
fmicb-08-00120 February 1, 2017 Time: 15:2 # 1

ORIGINAL RESEARCH
published: 03 February 2017

doi: 10.3389/fmicb.2017.00120

Edited by:
Akio Adachi,

Tokushima University, Japan

Reviewed by:
Takashi Irie,

Hiroshima University, Japan
Guiqing Peng,

Huazhong Agriculture University,
China

*Correspondence:
Xiaofeng Guo

xfguo@scau.edu.cn

Specialty section:
This article was submitted to

Virology,
a section of the journal

Frontiers in Microbiology

Received: 12 October 2016
Accepted: 17 January 2017

Published: 03 February 2017

Citation:
Mei M, Long T, Zhang Q, Zhao J,

Tian Q, Peng J, Luo J, Wang Y,
Lin Y and Guo X (2017) Phenotypic

Consequences In vivo and In vitro
of Rearranging the P Gene of RABV
HEP-Flury. Front. Microbiol. 8:120.

doi: 10.3389/fmicb.2017.00120

Phenotypic Consequences In vivo
and In vitro of Rearranging the P
Gene of RABV HEP-Flury
Mingzhu Mei1,2, Teng Long1,2, Qiong Zhang1,2, Jing Zhao1,2, Qin Tian1,2, Jiaojiao Peng1,2,
Jun Luo1,2, Yifei Wang1,2, Yingyi Lin1,2 and Xiaofeng Guo1,2*

1 College of Veterinary Medicine, South China Agricultural University, Guangzhou, China, 2 Key Laboratory of Zoonosis
Prevention and Control of Guangdong Province, Guangzhou, China

Phosphoprotein (P) of the Rabies virus (RABV) is critically required for viral replication
and pathogenicity. Here we manipulated infectious cDNA clones of the RABV HEP-Flury
to translocate the P gene from its wild-type position 2 to 1, 3, or 4 in gene order, using
an approach which left the viral nucleotide sequence unaltered. The recovered viruses
were evaluated for the levels of gene expression, growth kinetics in cell culture, lethality
in suckling mice and protection of mice. The results showed that viral replication was
affected by the absolute value of N protein which was regulated by P protein. Viral
lethality in suckling mice was consistent with the ratio of P mRNA in one complete
transcription. The protection of mice induced by viruses was related to the antibody
titer 5 weeks post-infection which might be regulated by G protein. However, the ability
to induce cell apoptosis and viral spread were not only related to the viral replication
but also to the ratio of related gene which affected by the gene position. These
findings might not only improve the understanding of phenotype of RABV and P gene
rearrangement, but also help rabies vaccine candidate construction.
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INTRODUCTION

Rabies is a zoonotic disease caused by rabies virus (RABV) belonging to the Lyssavirus genus of
the Rhabdoviridae family, Mononegavirales (Pringle, 1996). It is still a major health concern in
many developing countries. The RABV genome is approximately 12 kb encoding five proteins:
nucleoprotein (N), phosphoprotein (P), matrix protein (M), glycoprotein (G), and the RNA-
dependent RNA polymerase (L) (Albertini et al., 2011). RABV P is a multifunctional protein: it
is an essential cofactor of the virus RNA-dependent RNA polymerase which is important for the
genome transcription/replication, and in addition, it has been identified as an interferon antagonist
(Blondel et al., 2002; Brzozka et al., 2005; Vidy et al., 2005; Rieder et al., 2011). The reduced
expression of P protein can decrease the ability to prevent IFN induction (Brzozka et al., 2005;
Marschalek et al., 2009) and a def-P virus has been demonstrated apathogenic in both adult
and suckling mice, even when inoculated intracranial (Shoji et al., 2004; Morimoto et al., 2005).
Moreover, wild-type RABV P protein has been reported to assist viral replication in muscle cells by
counteracting the host IFN system, consequently, enhancing infection of peripheral nerves (Niu
et al., 2013; Yamaoka et al., 2013). Also, P protein can interact with mitochondrial complex I and
induces mitochondrial dysfunction and oxidative stress (Kammouni et al., 2015).

Gene rearrangement can alter the genotype of a virus, resulting in a predictable change in
gene expression which would be invaluable for studies of gene be invaluable for studies of
gene function and control (Wertz et al., 1998). Previous studies have successfully rearranged
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the five viral genes of vesicular stomatitis virus (VSV), a prototype
Vesiculovirus genus of the Rhabdoviridae family, and recovered
viable viruses from each of the rearranged cDNAs (Wertz et al.,
1998; Ball et al., 1999). Subsequently, they demonstrate that
neither of the RNA species in variant viruses infecting cells nor
the relative molar ratios of the proteins in mature virus particles
are changed by gene rearrangement. Gene rearrangement only
affects the relative levels of protein expression and consequently
alters the phenotypes and lethality in mice infected with
recombinant viruses (Wertz et al., 1998; Ball et al., 1999; Flanagan
et al., 2000).

Unlike VSV, which is a highly cytopathic virus and should
replicate very fast, RABV regulates viral gene expression to
produce viral components in sufficient amounts for viral spread,
but low enough to maintain host cell survival and to escape
from antiviral host cell responses (Albertini et al., 2011). In
previous work, G mRNA of RABV ERA can be increased 30%
by switching the positions of G gene with M gene (Wu and
Rupprecht, 2008). However, the high-egg-passage Flury (HEP-
Flury) strain, one of the most attenuated of rabies fixed strains
used as a vaccine for humans in Japan, could produce more
translatable P and G, less M, and equivalent L mRNA compared
to ERA which transcription mode like VSV (Morimoto et al.,
1992; Morimoto et al., 2011). And RABV P is important for the
viral pathogenicity and antiviral response (Chopy et al., 2011;
Niu et al., 2011, 2013; Rieder and Conzelmann, 2011; Fouquet
et al., 2015). Therefore, investigation of P gene rearrangement can
contribute to development of rabies vaccine.

In previous work, we have rearranged the M gene of RABV
HEP-Flury from its wild-type position 3 to 2 or 4 decreasing
its replication in BSR cells (Yang et al., 2014). Here, we first
rearranged the P gene order of HEP-Flury, translocating it
from wild-type position 2 to 1, 3 or 4 and subsequently
recovered the infectious viruses. We did this investigating the
relationship between gene transcription/expression and viral
phenotype caused by P gene rearrangement thus provided an
optional approach to rabies vaccine development. The results
showed that the viral lethality for suckling mice was in accord
with the ratio of P mRNA in one complete transcription
which decreased as its gene was moved successively away from
promoter proximal position to successive positions down the
viral genome. Importantly, these changes occurred leaving the
protection of mice intact or better, suggesting that this approach
may provide a rational method to achieve a measured and
stable degree of attenuation of this type of virus. Moreover,
since the Mononegavirales have not been observed to undergo
homologous recombination, gene rearrangement should be
irreversible (Pringle, 1982).

MATERIALS AND METHODS

Mice
Specific pathogen-free (SPF) female Kunming adult and pregnant
mice were purchased from Center for Laboratory Animal Science,
the Southern Medical University (Guangzhou, China). They were
housed under specific-pathogen-free conditions in biosafety level

containment in the Laboratory Animal Center of South China
Agricultural University. All procedures involving animals and
their care were conducted in conformity with NIH guidelines
(Care and Animals, 2011) and approved by the Animal Care and
Use Committee of the South China Agricultural University.

Viruses and Cells
Recombinant RABV rHEP-Flury and P3 with the P gene in
position 3 was previously rescued in our laboratory via reverse
genetics (Yang et al., 2014). Baby hamster kidney cells (BHK-
21) were used for virus recovery from cDNA and cultured in
Dulbecco modified essential medium (DMEM) (Gibco, China),
supplemented with 10% fetal bovine serum (FBS) (Gibco,
Australia). Mouse neuroblastoma NA cells which were used to
amplify recombinant viruses and subsequent experiments, were
grown in RPMI 1640 medium (Gibco, China) supplemented with
10% FBS.

