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Abstract
In this paper we present the first cases of rabbit haemorrhagic disease virus 2 (RHDV2 –
GI.2) in Poland. The virus was detected in liver samples of RHD-suspected rabbits from Lodzkie
and west Pomeranian voivodeships. In both cases, the typical clinical symptoms of the disease
were observed despite the fact that the rabbits were previously vaccinated against RHD. In order
to extend the analysis of the RHDV2 strain infecting the rabbits, the entire VP60 and NSP genes
were amplified and sequenced. The results of rRT-PCR assay have shown that tested RHDV
samples were positive for the presence of RHDV2. In the phylogenetic analysis of vp60gene the
first Polish RHDV isolates (RED 2016 and VMS 2017) clustered together with the reference
RHDV2, meaning they represent new evolutionary RHDV linkeages. The first Polish RHDV2
isolates showed about 97% nucleotide sequence identity with the reference RHDV2 strains and
approximately 18% difference from classic RHDV and RHDVa variants.
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Introduction
Rabbit haemorrhagic disease (RHD) is a highly infectious and fatal viral infection of wild and domestic
rabbits (Oryctolagus cuniculus), responsible for important economic losses in the rabbit industry (Abrantes
et al. 2012b). The disease was first reported in 1984 in
China following the importation of commercially bred
Angora rabbits from Germany (Liu et al. 1984). RHD
is caused by rabbit haemorrhagic disease virus (RHDV),
a Lagovirus europaeus (GI.1) of the family Caliciviridae
(Le Pendu et al. 2017). Phylogenetic analysis revealed
six pathogenic RHDV genogroups (G1-G6) and
non-pathogenic related forms (Le Gall-Reculé et al.
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2003). The origin and emergence of RHDV as a pathogenic virus affecting the European rabbits is still unclear but one of the hypothesis involves a direct evolution from non-pathogenic form of the virus (Kerr et al.
2009) and is an evidence for the existence of RHDV as
a non-pathogenic form before the first documented
RHD outbreak (Abrantes et al. 2012b). In 1996,
the occurrence of a new RHDV virus - antigenic variant
RHDVa - was reported in Italy and Germany (Capucci
et al. 1998, Schirrmeier et al. 1999). More recently, in
2010, a new RHDV form, originally designated as
RHDV2 (also named RHDVb), genetically and antigenically different from the classic RHDV and RHDVa, emerged in domestic and wild rabbits in France
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(Le Gall-Reculé et al. 2011, Dalton et al. 2012). Besides
the genetic and antigenic differences between GI.2
(RHDV2) and GI.1 (RHDV/RHDVa), according to
the new nomenclature of pathogenic lagoviruses
(Le Pendu et al. 2017), RHDV2 resulted in atypical
RHD outbreaks that led to mortality in both vaccinated
adult rabbits (Le Gall-Reculé et al. 2011, Le Gall-Reculé
et al. 2013) and young rabbits (Dalton et al. 2012) that
are typically resistant to RHDV. Rabbits vaccinated
against RHDV are effectively protected against RHDV
infection but only partially protected against RHDV2
(Le Gall-Reculé et al. 2011, Le Gall-Reculé et al. 2013).
Phylogenetic analysis of full-length major capsid protein (VP60) gene showed that RHDV2 creates a novel
phylogenetic group that falls between the non-pathogenic rabbit caliciviruses RCVs: GI.3 /GI.4 (i.e. non-pathogenic European RCV-E1 and the weakly pathogenic Michigan rabbit calicivirus (MRCV) (Bergin
et al. 2009) and the Australian non-pathogenic RCV-A1
(Le Gall-Reculé et al. 2011, Le Pendu et al. 2017).
In addition, among RHD viruses detected in Portugal,
recombination processes have been identified, and as a
consequence the presence of at least two types of pathogenic recombinants was described including classic
RHDV G1/RHDV2 and non-pathogenic RCV/RHDV2
(Lopes et al. 2015).

