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Background & aim: Higher elevation of alanine aminotransferase (ALT) occasionally leads to severe out-
comes in hepatitis B virus (HBV)-infected patients. Our aim is to investigate the HBV sequence mutations
associated with higher ALT elevation. Materials & methods: We analyzed full-length HBV sequences from
patients with or without higher ALT elevation. Results: Nucleotide mutations in precore and core regions,
which are associated with severe hepatitis B, were found in two HBV-infected patients with higher ALT
elevation. Amino acid mutations within the pre-S1, pre-S2 and S regions were also found in a patient
with HBV virologic breakthrough during the use of nucleoside analogs. Conclusion: It may be useful for
HBV-infected patients with higher ALT elevation to analyze full-length HBV genome.
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Hepatitis B virus (HBV) infection causes acute hepatitis, chronic hepatitis, cirrhosis and hepatocellular carcinoma
(HCC) (1,21. Among chronic hepatitis B patients treated with or without nucleos(t)ide analogs (NUCs), elevation
of both serum alanine aminotransferase (ALT) and HBV DNA levels occasionally occurs with or without triggers
such as the use of immunosuppressants or anti-cancer drugs 2-5]. These conditions were called acute exacerbation
of HBV, HBV reactivation and virologic breakthrough.

In the Asian Pacific Association for the Study of the Liver (APASL) HBV guidelines [2], they define acute
exacerbation as the condition of patients with intermittent elevations of aminotransferase to more than five-times
the upper limit of normal and more than twice the baseline value. They also define the reactivation of HBV as
the reappearance of active necroinflammatory diseases of the liver in a patient who has an inactive chronic HBV
infection state or resolved HBV infection [2].

In the American Association for the Study of Liver Diseases (AASLD) HBV guidelines (31, HBV reactivation
is defined as loss of HBV immune control in HBV surface antigen (HBsAg)-positive, anti-HBV core antibody
(anti-HBc)-positive or HBsAg-negative, anti-HBc-positive patients receiving immunosuppressive therapy for a
concomitant medical condition; a rise in HBV DNA compared with baseline (or an absolute HBV DNA level
when a baseline is unavailable); and reverse seroconversion (seroreversion) from HBsAg-negative to HBsAg-positive
for HBsAg-negative, anti-HBc—positive patients. They also define the virologic breakthrough asa > 1 log10 (tenfold)
increase in serum HBV DNA levels from nadir during treatment in a patient who had an initial virologic response
and who is adherent [3].

HBYV reactivation is one of multiple life-threatening conditions during chronic HBV infection (6], and NUCs
are effective for these conditions [7]. Immunosuppressants such as corticosteroids and anticancer drugs occasionally
induce HBV reactivation [4,5], but HBV reactivation is often observed in patients without inducing factors [s].
Chronic hepatitis B patients receiving NUCs and achieving virologic suppression occasionally experienced virologic
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Table 1. Characteristics of patients at the collection of sera in this study.

Patients Points of Age (years) Sex Cirrhosis HCC ALT (1U/1) HBV DNA HBeAg NUCs
serum (LIU/ml)
collection
al Point 1 35 F - - 22 7.9 + -
(@ Point 1 54 F - - 340 71 + ETV
a Point 1 48 F - - 81 4.2 - ETV
Case 1 Point 1 43 M - - 350 71 - -
Case 2 Point 1 52 M Unknown - 31 43 + -
Case 2 Point 2 58 M + + 35 5.2 - LAM
Case 2 Point 3 69 M + + 1232 6.7 - ETV

+/-1 With/without; ALT: Alanine aminotransaminase; C: Control; ETV: Entecavir (0.5 mg daily); F: Female; HBeAg: HBV e antigen; HBV: Hepatitis B virus; HCC: Hepatocellular carcinoma;
LAM: Lamivudine (100 mg daily); LIU/ml: Log International Unit (IU)/ml; M: Male; NUC: Nucleos(t)ide analog.

breakthrough and higher ALT elevation, which are usually associated with NUC-resistance mutations of the HBV
polymerase region [9].

It is possible that HBV reactivation may be associated with other host and virologic factors. In the present study,
we analyzed full-length HBV sequences from HBV-infected patients with higher ALT elevation, who were treated
with or without NUGCs. Our aim is to examine the nucleotide and amino acid mutations that have responsibility
for higher ALT elevation in HBV-infected patients. The present study will provide invaluable information on the
mechanism of HBV reactivation.

Materials & methods

Definition of HBV reactivation & virologic breakthrough

In patients chronically infected with HBV, acute exacerbation is defined as intermittent elevations of aminotrans-
ferase to more than five-times the upper limit of normal and more than twice the baseline value [21. HBV reactivation
is defined as the reappearance of active necroinflammatory disease of the liver in a patient known to have an inactive
chronic HBV infection state or resolved HBV infection [2]. Virologic breakthrough is defined as an increase in
serum HBV DNA >1 log IU/ml from the nadir of the initial response during therapy, as confirmed 1 month later
in HBV-infected patients who are treated with NUC:s [2).

