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Abstract: Newcastle Disease (ND), caused by virulent forms of Avian orthoavulavirus serotype-1
(AOAV-1) is an economically important avian disease worldwide. The past two incursions of ND
into the United Kingdom occurred in game bird populations during 2005 and 2006. The nature of the
game bird semi-feral rearing system, which can bring these birds into close contact with both wild
birds and commercial or backyard poultry, has been hypothesized to act as a bridge between these
two environments. As such, the risk that AOAV-1-infected game birds may pose to the UK poultry
industry was investigated. Pheasants, partridges and chickens were experimentally infected with
the virulent strain APMV-1/Chicken/Bulgaria/112/13, a genotype VIIL.2 virus associated with ND
outbreaks in Eastern Europe. The study demonstrated that both chickens and pheasants are susceptible
to infection with APMV-1/Chicken/Bulgaria/112/13, which results in high mortality and onward
transmission. Partridges by contrast are susceptible to infection, but mortality was reduced, as was
onward transmission. However, the data indicated that both pheasants and partridges may serve
as intermediate hosts of AOAV-1 and may bridge the wild bird—domestic poultry interface enabling
transmission into an economically damaging environment where morbidity and mortality may be high.
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1. Introduction

Newcastle disease (ND) is an avian systemic infection caused by virulent strains of
Avian orthoavulavirus (AOAV-1) (previously known as Avian paramyxovirus-1 (APMV-1)
and Avian avulavirus-1 (AAvV-1) and [1]). The causative agent, termed Newcastle Disease
Virus (NDV) where clinical definitions are met (OIE/WOAH, 2021), is an economically
important disease of poultry worldwide. NDV is enzootic in many parts of the world and
has a devastating impact on the global poultry industry due to its high flock mortality rates,
which may result in trade restrictions during ongoing outbreak situations [2].

AOAV-1 virions contain single-stranded, non-segmented negative-strand RNA genomes
of ca. 15,192 bp encoding for six structural proteins: nucleoprotein (NP), phosphoprotein
(P), matrix protein (M), fusion protein (F), haemagglutinin-neuraminidase (HN) and the
large polymerase protein (L), plus two accessory proteins V and W which result from the
editing of the P gene [3]. AOAV-1 has been detected in 241 different bird species glob-
ally, within 27 orders [4], but is most commonly detected in domesticated Galliformes.
Clinical signs of AOAV-1 infection, which sometimes lead to the development of severe
clinical disease termed ND, are wide ranging and can vary between hosts. Even within
an experimental setting, significant differences in infection outcome can occur in different
poultry species [5,6]. The spectrum of disease within chickens falls into two broad pheno-
types: (i) avirulent and lentogenic infection, which may cause asymptomatic infection or
mild disease; and (ii) virulent infections whereby the outcome of disease can be moderate
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morbidity and low mortality (mesogenic) or severe morbidity and high mortality (velo-
genic). Both host and viral factors are thought to be involved in the outcome of infection,
although the drivers for clinical disease outcomes remain poorly understood. However,
although the factors that determine if an isolate is mesogenic or velogenic are undefined,
it is well-established that the cleavage site (CS) of the F protein, and, in particular, the
presence of multiple basic amino acids, is a critical factor in determining an isolate’s po-
tential virulence [7]. The inactive FO form of the Fusion protein must be cleaved into the
active F1 and F2 forms in order for the AOAV-1 virion to successfully fuse with the cell
membrane and enter the cytoplasm to release its genome and initiate the viral life cycle [8].
Avirulent and lentogenic viruses typically possess a CS containing fewer basic amino acids
and a leucine at position 117. This form of motif is restricted to cleavage by trypsin-like
proteases [9] found in the respiratory and digestive tissues, thus limiting viral replication
to those areas. Virulent isolates that may cause either mesogenic or velogenic clinical signs,
have a multi-basic amino acid CS with a phenylalanine at position 117 [7,10]. This motif
is cleaved by Furin-like enzymes, which are found in most animal tissues [11] and allows
for the establishment of a systemic infection, including the infection of the central nervous
system, a factor that results in neurological sequelae. Due to the correlation of virulence
with the F CS and significant disease [12], the detection of a virulent CS motif is one of
the criteria that enables official designation as infection with NDV, according to the World
Organization for Animal Health (WOAH) [13].