Materials and Methods
Origin of the samples
Three newly detected RHDV strains that came
from the domestic rabbits that died between September 2016 and June 2017 were included in the study.
RHDV RED 2016 was isolated on September 2016
from 4 mixed-breed rabbits (age of 3.5 months) that
died at a small-scale rural farm Reduchów near Zdunska Wola, Lodzkie voivodeship. In total, the typical
clinical symptoms of the disease have been confirmed
in 15 dead rabbits despite the fact that all animals
(35 rabbits) were vaccinated against RHD using monovalent vaccine “Pestorin” about 1.5 month before outbreak. RHDV VMS 2017 was isolated from pet rabbit,
about 2 years old, with suspected RHD, previously vaccinated using Nobivac Myxo RHD; Szczecin, west
Pomeranian voivodeship. RHDV BBI 2017 RHDV was
isolated from two mixed-breed rabbits reared at smallholder farm at Bialobrzegi, Mazowieckie voivodeship.
The rabbits were vaccinated with Pestorin Mormyx,
15 and 40 days before death, respectively.

Control samples
RHDV, RHDVa strains isolated in Poland and two
RHDV type 2 reference strains (kindly received from
ANSES, Ploufragan, France), as well as healthy rabbit
liver homogenate were included as positive and negative control.
Virological examination
The liver samples were homogenised in phosphate-buffered saline (PBS) to the final concentration
of 20 % (w/v) and tested for the presence of RHDV
antigen using various ELISA tests (CR Mab ELISA IZSLER Brescia, Italy; Ingezim RHDV DAS - Ingenasa, Spain; in-house polyclonal ELISA (Pab) and haemagglutination assay (HA). Both commercial ELISA
kits containing monoclonal antibodies allowed the
detection of all known pathogenic RHDV/RHDVa and
RHDV2 and were used according to the manufacturers’ instructions. HA and Pab ELISA assays were used
as described previously (Fitzner et al. 2012, 2014).
Molecular analysis
Total RNA was extracted from 100 µL of liver homogenate as described previously (Fitzner et al. 2012)
and used to molecular tests.
The real-time reverse transcription (rRT-PCR). One
TaqMan primer/probe set from VP60 gene of RHDV2
according to Duarte (Duarte et al. 2015a) was used
to amplify RHDV2. The reaction mixture at the volume
of 25 µL contained RHDV2 forward primer
(5’TGGAACTTGGCTTGAGTGTTGA-3’), RHDV2
reverse primer (5’ACAAGCGTGCTTGTGGACGG-3’),
RHDV2 probe (FAM-TGTCAGAACTTGTTGACAT
CCGCCC-TAMRA). The assay was performed in
MicroAmp optical 96-well reaction plate in one-step
reaction using the QuantiTect Probe PCR Kit (QIA-GEN). The reaction mixture at the volume of 20 μL
contained: 12.5 μL of 2x QuantiTect Probe RT-PCR
Master Mix, 1 μL (20 pmol) of each of the primers:
RHDV2-F, RHDV2-R, 0.5 μL (5 pmol) of RHDV
probe, 1.25 μL of MgSO4 (25 mM), 0.1 μL of RNasin,
0.2 μL of QuantiTect RT Mix, and 4.45 μL of RNasefree water. Five microlitres of extracted RNA were
added to the reaction mix (total volume 25 μL) and the
plate was transferred to the thermal cycler (7300 Real
Time PCR System, Applied Biosystems) and amplification was carried out using the following programme:
50°C for 45 min, one cycle (reverse transcription), 95°C
for 15 min (one cycle) to activate the DNA polymerases
and inactivate the reverse transcriptases, and 50 cycles
at 95°C for 15 s, at 60°C for 30 s and at 72°C for 30 s.
Fluorescence was measured at the end of the 60°C
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Table 1. RHDV antigen detection in ELISA/HA tests and CT values of reference and test samples obtained by rRT-PCR assay.