Patients
A total of five patients infected with HBV genotype C (GT-C) were analyzed. Three patients (C1, C2 and C3)
chronically infected with HBV were used as controls (Table 1). Case 1 experienced acute exacerbation in the course
of his chronic active hepatitis B before the use of NUCs. Case 2 had experienced virologic breakthrough after the
use of NUGCs. This patient was serially analyzed (Table 1). All five patients were positive for HBV DNA at the
points of examination and negative for anti-HCV or anti-HIV.

This study was approved by the ethics committee of Nihon University School of Medicine Itabashi Hospital
(No. RK-180911-13). For participation in the study, written informed consent was obtained from all patients. This
study protocol conformed to the ethical guidelines of the Declaration of Helsinki (1964).

Serological markers

All biochemical tests were performed in the clinical laboratories of Nihon University School of Medicine Itabashi
Hospital with routine automated techniques. HBsAg, HBV e antigen (HBeAg) and anti-HBV e antigen antibody
(anti-HBe) were determined by chemiluminescent enzyme immunoassay (CLEIA) (Lumipulse Presto, Fujirebio,
Tokyo, Japan), electrochemiluminescence immunoassay (ECLIA) (Roche Diagnostics, Tokyo, Japan) and ECLIA
(Roche Diagnostics), respectively. Serum HBV DNA levels were determined with TagMan PCR (Roche Diagnos-
tics). HBV GTs were determined by enzyme-linked immunosorbent assay (ELISA)-based assay [10].

Extraction of serum DNA & amplification of HBV DNA by polymerase chain reaction

Sera collected from all patients were stored at —80°C until analysis. DNA was extracted from 200 pl sera with the
Qiagen DNA Blood Mini Kit (Qiagen, Hilden, Germany). These DNA templates were amplified by long range
single step PCR using Taq polymerase (KOD FX NEO, Toyobo Life Science, Osaka, Japan) under the following
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Figure 1. Clinical course of three control patients and two patients with hepatitis B virus reactivation or virologic breakthrough. (A), C1;
(B), C2; (Q), C3; (D), case 1, patient with HBV reactivation; and (E), case 2, patient with virologic breakthrough during the use of LAM or

ETV. Dotted line: ALT; solid line: HBV DNA; LIU/ml; IU/ml; TDF. The arrow indicates the points of collection of sera.

ALT: Alanine aminotransaminase; C1: Control 1; C2: Control 2; C3: Control 3; ETV: Entecavir; HBV: Hepatitis B virus; IlU/ml: International

unit/ml; LAM: Lamivudinel; LIU/ml: Log international unit/ml; TDF: Tenofovir disoproxil fumarate.

conditions: activation at 94°C for 2 min, 45 cycles with denaturation at 98°C for 10 s, annealing at 50°C for 10 s
and extension at 68°C for 120 s in a DNA thermal cycler (GeneAtlas 322/324, Astec, Fukuoka, Japan).

The primers used for PCR were 5'-GGTTTTTCACCTCTGCCTARTCATCTCWTGTWCATGT-3" (HBV-
full P1C: sense, nt 1821-1855) and 5'-GGAAAAAGTTGCATGGTGCTGGTGMRCAGACCAATTT-3' (HBV-
full-P2C: antisense, nt 1826-1791) [11]. These two sets of amplification primers were made at the position of the
HBV X region based on the sequences of HBV GT-C (AB014376) [121. HBV DNA amplified by PCR resulted in
an ~3,200 bp fragment, which contained the full-length HBV genome [13]. The PCR products were separated on
1.0% agarose gels and visualized with ethidium bromide and ultraviolet light.

Direct sequencing of PCR products by Sanger methods

After the PCR products were purified with the QIA-quick Spin Kit (Qiagen), PCR products (60-150 ng for each
reaction) were directly sequenced to determine their nucleotide sequences using the BigDye Terminator v3.1 Cycle
Sequencing Kit (Thermo Fisher Scientific, Tokyo, Japan) and the ABI 3730xI DNA Genetic Analyzer (Thermo
Fisher Scientific), according to the manufacturer’s instructions. Primers for sequencing have been previously
described [14]. All nucleotide sequences from this study have been deposited in the DNA Data Bank of Japan
(DDBJ) under accession numbers LC516604 — LC516610. Nucleotide and amino acid sequences were analyzed
with GENETYX 10 (GENETYX Corp., Tokyo, Japan).

