virus study, the infection by geno-
type B strains exhibiting the BCP double mutation over
a 10-year period increases 23% the risk of developing
HCC. Likewise, the presence of family history of HCC
multiplies the risk of HCC at each stage of HBV infec-
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thl’l[( ¢ ].

OTHER CORE PROMOTER VARIANTS

Core promoter mutations other than those at positions
1762 and 1764 can have major impact on viral DNA
replication and HBeAg expression[‘w. In vitro studies re-
veal that CP mutants with additional mutations (T'1753C
and/or C1766T) replicated at high level (Table 1). When
mutational complexes were assayed, the 1762/1764/1766
and 1753/1762/1764/1766 showed higher replication
rates and lower HBeAg expression than 1762/1764 mu-
tations alone, whereas the 1753/1762/1764 variant was
not much different from the double BCP mutant. Single
mutations including T1753C/A/G (V), 1762/1764,
A1846T, G1896A, 1899 and A/G1913, as well as triple
mutations 1753/1762/1764 and 1762/1764/1766 or
T1768A, were more frequently detected in patients with
acute-on-chronic liver failure than in patients with chron-
ic hepatitis, and mostly associated with genotype B- than
C-infected patients[“]

Deletions within the CP region -mostly at BCP- and
varying in length from 1 to 21 bp have been reported
once again in different settings. These include fulminant
hepatitis, chronic hepatitis, asymptomatic infection, sero-
logically silent infection, HCC, renal dialysis with atypical
HBsAg-negative infections characterized by either the
presence of viral antibodies alone or no serological mark-
ers, and liver and renal transplantation, HIV coinfec-
tion'™; they are also found in patients who have survived

hematological malignancies or solid tumors”*’. Such
deletion variants are often characterized by low viremia
levels, and may need help from the wild-type virus for
survival®™. Likewise, reduced levels of transcription and
progeny virus production were obtained by transfec-
tion with clones having an 8 bp deletion in the BCP (nt
1768-1775)"". It appears, therefore, that the strain genetic
background in which the BCP and G1896A mutations
arise, in relation to additional ones, determine replica-
tion rate, expression of HBeAg, and pathogenicitym]. A
limited number of reports have shown the presence of
deletions in the URR™™ or in the region of the CP over-
lapping the pre-C ORF"™.

Insertions within the BCP have been described in
patients with CH™ and in those undergoing orthotopic
liver transplantation””. One patient who had a fulminant
exacerbation of CH after heart transplantation was re-
ported to be infected with a high-replicating HBV variant
carrying an 11-bp insertion in the CP"™. This insertion
occurred shortly before, or during, FH and created a
binding site for HNF1. Thus, the emergence or presence
of a novel HNF1, or putative HNF3, site may be related
to fulminant exacerbating hepatitis in immunosuppressed
patients. This concurs with the presence of such strains
in renal transplant patients with severe liver disease but
not in those with mild disease™". Simultaneous detec-
tion of deletion and insertion at BCP was recently re-
ported in a single patient with HCC from South Africa
with concomitant presence of other variations that could
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accelerate the HCC developmentm.

The G1862T substitution affecting codon 17 of
the precore protein of the virus was only observed in
patients infected with genotype B. This variant was five
times more common in patients with fulminant hepatitis
than in chronic carriers. The G1862T mutation leads to
substitution of valine for phenylalanine, affecting the - 3
position in the signal peptidase recognition motif, im-
pairing the processing of the precore/core protein into
HBeAg[77]. A similar behavior was described for viral vari-
ants carrying the C1856T mutation. It leads to P15S sub-
stitution at precore. This amino acid change affects the
signal peptide also, and may therefore affect production
of HBeAg from the precursor precore/core, but there
are no experimental data supporting this proposition at
the moment™. This variant was initially found by chance
while sequencing the complete HBV genome of an HIV
positive patient with a strange serological proﬁlem], and then
in Hong Kong Chinese patients with chronic hepatjtism‘.

HBYV possesses the smallest genome of any virus
known to infect man. Therefore, it is not surprising that
HBYV utilizes its genetic material economically. The core
promoter is an emblematic model of this strategy whose
DNA harbors several pivotal functions. Its sequence in-
volves three critical elements (EN I, BCP, and the over-
lapping X ORF) which are able to execute critical viral
functions (stimulate the S, X, and CP; regulate the tran-
scription of both pre-C mRNA and pgRNA; encode the
X protein with trans-activating functions, respectively).
Its integrity appears essential to maintain viral replication,
and variation may contribute to the persistence of HBV
within the host, leading to chronic infection and, eventu-
ally, cellular transformation.