RHDV strain

Ingezim DAS CR Mab ELISA
(OD 450 nm)
(OD 490 nm)

Pab ELISA
(OD 490 nm)

HA
(titer)

Real-time
RHDV1
Probe

RHDV2
Probe

10240

negative

14.08

19

20480

negative

13.52

1.007

42.9

10240

21,73

negative

1.758

2.356

100

10240

17.5

negative

0.556

1.671

1.238

52.7

20480

17.5

negative

C (+) RHDV HA-neg

1.428

1.818

2.3

97.9

<10

14.3

-

C (-) „ZPr1996”

0.052

0.074

0.155

6.6

<10

negative

negative

C (+) CR Mab

0.135

0.798

0.551

23.4

nt

nt

nt

C (-) CR Mab

0.048

0.063

0.147

6.3

nt

nt

nt

C (+) Ingezim DAS

2.277

1.987

0.62

26.4

nt

nt

nt

C (-) Ingezim DAS

0.048

nt

0.151

6.4

nt

nt

nt

RHDV2: Ref. 1 (ANSES)

0.585

1.598

0,472

20.1

2560

negative

14.3

RHDV2: Ref. 2 (ANSES)

0.483

1.464

0,673

28.6

2560

negative

16.5

cut-off: 0.342

(dil. 1:5)

(dil. 1:5)

% OD pos*

RED 2016

0.766

2.05

0.514

22

VMS 2017

0.910

1.7-1.98

0.446

BBI 2017

0.848

1.783

C (+) RHDV Pab

1.208

C (+) RHDVa

C (+) – positive control; C (-) – negative control; * - percentage OD sample/ OD positive control of ELISA kit; nt – not tested

extension step. Cycle threshold (CT) value (the point on
the x-axis showing the number of cycles of replication
where the fluorescence breached a threshold fluorescence line) was assigned to all PCR reactions after the
amplification. A real-time RT-PCR for the detection of
classic RHDV and RHDVa variant was performed as
described previously (Fitzner 2014).
RT-PCR, sequencing and phylogenetic analysis
Reverse transcription and cDNA amplification was
performed using OneStep RT kit (Qiagen) and panel of
specific primer pairs designed according to the published oligonucleotide sequences (Forrester et al. 2006,
Le Gall-Reculé et al. 2013, Dalton et al. 2015). The following thermal profiles were applied for RT-PCR: 50°C
for 3 min, 94°C for 15 min, 35 cycles of 94°C for 30 s,
57°C for 45 s, 72°C for 1 min, and a final extension at
72°C for 10 min. The same primers were used for
sequencing of the amplicons of size from 397 to 897 bp.
The PCR products were visualised in 1.5% agarose gel,
purified and directly sequenced in both orientations
using the ABI Prism BigDye Terminator v3.1 Cycle
sequencing kit on an ABI37730x1 DNA sequencer
(Life Technologies) at Genomed Sequencing Service as
described previously (Fitzner et al. 2012). Based upon
overlapping partial nucleotide sequences a 7428 bp
complete genome (nucleotide positions 10-7437 according to M67473) each of the three analyzed strains

was assembled manually, transformed by Sequin
(NCBI) and submitted to GenBank (accesion numbers:
MG6002005, MG6002006, MG6002007). For comparative analysis and evaluation of homology of the isolates,
BLASTn (Altschul et al. 1990) software was used.
The nucleotide sequences of analyzed isolates were
compared with RHDV/RHDVa, RHDV2 and RCV
sequences retrieved from GenBank (accession numbers pointed in Fig. 1 and Fig. 2). The phylogenetic
trees of the vp60 gene (nucleotide residues 5305-7044)
and non-structural genes (NS, nucleotide residues
10-5304) were constructed with MEGA 6 software
using Neighbor-joining phylogenetic algorithm (Tamura
et al. 2013).