Statistical analysis
Statistical analysis was conducted using the X2 test with or without Yates correction and Student’s t-test where
appropriate.

Results

Patient characteristics

Table 1 demonstrates the characteristics of the patients in the present study. Among control patients, C1 did not
take any NUCs until analysis, and C2 and C3 had entecavir when they were analyzed (Figure 1A-1C). We diagnosed
C1 as a HBeAg-positive asymptomatic carrier and NUC treatment-naive patient, and her sera were collected at
1 year after starting follow-up. We also diagnosed C2 and C3 as HBeAg-positive and negative chronic hepatitis,
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respectively, and their sera were collected at 1.5 years after starting entecavir. At the collection of sera, ALT levels
were 22, 340 and 81 IU/l and HBV DNA were 7.1, 4.2 and 7.1 LIU/ml, in patients C1, C2 and C3, respectively
(Table 1). C1 was NUC treatment-naive although C2 and C3 were treated by entecavir at the collection of their
sera. These three control patients have not experienced higher ALT elevation after sera was collected.

Case 1 is an NUC treatment-naive patient who experienced naturally occurring acute exacerbation (Figure 1D).
Case 2 experienced virologic breakthrough at points 2 or 3 during the course of disease after the use of lamivudine
or entecavir, respectively, following lamivudine treatment. Case 2 had HCC at points 2 and 3 (Figure 1E).

Nucleotide sequence & deduced amino acid residue of full-length HBV

We amplified the full-length HBV genome in all samples in the present study. By using full-length PCR-based
direct sequencing, we determined the sequence of the HBV genomes in seven serum samples (Supplementary
Table 1). We also deduced full-length HBV amino acid sequences (Supplementary Table 2).

Although basal core promoter (BCP) mutations also lead to mutations at HBx protein codons 130/131 [15,16],
double mutations (130M/1311) of HBx were found in cases 1 and 2 (Table 2A). Although 1311 was found in four
patients, 130M was found in cases 1 and 2. Of note, 130M was observed at points 1, 2 and 3 in case 2. Among
HBx region, 123S and 22E were found in cases 1 and 2, respectively.

Precore stop codon were observed in all HBeAg-negative patients in the present study (Table 2B). Of interest,
precore stop codons were observed at the acute exacerbation in patients with or without NUCs (Table 2B). In the
core region, amino acid mutations (35A, 49T, 77D, 97V, 131P and 176T) were observed in patient C3. In case
1, amino acid mutations of the core region (74G, 84A, 97L, 1001, 113D, 130T and 149I) were distinct from
those of others (Table 2C). In case 2 (at points 2 and 3), 87G and 180G were observed. In both cases 1 and 2 (at
points 2 and 3), 97L was found in the core region. Thus, HBV sequence mutations associated with severe hepatitis
B [16-18] were observed in patients with higher ALT elevation in the present study.

In patient C3, amino acid mutations of the pre-S1 (4P, 17A, 32L, 35R, 51P and 90V) and S (126T, 1981 and
199L) were observed (Table 3). In case 2 (at point 2), amino acid mutations of the pre-S1 (10K), pre-S2 (1T, 22L,
23Del, and 45T) and S (19Y, 47A, 122R, 190A and 203R) were distinct from those of the other subjects (Table 3).

NUC resistance mutations of the HBV polymerase region

Amino acid mutations of HBV polymerase region were shown in Table 4. Lamivudine resistance mutations (L180M
and M204V) were observed in patient C2 and at points 2 and 3 in case 2, although we did not confirm whether
patient C2 had previously taken lamivudine (Table 4D). Entecavir resistance mutations (L180M, M204V, T1841
and S202G) were also seen at point three in case 2 (Table 4D), suggesting that these mutations contributed to
HBYV virologic breakthrough. We successfully treated this case by the introduction of tenofovir disoproxil fumarate.
Patient C2 did not take any NUCs or experience HBV virologic breakthrough. In general, NUC-associated
resistance mutations resulted in HBV virologic breakthrough.

Discussion

In the present study, we analyzed full-length HBV sequences from chronic HBV infected patients (one was
naturally occurring acute HBV exacerbation (Table 1, Figure 1D) and the other was HBV virologic breakthrough
(Table 1, Figure 1E), and compared them with those of the controls and characterized them. The prognosis of acute
exacerbation of HBV infection to acute liver failure (ALF) demonstrated a poor prognosis [19]. We found nucleotide
mutations in precore and core regions, which are associated with severe hepatitis B, in two patients with chronic
HBYV infection and higher ALT elevation with or without NUCs. Amino acid mutations within the pre-S1, pre-S2
and S regions were also found in a patient with HBV virologic breakthrough.