Plasmid Construction and Recovery of
Recombinant Viruses
The plasmid pHEP-3.0 containing the full-length genomic cDNA
of HEP-Flury and four helper plasmids pH-N, pH-P, pH-G, and
pH-L were a kind gift from Dr. Kinjiro Morimoto. For detailed
information about the plasmids, please refer to Inoue et al. (2003).

Construction of a full-length cDNA clone of the P gene
rearranged genome and recovery of infectious viruses has
been described previously (Ghanem et al., 2012; Wang et al.,
2014; Yang et al., 2014; Luo et al., 2016). All the genes were
rearranged from the beginning of the transcription start site
(AACA) to the transcription end signal (the poly A signal,
AAAAAAA). To rearrange the P gene of RABV without
introducing any additional changes into the viral genome,
we used inverse PCR to amplify the linearized vector for
the P1 plasmid with the P gene in position 1 via primers
1–5′VR (5′-ACATTTTTGCTTTGCAACTGACGATGTC-3′;
the 15–20 bp homologous sequences are underlined) and
1–3′ VF (5’–AGGCAACACCACTAATAAAATGAAC–3′; the
15-20 bp homologous sequences are underlined). The
linearized vector for the P4 plasmid with the P gene
in position 4 was synthesized using primers 4–5′VR (5′-
AGTTTTTTTCATGATGGATATACACAATC-3′; the 15–20 bp
homologous sequences are underlined) and 4–3′VF (5′-
TGTATACCAAAAGAACAACTAACAACAC-3′; the 15–20 bp
homologous sequences are underlined). The primers for the
amplification of genes are list in Table 1. To avoid mutation,
a Phusion High-Fidelity DNA Polymerase (Thermo Scientific,
USA) was used following the manufacturer’s instructions. Then
an efficient homologous-recombinant-based ClonExpressTM

MultiS one step cloning method was adopted according to
manufacturer’s instructions (Vazyme Biotech, Nanjing, China).
After plasmid sequencing, the plasmids of the rearranged cDNAs
and the four helper plasmids pH-N, pH-P, pH-G, and pH-L were
used to co-transfect BHK21 cells via the SuperFect Transfection
Reagent (Qiagen, USA) according to manufacturer’s instructions.
Twelve days later, we collected the supernatants of transfected
cells and examined the existence of the rescued virus via direct
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TABLE 1 | Oligonucleotides used for construction of RABV genome cDNAsa.

Primer name Sequence (5′–3′) Use

1-P-F GCAAAGCAAAAATGTAACACTCCTCCTTTCGAACC Construction for P1 plasmid

1-P-R ATTGTAGGGGTGTTAGTTTTTTTCATATCGACTCC

1-N-F TAACACCCCTACAATGGATGCCGAC

1-N-R TTAGTGGTGTTGCCTGTTTTTTTCATGATGGATATAC

4-M-F ATCATGAAAAAAACTAACACCACTAATAAAATGAAC Construction for P4 plasmid

4-M-R TGAGGGATGTTGCCTGTTTTTTTCACATCCAAGAGGC

4-G-F AGGCAACATCCCTCAAAAGACTTAAGG

4-G-R GGAGGAGTGTTAATAGTTTTTTTCTCGACTGAAATG

4-P-F TATTAACACTCCTCCTTTCGAACCATCC

4-P-R GTTCTTTTGGTATACAGTTTTTTTCATATCGACTCCATG

a15–20 bp homologous sequences are underlined.

immunofluorescence assay (IFA). Subsequently, the viruses
rescued successfully were passaged in NA cells.

Following eight passages in NA cell culture, the gene
order of the recovered viruses was determined via reverse
transcription (RT)-PCR using three pairs of primers: DF (5′-
CTTAACAACAAAACCAAAGAAGAAGCA-3′) and PR (5′-CAT
CTCAAGATCGGCCAGACCG-3′); DF and NR (5′-TGAAGTT
CGGTATAGTACTCC-3′); and DF and MR (5′-GTCCTCA
TCCCTACAGTTTTTC-3′). Subsequently, the PCR fragments
were sequenced directly.

Lethality in Suckling Mice
The lethality of individual virus was measured in suckling
Kunming mice aged 1-day to 3-days, obtained from the
Southern Medical University of China. Groups of twelve mice
were intracranial (IC) inoculated either with 20ul diluent
RPMI 1640 or with serial 10-fold dilutions of individual
virus, and then observed daily. The titers of viruses were
diluted to 105.5FFU/ml before serial dilutions and any mouse
dying within 4 days post-inoculation was ignored. The LD50
for each virus was calculated via the method of Reed and
Muench.

Protection of Mice
Groups of 10 mice aged 6-weeks to 8-weeks were immunized
once intramuscularly (IM) with different doses of either rHEP-
Flury or one of the variant RABVs. To determine antibody levels,
blood samples were collected 21 days post immunization. Serum
samples were pooled and heated to 57◦C for 30 min to inactivate
complement. Mice were then challenged IC with 50 LD50 of
Challenge Virus Standard (CVS-24) and observed daily for a
28 day period. Survivor numbers were recorded and any mouse
dying within 4 days post-challenge was ignored.

Monitoring Antibody Levels in Mice
Groups of five mice aged 6-weeks to 8-weeks old were inoculated
IM with 105 FFU individual viruses. Subsequent to virus
inoculation, blood was collected at weekly intervals. Serum
samples were pooled and heated to 57◦C for 30 min to inactivate
complement. The serum antibody titers were monitored using
a Serelisa R© Rabies Ab Mono Indirect kit (Synbiotics, France)

following manufacturer’s introductions. For calculated titer
>0.6EU/ml, the animal is considered as protected.

One-Step and Multi-Step Growth
Analyses of Viruses in NA Cells
NA cell monolayers were infected with rHep-Flury and variant
viruses at a multiplicity of infection (MOI) of 0.01 for multi-step
growth curves and a MOI of 3 for one-step growth curves. After
1h of adsorption at 37◦C, the inoculum was removed, cells were
washed with phosphate buffered saline (PBS) Thermo scientific,
China) twice, and 5 ml of fresh PRMI medium containing 5%
FBS was added and incubated at 34◦C. Samples were harvested
at indicated intervals over a 120 h period, and viral titers
were quantified via direct fluorescent antibody test (FAT) as
described previously described on NA monolayers (Zhao et al.,
2009).

Viral Spread in NA Cells
NA cell monolayers were infected with rHep-Flury and variant
viruses at a MOI of 0.005, then incubated for a 72h period
at 34◦C, and stained every 12 h with FITC Anti-Rabies
Monoclonal Globulin (Fujirebio, Malvern, PA, USA), before they
were examined under a fluorescence microscope(Wirblich and
Schnell, 2011).

Cell Apoptosis by Flow Cytometry
Cell apoptosis was quantified by using an Annexin V-FITC
apoptosis kit (BestBio, China) according to the manufacturer’s
instructions. NA cells were seeded into 6-well plates and
incubated at 37◦C overnight. Then cells were treated with RABV
rHEP-Flury and P gene rearranged viruses at a MOI of 3. Twenty-
four hours later, cells were collected and incubated with 5 µl
Annexin V-FITC and 10 µl PI for 15 min. Finally, 500 µl
of binding buffer was added to each tube and analyzed by a
Beckman FC 500 flow cytometry(Beckman Coulter, Fullerton,
CA, USA), followed by data analysis with the corresponding CXP
Software.

RNA Isolation and qRT-PCR
A MOI of 3 was chosen to make sure every cell was infected.
Monolayer of NA cells grown in six-well plates were infected
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with rHep-Flury and variant viruses, respectively, and incubated
at 34◦ C for 12 h. Cells were then washed once with PBS, and
RNA was isolated using HiPure Universal RNA Kits (Magen,
Guangzhou, China) following the manufacturer’s instructions at
the indicated intervals. For the viral structural gene expression,
cDNAs were synthesized with oligo/ (dT23) primer using the
HiScript R© II 1st Strand cDNA Synthesis Kit (Vazyme Biotech,
Nanjing, China). For the quantification of leader RNA, cDNA was
synthesized with a tagged primer with attached 18-nucleotide (nt)
tag that was unrelated to RABV as previous described (Yang et al.,
2015a). For the quantification of genomic RNA (vRNA), cDNA
was synthesized with N-QF. Table 2 provides primer sequence
details. The real-time SYBR Green PCR assay was carried out
in a CFX384 Real-time System (Bio-Rad, USA) using Universal
SYBR Green Master (Vazyme Biotech, Nanjing, China) according
to the manufacturer’s instructions. Numbers of RNAs copies of a
particular gene were normalized in relation to the housekeeping
gene beta actin (β-actin).