REFERENCES

1 Carman WEF, Thursz M, Hadziyannis S, McIntyre G, Colman
K, Gioustoz A, Fattovich G, Alberti A, Thomas HC. Hepatitis
B e antigen negative chronic active hepatitis: hepatitis B vi-
rus core mutations occur predominantly in known antigenic
determinants. | Viral Hepat 1995; 2: 77-84 [PMID: 7493301]

2 Nowak MA, Bonhoeffer S, Hill AM, Boehme R, Thomas HC,
McDade H. Viral dynamics in hepatitis B virus infection.
Proc Natl Acad Sci USA 1996; 93: 4398-4402 [PMID: 8633078
DOI: 10.1073 / pnas.93.9.4398]

3 Raney AK, Eggers CM, Kline EF, Guidotti LG, Pontoglio
M, Yaniv M, McLachlan A. Nuclear covalently closed cir-
cular viral genomic DNA in the liver of hepatocyte nuclear
factor 1 alpha-null hepatitis B virus transgenic mice. |
Virol 2001; 75: 2900-2911 [PMID: 11222715 DOI: 10.1128/
JV1.75.6.2900-2911.2001]

4  Zoulim F. Assessing hepatitis B virus resistance in vitro and
molecular mechanisms of nucleoside resistance. Semin Liver
Dis 2002; 22 Suppl 1: 23-31 [PMID: 12447726 DOI: 10.1055/
5-2002-35697]

5  Locarnini S, Zoulim F. Molecular genetics of HBV infection.
Antivir Ther 2010; 15 Suppl 3: 3-14 [PMID: 21041899 DOI:
10.3851/IMP1619]

6 Chan HL, Leung NW, Hussain M, Wong ML, Lok AS. Hepa-
titis B e antigen-negative chronic hepatitis B in Hong Kong.
Hepatology 2000; 31: 763-768 [PMID: 10706570 DOI: 10.1002/
hep.510310330]

7 Moriyama K, Okamoto H, Tsuda F, Mayumi M. Reduced

(4 9

Boishidengs  WIG | www.wjgnet.com

10

11

12

13

14

15

16

17

18

19

20

21

22

23

24

25

Quarleri J. HBV core promoter

precore transcription and enhanced core-pregenome tran-
scription of hepatitis B virus DNA after replacement of the
precore-core promoter with sequences associated with e
antigen-seronegative persistent infections. Virology 1996; 226:
269-280 [PMID: 8955047 DOI: 10.1006/ viro.1996.0655]
Takahashi K, Aoyama K, Ohno N, Iwata K, Akahane Y,
Baba K, Yoshizawa H, Mishiro S. The precore/core promoter
mutant (T1762A1764) of hepatitis B virus: clinical significance
and an easy method for detection. | Gen Virol 1995; 76 ( Pt 12):
3159-3164 [PMID: 8847524 DOI: 10.1099/0022-1317-76-12-3159]
Buckwold VE, Xu Z, Chen M, Yen TS, Ou JH. Effects of a
naturally occurring mutation in the hepatitis B virus basal
core promoter on precore gene expression and viral replica-
tion. ] Virol 1996; 70: 5845-5851 [PMID: 8709203]

Beck J, Nassal M. Hepatitis B virus replication. World | Gas-
troenterol 2007; 13: 48-64 [PMID: 17206754]

Nassal M. Hepatitis B viruses: reverse transcription a differ-
ent way. Virus Res 2008; 134: 235-249 [PMID: 18339439 DOI:
10.1016/j.virusres.2007.12.024]

Nassal M. Hepatitis B virus replication: novel roles for
virus-host interactions. Intervirology 1999; 42: 100-116 [PMID:
10516465 DOI: 10.1159/000024970]

Kew MC. Hepatitis B virus x protein in the pathogenesis of
hepatitis B virus-induced hepatocellular carcinoma. | Gas-
troenterol Hepatol 2011; 26 Suppl 1: 144-152 [PMID: 21199526
DOI: 10.1111/.1440-1746.2010.06546.x]