Although a virulent CS motif allows for systemic infection, it does not necessar-
ily dictate the degree of clinical disease that may be seen. Therefore, to determine the
pathogenicity of a virus experimentally, in vivo techniques must be relied upon. The
intracerebral pathogenicity index (ICPI) is the WOAH-accepted method to conclusively
determine the pathogenicity of an isolate. Those isolates having an ICPI score >0.7 and/or
containing a virulent F cleavage site (CS) are classified as NDV [13] and should be reported
to the WOAH.

The most recent outbreaks of NDV that occurred in the United Kingdom (UK) were
detected in game birds in 2005 and in 2006. In 2005, a notable outbreak of NDV occurred
at a property in Surrey farming common pheasants (Phasianus colchicus), in England. Five
out of seven occupied pens (approximately 10,000 birds) developed clinical disease with
mortality observed (<3%). The origin of the infection was later traced to chicks imported
from a French breeder (Aldous et al., 2007). Two isolates recovered from the event were
class II, genotype XIIL.1.1 (previously lineage 5b, genotype Xllla) strains, both possessing
a virulent cleavage site with ICPI scores of 1.26 and 1.6, respectively [14]. Related genotype
XIII.1.1 AOAV-1 viruses were also circulating in Finland, Denmark, and Sweden between
20022004, all with virulent CS and ICPI values > 1.3 [15]. The second outbreak occurred
in 2006 in West Lothian, Scotland in grey partridges (Perdix perdix), and was caused by
a genotype VI (lineage 4) virus, commonly associated with Pigeon paramyxovirus (PPMV-
1). This isolate had an ICPI value of 1.01 [16]. The detection of virulent AOAV-1 in UK
game birds raised concerns regarding their potential role as virus reservoirs.

Infections of pheasants with AOAV-1 have been reported from the 1940s onwards (for
review see [17]). More recently, along with the two UK outbreaks, virulent genotype VII
AOAV-1 infections in pheasants have been noted in Pakistan [18]. Serological analyses
of wild and pen-reared pheasants have also confirmed the presence of antibodies against
AOAV-1 in both Europe and the USA [19,20], demonstrating the natural avirulent infection
of pheasants. Due to the semi-feral rearing processes within the sector, game birds may
encounter wild birds, and indirectly contact intensively farmed poultry. There is limited in-
formation regarding the infections of partridges with AOAV-1, other than the UK outbreak,
although velogenic ND has been noted in partridges at US customs [21]. Experimental
infections of game birds with genotype VI.2 AOAV-1 (commonly associated with PPMV-1)
has demonstrated differing shedding and transmission dynamics between pheasant and
partridges [22]. Furthermore, the game bird industry involves the international movement
of birds and their products, activities that have been previously linked to ND outbreaks [14].
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To date, all AOAV-1 genotype VII viruses detected have been shown to contain
a virulent F protein cleavage site, and those assessed so far have a virulent pathotype
resulting in high mortality rates. These viruses are commonly found in the Far and Mid-
dle East, Africa and Europe [23,24] and outbreaks often result in large economic losses.
Genotype VII outbreaks have recently been detected in Bulgaria, Turkey and Georgia [25]
and in Belgium, the Netherlands and Luxemburg in 2018 [26] causing significant economic
losses. These continual incursions demonstrate the threat of AOAV-1, even in countries
with generally robust biosecurity measures.

To determine the potential role that game birds could play in transmission of virulent
forms of AOAV-1, and any pathogenesis observed, the infection of pheasants, partridges
and chickens was assessed. The birds were challenged with APMV-1/chicken/Bulgaria/112/13,
a highly virulent genotype VIL.2 virus (ICPI 1.93) as an example of AOAV-1 strains currently
circulating in Europe (Fuller et al., 2017).