Both the patient with acute exacerbation and the patient with HBV virologic breakthrough during the treatment
of NUCs were negative for HBeAg at the higher elevation of ALT. In general, HBV reactivation is observed in
both HBeAg-positive and HBeAg-negative patients. HBeAg-positive status is usually observed in patients with
an immune-tolerant phase or immune-reactive phase during the natural history of chronic HBV infection [2]. In
general, HBeAg-positivity indicates higher HBV replication status and higher HBV DNA levels in sera [2]. As
ALF occasionally occurs in persons who are negative for HBeAg [17), careful attention should also be paid to the
HBeAg-negative patients with ALT elevation.

For nucleotide mutation of the HBV genome, double point mutations in the BCE, from A to T at nt 1762 and
from G to A at nt 1764, were found in cases 1 and 2, although a single mutation was observed in three controls.

10.2217/fvI-2020-0104
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Table 2. Amino acid changes of hepatitis B virus X, precore and core regions in the present study.
(A) HBV X region

AA 5 22 36 38 52 78 80 95 117 123 127 130 131 144 149
AB014376 \' G H P H R E H I8 I8 T M | S N
c1 - - T - - - A - v - I K v A -
(@) - - - s Y - - - - - | K - - -
c3 - - T - - - - - - - I K - A -
Case 1 M - - - - - - - - S - - - - -
Case 2/point 1 M E - - - - A - - - | - - — _
Case 2/point2 - E - S - H A - - | - - A R
Case 2/point3 - E - S - H A - - | - - — _
(B) Precore region

AA 3 9 13 28

AB014376 L I S w

1 - \ - -

2 - - T _

c3 - \ T Stop

Case 1 - \ - Stop

Case 2/point1 -
Case 2/point2 V

<
|

Stop

Case 2/point3 - \% - Stop

(C) Core region

AA 5 26 35 38 49 69 74 77 84 87
AB014376 P S S
a - - -
2 H A -
a - - A

Case 1 - - -

< < < < < =T
-
r
|
]
]
|

Case 2/point1 - - -

—
|
|
|
|

Case 2/point 2

L el o o

Case 2/point3 - - - Y -
AA 97 100 113 17 130 131 149 176 180
AB014376 ! L E E P A v S E
a - - - - - - - - -
2 - - - - - - - - -
c Vv - - - - P - T -
Case 1 L | D - T - - _
Case 2/point1 - - - - - - - - _
Case 2/point2 L - - - - - — _

Case 2/point3 L - - - - - — _

— refers to amino acid identical to ABO14376.
AA: Amino acid number; C: Control; HBV: Hepatitis B virus; Point: Point of serum collection; Stop: Stop codon.

These mutations are occasionally observed in HBV strains from patients with fulminant hepatitis B in Japan [20],
although BCP mutations at positions 1762 and 1764 are rarely observed in those in USA [21]. These mutations
in BCP affect the transcription of the HBeAg coding region [16]. Takahashi ez a/. observed that the most common
mutations observed in their 40 HBV isolates from HCC patients in Japan were double point mutations in the BCP
(frequency was ~90%) [12]. HCC occurred during the course of case 2, but HCC did not occur in case 1.

A point mutation from G to A at nucleotide 1896 in the precore region, which introduces a precore stop codon
and prevents HBV from producing HBeAg, was observed in both cases 1 and 2 (at points 2 and 3). Of note,
the patient with acute exacerbation and the patient with HBV virologic breakthrough during the treatment of
NUC:s have severe hepatitis-associated nucleotide mutations in their HBV genomes. Takahashi ez a/. observed this
mutation from G to A at nucleotide 1896 in the precore region in 45% of their 40 HBV isolates from HCC
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Table 3. Amino acid changes in the pre-S1, pre-S2 and S regions in the present study.
(A) Pre-S1 region

AA 4
AB014376 w
a -
(@) -
a P

Case 1 -
Case 2/point1 -
Case 2/point2 -

wv wv w w w wv wv hul ()]

I

>
[l
=
o
-
<

Case 2/point3 -
(B) Pre-S2 region
AA 1
AB014376 M
al -
2 \Y

-
©
N
N
N
w
IS
w
I
)

55

c3 -
Case 1 -
Case 2/point1 -

Case 2/point2 T L Del

x X X X X I I R
|
|
|
|
|

- = -
I
I

Case 2/point3 -
(C) S region
AA 3 19 47 68 79 98 122 126 184 190 195 198 199 203 204 207 213
AB014376 S R
1 N - - - N - - - \ - - - - - S N -
c2 N S
a S

Case 1 - - - T H - - - - - - - - - - T

|

|

|

|

|

|

1
—
<

|

|
-

|

Case 2/point1 N - - - - - R - - - - . _
Case 2/point2 N Y A - - - R - - A

<

|

|
x = 0

wv

|

|

Case 2/point3 N - - - - - R - - - M - _

— refers to amino acid identical to AB014376.
AA: Amino acid number; C: Control; Del: Deletion; Point: Point of serum collection.

patients in Japan [12]. This mutation, as well as the BCP and HBx mutations, may play an important role in the
disease progression of severe hepatitis B [22].