Lupberger J, Hildt E. Hepatitis B virus-induced oncogenesis.
World | Gastroenterol 2007; 13: 74-81 [PMID: 17206756]

Waris G, Siddiqui A. Regulatory mechanisms of viral hepa-
titis B and C. J Biosci 2003; 28: 311-321 [PMID: 12734409 DOI:
10.1007/BF02970150]

Su H, Yee JK. Regulation of hepatitis B virus gene expres-
sion by its two enhancers. Proc Natl Acad Sci USA 1992; 89:
2708-2712 [PMID: 1313564 DOI: 10.1073/pnas.89.7.2708]

Cai YN, Zhou Q, Kong YY, Li M, Viollet B, Xie YH, Wang
Y. LRH-1/hB1F and HNF1 synergistically up-regulate
hepatitis B virus gene transcription and DNA replication.
Cell Res 2003; 13: 451-458 [PMID: 14728801 DOI: 10.1038/
sj.cr.7290187]

Schrem H, Klempnauer ], Borlak ]. Liver-enriched transcrip-
tion factors in liver function and development. Part I: the
hepatocyte nuclear factor network and liver-specific gene
expression. Pharmacol Rev 2002; 54: 129-158 [PMID: 11870262
DOI: 10.1124/pr.54.1.129]

Quasdorff M, Protzer U. Control of hepatitis B virus at the
level of transcription. | Viral Hepat 2010; 17: 527-536 [PMID:
20546497 DOI: 10.1111/j.1365-2893.2010.01315.x]

Quasdorff M, Hosel M, Odenthal M, Zedler U, Bohne
F, Gripon P, Dienes HP, Drebber U, Stippel D, Goeser T,
Protzer U. A concerted action of HNF4alpha and HNFlalpha
links hepatitis B virus replication to hepatocyte differentia-
tion. Cell Microbiol 2008; 10: 1478-1490 [PMID: 18346225 DOI:
10.1111/j.1462-5822.2008.01141.x]

Moolla N, Kew M, Arbuthnot P. Regulatory elements of
hepatitis B virus transcription. | Viral Hepat 2002; 9: 323-331
[PMID: 12225325 DOI: 10.1046/j.1365-2893.2002.00381.x]
Bréchot C. Pathogenesis of hepatitis B virus-related hepa-
tocellular carcinoma: old and new paradigms. Gastroen-
terology 2004; 127: S56-S61 [PMID: 15508104 DOI: 10.1053/
j.gastro.2004.09.016]

Thomas HC LA, Locarnini SA, Zuckerman AJ. Viral Hepati-
tis. 4th edition . Oxford, UK: John Wiley & Sons, Ltd., 2014
Bottcher B, Wynne SA, Crowther RA. Determination of the
fold of the core protein of hepatitis B virus by electron cryo-
microscopy. Nature 1997; 386: 88-91 [PMID: 9052786 DOI:
10.1038/386088a0]

Yaginuma K, Koike K. Identification of a promoter region
for 3.6-kilobase mRNA of hepatitis B virus and specific cel-
lular binding protein. | Virol 1989; 63: 2914-2920 [PMID:
2542603]

January 14, 2014 | Volume 20 | Issue 2 |



26

27

28

29

30

31

32

33

34

35

36

37

38

39

40

41

42

Quarleri J. HBV core promoter

Yuh CH, Chang YL, Ting LP. Transcriptional regulation of
precore and pregenomic RNAs of hepatitis B virus. | Virol
1992; 66: 4073-4084 [PMID: 1602534]

Yu X, Mertz JE. Promoters for synthesis of the pre-C and
pregenomic mRNAs of human hepatitis B virus are geneti-
cally distinct and differentially regulated. | Virol 1996; 70:
8719-8726 [PMID: 8970999]

Kramvis A, Kew MC. The core promoter of hepatitis B virus.
] Viral Hepat 1999; 6: 415-427 [PMID: 10607259 DOI: jvh189]
Sun CT, Lo WY, Wang IH, Lo YH, Shiou SR, Lai CK, Ting
LP. Transcription repression of human hepatitis B virus
genes by negative regulatory element-binding protein/SON.
] Biol Chem 2001; 276: 24059-24067 [PMID: 11306577 DOI:
10.1074/jbc.M101330200]