2. Materials and Methods
2.1. Viral Isolate

APMV-1/chicken/Bulgaria/112/13 (AV112-13), a genotype VII.2 (ICPI—1.93) was
isolated from domestic fowl in Bulgaria in 2013 [25] and was propagated using 9-11 day
old embryonated fowls’ eggs (EFEs) from specific-pathogen-free (SPF) flock.

2.2. Birds

The three bird species used in the study are as follows: 35 red-legged partridges
(Alectoris rufa), 35 common ring-necked pheasants (Phasianus colchicus) and 29 SPF White
Leghorn chickens (Gallus gallus) all 6-8 weeks of age. All birds were screened for anti-
AOAV-1 antibodies using a hemagglutination inhibition (HI) test (Villegas, 2006). Housing
and treatments were as described previously [22].

2.3. Experimental Design

The study was separated into two parts. The first element examined clinical presenta-
tion, infection dynamics and a small-scale transmission study of AV112-13 in a cohort of
15 partridges, 15 pheasants and 15 chickens at a dose of 1x106 EID50. Two in-contact birds
per species were introduced and housed with their conspecifics at 1 day post infection
(dpi) for examination of transmission. Prior to the commencement of the study, the birds
were swabbed, and blood was sampled to confirm that there had been no prior exposure to
AOAV-1 and were negative for infection. Buccal and cloacal swabs, and bird weights were
taken daily. Two birds per pheasant and partridge species were killed humanely at 2, 4,7,9
and 11 dpi, whilst two chickens were killed humanely at 1, 2, 3, 4 and 5 dpi. This staggered
euthanasia resulted in a decrease in birds throughout the study. Upon termination, brain,
breast muscle, cecal tonsil, feather shafts, heart, intestine, kidney, liver, lung, spleen, trachea
and turbinate tissues were collected and analyzed for the presence of viral antigen. The
experiments were continued for a maximum of 21 days or were terminated earlier if no
shedding was observed for two consecutive days in all directly infected birds. At the
point of euthanasia, terminal heart bleeds were carried out for blood sampling, along with
the recording of end-point weights and terminal swab collections. Terminal heart bleed
however could not be performed on birds that had succumbed to infection.

The second element examined the transmission of AV112-13 between game bird con-
specifics, and game birds and chickens, respectively. Briefly, six pheasants and partridges
were directly inoculated with 1x106 EID50 of AV112-13 intranasally and intraocularly
(Donor group 0—DO0). The following day, six naive conspecifics were introduced (Receiver
group 1—R1) and periodic sampling was carried out to determine transmission to R1
birds. Upon detection of viral vVRNA within swabs taken from the R1 group, the DO birds
were removed, and six further naive conspecifics were introduced (R2). Transmission and
swabbing from the buccal route were periodically undertaken to determine the presence of
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vRNA. If vVRNA was detected in the R2 group, the R1 group was removed, and six naive
chickens introduced (R3).

2.4. Molecular Methods

Swabs were taken for molecular testing and processed as described previously [22].
Total nucleic acid was extracted from swab samples, which were then assessed using
the molecular assays as described previously [27] with Ct values < 37 being considered
AOAV-1 positive. A ten-fold serial dilution of titrated AV112-13 RNA was used to construct
a standard curve using MxPro software (Stratagene), with Ct values converted to relative
expressed units (REU) by correlation with EID50/mL of extracted viral standard on the
curve [28]. In the case of the transmission study, the results are expressed as a 40-Ct value.

2.5. Serology

Hemagglutination Inhibition (HI) tests were carried out on serum samples using
AV112-13 as the test antigen for HI as described by Villegas et al. (2006).

2.6. Histopathology and Immunohistochemistry (IHC)

The samples for histopathology were fixed in 10% neutral buffered formalin for
a minimum of 5 days before being processed and embedded in paraffin. The sections
for immunohistochemistry were prepared as described previously [29]. The antigen was
retrieved using a heat treatment in pH9 buffer and visualized using ENVISION polymer
and DAB (Dako™).

2.7. Statistical Analysis

The total nucleic acid shed was determined by area under the curve (AUC) analysis of
the five birds intended to be kept until the end of the study. Statistical analysis was carried
out using the Kruskall-Wallis test using GraphPad Prism v8 software (GraphPad Software,
Inc., San Diego, CA, USA).