Analysis of Viral Protein Synthesis by
Western Blotting
Monolayer of NA cells cultured in six-well plates were infected
with rHep-Flury and variant viruses at a MOI of 3 and incubated
at 34◦C for RNAs analysis. At 12 post-infection, cells were
washed in PBS once and lysed with RIPA buffer (containing
1× protease inhibitor cocktail) (Beyotime Biotech, China) on
ice for 30 min. The suspension was then transferred to a
microcentrifuge tube and spun for 20 min at 15,000 × g to
remove all cell debris, before the suspension was quantified
using a Pierce BCA Protein Assay Kit (Thermo scientific,
USA). Proteins were separated by SDS-10% polyacrylamide gel
electrophoresis (SDS-10% PAGE) and then transferred onto a
polyvinylidene difluoride (PVDF) membrane (Millipore, USA).
Blots were blocked in 5% dry milk powder in PBS for 1h.
After blocking, blots were washed twice with a 0.1% PBS-
Tween 20 solution and incubated overnight at 4◦C with
monoclonal mouse anti-RV N (Tongdian Biotech, Hangzhou,

China) (diluted 1:1000), P (prepared in our lab) (diluted 1:500),
M (prepared in our lab) (diluted 1:100) or G (prepared in our
lab) (diluted 1:500), respectively. The β-actin (1:1000, Beyotime
Biotech, China) was as the reference protein. Subsequently,
blots were then washed four times with 0.1% PBS-Tween 20.
Secondary goat anti-mouse horseradish peroxidase-conjugated
antibodies (Bioworld Technology, USA) (diluted 1:50,000) were
added, and blots were incubated for 2 h at 37◦C. Blots
were washed four times with 0.1% PBS-Tween 20 and once
with PBS. Chemiluminescence analysis using BeyoECL plus
(Beyotime Biotech, China) was performed as instructed by the
vendor.

Statistical Analysis
All results were expressed as the mean ± standard deviation
(SD) and all statistical analyses were performed with one-way
or two-way analysis of variance (ANOVA). Asterisks denote
statistical differences (∗P < 0.05; ∗∗P < 0.01; ∗∗∗P < 0.001;
∗∗∗∗P < 0.0001) between different groups. A P-value of less
than 0.05 was considered statistically significant. The statistical
significance of survival rates was determined by the log-rank test
and Kaplan–Meier survival analysis.

RESULTS

Recovery of Rearranged Viruses
We rearranged the P gene of HEP-Flury by manipulating an
infectious cDNA clone to translocate it from its normal position
2 to 1, 3, or 4 in gene order and rescued them successfully
(Figure 1A). All other aspects of the viral nucleotide sequences
remained unaltered.

The gene orders for each of the recovered viruses were
verified after eight passages by RT-PCR carried out using
three pairs of primers. The observed sizes of the amplified
products were exactly as predicted (Figure 1B) and further direct
sequencing demonstrated that they were specific bands. These

TABLE 2 | Oligonucleotides used for quantification of RABV structural gene and leader RNA.

Primer name Sequence (5′–3′) Use

N-QF TAGGCTTGAGTGGGAAGTC qRT-PCR/cDNA synthesis

N-QR CAGCAATAACCGTGGCAT qRT-PCR

P-QF ATCGCTCATCAGATTGCT qRT-PCR

P-QR GCCTCTTTAACTATGTCATCAA qRT-PCR

M-QF GAACATACGGGCTTAACTCC qRT-PCR

M-QR AAGAGGCTCAAAATGTAACGG qRT-PCR

G-QF TCTACAGTTTTCAAAGACGG qRT-PCR

G-QR TCAATACATACTTCCCCCAT qRT-PCR

L-QF TGTTGATGTCTGATTTCGC qRT-PCR

L-QR GGAACGCTCTTGACAGAT qRT-PCR

β-ACTIN-QF CGTAAAGACCTCTATGCCAAC qRT-PCR

β-ACTIN-QR GATCTTGATCTTCATGGTGCT qRT-PCR

LRNA-QF CCAGATGCTTGGCGTCCT qRT-PCR

LRNA-QR ACGCTTAACAACAAAACC qRT-PCR

LRNA RT CCAGATGCTTGGCGTCCTCTTTGCAACTGACGATGT cDNA synthesis
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FIGURE 1 | Determination of gene order in recovered viral genomes. (A) Schematic representations of the gene order of rHep-Flury and the rearranged
variant viruses. (B) Genomic RNA was isolated from recovered viruses and analyzed by reverse transcription and PCR with different primer pair. Fragments were
analyzed by electrophoresis on a 1% agarose gel in the presence of ethidium bromide. Lane M = marker DNA fragments with sizes as indicated. Lanes 1, 4, 7, 10,
and 13: PCR products with primers D–F and P–R; Lanes 2, 5, 8, 11, and 14: PCR products with primers D–F and N–R; Lanes 3, 6, 9, 12, and 15: PCR products
with primers D–F and M–R.

data indicated that gene orders of the recovered viruses were as
originally constructed and remained so after eight passages in cell
culture.

Lethality in Suckling Mice
Pathogenicity of recombinant RABVs were assessed in suckling
mice as HEP-Flury was fatal for suckling mice but not for the
adult mice following IC inoculation (Takayama-Ito et al., 2006).
Suckling mice aged 1-day to 3-days served as a sensitive model
to compare the relative lethality of rHEP-Flury and its mutants.
By IC inoculation, the LD50 dose of P4 was significant higher
than others. Moreover, the LD50 dose of rHEP-Flury increased
by 1.7-fold, P3 increased by 2.3-fold, and P4 increased by 4.6-fold
compared to P1 (Figure 2A). This declared that the LD50 dose
was going to be higher as the P gene was moved successively away
from promoter proximal position to successive positions down
the viral genome.

The time to onset of death at doses of 104.5 FFU/ml to 102.5

FFU/ml per mouse are shown in Figure 2B. The rHEP-Flury-
infected mice first appeared death at day 5 post-inoculation.
Recombinant P3 elicited reproducibly pathogenesis as fast as
rHEP-Flury-infected animals, whereas the onset of death from
infection with P1 and P4 occurred later as the rule was more
clearly with decreasing dose.

Ability of Rearranged Viruses to Protect
Against Wild-Type Challenge
To test whether the P gene translocation affected the ability to
elicit a protective immune response, mice were immunized by
IM inoculation with 105 or 104FFU of either rHEP-Flury or the
variant viruses. The surviving animals were challenged 21 days
later by IC inoculation with 50LD50 of CVS-24. The protections
of all viruses were significantly higher than control groups and
there was no significant difference between them (Figure 3A). We
guessed that the P gene rearranged viruses all contained the wild
type complement of genes which could induce a protective host
response (Wertz et al., 1998).

At a dose of 105FFU, P gene rearranged viruses showed
the same protections as rHEP-Flury (Figure 3A). Consistent
with this, there was no significant difference in the serum
antibody titer between variant viruses and rHEP-Flury in the
immunized animals prior to challenge on day 21 (Figure 3B).
At a dose of 104FFU, the antibody titers of viruses were
consistent with the tendency of vital titer at a MOI of 0.01.
This suggested that the antibody production was affected
by the viral replication. Moreover, the survival rates of P1
and P4 were 100% little better than P3 (77.78%) or rHEP-
Flury (87.5%), though their antibody titers were reverse at
the dose of 104FFU (Figures 3A,B). These data revealed
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FIGURE 2 | Lethality of rHEP-Flury or rearranged viruses for suckling mice. (A) The LD50 was calculated from mortality among groups of 12 mice inoculated
IC with five serial, 10-fold dilutions of virus. The LD50 was analyzed for statistical significance by one-way ANOVA. Asterisks denote statistical differences (∗P < 0.05;
∗∗P < 0.01; ∗∗∗P < 0.001; ∗∗∗∗P < 0.0001) between different groups. (B) Onset of death after intracerebral inoculation of three serials.