Results
RHDV antigen was detected in all tested samples
in used ELISA and HA assays (Table 1). RHDV strains
RED 2016, VMS 2017 and BBI 2017 demonstrated
heamagglutinating activity with HA titres 10240, 20480
and 10240 respectively. The strongest antigen reactivity
of the samples RED 2016 and VMS 2017 was detected
in CR Mab ELISA, with OD490 1.5-2.0, i.e. about twice
above the positive control. In Ingezim DAS ELISA antigen reactivity of these samples was clearly positive,
with OD450 of the analyzed samples about twice as high
as the cut-off value. In Pab ELISA test, containing
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Fig. 1 Neighbor-Joining tree of 34 RHDV strains based on sequence of VP60 gene. The percentage of replicate trees (>70)
in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown above the branches. Evolutionary
analyses were conducted in MEGA6 (Tamura et al. 2013).

hyperimmune sera against classic RHDV of genogroup 2,
the result of RHDV antigen detection (OD490) was
clearly lower – about two - three times higher of negative control and was similar to the reactivity of two
French RHDV2 reference strains. The BBI 2017 anti-

gen response was positive in all ELISA tests and HA.
In Pab ELISA the OD reactivity was at the level
of positive RHDVa control.
RNA RHDV was detected in all tested field samples. CT values of all recently delivered RHDV samples
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Fig. 2 Neighbor-Joining tree of 30 RHDV strains based on sequence of non-structural part of RHDV genome (nt 10-5304).
The percentage of replicate trees (>70) in which the associated taxa clustered together in the bootstrap test (1000 replicates)
are shown above the branches. Evolutionary analyses were conducted in MEGA6 (Tamura et al. 2013).

and RHDV controls in rRT-PCR assay are presented in
Table 1. The results of amplification of viral RNA by
rRT-PCR assay using RHDV2 probe and specific
RHDV2 primers have shown the presence of RHDV
variant 2 in liver samples from Reduchów (RED 2016)
and Szczecin (VMS 2017), with CT values in a range
13.5 – 14.5. Similar results were obtained for two reference French RHDV2 strains (CT values 14.3 and 16.5).
RHDV-suspected samples from Białobrzegi (BBI 2017)
and all archive classic RHDV, RHDVa and HA-negative RHDV isolates were negative (CT > 40). However,
CT results with classic RHDV-specific probe/primers