3. Results
3.1. Pathogenesis and Transmission of APMV-1/Chicken/Bulgaria/112/13 in Chickens, Pheasants
and Partridges

To examine the pathogenesis of AV112-13 in the three avian species (G. gallus,
P. colchicus and A. rufa), 15 birds from each species were directly infected with a high
titer of AV112-13 (10° EIDs) intraocularly and intranasally. Due to the high ICPI score
(1.93) and analysis of previous data [30] of highly virulent AOAV-1 in chickens, two chickens
were removed at 1, 2, 3, 4 and 5 dpi for a post-mortem examination (PME) and an analysis
of tissue distribution of the virus. A similar approach was taken for the game birds with
two birds being removed at 2, 4, 7, 9 and 11 dpi for PME and tissue distribution analysis.

Following the direct inoculation of chickens, clinical signs occurred within 2 dpi, with
diarrhea observed in five birds beginning at 2 dpi and affecting 56% of birds (n = 5/9) at
4 dpi and 80% (n = 4/5) at 5 dpi, alongside a generalized mucoid discharge from eyes
and nostrils. Weight loss (Figure 1b) of 15-20% was observed (for those birds not selected
for PME) with clinical disease including periocular oedema, huddling, drooped wings,
depression and a reluctance to eat and drink. A loss of balance with tremors affected
two birds (#485 and #494) from 4 dpi onwards with 100% mortality observed by 7 dpi
(Figure 1a). Mean death time (MDT) of directly infected chickens (not selected for PME)
with AV112-13 was 5.4 days.

The disease progression in AV112-13 infected pheasants was similar to that seen in
chickens. Again, there was a rapid onset of clinical signs, with weight loss observed from
2 dpi, and a 15-20% drop in weight over the time-course (Figure 1c). Clinical observations in
pheasants also included mild periocular oedema, huddling, closed eyes and drooped wings.
Diarrhea was observed for three out of the thirteen birds (23%) by 4 dpi. Incoordination
leading to loss of balance was observed in three birds at 4 dpi and in a further two birds
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by 5 dpi. Two of these latter birds also presented with more severe neurological signs,
including torticollis. Due to the severe nature of the disease, all directly infected pheasants
were killed humanely on welfare grounds by 7 dpi (Figure 1a), with an MDT of 5.6 days.
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Figure 1. Weight changes and survival plots of chickens, pheasants and partridges in-
fected with APMV-1/chicken/Bulgaria/112/13. (a) Survival kinetics of directly infected birds,
chickens (black line), pheasants (red line) and partridges (blue line) following infection with
APMV-1/chicken/Bulgaria/112/13. Weight changes as a percentage of their starting weights of
(b) chickens, (c) pheasants and (d) partridges not selected for postmortem examination. Mortalities
were determined for birds that were found dead or required humane killing on welfare grounds.

The clinical outcome of infection in partridges was markedly different to the other
two bird species examined. No obvious clinical signs were observed until 5 dpi with
all birds maintaining their body weight up to this point (Figure 1d). At 6 dpi, one bird
(#102) was humanely killed following a rapid onset of clinical disease (huddling, ocular
and oral discharge, depression and loss of balance/incoordination). Two birds (#101 and
#104) exhibited a depressed state from 7 dpi, progressing to overt neurological disease
including incoordination, ataxia, tremors and rapid weight loss resulting in their humane
termination at 9 dpi. Of the birds not scheduled for post-mortem at 11 dpi, one had no signs
of overt clinical disease with the only noticeable observation being its weight plateauing
between 7 and 13 dpi. Another bird began to lose weight at 7 dpi and exhibited drooped
wings, depression and a loss of balance from 9-11 dpi, however, by 16 dpi its weight had
stabilized, clinical progression ceased, and its general condition continued to improve until
the conclusion of the study. MDT could not be determined as two birds survived infection.
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3.2. Viral Shedding Dynamics of AV112-13 Infection in Chickens, Pheasants and Partridges