FIGURE 3 | Comparison of antibody production and ability to protect against lethal challenge. (A) Survivorship of mice after immunized with rHEP-Flury,
P1, P3, P4, or medium by IM route. The survival rates were analyzed for statistical significance by Kaplan–Meier plots (n = 10 in each groups; by log-rank test).
(B) The presence of anti-RABV antibody in serum at 21 days post-inoculation prior to challenge. The serum antibody titer of P1, P3, or P4 was compared to
rHEP-Flury using ordinary one-way ANOVA. Asterisks denote statistical differences (∗P < 0.05; ∗∗P < 0.01; ∗∗∗P < 0.001; ∗∗∗∗P < 0.0001) between different
groups. (C) Antibody kinetics of viruses with P gene translocations. Groups of five mice were inoculated with 105 FFU of each virus via IM injection. Serum samples
were pooled and heated to 57◦C for 30 min to inactivate complement. The serum antibody titers were monitored using a Serelisa R© Rabies Ab Mono Indirect kit.
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that P gene rearranged viruses elicited a protective response
that remained undiminished compared to that of the parent
virus.

Duration of Antibody Levels in Mice
Duration of antibody levels is essential for rabies vaccine when
a single immunization is conducted. The antibody levels of the
serum revealed similar antibody kinetics for all viruses. They
reached a maximum at week 4 and then decreased and remained
a level more than 0.6EU/ml during 10 weeks post-infection
(Figure 3C). However, P gene rearranged RABVs showed higher
antibody levels than rHEP-Flury 5 weeks post immunization. We
speculated that the antibody titers fell evidently at week 5 as the
viruses clearance by antibody occurred mainly during this time.
And the antibody titer 5 weeks post immunization revealed the
final balance between viral replication and antibody development
in vivo.

Effects of P Gene Rearrangement on
Viral Replication and Spread
Slower replication and faster spread could enhance the RABV
pathogenicity (Faber et al., 2005; Davis et al., 2015). We
investigated viral replication and spread caused by P gene
rearrangement in NA cells to further illustrate changes of lethality
and immune response. Analysis of progeny virus production
in cell culture revealed a decreasing ability to replicate at a
MOI of 0.01 due to P gene translocation from its wild-type
position 2 to 3 or 4 as predicted (Figure 4A). P1, which N
gene was in position 2, had the worst ability to replicate and
its maximum titer was significant lower than rHEP-Flury. At
a MOI of 3, the P gene position affected the speed of growth
at early stage. There was no significant difference in maximum
titers between them (Figure 4B). However, the maximum titer
of rHEP-Flury at a MOI of 0.01 was higher than that at a MOI
of 3. Viral spread in NA cells also varied as grew at a MOI of
0.01(Figure 4C).

Cell Apoptosis
Rabies virus HEP-Flury could induce NA cell apoptosis though
RABV dose not induce a typical CPE in NA cells. Cell apoptosis
is a particular factor attenuating the pathogenic potential of
RABV (Préhaud et al., 2003; Thoulouze et al., 2003; Kassis et al.,
2004). Previous work has shown that, at a MOI of 0.01, rHEP-
Flury does not cause toxicity in NA cells, and only induced
2.9% NA cell apoptosis at 48 h post-infection (Yang et al.,
2015b; Peng et al., 2016). In this study, at a MOI of 3, the
percentage of early stage apoptotic cells as well as late stage
apoptotic or even necrotic cells was about 11.8%. And P4 induced
similar NA cell apoptosis as rHEP-Flury. They were significant
more than that induced by P1 or P3 (Figure 5). We found
that when G gene was in the same position, NA cell apoptosis
was positive to the viral replication. The P4 induced more cell
apoptosis as the G gene was moved one position closer to the
promoter. This indicated that both the viral replication and G
gene position were related to cell apoptosis induced by HEP-
Flury.

Effects of P Gene Rearrangement on
Expression of RNAs and Proteins
Rabies virus is a neurotropic virus (Ugolini, 2011). We analyzed
the synthesis of viral RNAs and proteins in infected NA cells to
ascertain how P gene translocation affected viral gene expression,
thus influencing the phenotype of RABV. Twelve hours post-
infection, we stained the NA cells with FITC Anti-Rabies
Monoclonal Globulin to confirm the infection of every cell.

RNA and protein profiles of cells infected with the rHEP-
Flury and variant viruses showed that both the RNAs and
protein levels of rHep-flury were the most at 12 h post-infection
(Figure 6). That was rHep-flury with the wild-type gene order
was always the most fit for growth and gene expression first had
to meet the requirement of sufficient virus replication (Finke
and Conzelmann, 2005). P mRNA substantially decreased as
its gene was moved successively away from the promoter in
viruses P1, P3, and P4. The transcription levels of N, M, G
and L mRNA were reduced as the vRNA reduced presumably
as a secondary effect because of the decrease in replication
(Figure 6A). Correlation analysis revealed they had significant
correlation (correlation coefficients >0.9, P < 0.001). RABV only
encoded five subgenomic mRNAs that were translated to yield
five proteins, all of which were components of the mature virion
(Okumura and Harty, 2011b). And at this time, the viruses did
not budding from the cells (Figure 4A), so they had tightly
relationship. However, at 24 and 48 h post-infection, when the
viruses budding from the cells which we could found in one-
step curve, vRNA levels were on behalf of the balance between
synthesis and budding while the level of N, P, M, G, and L mRNA
only showed the synthesis, so there was no significant correlation
between them (Supplementary Figure S1).

Then we analyzed the gene ratio in one complete transcription
for each virus, i.e., the ratios of viral structural RNAs were
calculated relative to all structural genes plus leader RNA: leader
RNA+N mRNA+ P mRNA+ M mRNA+ G mRNA+ L mRNA
in every virus. The data showed that the ratio of P mRNA
decreased as its gene was moved successively away from the
promoter in viruses P1, rHEP-Flury (P2), P3, and P4 (Figure 6B).
Consistent with this decrease, a decrease in the ratio of N mRNA
was also observed with virus P1 in which the N gene was moved
one position farther to the promoter; an increase in the ratio
of M mRNA was observed with virus P3 or P4 in which the M
gene was moved closer to the promoter; an increase in the ratio
of G mRNA was observed with virus P4 in which the G gene
was moved closer to the promoter (Figure 6B). These were as
predicted by the model of progressive transcriptional attenuation
though previous work has shown that N mRNA and P mRNA
of HEP-Flury were qualitatively similar in infected BHK cells
(Morimoto et al., 2011). We speculated that gene transcription
was also associated with the gene. Moreover, the ratios of leader
RNA and L mRNA increased as P gene translocated though their
positions in gene order without change. This was an interesting
and important observation.

The amounts of viral proteins were qualitatively similar with
their mRNAs as the translation efficiency was mainly regulated
by the level of transcription (Figure 6C). However, the N and
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FIGURE 4 | Growth kinetics and spread of RABV strains in NA cells. (A) Multi-step and one-step growth curves of the rHEP-Flury and recombinant strains
were shown. NA cells were infected at a MOI of 3 (one-step) or 0.01 (multi-step) and incubated at 34◦C for 120 h. Titers of virus harvested at the indicated intervals
were assayed in triplicate, and the results were averaged. (B) The maximal titers of RABV strains in NA cells at a MOI of 0.01 or 3. The maximal titers were analyzed
for statistical significance by two-way ANOVA. Asterisks denote statistical differences (∗P < 0.05; ∗∗P < 0.01; ∗∗∗P < 0.001; ∗∗∗∗P < 0.0001). (C) Viral spread in NA
cells. NA cells were infected with every virus at a MOI of 0.005 for 72 h at 34◦C, stained with FITC-conjugated monoclonal antibodies against RABV nucleoprotein,
and examined under a fluorescence microscope. For each virus, three representative images taken from different areas of the same well and one of them were
shown.