set (designed according to Gall et al. 2007) showed
a high reactivity of BBI strain (CT values 21-22) and a
lack of reactivity (CT > 35) of the RED 2016 and VMS
2017 RHD virus field isolates and RHDV2 reference
strains.
The rRT-PCR results were confirmed by conventional RT-PCR and direct sequencing of the amplified
products. Phylogenetic analysis of the complete vp60
gene showed that strains RED 2016 and VMS 2017 belong to RHDV type 2 (Fig. 1). The RED 2016 and VMS
2017 isolates clustered together with the reference
RHDV2 sequences, differently from other Polish
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RHDV strains (PD 1989 from RHDV-G2 and GRZ
2004 RHDVa-G6), meaning they represent new evolutionary RHDV linkeages. According to the nomenclature proposed by Le Pendu et al. (2017) these isolates
could be termed Lagovirus europaeus /GI.2/O.cun/
PL/2016/RED and Lagovirus europaeus/GI.2/O.cun/
PL/2017/VMS. BBI 2017 strain, in contrast to the RED
2016 and VMS 2017, clustered together with RHDVa
sequences (G6). However, in the phylogenetic tree of
non-structural part of RHDV genome, both Polish
RHDV2 strains (RED 2016 and VMS 2017) clustered
with RHDV G1 (Fig. 2) near to the Portuguese isolates
recently identified as the recombinants of pathogenic
RHDV-G1/RHDV2 (Almeida et al. 2015, Lopes et al.
2015).
Intra nucleotide similarity between RED 2016 and
VMS 2017 was 97% in VP60 capsid protein and NS
proteins. Both Polish RHDV2 isolates showed 82%
VP60 nucleotide sequence identity with the reference
classic RHDV (FRG89 – M67473), 82% with RHDVa
(Rossi – EF558584), 98% with Algarve14-1 (KM115714)
recombinant RHDVb/G1RHDV and Algarve1
(KF442961)
recombinant
RHDVb/European
non-pathogenic RCV and RHDV2 strains N11
(KM878681), CBVal16 (KM979445). However, the
comparison of RED 2016 and VMS 2017 NS proteins
(nt 10-5304) with other RHDV2 sequences revealed
85% similarity, while the homology with classic RHDV/
RHDVa reached 90% in this part of genome and was
higher than that of RHDVa BBI 2017 (88%).
The first Polish RHDV2 isolates revealed 82%
VP60 sequence identity with Polish classic RHDV:
(KGM 1988 (KP144790), PD 1989 (KI144789), MAL
1994 (KU882093), BLA 1994 HA-negative (KP144792),
OPO 2004 HA-negative (KU882094). The homology of
these two native RHDV2 strains with BBI 2017
(MG602005) and other Polish RHDVa-G6 isolates:
GRZ 2004 (KP144791), STR 2012 (KF677011), SKO
2013 (KY319034), GLE 2013 (KY319032), BIE 2015
(KY319031) showed about 85% nucleotide sequence
identity (82% and 87% in VP60 and NS proteins,
respectively). It should be noted that strain BBI 2017
was characterized by 99% (VP60) and 98% (VP10)
sequence similarity with RHDVa GRZ 2004 and
showed the presence of a rare mutation at position
7026 of the genome that causes that ORF2 start codon
is shifted to position 7037, which resulted in the production of a shorter structural protein VP10. To date,
this type of mutation has only been demonstrated in the
sequence of the Michigan rabbit calicivirus (MRCV)
characterized by a weak pathogenicity for rabbits, and
in pathogenic RHDV CB137 from G1 (Bergin et al.
2009, Abrantes et al. 2012a,) and has not been diagnosed so far in pathogenic strains of RHDVa subtype.
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Discussion
RHD outbreaks were reported among domestic
rabbits in Poland since 1988 (Górski et al. 1988).
The results of the recently published phylogenetic
study of native RHDV strains, collected between 1988
and 2015, revealed the presence of classic RHDV (G2,
G4, G5) and subtype RHDVa (G6) at this time (Fitzner
and Niedbalski 2017). The presented studies prove the
persistence of RHDV infections in domestic rabbit
breeding in Poland. Among the recently disclosed
disease cases, RHD outbreak caused by RHDVa was
identified, and for the first time the presence of RHDV
type 2 was confirmed in samples from two separated
cases. Newly detected native RHDV2 strains revealed a
similar level of nucleotide sequence differences in vp60