Ehata ez al. found that clustering substitutions (codon 48—60 from the start of the core gene) in 7 of 8 HBV
subtype adw (mainly GT-C)-infected patients with fulminant and severe exacerbation in Japan [18]. We found the
several substitutions in different parts of core region in cases 1 and 2 (Table 2C). HBV core antigen could be one
of the immunological targets of cytotoxic T cells [23-25].

HBV S gene overlaps polymerase gene. Therefore, S gene mutations could be introduced by the administration
of NUGC:s [26). NUC:s could also help the introduction of HBV vaccine escape mutations [27]. We also observed
amino acid mutations of the pre-S1, pre-S2 and S regions of patients with virologic breakthrough during the
treatment of NUGCs. Of interest, in case 2 (at point 2), amino acid mutations within the pre-S2 and S regions as
well as the spacer domain of the polymerase region were found (Table 3). Sueki ez a/. also reported the presence
of amino acid substitutions in HBV pre-S1 and pre-S2, may be related to the emergence of lamivudine resistance
during chronic HBV infection [28]. In HBeAg-negative and HBV GT-D carriers, pre-S/S heterogeneity increases
with severity of liver disease [29]. Next generation sequencing-based platform may provide an improvement of the
clinical application of pre-S mutants in serving as predictive and prognostic markers for HBV-related HCC [30].
HBV pre-S/S variants may be associated with the development of progressive liver damage, hepatocarcinogenesis
and the NUC-resistance.

Recently, NUC-resistance mutations of HBV polymerase region may exist in NUC-naive patients [31-34]. In the
case of ALF patients who have consciousness disturbance, it is too difficult for us to take information of their
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(A) Terminal protein domain

AA 40 45 46 81 90
AB014376 D N L N N
c1 - - - H -

c2 - - - - -
c3 E - - H -
Case 1 - - P -

O O

Case 2/point 1 - - - -
Case 2/point 2 - D - - -
Case 2/point 3 - D - - -
(B) RNase H domain
AA 2 23 89 93 107 113 117 136 138 149 151
AB014376 S R Y A | H

1 A
(@)
a - - - - L R

|

|

|

|
-
X

Case 1 - - - -
Case 2/point 1 -
Case 2/point 2 -

o o o
I
A RN AR
- - - -

Case 2/point 3 -
(C) Spacer domain
AA 1 14 15 16 30 31 32 49 66 71
AB014376 L R E S F C S C \' R L P S
1 - - - - - - - - - - - - -

~N
Y
N
-
w

(@) - - - - - - - - F - - - P
a S - K - C - - - - Q M - -
Case 1 - - - - - G - G - - - - -
Case 2/point 1 - - - - - - - - - _ _ _ _
Case 2/point 2 - K - P - - A G - - - _ _
Case 2/point 3 - - - - - - - G - - - T _
AA 78 83 87 89 100 110 117 123 131 138 157 160
AB014376 G D S A

a - - _ T

2 - N - T - - R - - - -
c - - _ T

Case 1 S - G S

Case 2/point 1 - - - - E _ _

Case 2/point 2 - - C - E - - Del

I T T
1
> > »
1

Case 2/point 3 - - - - E E -
(D) Reverse transcriptase domain

AA 8 55 75 106 109 122 123 124 180 184
AB014376 E H S S P | N Y L T
c1 D - = - - L H - - -
Q - - - C - - - - M -
] - - T - - - - N - -
Case 1 - - - - S - - - - -
Case 2/point 1 - - - - - - -
Case 2/point 2 - R - - - - -

I T T
<
|

Case 2/point 3 - - - - - - _

— refers to amino acid identical to ABO14376.
AA: Amino acid number; C: Control; Del: Deletion; Point: Point of serum collection.
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Table 4. Amino acid changes in the hepatitis B virus polymerase region in the present study (cont.).

AA

AB014376

cl

(@

(e}

Case 1

Case 2/point 1
Case 2/point 2
Case 2/point 3

202 204 207 215 221 238 266 267 271
s M v Q F N v H Q
G Y - - - - I - -
- - | - - - - - -
- - - H Y - - s -
- - - - - - - - R
— \Y - - - - - - -
G v - - - H - - -

— refers to amino acid identical to AB014376.
AA: Amino acid number; C: Control; Del: Deletion; Point: Point of serum collection.

previous use of NUCs. In these situations, attention should be paid to the existence of NUC-resistance mutations
of the HBV polymerase region, providing useful information for their treatment. As virologic breakthroughs are
also dependent on adherence to NUGC:s, attention should be paid to the adherence to medication [35].