Li MS, Lau TC, Chan SK, Wong CH, Ng PK, Sung JJ, Chan
HL, Tsui SK. The G1613A mutation in the HBV genome af-
fects HBeAg expression and viral replication through altered
core promoter activity. PLoS One 2011; 6: 21856 [PMID:
21814558 DOI: 10.1371/journal.pone.0021856]

Yu X, Mertz JE. Differential regulation of the pre-C and
pregenomic promoters of human hepatitis B virus by mem-
bers of the nuclear receptor superfamily. | Virol 1997; 71:
9366-9374 [PMID: 9371596]

Chen IH, Huang CJ, Ting LP. Overlapping initiator and
TATA box functions in the basal core promoter of hepatitis B
virus. | Virol 1995; 69: 3647-3657 [PMID: 7745713]

Gong P, Zhang X, Zhang ], Zhang ], Luo H, Wang Z. Hepati-
tis B virus X protein in the proliferation of hepatocellular car-
cinoma cells. Front Biosci (Landmark Ed) 2013; 18: 1256-1265
[PMID: 23747881 DOI: 10.2741/4177]

Parekh S, Zoulim F, Ahn SH, Tsai A, Li J, Kawai S, Khan N,
Trépo C, Wands J, Tong S. Genome replication, virion secre-
tion, and e antigen expression of naturally occurring hepati-
tis B virus core promoter mutants. ] Virol 2003; 77: 6601-6612
[PMID: 12767980 DOI: 10.1128/]V1.77.12.6601-6612.2003]
Jammeh S, Tavner F, Watson R, Thomas HC, Karayiannis P.
Effect of basal core promoter and pre-core mutations on hep-
atitis B virus replication. | Gen Virol 2008; 89: 901-909 [PMID:
18343830 DOI: 10.1099/ vir.0.83468-0]

Buti M, Rodriguez-Frias F, Jardi R, Esteban R. Hepatitis B
virus genome variability and disease progression: the im-
pact of pre-core mutants and HBV genotypes. | Clin Virol
2005; 34 Suppl 1: S79-S82 [PMID: 16461229 DOI: 10.1016/
51386-6532(05)80015-0]

Tong S, Kim KH, Chante C, Wands J, Li J. Hepatitis B Virus
e Antigen Variants. Int ] Med Sci 2005; 2: 2-7 [PMID: 15968333
DOI: 10.7150/ijms.2.2]

Zheng Y, Li ], Ou JH. Regulation of hepatitis B virus core
promoter by transcription factors HNF1 and HNF4 and the
viral X protein. | Virol 2004; 78: 6908-6914 [PMID: 15194767
DOI: 10.1128/]V1.78.13.6908-6914.2004]

Nie H, Evans AA, London WT, Block TM, Ren XD. Quan-
titative dynamics of hepatitis B basal core promoter and
precore mutants before and after HBeAg seroconversion.
] Hepatol 2012; 56: 795-802 [PMID: 22173170 DOI: 10.1016/
jjhep.2011.11.012]

Ghabeshi S, Sharifi Z, Hosseini SM, Mahmoodian Shoosh-
tari M. Correlation between viral load of HBV in chronic
hepatitis B patients and precore and Basal core promoter
mutations. Hepat Mon 2013; 13: e7415 [PMID: 23599717 DOI:
10.5812/hepatmon.7415]

Chun YK, Kim JY, Woo HJ, Oh SM, Kang I, Ha J, Kim SS. No
significant correlation exists between core promoter muta-
tions, viral replication, and liver damage in chronic hepatitis
B infection. Hepatology 2000; 32: 1154-1162 [PMID: 11050069
DOI: 10.1053 /jhep.2000.19623]

Sterneck M, Kalinina T, Giinther S, Fischer L, Santantonio
T, Greten H, Will H. Functional analysis of HBV genomes
from patients with fulminant hepatitis. Hepatology 1998; 28:
1390-1397 [PMID: 9794926 DOI: 10.1002/hep.510280530]

(49

TR
JBaishideng®

WJG | www.wjgnet.com

43

44

45

46

47

48

49

50

51

52

53

54

55

Li DH, Newbold JE, Cullen JM. Natural populations of
woodchuck hepatitis virus contain variant precore and core
sequences including a premature stop codon in the epsi-
lon motif. Virology 1996; 220: 256-262 [PMID: 8659124 DOI:
10.1006/ viro.1996.0311]