M translation efficiency of P1 were lower than others. There
might be some other factors inhibiting the translation when the
N gene was translocated from position 1 to position 2, following
the P gene translocation. Moreover, G protein levels in NA cells
infected by P gene rearranged viruses were more abundant than
that infected by rHEP-Flury (Supplementary Figure S1). This
might induced more effective virus neutralizing antibody (VNA),
thus increased the protection of mice.

DISCUSSION

The results presented above revealed that the RABV P gene can
be rearranged from its wild type position 2 to 1, 3, and 4 in
the genome, leading to successful recovery of infectious viruses.
Subsequently, the data showed that gene orders of the recovered

viruses correspond to the cDNA clones from which they were
recovered. There was no evidence of reappearance of the wild-
type genetic order among the variants. As a consequence, it
further proved that gene rearrangement should be viable and
irreversible (Pringle, 1982). However, the in vivo- and in vitro-
characteristics of rearranged RABVs were different though they
could be rescued successfully.

P protein of RABV could interrupt the IFN transcription,
consequently increased viral pathogenicity (Kuang et al., 2009;
Niu et al., 2013). As our results shown, the viral lethality for
suckling mice was in accord with the ratio of P mRNA in one
complete transcription which decreased as its gene was moved
successively away from promoter proximal position to successive
positions down the viral genome, though the absolute value of
P mRNA or protein was not consistent with this. Meanwhile,
we found that the RABV P4 which G mRNA ratio increased, its
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FIGURE 5 | Cell apoptosis induced by rHEP-Flury and rearranged viruses. NA cells were infected with rHEP-Flury and rearranged viruses at a MOI of 3. Cell
apoptosis was quantified by using Annexin V-FITC apoptosis kit. Cells in early apoptosis and dead cells were represented as the percentage of ANXA5-FITC and
Ptdlns cells of total cells. Mean ± SD of three independent experiments. One-way ANOVA: ∗∗∗P < 0.001; ∗∗∗∗P < 0.0001.

FIGURE 6 | Gene expression in NA cells. NA cells were infected with rHEP-Flury, P1, P3 or P4 at a MOI of 3 for 12 h at 34◦C. (A) qRT-PCR analyses of RNAs
level. The relative amount of individual viral RNAs was normalized in relation to the housekeeping gene β-actin. Data are mean ± SD, n = 3. (B) Ratios of leader
RNA, N mRNA, P mRNA, M mRNA, G mRNA, or L mRNA in one complete transcription. Individual RNA ratio were calculated relative to all structural genes plus
leader RNA: leader RNA+N+P+M+G+L. Data are mean ± SD, n = 3. (C) Viral structural protein were quantified by Western blotting with monoclonal antibody
against RABV N, P, M, G, and a monoclonal antibody against actin. Densitometry of the western blotting was analyzed with the Image-Pro Plus 6.0 software.

pathogenicity was significant weaker than others. As HEP-Flury
G protein could induce cell apoptosis which was contribute to
attenuate the pathogenicity of RABV (Yang et al., 2015b; Peng
et al., 2016). We speculated that the pathogenicity of RABV was
correlated with the ratio of viral gene. Moreover, fast spread was
conceived to viral escaping from antiviral host cell response, thus
enhancing the RABV pathogenicity (Faber et al., 2005; Takayama-
Ito et al., 2006). Here spread speed mainly affected the onset time

of death in suckling mice. We suggested that the viruses have
kept away from the majority of the host immune response when
inoculated to suckling mice by IC.

Serum antibody levels at 21 days post-inoculation induced by
P gene rearranged viruses were lower than rHEP-Flury as their
replication efficiency reduced. However, the protections of P1
and P4 were little better than rHEP-Flury and P3 while their
antibody titers were reverse. Duration of antibody levels in mice
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showed that P gene rearranged RABVs had higher antibody levels
than rHEP-Flury 5 weeks post-immunization which might be the
effective antibody used to remove the RABV CVS-24. Meanwhile,
we found that the antibody levels were consistent with the G
protein levels in infected NA cells which could induce VNA
(Faber et al., 2002; Li et al., 2006). Moreover, the leader RNA ratio
of P gene rearranged viruses increased which was contribute to
activate dendritic cells (Kammouni et al., 2015), thus enhancing
the protection of mice.

To further illustrate impacts on replication, spread and cell
apoptosis by P gene rearrangement, we evaluated them in NA
cells. Firstly, we found that vRNA replication varied as their N
mRNA levels, though P protein was a noncatalytic cofactor for
the polymerase L and conferring the specificity of genomic RNA
encapsidation by N (Emerson and Yu, 1975; Liu et al., 2004).
This declared N protein played the most important role in viral
replication (Albertini et al., 2011; Choi et al., 2015). Though N
genes of rHEP-Flury, P3 and P4 were all in position 1, the N gene
expression decreased as the P gene was translocated from position
2 to 3 or 4. We suggested optimal N: P: L ratio also had to achieve
optimal RNA replication in RABV which has been demonstrated
in VSV (Pattnaik and Wertz, 1990). And the P gene rearranged
viruses regulated the N gene expression in order to reach the
optimal N: P: L to facilitate the viral replication. This might be
caused by regulating the binding between N protein and nascent
leader RNA (Albertini et al., 2011). The structural M protein of
RABV which was an essential factor for virus budding was not
only a regulatory protein adjusting the balance of RNP replication
and mRNA synthesis but also regulating the viral replication start.
(Finke and Conzelmann, 2003; Finke et al., 2003; Davis et al.,
2015). Consistent with this work, we found that the replication
of rHEP-Flury and P3 were faster than P1 or P4 as their M
protein levels were also higher at 12 h post-infection. As for P1,
the reduction in viral replication was not only due to the vRNA
synthesis but also the inhibition of virion release.

G protein was a key element for viral spread in CNS and a
G gene deletion-mutant RABV cannot spread beyond initially
infected cells (Takayama-Ito et al., 2006; Wickersham et al., 2007;
Beier et al., 2013). But as for HEP-Flury, G protein could induce
the apoptosis of NA cells (Liu et al., 2014; Yang et al., 2015b),
consequently limiting the viral spread in CNS (Lay et al., 2003;
Sarmento et al., 2005, 2006). Here the results indicated that the
viral replication mainly affected efficiency of cell-to-cell spread
but not apoptosis-inducing ability.

Analysis of viral RNAs and proteins showed that the ratio of
N, P, M, or G mRNA in one transcription was tightly related with
gene position though their absolute values were mainly affected
by viral replication. We speculated that gene position mainly
regulated the gene ratio in one transcription. Moreover, we found
that the ratios of leader RNA and L mRNA increased when P
gene was translocated. Leader RNA can bind La protein which
may inhibit cellular RNA synthesis (Kurilla et al., 1984), thus
inhibited the viral replication. And L protein of an attenuated
vaccine strain SAD B19 can bind to a dynein light chain 1 (DLC1)
acted as a transcription enhancer (Bauer et al., 2015). Both of
them decreased the viral replication and stimulated the viral
transcription.