Sequencing of reverse transcriptase (RT) domain may be enough to know the details of drug-resistance mutations.
However, the cost of RT domain and that of full-length HBV genome by Sanger’s direct sequencing methods are
800 JPY (~7.00 USD) and 2000 JPY (~18.5 USD), respectively. Therefore, full-length HBV genome analysis
may be better if HBV-infected patient with higher ALT elevation, wants to have these tests.

The rate of HBV evolution in HBeAg-positive subjects has been estimated to be 1.4 x 105 ~ 3.2 x 107
nucleotide substitutions/site/year [36]. In HBeAg-negative subjects including asymptomatic carriers, the calculated
mean number of nucleotide substitutions/site /year was ~7.9 x 10, and nucleotide hypervariability was observed
in the polymerase and pre-S/S overlap region and core region [371. We did not examine the sequence changes from
the baseline where there was no ALT elevation in patient C1 with no use of NUCs, according to patient’s will.
However, Fujiwara ez a/. demonstrated that 10 HBeAg-positive asymptomatic carriers did not show any amino acid
substitutions in the precure and core regions [38]. Zhang ez a/. also demonstrated that HBeAg-positive asymptomatic
carriers had less amino acid substitutions in full genome than those of HBV-infected patients with chronic liver
diseases [39].

Conclusion & future perspective

We compared full-length HBV sequences from patients with acute exacerbation and virologic breakthrough. Of
interest, at the ALT elevation, NUC-resistance mutations of the HBV polymerase region were observed only in
the patient with virologic breakthrough during the use of NUCs. We found nucleotide mutations in precore and
core regions, which are associated with severe hepatitis B, in two HBV-infected patients with higher ALT elevation.
Amino acid mutations within the pre-S1, pre-S2 and S regions were also found in a patient with HBV virologic
breakthrough. Number of subjects was too small to generalize the result. But it is the beginning of our project.
These limitations could be addressed in future prospective study. Our work could shed light again on full-length
HBV genome analysis and treatment strategy of HBV infection. Next-generation sequencing approach could also
provide a new information in this area.

Supplementary data
To view the supplementary data that accompany this paper please visit the journal website at: www.futuremedicine.com/doi/sup
pl/10.2217/fvI-2020-0104

Author contributions

H Takahashi, T Kanda, K Kuroda and M Moriyama contributed to the study conception and design, data acquisition, data analysis
and interpretation. H Takahashi, T Kanda, T Shibata and A Tamura performed the experiments. H Takahashi, T Kanda, N Matsumoto,
K Nirei, S Matsuoka and M Moriyama saw the patients. H Takahashi and T Kanda drafted the manuscript. All authors contributed
to making critical revisions and contributed to the final approval of the version of the article to be published.

10.2217/fvI-2020-0104

Future Virol. (Epub ahead of print) future science group


http://www.futuremedicine.com/doi/suppl/10.2217/fvl-2020-0104

HBV genomes & reactivation

Financial & competing interests disclosure
T Kanda and M Moriyama perform joint research with Towa Pharmaceutical Co., Ltd., Kyoto, Japan. The funders had no role in
the designing the study in the collecting, analyzing or interpreting the data; in writing of the manuscript, or in deciding to publish
the results. The authors have no other relevant affiliations or financial involvement with any organization or entity with a financial
interest in or financial conflict with the subject matter or materials discussed in the manuscript apart from those disclosed.

No writing assistance was utilized in the production of this manuscript.

Ethical conduct of research

This study was approved by the ethics committee of Nihon University School of Medicine Itabashi Hospital (No. RK-180911-13). For
participation in the study, written informed consent was obtained from all patients. This study protocol conformed to the ethical
guidelines of the Declaration of Helsinki (1964).

Open access
This work is licensed under the Attribution-NonCommercial-NoDerivatives 4.0 Unported License. To view a copy of this license,
visit http://creativecommons.org/licenses/by-nc-nd/4.0/

Summary points

e Higher alanine aminotransferase (ALT) elevation is associated with critical condition in hepatitis B virus
(HBV)-infected patients.

e These conditions include acute exacerbation, reactivation and virologic breakthrough.

e Nucleotide mutations in precore and core regions, which are associated with severe hepatitis B, were observed in
two patients with chronic HBV infection and higher ALT elevation.

e Amino acid mutations within the pre-S1, pre-S2 and S regions were also found in a patient with HBV virologic
breakthrough.

e Clinicians should pay a careful attention to HBV mutations in daily clinical practice.

e It should be useful for HBV-infected patients with higher ALT elevation to analysis full-length HBV genome.
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{Background & aim)