To determine levels of viral nucleic acid shedding (as a surrogate for viral shedding),
VvRNA excretion was assessed by rRT-PCR. Analysis of swabs taken from chickens demon-
strated the detection of VRNA from the buccal swab at 1 dpi (100% n = 15/15), although this
could represent detection of residual viral nucleic acid from the inoculation site. From buccal
swabs, the levels of VRNA were detected at the majority of timepoints, with levels increasing
until 3 dpi before a decrease was observed until the termination of all birds at 7 dpi (Figure 2a).
The analysis of cloacal vVRNA showed detection at 2 dpi (62%; n = 8/13), with levels increasing,
and all birds shedding vRNA by 3 dpi. vVRNA detection from swabs continued until all birds
had been humanely killed /succumbed to disease at 7 dpi (Figure 2a).
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Figure 2. Mean shedding profiles of APMV-1/chicken/Bulgaria/112/13 in directly infected birds.
Viral RNA detected from (a) chickens, (b) pheasants and (c) partridges of vVRNA from buccal (black)
and cloacal (red) swabs. Points show average vRNA detected as relative expressed unit (REU) of
positive birds. Total shedding measured by area under the curve analysis of (d) buccal and (e) cloacal
shedding. Error bars show standard deviation (SD), significant results (p < 0.05) designated by *, and
dotted horizontal line shows limit of detection for (a—c).

c

Analysis of pheasant buccal shedding was again, similar to chickens, with levels of
detected VRNA increasing over time from 2 dpi (40%; n = 6/15) until all birds had been
humanely killed /succumbed to infection by 7 dpi, with 100% of birds shedding at 6 dpi
(Figure 2b). Cloacal shedding of pheasants did not increase daily as was seen with chickens,
with vVRNA first detected only at 2 dpi (n = 9/15), with peaks observed at 4 dpi and 6 dpi
(Figure 2b), where 100% of remaining birds were shedding at 6 dpi (n = 4/4). It should be
noted that a single bird had a high REU value at 4 dpi (#221, 2.13 x 10° REU) which may
account for these dual peaks.

The analysis of VRNA shedding from partridges initially demonstrated a sharp increase
in the detection of vRNA, with buccal shedding detected in 20% at 2 dpi (n = 3/15) (Figure 2c),
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increasing until 4 dpi by which time 100% of birds were shedding (n = 13/13). From 4 dpi
onward, the levels of detected VRNA decreased steadily until 10 dpi, where the last buccal
shedding above the positive threshold was observed. Cloacal shedding in partridges followed
a similar pattern to buccal shedding, with vVRNA detected at 2 dpi (n = 1/15, 7%), with
vRNA levels increasing until 4 dpi (n = 11/11, 100%), where again, levels of detected vVRINA
decreased until no vVRNA was detected from the cloacal route by 10 dpi (Figure 2c).

To compare total shedding between species, area under the curve (AUC) analysis was
carried out (Figure 2d,e). The analysis showed that there was a significant difference in
shedding between chickens and pheasant via the cloacal route (p = 0.027), but no significant
differences were observed elsewhere.

3.3. Serological Assessment of Birds Directly Infected with AV112-13

Only birds surviving to the end of the study were tested by HI, therefore serolog-
ical analysis was only carried out on the two surviving partridges, both of which had
seroconverted (Supplementary Figure S1).

3.4. Tissue Distribution and Post-Mortem Examination of AV112-13 Infected Birds

The birds taken for PME had tissues analyzed for the presence of virus by the detection
of viral antigen (by IHC). Fewer timepoints were available for chickens where birds were
taken for planned PME due to the severity of clinical disease (1, 2, 3, 4 and 5 dpi), with only
a single bird planned for PME remaining at 5 dpi.