Li J, Xu Z, Zheng Y, Johnson DL, Ou JH. Regulation of he-
patocyte nuclear factor 1 activity by wild-type and mutant
hepatitis B virus X proteins. | Virol 2002; 76: 5875-5881 [PMID:
12021320 DOI: 10.1128/JV1.76.12.5875-5881.2002]

Kim DW, Lee SA, Hwang ES, Kook YH, Kim BJ. Naturally
occurring precore/core region mutations of hepatitis B vi-
rus genotype C related to hepatocellular carcinoma. PLoS
One 2012; 7: e47372 [PMID: 23071796 DOI: 10.1371/journal.
pone.0047372]

Khan A, Al Balwi MA, Tanaka Y, Hajeer A, Sanai FM, Al
Abdulkarim I, Al Ayyar L, Badri M, Saudi D, Tamimi W,
Mizokami M, Al Knawy B. Novel point mutations and mu-
tational complexes in the enhancer II, core promoter and
precore regions of hepatitis B virus genotype D1 associated
with hepatocellular carcinoma in Saudi Arabia. Int | Cancer
2013; 133: 2864-2871 [PMID: 23740667]

Liu CJ, Kao JH. Global perspective on the natural history
of chronic hepatitis B: role of hepatitis B virus genotypes A
to J. Semin Liver Dis 2013; 33: 97-102 [PMID: 23749665 DOI:
10.1055/5-0033-1345716]

Liu CJ, Cheng HR, Chen CL, Chen TC, Tseng TC, Wang
ZL, Chen PJ, Liu CH, Chen DS, Kao JH. Effects of hepati-
tis B virus precore and basal core promoter mutations on
the expression of viral antigens: genotype B vs C. ] Viral
Hepat 2011; 18: e482-e490 [PMID: 21914067 DOI: 10.1111/
j.1365-2893.2011.01480.x]

Qin Y, Tang X, Garcia T, Hussain M, Zhang J, Lok A, Wands
J, Li], Tong S. Hepatitis B virus genotype C isolates with
wild-type core promoter sequence replicate less efficiently
than genotype B isolates but possess higher virion secretion
capacity. | Virol 2011; 85: 10167-10177 [PMID: 21775451 DOI:
10.1128/JVI1.00819-11]

Chan HL, Hussain M, Lok AS. Different hepatitis B virus
genotypes are associated with different mutations in the
core promoter and precore regions during hepatitis B e an-
tigen seroconversion. Hepatology 1999; 29: 976-984 [PMID:
10051506 DOI: 10.1002/hep.510290352]

LiuY, Zhong Y, Zou Z, Xu Z, Li B, Ren X, Bai S, Wang L, Li X,
Dai ], Wang Y, Mao P, Xu D. Features and clinical implica-
tions of hepatitis B virus genotypes and mutations in basal
core promoter/precore region in 507 Chinese patients with
acute and chronic hepatitis B. | Clin Virol 2010; 47: 243-247
[PMID: 20080060]

Chu CM, Lin CC, Chen YC, Jeng W], Lin SM, Liaw YF. Basal
core promoter mutation is associated with progression to cir-
rhosis rather than hepatocellular carcinoma in chronic hepa-
titis B virus infection. Br | Cancer 2012; 107: 2010-2015 [PMID:
23079574]

Tsai WL, Lo GH, Hsu PI, Lai KH, Lin CK, Chan HH, Chen
WC, Cheng JS, Liu YC, Huang TS, Ger LP, Lin HH. Role of
genotype and precore/basal core promoter mutations of
hepatitis B virus in patients with chronic hepatitis B with
acute exacerbation. Scand | Gastroenterol 2008; 43: 196-201
[PMID: 18224565]

Ren X, Xu Z, Liu Y, Li X, Bai S, Ding N, Zhong Y, Wang
L, Mao P, Zoulim F, Xu D. Hepatitis B virus genotype and
basal core promoter/precore mutations are associated with
hepatitis B-related acute-on-chronic liver failure without pre-
existing liver cirrhosis. | Viral Hepat 2010; 17: 887-895 [PMID:
20070500 DOI: 10.1111/.1365-2893.2009.01254.x]