region, in comparison to the oldest Polish RHDV G2
strains, likewise the Iberian RHDVb in relation to
RHDV G1. According to the studies of Duarte
al. (2015b) the maximum diversity at nucleotide and
amino acid levels observed among RHDV2 VP60
sequences was 3.91% and 2.94%, respectively and can
increase in the future. However, phylogenetic analysis
of Iberian RHDVb strains from 2012-2014 disclosed
the presence of multiple recombination events in the
more recent RHDVb genomes, with a single major
breakpoint located in the 5’ region of VP60. These
observations have shown that in contrast to the evolutionary history of older RHDV isolates, recombination
plays a key role in generating diversity in recently
emerging RHDVb (Lopes et al. 2015). Recombination
as a source of variability in RHD virus has already been
mentioned in the case of the RHDVa subtype (Forrester
et al. 2006) and recombination breakpoints have been
described within the capsid and non-structural proteins
and between the non-structural and the structural parts
of the virus (Abrantes et al. 2008, Lopes et al. 2015,
Mahar et al. 2016). The occurrence of recombinant
strains RHDV-G1/RHDV2 outside the Iberian Peninsula has been proven both in rabbits and hares in
south-western France (Le Gall-Reculé et al. 2017).
While the impact of recombination on the fitness of
RHDV2 (RHDVb) remains to be assessed, this process
has clearly created substantial changes in the viral
genome, although whether this led to differences in
virulence is unclear.
Since 2010, RHDV2 (RHDVb) has rapidly spread
throughout European countries, Africa (Tunisia)
(Le Gall-Reculé et al. 2017, World Organization for
Animal Health (OIE) Technical disease cards: Rabbit
haemorrhagic disease, updated July 2015) and Australia
(Hall et al. 2015). The origin of RHDV2 is unclear,
however it has been suggested that this virus emerged
from a different species, yet unidentified (Le Gall-
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-Reculé et al. 2013) and is still adapting to its recent
host, the European rabbit and to cross host-species
barrier with potential to infect European brown hares
and other species of Leporidae (Puggioni et al. 2013,
Velarde et al. 2016, Le Gall-Reculé et al. 2017, Le Pendu
et al. 2017). The latest observations indicate that host
range of RHDV2 is broader causing disease not only
in rabbits but also in Cape hares (L.capensis subsp.
Mediterraneus) (Puggioni et al. 2013) and Italian hares
(L. corsicanus) (Camarda et al. 2014). Recent evidences
of RHDV2 infection in brown hares (Lepus europaeus)
and the development of EBHS-like disease reported in
Italy, Spain and France (Velarde et al. 2016, Le Gall-Reculé et al. 2017) support a strong epidemiological
potential of this lagovirus. Moreover, in contrast to the
previous reports (Dalton et al. 2014, Delibes-Mateos
et al. 2014 ) the latest observations from Italy indicate a
high mortality rate of breeding rabbits due to the
RHDV2 (Capucci et al. 2017).
To conclude, we detected the first cases of RHDV2
in domestic rabbits in Poland. Amplification of viral
RNA, sequencing and subsequent phylogenetic analysis of the vp60 and NS protein genes, coupled with
immunological typing of viral material from samples
taken from dead rabbits confirmed the presence of
RHDV2 variant. It is also worth noting that these are
also the first confirmed cases of RHDV2 in Central
Europe. Since the new RHD viruses are located in both
phylogenetic trees close to RHDV G1/RHDV2 recombinants, and never before the classic RHDV strains
of genogroup G1 were isolated in Poland, it can be
assumed that these strains appeared in Poland following the first introduction of RHDV2 of the recombinant type. Route of RHDV2 introduction into Poland
is unclear, but given the wide occurrence of RHDV2
globally from the first detection in France, the prolonged survival of this pathogen in organic matter and
on fomites, and that RHDV is readily transmitted indirectly, human-mediated spread (Almeida et al. 2015)
seems highly possible.