B BT 7 A LA (MBV) L AMERTSE . 1BMEATR, ITFREZS, FFflleE/s & & F S ERPREOIRKA & 72
DUANATH D, 18I%EBRFFREFE TV T, BalH I IiE ALT i & HBV-DNA O LR 257805 2 &
NH Y HBY S ESCTIEHALS T A WA T LA 7 AN—72 & LI TN D, S i
K DIREZZ T =B HBV FHEMAL L X D FTREMEN 5 D Z LIXF LAV TV DD, FRZFHERN < &
HELDHZ L DD, EET T u I HIREESZ T TOTH, FAIMMEROHBIC L > T A
WA T LA T A= T 5 b, ZOIED, IR L OB TOM ™ A L A RGO P
BIEEEOFEK E 720 25, INOOIFREITEELT 25601360 180 B BIFFREE OAEMELE D
TEBD—>Th D, AW TIE, B Z S U728 B R B3 ik L 0 20 BfEfhi L 7= HBV-DNA
IZOWTERYT ) DM 24TV, SO OWTHRETT 2 2 & 2 HRNE LT,

Materials & method)

kEEMALE DA VAT LA 7 AN—DEFEITONT

SRR, ET X P TR T = T —BENER EIRO 5 58 ThH Y BIED 2 fHEORIED M
GEINZERO HIVDIREE L Uz, FHEMEALIZIEISENES © U 7 OIREEN O IFAiEERE O LH- 2> T
A IVASEGEDNER LTRBE L LT, UANAFIT LA 7 A)—L, BBE7T a7l L 51REE 1 »
A LI EfKE L7 RRE T, HBV-DNA MR L72/K#EL D 1 LIU/mL LU EOF ERAZ§R0 7R L LT,
kBHEITONT

o ha— UREf L U CIEME B RIT B 3 5] (CL, €2, C3). KN < AMEAL Sk LT 1 )
(Casel) . BT Fa 7542 A VAR T LA 7 Z)—3 4 U= 1 5] (Case2) DEF 5 JER 2 A
77. F_XT Genotype CHITH 5,

* Mg~ — T —

HBs Hifit, HBe HUR. Bt HBc HUiADMIEIZIZ CLEIA #£, ECLIA ¥%% FV =, H{E HBV-DNA fEOH|EZ
I% Tagman PCR % JHV /=, Genotype % ELISA V5 TIE L7T=,

sk DNA [EJUY & PCR (2 X % i

B BRIV TIE £ TR, -80C THRAF L7z, TREUSAL Y QIAmp DNA Blood Mini Kit (Qiagen,
Hilden, Germany) %z U T DNA [EIXZ1TVY, TredD HIETY U 7 IVAT v 7 PCR #{T-72(94°C 120
. 98°C 10 #-50°C 10 #-68°C 120 #b% 45 %A 7 v, 4°C), 7 A ~—IIER A SEIZ L, HBV &7
J A X fEbk A PN AERE L7=, Taq polymerase (X KOD FX Neo(Toyobo Life Science, Osaka, Japan)
% VM=, PCR =7 —[X PCR40 1 7 JLC 100, 000 HEHEd 72 0 ) 10 HHELFLE & &b, PCR EMIT 1%
T Ha— A7 E O CERUKEI 1T 712,

kYU H—EZLDFA VT ho—T 2K

PCR FEMn % QIA quick Spin Kit (Qiagen) Z HWVCTHH L7, v —2 = AT T4 ~— 3R a2 5%
IZ5% 3t L. BigDye Terminator version3. 1 Cycle Sequencing Kit(Thermo Fisher Scientific, Tokyo,
Japan) Z# HH\NCTH A LT hor—0 2 A EAT 5T, 5 OITERERCS G HIX DNA Data Bank of Japan
~ %k L GENETYX 10 (GENETYX Corp., Tokyo, Japan) ZFIIH USEHT L 72, £5 6 AU/ M ERC S5, GenBank
[ Bk STV 5 AB014376 (HBV Genotype C) & Hr#% L7,

kLR

A ZFBE L, VEIGCAF 2—T > Mt BEETIT- T,

{Results)

kBT DFFE

CL BT Fr Va5 STy HBe HURMED BERMEX v UV 7 CTh b, C2 1T T
N ST D HBe HUREGEDIBMEATFR A, C3 1T T B B EHRE STV 5 HBe HURREM D
BERFRBI T D, WTHLORER] b REE Mg ALT fEO R EFIIRED TWRYY, Casel IR T
Far ORI TR LT, FHIERN L SMIEEA R LIERITH D, Case2 IIT7I TV, =
THENLVDOEERENRH Y, =T HENVOEG T TUAINVAENT LA 7 A)N—%H 2 LTJERITH
Do
kZERECS & T 2 BRECS I DOHEE