Yan CH, Zhao CY, Ding H, Peng YQ, Jin PY, Yan L, Zhuang
H, Li T. Hepatitis B virus basal core promoter mutations
A1762T/G1764A are associated with genotype C and a low se-
rum HBsAg level in chronically-infected HBeAg-positive Chi-
nese patients. Antiviral Res 2012; 96: 108-114 [PMID: 22960603]

January 14, 2014 | Volume 20 | Issue 2 |



56

57

58

59

60

61

62

63

64

65

66

67

Li W, Chen G, Yu X, Shi Y, Peng M, Wei J. Accumulation
of the mutations in basal core promoter of hepatitis B virus
subgenotype C1 increase the risk of hepatocellular carcino-
ma in Southern China. Int | Clin Exp Pathol 2013; 6: 1076-1085
[PMID: 23696925]

Yang HC, Chen CL, Shen YC, Peng CY, Liu CJ, Tseng TC,
Su TH, Chuang WL, Yu ML, Dai CY, Liu CH, Chen PJ,
Chen DS, Kao JH. Distinct evolution and predictive value of
hepatitis B virus precore and basal core promoter mutations
in interferon-induced hepatitis B e antigen seroconversion.
Hepatology 2013; 57: 934-943 [PMID: 23112104]

Karayiannis P, Alexopoulou A, Hadziyannis S, Thursz M,
Watts R, Seito S, Thomas HC. Fulminant hepatitis associated
with hepatitis B virus e antigen-negative infection: impor-
tance of host factors. Hepatology 1995; 22: 1628-1634 [PMID:
7489966]

Fang ZL, Ling R, Wang SS, Nong J, Huang CS, Harrison T]J.
HBV core promoter mutations prevail in patients with hepa-
tocellular carcinoma from Guangxi, China. | Med Virol 1998;
56: 18-24 [PMID: 9700628]

Lee JH, Han KH, Lee JM, Park JH, Kim HS. Impact of hepa-
titis B virus (HBV) x gene mutations on hepatocellular car-
cinoma development in chronic HBV infection. Clin Vaccine
Immunol 2011; 18: 914-921 [PMID: 21490166]

Lyu H, Lee D, Chung YH, Kim JA, Lee JH, Jin Y], Park W,
Mathews P, Jaffee E, Zheng L, Yu E, Lee Y]. Synergistic ef-
fects of A1896, T1653 and T1762/ A1764 mutations in geno-
type c2 hepatitis B virus on development of hepatocellular
carcinoma. | Viral Hepat 2013; 20: 219-224 [PMID: 23383661
DOI: 10.1111/j.1365-2893.2012.01654.x]

Bai X, Zhu Y, Jin Y, Guo X, Qian G, Chen T, Zhang ], Wang ],
Groopman JD, Gu ], Tu H. Temporal acquisition of sequen-
tial mutations in the enhancer II and basal core promoter of
HBV in individuals at high risk for hepatocellular carcinoma.
Carcinogenesis 2011; 32: 63-68 [PMID: 20876702]

Loomba R, Liu ], Yang HI, Lee MH, Lu SN, Wang LY, Iloeje
UH, You SL, Brenner D, Chen CJ. Synergistic effects of fam-
ily history of hepatocellular carcinoma and hepatitis B virus
infection on risk for incident hepatocellular carcinoma.
Clin Gastroenterol Hepatol 2013; 11: 1636-1645.e3 [PMID:
23669307]

Iloeje UH, Yang HI, Chen CJ. Natural history of chronic
hepatitis B: what exactly has REVEAL revealed? Liver
Int 2012; 32: 1333-1341 [PMID: 22510145 DOI: 10.1111/
j-1478-3231.2012.02805.x]

Yan T, Li K, Li F, Su H, Mu ], Tong S, Patel M, Xia J, Wands
JR, Wang H. T1846 and A/G1913 are associated with acute
on chronic liver failure in patients infected with hepatitis
B virus genotypes B and C. ] Med Virol 2011; 83: 996-1004
[PMID: 21503912]

Cassino L, Laufer N, Giuliano SF, Bouzas MB, Quarleri J.
Short Communication: Hepatitis B Virus Harboring Nucleo-
tide Deletions in the Basal Core Promoter in HBe-Positive
HIV-Coinfected Patients Under Lamivudine Therapy. AIDS
Res Hum Retroviruses 2011; 27: 543-545 [PMID: 20919924]
Inoue J, Ueno Y, Wakui Y, Fukushima K, Kondo Y, Kakazu
E, Ninomiya M, Niitsuma H, Shimosegawa T. Enhanced