References
Abrantes J, Esteves PJ, van der Loo W (2008) Evidence
for recombination in the major capsid gene VP60 of the
rabbit haemorrhagic disease virus (RHDV). Arch Virol
153: 329-335.
Abrantes J, Lopes AM, Esteves PJ (2012a) Complete genomic sequences of rabbit hemorrhagic disease virus G1
strains isolated in the European rabbit original range.
J Virol 86: 13886.
Abrantes J, van der Loo W, Le Pendu J, Esteves PJ (2012b)
Rabbit haemorrhagic disease (RHD) and rabbit haemorrhagic disease virus (RHDV): a review. Vet Res 43: 12.
Almeida T, Lopes AM, Magalhaes MJ, Neves F, Pinheiro A,

457
Goncalves D, Leitao M, Esteves PJ, Abrantes J (2015)
Tracking the evolution of the G1/RHDVb recombinant
strains introduced from the Iberian Peninsula to the
Azores islands, Portugal. Infect Genet Evol 34: 307-313.
Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ (1990)
Basic local alignment search tool. J Mol Biol 215: 403-410.
Bergin IL, Wise AG, Bolin SR, Mullaney TP, Kiupel M,
Maes RK (2009) Novel calicivirus identified in rabbits,
Michigan, USA. Emerg Infect Dis 15: 1955-1962.
Capucci L, Cavadini P, Schiavitto M, Lombardi G, Lavazza A
(2017) Increased pathogenicity in rabbit haemorrhagic
disease virus type 2 (RHDV2). Vet Rec 180: 426.
Capucci L, Fallacara F, Grazioli S, Lavazza A, Pacciarini ML,
Brocchi E (1998) A further step in the evolution of rabbit
hemorrhagic disease virus: the appearance of the first
consistent antigenic variant. Virus Res 58: 115-126.
Camarda A, Pugliese N, Cavadini P, Circella E, Capucci L,
Caroli A, Legretto M, Mallia E, Lavazza A (2014) Detection of the new emerging rabbit haemorrhagic disease
type 2 virus (RHDV2) in Sicily from rabbit (Oryctolagus
cuniculus) and Italian hare (Lepus corsicanus). Res Vet
Sci 97: 642-645.
Dalton KP, Abrantes J, Lopes AM, Nicieza I, Alvarez AL,
Esteves PJ, Parra F (2015) Complete genome sequence
of two rabbit hemorrhagic disease virus variant b isolates
detected on the Iberian Peninsula. Arch Virol 160: 877-881.
Dalton KP, Nicieza I, Abrantes J, Esteves PJ, Parra F (2014)
Spread of new variant RHDV in domestic rabbits on the
Iberian Peninsula. Vet Microbiol 169: 67-73.
Dalton KP, Nicieza I, Balseiro A, Muguerza MA, Rosell JM,
Casais R, Alvarez AL, Parra F (2012) Variant rabbit
hemorrhagic disease virus in young rabbits, Spain. Emerg
Infect Dis 18: 2009-2012.
Delibes-Mateos M, Ferreira C, Carro F, Escudero MA,
Gortazar C (2014) Ecosystem effects of variant rabbit
hemorrhagic disease virus, Iberian Peninsula. Emerg
Infect Dis 20: 2166-2168.
Duarte M, Carvalho CL, Barros SC, Henriques AM, Ramos
F, Fagulha T, Luis T, Duarte EL, Fevereiro M (2015a)
A real time Taqman RT-PCR for the detection of rabbit
hemorrhagic disease virus 2 (RHDV2). J Virol Methods
219: 90-95.
Duarte M, Henriques M, Barros SC, Fagulha T, Ramos F,
Luis T, Fevereiro M, Benevides S, Flor L, Barros SV,
Bernardo S (2015b) Detection of RHDV variant 2 in the
Azores. Vet Rec 176: 130.
Fitzner A (2014) Evaluation of the usefulness of laboratory
diagnostic methods in RHD outbreak. Bull Vet Inst
Pulawy 58: 177-186.
Fitzner A, Niedbalski W (2017) Phylogenetic analysis of rabbit haemorrhagic disease virus (RHDV) strains isolated in
Poland. Arch Virol. 162: 3197-3203.
Fitzner A, Niedbalski W, Paprocka G, Kęsy A (2012) Identification of Polish RHDVa subtype strains based on the
analysis of a highly variable part of VP60 gene. Pol J Vet
Sci 15: 21-29.
Forrester NL, Abubakr MI, Abu Elzein EME, al-Afaleq AI,
Housawi FM, Moss SR, Turner SL, Gould EA (2006)
Phylogenetic analysis of rabbit haemorrhagic disease virus
strains from the Arabian Peninsula: did RHDV emerge
simultaneously in Europe and Asia? Virology 344: 277-282.
Górski J, Mizak B, Mizak Z, Komorowski A (1988) Clinical

458
and anatomopathological features of rabbits peste (viral
haemorrhagic disease of rabbits). Życie Weterynaryjne
63: 266-269 (in Polish).
Gall A, Hoffmann B, Teifke JP, Lange B, Schirrmeier H
(2007) Persistence of viral RNA in rabbits which overcome an experimental RHDV infection detected by a
highly sensitive multiplex real-time RT-PCR. Vet Microbiol 120: 17-32.
Hall RN, Mahar JE, Haboury S, Stevens V, Holmes EC, Strive
T (2015) Emerging rabbit hemorrhagic disease virus 2
(RHDVb), Australia. Emerg Infect Dis 21: 2276-2278.
Kerr PJ, Kitchen A, Holmes EC (2009) Origin and phylodynamics of rabbit hemorrhagic disease virus. J Virol
83: 12129-12138.
Le Gall-Reculé G, Lavazza A, Marchandeau S, Bertagnoli S,
Zwilgenstein F, Cavadini P, Martinelli N, Lombardi G,
Guerin JL, Lemaitre E, Décors A, Boucher S,
Le Normand B, Capucci L (2013) Emergence of a new
lagovirus related to rabbit haemorrhagic disease virus. Vet
Res 44: 81.
Le Gall-Reculé G, Lemaitre E, Bertagnoli S, Hubert C, Top S,
Decors A, Marchandeau S, Guitton JS (2017) Large-scale
lagovirus disease outbreaks in European brown hares
(Lepus europaeus) in France caused by RHDV2 strains
spatially shared with rabbits (Oryctolagus cuniculus). Vet
Res 48: 70.
Le Gall-Reculé G, Zwingelstein F, Boucher S, Le Normand B,
Plassiart G, Portejoie Y, Decors A, Bertagnoli S, Guerin JL,
Marchandeau S (2011) Detection of a new variant of
rabbit haemorrhagic disease virus in France. Vet Rec
168: 137-138.
Le Gall-Reculé G, Zwingelstein F, Laurent S, de Boisseson C,
Portejoie Y, Rasschaert D (2003) Phylogenetic analysis of
rabbit haemorrhagic disease virus in France between 1993
and 2000, and the characterisation of RHDV antigenic
variants. Arch Virol 148: 65-81.
Le Pendu J, Abrantes J, Bertagnoli S, Guitton JS, Le Gall-Reculé G, Lopes AM, Marchandeau S, Alda F, Almeida T,
Celio AP, Barcena J, Burmakina G, Blanco E, Calvete C,
Cavadini P, Cooke B, Dalton K, Delibes Mateos M,
Deptula W, Eden JS, Wang F, Ferreira CC, Ferreira P,