X SEIZ DUV T, (130M/1311) 0> " EZEH & (123S, 22E) A FL (X Casel & Case2 DA TR, Core fH



Iz oUW, Casel & Case2 &6, HBe HUFFEMER| T4 C Precore fHIIZ A b v 7' KU RO, 7
X RAERCIX, (9TL) ZBEN Casel & Case2 ([ZHETHY . 2> b —/VERNZITFRD HILNWE
HCdhot, £72(74G, 84A, 1001, 113D, 130T, 1491) ZEHL| % Casel THH, (87G, 180G) ZEHhI T Case?
DI THRD BT, S FEIEKIZHOUNT pre-S1 fEIEK (10K) . pre-S2 #EJk (1T, 221, 23Del. 45T). S fEK
(19Y, 47A, 122R, 190A, 203R) ZH Case2 DI THWD HILT=,

*kPolymerase fEIRODIZIE T F 1 JiHEZ B

T I TV UMMMETEH B (LISOMM204V) ZEH % €2 & Case2 TRl iz, =7 4 BV TH 5 (L180M,
M204V, T1841. S2026)(F Case2 DI T HiLT-,

{Discussion))

HBV S X A RICE DL Z L b H D TR AR ThH D, EfilFl o<, g7 v 7t
PEZEFRDIEN>, HBs HURIGIEG, v, S ERTHAAE(L. HBV-DNA mfii7g EDMEBRIA 7 & L TEZ BT
V%, Genome-wide Association study & ¥ BZBUFZDIHHE & HLA-DP 7 & ORJE N HE X Tk Y |
HLA-DP <> HLA-DQ 5 & Mg & B L CW 2 ATREMED & 5, HBY MEEAE ORI T, BEEREDRE
SRRV PT RIS PT-TNR OIEE S 5%, £7-. 1L-6 %2 IL-8, TNF-alpha, IFN-beta 72 ¥75 E5.
FTHILBMESNTND, £ T HBV AMEHESEGIC 7 A VAT LA 7 Z)L—JER D HBV-DNA
70 MERNTEATV, T ORHEE MR Lz, 2305 OFERFI Tl Core fEIKO X 7 L AT KR, S fElkO
T BEENZMERICH -7-, F£72 Basal core promoter fEIRD " EZHL L Precore fEIKD A
v 73 RUER% Casel & Case2 DIRAER L L TGRDTZ, —f%IZ. Precore fEkD A kv Ko
ZEHIZ LV | HBe HURDPEANET SiL, HBe HURFEME & 72 5725, AIEBNCIBUNT G [FIREOFER G 5
iz, BT I a FREIARME RGN T 2 [FISEAImMH A R B L, 7I 70 TlE 14 23%, 3
HE44%, 5 80%, T T AMENTIELE 1%A00, 34 %R, 54 1.2%, 7 /R e/ 14 0%, 3
0%, 54 0% EINTCUAD, S ElRIE Polymerase 8l & A —X—F o7 LTV, 7R
THHAIZ LV Polymerase FEIBUCMFIAEZ BN AD Z & T, STEIBICHERNBEL S B, ZDT-OREET
FTa RIS TSHEKICT 7 F oo A —TERPEC D ZENHY | [AER) Case2 IZFERDH D
Tz, Core EEX S & HITMIEREEM: T AR & 72 V155728, Z ORI D Bk Kk
DAEEMEN S D, T A IWAZET LA 7 A= NE U T RE ORRAFRITIZ T, pre-S2 fHIE, S fH
HEDIEHNT Polymerase FEIEND Spacer fEIRIC & BB OEFE L RO T,

{Conclusion & future perspective)

HBV A 25k U 7= SEBINC DUV T, i & » HBV-DNA ZHhH L. PCR BEMEREM 2 VT HBY &7/ A
fifEMT AT > 72, Precore fElH, Core fEl, pre-S1 fiEil, pre—S2 fiEis, S FEIKDZEFLA GG b B
LCWDOAREM R B D LB 2D, UANAFIT LA 7 ZA)—ERIZBW T, RFIZ pre-S1, pre-S2,
S KO ERNEFEL TR, ZNoOEE (AT - u F K RO s sy m~— I — & 72
LHAREMEDN D D, FIZREUEBNCIBW T, &Y ) WERZ 7 L8, Precore fEIIZDOUVNT 28W 2>
O stop 2 R ~OZELERD TN D, AWFFROFHIEIT, BT F v 7T Break through SEH] T
Polymerase fESKDIZRE T F 1 ZTHEZE R DIFNNT, Pre-S1, Pre-S2, SfEKIZENZENAERZRLHL
T2 ENETBIND, L LA RIOFERE AT DITITEGED D72 To D 5% BIEGI A ERE L.
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