In summary, these results revealed that P gene rearrangement
of RABV was viable. Viral replication was affected by the
absolute value of N protein which was regulated by P protein.
Viral lethality in suckling mice was consistent with the ratio
of P mRNA in one complete transcription. The protection
of mice induced by viruses was related to the antibody titer
5 weeks post-inoculation which might be regulated by G
protein. However, the ability to induce cell apoptosis and
viral spread were not only related to the viral replication
but also to the ratio of related gene which was consistent
with the gene position. Subsequently, based on these, we
could construct the optimizing RABV as a vaccine candidate
and RABV was found lack the mechanism for homologous
recombination, this should be an irreversible and stably
approach.
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FIGURE S1 | Gene expression in NA cells. NA cells were infected with
rHEP-Flury, P1, P3 or P4 at a MOI of 3 for 24 h (A) and 48 h (B) at 34◦C. Then
RNAs level and viral structural protein were analyzed by qRT-PCR and western
blotting respectively. The relative amount of individual viral RNAs was normalized
in relation to the housekeeping gene β-actin. Individual RNA ratio were calculated
relative to all structural genes plus leader RNA: leader RNA+N+P+M+G+L. Viral
structural protein were quantified by Western blotting with monoclonal antibody
against RABV N, P, M, G and a monoclonal antibody against actin. Densitometry
of the western blotting was analyzed with the Image-Pro Plus 6.0 software. Data
are mean ± SD. n = 3.

Frontiers in Microbiology | www.frontiersin.org 10 February 2017 | Volume 8 | Article 120

http://journal.frontiersin.org/article/10.3389/fmicb.2017.00120/full#supplementary-material
http://journal.frontiersin.org/article/10.3389/fmicb.2017.00120/full#supplementary-material
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive


fmicb-08-00120 February 1, 2017 Time: 15:2 # 11

Mei et al. P Gene Rearrangement in RABV HEP-Flury

REFERENCES
Albertini, A. A., Ruigrok, R. W., and Blondel, D. (2011). Rabies virus transcription

and replication. Adv. Virus Res. 79, 1–22. doi: 10.1016/B978-0-12-387040-7.
00001-9

Ball, L. A., Pringle, C. R., Flanagan, B., Perepelitsa, V. P., and Wertz, G. W. (1999).
Phenotypic consequences of rearranging the P, M, and G genes of vesicular
stomatitis virus. J. Virol. 73, 4705–4712.

Bauer, A., Nolden, T., Nemitz, S., Perlson, E., and Finke, S. (2015). A dynein
light chain 1 binding motif in rabies virus polymerase l protein plays a role
in microtubule reorganization and viral primary transcription. J. Virol. 89,
9591–9600. doi: 10.1128/JVI.01298-15

Beier, K. T., Saunders, A. B., Oldenburg, I. A., Sabatini, B. L., and Cepko, C. L.
(2013). Vesicular stomatitis virus with the rabies virus glycoprotein directs
retrograde transsynaptic transport among neurons in vivo. Front. Neural
Circuits 7:11. doi: 10.3389/fncir.2013.00011

Blondel, D., Regad, T., Poisson, N., Pavie, B., Harper, F., Pandolfi, P. P., et al. (2002).
Rabies virus P and small P products interact directly with PML and reorganize
PML nuclear bodies. Oncogene 21, 7957–7970. doi: 10.1038/sj.onc.1205931

Brzozka, K., Finke, S., and Conzelmann, K. K. (2005). Identification of the
rabies virus alpha/beta interferon antagonist: phosphoprotein P interferes with
phosphorylation of interferon regulatory factor 3. J. Virol. 79, 7673–7681. doi:
10.1128/JVI.79.12.7673-7681.2005

Care, N. R. C. U., and Animals, A. U. O. L. (2011). Guide for the Care and Use of
Laboratory Animals. Washington, DC: National Academies Press.

Choi, J., Yang, D. K., Kim, H. H., Jo, H. Y., Choi, S. S., Kim, J. T., et al.
(2015). Application of recombinant adenoviruses expressing glycoprotein or
nucleoprotein of rabies virus to Korean raccoon dogs. Clin. Exp. Vaccine Res.
4, 189–194. doi: 10.7774/cevr.2015.4.2.189

Chopy, D., Detje, C. N., Lafage, M., Kalinke, U., and Lafon, M. (2011). The type
I interferon response bridles rabies virus infection and reduces pathogenicity.
J. Neurovirol. 17, 353–367. doi: 10.1007/s13365-011-0041-6

Davis, B. M., Rall, G. F., and Schnell, M. J. (2015). Everything you always wanted to
know about rabies virus (but were afraid to ask). Annu. Rev. Virol. 2, 451–471.
doi: 10.1146/annurev-virology-100114-055157

Emerson, S. U., and Yu, Y. (1975). Both NS and L proteins are required for in vitro
RNA synthesis by vesicular stomatitis virus. J. Virol. 15, 1348–1356.

Faber, M., Faber, M. L., Papaneri, A., Bette, M., Weihe, E., Dietzschold, B., et al.
(2005). A single amino acid change in rabies virus glycoprotein increases virus
spread and enhances virus pathogenicity. J. Virol. 79, 14141–14148. doi: 10.
1128/JVI.79.22.14141-14148.2005

Faber, M., Pulmanausahakul, R., Hodawadekar, S. S., Spitsin, S., McGettigan, J. P.,
Schnell, M. J., et al. (2002). Overexpression of the rabies virus glycoprotein
results in enhancement of apoptosis and antiviral immune response. J. Virol.
76, 3374–3381. doi: 10.1128/JVI.76.7.3374-3381.2002

Finke, S., and Conzelmann, K. K. (2003). Dissociation of rabies virus matrix protein
functions in regulation of viral RNA synthesis and virus assembly. J. Virol. 77,
12074–12082. doi: 10.1128/JVI.77.22.12074-12082.2003

Finke, S., and Conzelmann, K. K. (2005). Replication strategies of rabies virus.Virus
Res. 111, 120–131. doi: 10.1016/j.virusres.2005.04.004

Finke, S., Mueller-Waldeck, R., and Conzelmann, K. K. (2003). Rabies virus matrix
protein regulates the balance of virus transcription and replication. J. Gen. Virol.
84, 1613–1621. doi: 10.1099/vir.0.19128-0

Flanagan, E. B., Ball, L. A., and Wertz, G. W. (2000). Moving the glycoprotein
gene of vesicular stomatitis virus to promoter-proximal positions accelerates
and enhances the protective immune response. J. Virol. 74, 7895–7902. doi:
10.1128/JVI.74.17.7895-7902.2000

Fouquet, B., Nikolic, J., Larrous, F., Bourhy, H., Wirblich, C., Lagaudriere-
Gesbert, C., et al. (2015). Focal adhesion kinase is involved in rabies virus
infection through its interaction with viral phosphoprotein P. J. Virol. 89,
1640–1651. doi: 10.1128/JVI.02602-14

Ghanem, A., Kern, A., and Conzelmann, K. K. (2012). Significantly improved
rescue of rabies virus from cDNA plasmids. Eur. J. Cell Biol. 91, 10–16. doi:
10.1016/j.ejcb.2011.01.008

Inoue, K., Shoji, Y., Kurane, I., Iijima, T., Sakai, T., and Morimoto, K. (2003).
An improved method for recovering rabies virus from cloned cDNA. J. Virol.
Methods 107, 229–236. doi: 10.1016/S0166-0934(02)00249-5

Kammouni, W., Wood, H., Saleh, A., Appolinario, C. M., Fernyhough, P.,
and Jackson, A. C. (2015). Rabies virus phosphoprotein interacts with
mitochondrial Complex I and induces mitochondrial dysfunction and oxidative
stress. J. Neurovirol. 21, 370–382. doi: 10.1007/s13365-015-0320-8

Kassis, R., Larrous, F., Estaquier, J., and Bourhy, H. (2004). Lyssavirus matrix
protein induces apoptosis by a TRAIL-dependent mechanism involving
caspase-8 activation. J. Virol. 78, 6543–6555. doi: 10.1128/JVI.78.12.6543-6555.
2004

Kuang, Y., Lackay, S. N., Zhao, L., and Fu, Z. F. (2009). Role of chemokines in
the enhancement of BBB permeability and inflammatory infiltration after rabies
virus infection. Virus Res. 144, 18–26. doi: 10.1016/j.virusres.2009.03.014

Kurilla, M. G., Cabradilla, C. D., Holloway, B. P., and Keene, J. D. (1984).
Nucleotide sequence and host La protein interactions of rabies virus leader
RNA. J. Virol. 50, 773–778.