A. Fitzner et al.
Foronda P, Goncalves D, Gavier-Widén D, Hall R,
Hukowska-Szematowicz B, Kerr P, Kovaliski J, Lavazza A,
Mahar J, Malogolovkin A, Marques RM, Marques S,
Martin-Alonso A, Monterroso P, Moreno S, Mutze G,
Neimanis A, Niedzwiedzka-Rystwej P, Peacock D, Parra F,
Rocchi M, Rouco C, Ruvoen-Clouet N, Silva E, Silverio D,
Strive T, Thompson G, Tokarz-Deptuła B, Esteves P
(2017) Proposal for a unified classification system and
nomenclature of lagoviruses. J Gen Virol 98: 1658-1666.
Liu SJ, Xue HP, Pu BQ, Qian NH (1984) A new viral disease
in rabbits. Anim Husb Vet Med 16: 253-255.
Lopes AM, Dalton KP, Magalhaes MJ, Parra F, Esteves PJ,
Holmes EC, Abrantes J (2015) Full genomic analysis of
new variant rabbit hemorrhagic disease virus revealed
multiple recombination events. J Gen Virol 96: 1309-1319.
Mahar JE, Nicholson L, Eden JS, Duchene S, Kerr PJ,
Duckworth J, Ward VK, Holmes EC, Strive T (2016)
Benign rabbit caliciviruses exhibit evolutionary dynamics
similar to those of their virulent relatives. J Virol
90: 9317-9329.
Puggioni G, Cavadini P, Maestrale C, Scivoli R, Botti G,
Ligios C, Le Gall-Reculé G, Lavazza A, Capucci L (2013)
The new French 2010 rabbit hemorrhagic disease virus
causes an RHD-like disease in the Sardinian Cape hare
(Lepus capensis mediterraneus). Vet Res 44: 96.
Schirrmeier H, Reimann I, Köllner B, Granzow H (1999)
Pathogenic, antigenic and molecular properties of rabbit
haemorrhagic disease virus (RHDV) isolated from vaccinated rabbits: detection and characterization of antigenic
variants. Arch Virol 144: 719-735.
Tamura K, Stecher G, Peterson D, Filipski A, Kumar S (2013)
MEGA6: Molecular Evolutionary Genetics Analysis version 6.0 Mol Biol Evol 30: 2725-2729.
Velarde R, Cavadini P, Neimanis A, Cabezón O, Chiari M,
Gaffuri A, Lavin S, Grilli G, Gavier-Vidén D, Lavazza A,
Capucci L (2017) Spillover Events of Infection of Brown
Hares (Lepus europaeus) with Rabbit Haemorrhagic
Disease Type 2 Virus (RHDV2) Caused Sporadic Cases of
an European Brown Hare Syndrome-Like Disease in Italy
and Spain. Transbound Emerg Dis 64: 1750-1761.