(49

TR
JBaishideng®

WJG | www.wjgnet.com

68

69

70

71

72

73

74

75

76

77

78

79

P- Reviewers: Sener A, Shlomai A, Taylor ]

435

Quarleri J. HBV core promoter

replication of hepatitis B virus with frameshift in the precore
region found in fulminant hepatitis patients. ] Infect Dis 2011;
204: 1017-1025 [PMID: 21881116]

Li KS, Yamashiro T, Sumie A, Terao H, Mifune K, Nishi-
zono A. Hepatitis B virus harboring nucleotide deletions in
the core promoter region and genotype B correlate with low
viral replication activity in anti-HBe positive carriers. | Clin
Virol 2001; 23: 97-106 [PMID: 11595588]

Kohno K, Nishizono A, Terao H, Hiraga M, Mifune K.
Reduced transcription and progeny virus production of
hepatitis B virus containing an 8-bp deletion in basic core
promoter. | Med Virol 2000; 61: 15-22 [PMID: 10745227]
Fukuda R, Nguyen XT, Ishimura N, Ishihara S, Chowdhury
A, Kohge N, Akagi S, Watanabe M, Fukumoto S. X gene and
precore region mutations in the hepatitis B virus genome
in persons positive for antibody to hepatitis B e antigen:
comparison between asymptomatic “healthy” carriers and
patients with severe chronic active hepatitis. | Infect Dis 1995;
172: 1191-1197 [PMID: 7594653]

Giinther S, Piwon N, Iwanska A, Schilling R, Meisel H, Will
H. Type, prevalence, and significance of core promoter/en-
hancer II mutations in hepatitis B viruses from immunosup-
pressed patients with severe liver disease. | Virol 1996; 70:
8318-8331 [PMID: 8970951]

Kramvis A, Kew MC, Bukofzer S. Hepatitis B virus precore
mutants in serum and liver of Southern African Blacks with
hepatocellular carcinoma. | Hepatol 1998; 28: 132-141 [PMID:
9537850]

Laskus T, Rakela J, Tong M], Nowicki M]J, Mosley JW, Pers-
ing DH. Naturally occurring hepatitis B virus mutants with
deletions in the core promoter region. | Hepatol 1994; 20:
837-841 [PMID: 7930487]

Laskus T, Rakela J, Steers JL, Wiesner RH, Persing DH.
Precore and contiguous regions of hepatitis B virus in liver
transplantation for end-stage hepatitis B. Gastroenterology
1994; 107: 1774-1780 [PMID: 7958691]

Pult I, Chouard T, Wieland S, Klemenz R, Yaniv M, Blum
HE. A hepatitis B virus mutant with a new hepatocyte nucle-
ar factor 1 binding site emerging in transplant-transmitted
fulminant hepatitis B. Hepatology 1997; 25: 1507-1515 [PMID:
9185776]

Skelton M, Kew MC, Kramvis A. Distinct mutant hepatitis
B virus genomes, with alterations in all four open reading
frames, in a single South African hepatocellular carcinoma
patient. Virus Res 2012; 163: 59-65 [PMID: 21889961]

Hou J, Lin Y, Waters J, Wang Z, Min ], Liao H, Jiang J, Chen
J, Luo K, Karayiannis P. Detection and significance of a
G1862T variant of hepatitis B virus in Chinese patients with
fulminant hepatitis. | Gen Virol 2002; 83: 2291-2298 [PMID:
12185284]

Liang TJ, Blum HE, Wands JR. Characterization and biologi-
cal properties of a hepatitis B virus isolated from a patient
without hepatitis B virus serologic markers. Hepatology 1990;
12: 204-212 [PMID: 2167867]

Carman WF, Ferrao M, Lok AS, Ma OC, Lai CL, Thomas HC.
Precore sequence variation in Chinese isolates of hepatitis B
virus. ] Infect Dis 1992; 165: 127-133 [PMID: 1727881]

S- Editor: Wen LL
L- Editor: LoganS E- Editor: Wu HL

.

January 14, 2014 | Volume 20 | Issue 2 |