Lay, S., Préhaud, C., Dietzschold, B., and Lafon, M. (2003). Glycoprotein of
nonpathogenic rabies viruses is a major inducer of apoptosis in human jurkat T
cells. Ann. N. Y. Acad. Sci. 1010, 577–581. doi: 10.1196/annals.1299.108

Li, J., Faber, M., Papaneri, A., Faber, M. L., McGettigan, J. P., Schnell, M. J.,
et al. (2006). A single immunization with a recombinant canine adenovirus
expressing the rabies virus G protein confers protective immunity against rabies
in mice. Virology 356, 147–154. doi: 10.1016/j.virol.2006.07.037

Liu, P., Yang, J., Wu, X., and Fu, Z. F. (2004). Interactions amongst rabies
virus nucleoprotein, phosphoprotein and genomic RNA in virus-infected and
transfected cells. J. Gen. Virol. 85, 3725–3734. doi: 10.1099/vir.0.80325-0

Liu, X., Yang, Y., Sun, Z., Chen, J., Ai, J., Dun, C., et al. (2014). A recombinant
rabies virus encoding two copies of the glycoprotein gene confers protection
in dogs against a virulent challenge. PLoS ONE 9:e87105. doi: 10.1371/journal.
pone.0087105

Luo, J., Zhao, J., Tian, Q., Mo, W., Wang, Y., Chen, H., et al. (2016). A recombinant
rabies virus carrying GFP between N and P affects viral transcription in vitro.
Virus Genes 52, 379–387. doi: 10.1007/s11262-016-1313-2

Marschalek, A., Finke, S., Schwemmle, M., Mayer, D., Heimrich, B., Stitz, L., et al.
(2009). Attenuation of rabies virus replication and virulence by picornavirus
internal ribosome entry site elements. J. Virol. 83, 1911–1919. doi: 10.1128/JVI.
02055-08

Morimoto, K., Kawai, A., and Mifune, K. (1992). Comparison of rabies virus
G proteins produced by cDNA-transfected animal cells that display either
inducible or constitutive expression of the gene. J. Gen. Virol. 73( Pt 2), 335–345.
doi: 10.1099/0022-1317-73-2-335

Morimoto, K., Kawai, A., Sato, Y., and Ohkubo, A. (2011). A unique transcription
mode of rabies virus high egg passage-Flury strain detected in infected baby
hamster kidney-21 cells. Microbiol. Immunol. 55, 558–564. doi: 10.1111/j.1348-
0421.2011.00354.x

Morimoto, K., Shoji, Y., and Inoue, S. (2005). Characterization of P gene-deficient
rabies virus: propagation, pathogenicity and antigenicity. Virus Res. 111, 61–67.
doi: 10.1016/j.virusres.2005.03.011

Niu, X., Tang, L., Tseggai, T., Guo, Y., and Fu, Z. F. (2013). Wild-type
rabies virus phosphoprotein is associated with viral sensitivity to type I
interferon treatment. Arch. Virol. 158, 2297–2305. doi: 10.1007/s00705-013-
1743-2

Niu, X., Wang, H., and Fu, Z. F. (2011). Role of chemokines in rabies pathogenesis
and protection. Adv. Virus Res. 79, 73–89. doi: 10.1016/B978-0-12-387040-7.
00005-6

Okumura, A., and Harty, R. N. (2011). Rabies virus assembly and budding. Adv.
Virus Res. 79, 23–32. doi: 10.1016/B978-0-12-387040-7.00002-0

Pattnaik, A. K., and Wertz, G. W. (1990). Replication and amplification of
defective interfering particle RNAs of vesicular stomatitis virus in cells
expressing viral proteins from vectors containing cloned cDNAs. J. Virol. 64,
2948–2957.

Peng, J., Zhu, S., Hu, L., Ye, P., Wang, Y., Tian, Q., et al. (2016). Wild-type
rabies virus induces autophagy in human and mouse neuroblastoma cell lines.
Autophagy 12, 1704–1720. doi: 10.1080/15548627.2016.1196315

Préhaud, C., Lay, S., Dietzschold, B., and Lafon, M. (2003). Glycoprotein of
nonpathogenic rabies viruses is a key determinant of human cell apoptosis. J.
Virol. 77, 10537–10547. doi: 10.1128/JVI.77.19.10537-10547.2003

Pringle, C. R. (1982). The genetics of vesiculoviruses. Arch. Virol. 72, 1–34. doi:
10.1007/BF01314447

Frontiers in Microbiology | www.frontiersin.org 11 February 2017 | Volume 8 | Article 120

https://doi.org/10.1016/B978-0-12-387040-7.00001-9
https://doi.org/10.1016/B978-0-12-387040-7.00001-9
https://doi.org/10.1128/JVI.01298-15
https://doi.org/10.3389/fncir.2013.00011
https://doi.org/10.1038/sj.onc.1205931
https://doi.org/10.1128/JVI.79.12.7673-7681.2005
https://doi.org/10.1128/JVI.79.12.7673-7681.2005
https://doi.org/10.7774/cevr.2015.4.2.189
https://doi.org/10.1007/s13365-011-0041-6
https://doi.org/10.1146/annurev-virology-100114-055157
https://doi.org/10.1128/JVI.79.22.14141-14148.2005
https://doi.org/10.1128/JVI.79.22.14141-14148.2005
https://doi.org/10.1128/JVI.76.7.3374-3381.2002
https://doi.org/10.1128/JVI.77.22.12074-12082.2003
https://doi.org/10.1016/j.virusres.2005.04.004
https://doi.org/10.1099/vir.0.19128-0
https://doi.org/10.1128/JVI.74.17.7895-7902.2000
https://doi.org/10.1128/JVI.74.17.7895-7902.2000
https://doi.org/10.1128/JVI.02602-14
https://doi.org/10.1016/j.ejcb.2011.01.008
https://doi.org/10.1016/j.ejcb.2011.01.008
https://doi.org/10.1016/S0166-0934(02)00249-5
https://doi.org/10.1007/s13365-015-0320-8
https://doi.org/10.1128/JVI.78.12.6543-6555.2004
https://doi.org/10.1128/JVI.78.12.6543-6555.2004
https://doi.org/10.1016/j.virusres.2009.03.014
https://doi.org/10.1196/annals.1299.108
https://doi.org/10.1016/j.virol.2006.07.037
https://doi.org/10.1099/vir.0.80325-0
https://doi.org/10.1371/journal.pone.0087105
https://doi.org/10.1371/journal.pone.0087105
https://doi.org/10.1007/s11262-016-1313-2
https://doi.org/10.1128/JVI.02055-08
https://doi.org/10.1128/JVI.02055-08
https://doi.org/10.1099/0022-1317-73-2-335
https://doi.org/10.1111/j.1348-0421.2011.00354.x
https://doi.org/10.1111/j.1348-0421.2011.00354.x
https://doi.org/10.1016/j.virusres.2005.03.011
https://doi.org/10.1007/s00705-013-1743-2
https://doi.org/10.1007/s00705-013-1743-2
https://doi.org/10.1016/B978-0-12-387040-7.00005-6
https://doi.org/10.1016/B978-0-12-387040-7.00005-6
https://doi.org/10.1016/B978-0-12-387040-7.00002-0
https://doi.org/10.1080/15548627.2016.1196315
https://doi.org/10.1128/JVI.77.19.10537-10547.2003
https://doi.org/10.1007/BF01314447
https://doi.org/10.1007/BF01314447
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive


fmicb-08-00120 February 1, 2017 Time: 15:2 # 12

Mei et al. P Gene Rearrangement in RABV HEP-Flury

Pringle, C. R. (1996). Virus taxonomy 1996 - a bulletin from the Xth International
Congress of Virology in Jerusalem. Arch. Virol. 141, 2251–2256. doi: 10.1007/
BF01718231

Rieder, M., Brzozka, K., Pfaller, C. K., Cox, J. H., Stitz, L., and Conzelmann,
K. K. (2011). Genetic dissection of interferon-antagonistic functions of rabies
virus phosphoprotein: inhibition of interferon regulatory factor 3 activation is
important for pathogenicity. J. Virol. 85, 842–852. doi: 10.1128/JVI.01427-10

Rieder, M., and Conzelmann, K. K. (2011). Interferon in rabies virus infection. Adv.
Virus Res. 79, 91–114. doi: 10.1016/B978-0-12-387040-7.00006-8

Sarmento, L., Li, X.-Q., Howerth, E., Jackson, A. C., and Fu, Z. F. (2005).
Glycoprotein-mediated induction of apoptosis limits the spread of attenuated
rabies viruses in the central nervous system of mice. J. Neurovirol. 11, 571–581.
doi: 10.1080/13550280500385310

Sarmento, L., Tseggai, T., Dhingra, V., and Fu, Z. F. (2006). Rabies virus-induced
apoptosis involves caspase-dependent and caspase-independent pathways.
Virus Res. 121, 144–151. doi: 10.1016/j.virusres.2006.05.002

Shoji, Y., Inoue, S., Nakamichi, K., Kurane, I., Sakai, T., and Morimoto, K. (2004).
Generation and characterization of P gene-deficient rabies virus. Virology 318,
295–305. doi: 10.1016/j.virol.2003.10.001

Takayama-Ito, M., Inoue, K., Shoji, Y., Inoue, S., Iijima, T., Sakai, T., et al. (2006).
A highly attenuated rabies virus HEP-Flury strain reverts to virulent by single
amino acid substitution to arginine at position 333 in glycoprotein. Virus Res.
119, 208–215. doi: 10.1016/j.virusres.2006.01.014

Thoulouze, M.-I., Lafage, M., Yuste, V. J., Baloul, L., Edelman, L., Kroemer, G.,
et al. (2003). High level of Bcl-2 counteracts apoptosis mediated by a live rabies
virus vaccine strain and induces long-term infection. Virology 314, 549–561.
doi: 10.1016/S0042-6822(03)00491-4

Ugolini, G. (2011). Rabies virus as a transneuronal tracer of neuronal connections.
Adv. Virus Res. 79, 165–202. doi: 10.1016/B978-0-12-387040-7.00010-X

Vidy, A., Chelbi-Alix, M., and Blondel, D. (2005). Rabies virus P protein interacts
with STAT1 and inhibits interferon signal transduction pathways. J. Virol. 79,
14411–14420. doi: 10.1128/JVI.79.22.14411-14420.2005

Wang, Y., Tian, Q., Xu, X., Yang, X., Luo, J., Mo, W., et al. (2014). Recombinant
rabies virus expressing IFNalpha1 enhanced immune responses resulting in its
attenuation and stronger immunogenicity. Virology 46, 621–630. doi: 10.1016/
j.virol.2014.09.010

Wertz, G. W., Perepelitsa, V. P., and Ball, L. A. (1998). Gene rearrangement
attenuates expression and lethality of a nonsegmented negative strand RNA
virus. Proc. Natl. Acad. Sci. U.S.A. 95, 3501–3506. doi: 10.1073/pnas.95.7.3501

Wickersham, I. R., Finke, S., Conzelmann, K. K., and Callaway, E. M. (2007).
Retrograde neuronal tracing with a deletion-mutant rabies virus. Nat. Methods
4, 47–49. doi: 10.1038/nmeth999

Wirblich, C., and Schnell, M. J. (2011). Rabies virus (RV) glycoprotein expression
levels are not critical for pathogenicity of RV. J. Virol. 85, 697–704. doi: 10.1128/
JVI.01309-10

Wu, X., and Rupprecht, C. E. (2008). Glycoprotein gene relocation in rabies virus.
Virus Res. 131, 95–99. doi: 10.1016/j.virusres.2007.07.018

Yamaoka, S., Ito, N., Ohka, S., Kaneda, S., Nakamura, H., Agari, T., et al. (2013).
Involvement of the rabies virus phosphoprotein gene in neuroinvasiveness.
J. Virol. 87, 12327–12338. doi: 10.1128/JVI.02132-13

Yang, X. F., Peng, J. J., Liang, H. R., Yang, Y. T., Wang, Y. F., Wu, X. W.,
et al. (2014). Gene order rearrangement of the M gene in the rabies virus
leads to slower replication. Virusdisease 25, 365–371. doi: 10.1007/s13337-014-
0220-1

Yang, Y., Huang, Y., Gnanadurai, C. W., Cao, S., Liu, X., Cui, M., et al. (2015a). The
inability of wild-type rabies virus to activate dendritic cells is dependent on the
glycoprotein and correlates with its low level of the de novo-synthesized leader
RNA. J. Virol. 89, 2157–2169. doi: 10.1128/JVI.02092-14

Yang, Y., Liu, W., Yan, G., Luo, Y., Zhao, J., Yang, X., et al. (2015b). iTRAQ
protein profile analysis of neuroblastoma (NA) cells infected with the rabies
viruses rHep-Flury and Hep-dG. Front. Microbiol. 6:691. doi: 10.3389/fmicb.
2015.00691

Zhao, L., Toriumi, H., Kuang, Y., Chen, H., and Fu, Z. F. (2009). The
roles of chemokines in rabies virus infection: overexpression may
not always be beneficial. J. Virol. 83, 11808–11818. doi: 10.1128/JVI.
01346-09

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.

Copyright © 2017 Mei, Long, Zhang, Zhao, Tian, Peng, Luo, Wang, Lin and Guo.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) or licensor are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

Frontiers in Microbiology | www.frontiersin.org 12 February 2017 | Volume 8 | Article 120

https://doi.org/10.1007/BF01718231
https://doi.org/10.1007/BF01718231
https://doi.org/10.1128/JVI.01427-10
https://doi.org/10.1016/B978-0-12-387040-7.00006-8
https://doi.org/10.1080/13550280500385310
https://doi.org/10.1016/j.virusres.2006.05.002
https://doi.org/10.1016/j.virol.2003.10.001
https://doi.org/10.1016/j.virusres.2006.01.014
https://doi.org/10.1016/S0042-6822(03)00491-4
https://doi.org/10.1016/B978-0-12-387040-7.00010-X
https://doi.org/10.1128/JVI.79.22.14411-14420.2005
https://doi.org/10.1016/j.virol.2014.09.010
https://doi.org/10.1016/j.virol.2014.09.010
https://doi.org/10.1073/pnas.95.7.3501
https://doi.org/10.1038/nmeth999
https://doi.org/10.1128/JVI.01309-10
https://doi.org/10.1128/JVI.01309-10
https://doi.org/10.1016/j.virusres.2007.07.018
https://doi.org/10.1128/JVI.02132-13
https://doi.org/10.1007/s13337-014-0220-1
https://doi.org/10.1007/s13337-014-0220-1
https://doi.org/10.1128/JVI.02092-14
https://doi.org/10.3389/fmicb.2015.00691
https://doi.org/10.3389/fmicb.2015.00691
https://doi.org/10.1128/JVI.01346-09
https://doi.org/10.1128/JVI.01346-09
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive

	Phenotypic Consequences In vivo and In vitro of Rearranging the P Gene of RABV HEP-Flury
	Introduction
	Materials And Methods
	Mice
	Viruses and Cells
	Plasmid Construction and Recovery of Recombinant Viruses
	Lethality in Suckling Mice
	Protection of Mice
	Monitoring Antibody Levels in Mice
	One-Step and Multi-Step Growth Analyses of Viruses in NA Cells
	Viral Spread in NA Cells
	Cell Apoptosis by Flow Cytometry
	RNA Isolation and qRT-PCR
	Analysis of Viral Protein Synthesis by Western Blotting
	Statistical Analysis

	Results
	Recovery of Rearranged Viruses
	Lethality in Suckling Mice
	Ability of Rearranged Viruses to Protect Against Wild-Type Challenge
	Duration of Antibody Levels in Mice
	Effects of P Gene Rearrangement on Viral Replication and Spread
	Cell Apoptosis
	Effects of P Gene Rearrangement on Expression of RNAs and Proteins

	Discussion
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