Common gross pathology observations in chickens demonstrated that birds suffered
from enlarged spleens and inflammation of the tissues of the upper respiratory tract, which
persisted throughout the course of infection and was present at each post-mortem time
point. As the clinical disease progressed, pinpoint hemorrhage of the proventriculus
and some necrosis of the intestinal lymphoid mucosal tissue (MALT) were observed,
accompanied by the typical green diarrhea associated with established NDV infection.
Histopathological changes included the observation of macrophage sheath hyperplasia
in the spleen along with rhinitis from 2 dpi, splenic and thymic necrosis, lymphocytic
depletion in the bursa and spleen and tracheitis from 3 dpi. Encephalitis was observed at
4 dpi. Chickens with severe disease also showed necrosis in the cecal tonsils.

Virus antigen immunohistochemistry on the tissues from PME chickens showed no
labelling at 1 dpi (Table 1). Minimal labelling was noted in the spleen and turbinates of
birds at 2 dpi. By 3 dpi, the birds retained positive labelling of virus antigen in the spleen
and turbinates, but it was additionally observed in the feather follicle and trachea. At 4 dpi,
the birds had antigen detected in the same tissues as 3 dpi, with the addition of the cecal
tonsil and the brain. A bird humanely killed at 4 dpi and a planned PME at 5 dpi generally
had increased distribution of staining in the same organs compared with the birds at 4 dpi,
as well as in the cecal tonsil. Antigen detection was also observed in the bursa, which was
not seen in the birds taken for PME at 1 to 4 dpi. Antigen detection examples on chicken
tissues (4 dpi euthanized bird) are shown in Figure 3.

Due to the unknown severity of AV112-13 in pheasants and partridges, the birds
were taken for planned PME at later staggered timepoints than the chickens. The rapid
progress in disease severity following infection in pheasants meant that planned PMEs
could only be undertaken at 2 and 4 dpi. However, pheasants were also examined by PME
where clinical endpoints were met. Common post-mortem observations for the pheasants
again included an enlarged spleen (from 2 dpi), with splenic necrosis being observed in
samples from pheasants taken at 4 dpi. Lymphocytic depletion was also observed in the
spleen and bursa, with necrosis of the MALT throughout the digestive tract from 4 dpi.
Necrosis of the thymus, pancreas and liver, rhinitis and encephalitis were observed in
4 dpi and 7 dpi tissues with the severity of lesions being greater at the latter time point.
Pancreatic necrosis and hemorrhages in the digestive tract were also observed at 7 dpi.
Most animals were found to be carrying intestinal protozoal infections despite treatment



Viruses 2023, 15, 536

8 of 15

with the recommended anti-protozoal drugs (Enrofloxacin and Toltrazuril) prior to the
commencement of the study.

Table 1. Immunohistochemical distribution of AOAV-1 antigen (NP) in AV112-13 infected chickens,
pheasants and partridges. NP staining is scored as +/- minimal, + few, ++ moderate, +++ numerous,
NS—non-specific, ND—not determined. E—Euthanized; FD—Found dead, I.C. —In-contact conspecific.

Chicken Pheasant Partridge
d;i dii di: . d:i 4.dpi (B) di . di» . d:i 4dpi(B)  6dpi(FD)  7dpi(®  9dpilC. dii d‘; . d;i dii 9 dpi (B) dl;i
Heart - - - - - - -
Feather - + + + + - +/- +/- ++ - +/++
Skeletal Muscle - - - - - - - - - - - - - -
Spleen + + + ++ ND + ++ ++ +++ +/- ++ +/- ++ - - +/- -
Brain - - + +/- ND - +/- +/- ++ ++ ++ - - +/- + + +
Kidneys - - - - +/- +/- + +/- + - - - -
C. Tonsil +/- + +++ ++ + ++ ++ ++ +/- ++ + + - - +/-
Intestine - - - +/- + + + +/- + - +/-
Lung +/- +/- +/- +/- +/- ++ ++ ND ++ - - - - -
Trachea - + ++ ++ +H+ NS NS ++ +++ NS ++ - - - - +
Turbinates ++ ++ ++ ++ ++ NS + ++ +++ NS ++ - +
Liver - - - - +/- + ++ - +/-
Bursa - - - + ++ +/- ++ + + +/- ++ - +/- - - -
Thymus +/- ++ ++ ++ +++ +/- +++ ++ +++ ND +++ - + - - ND
Pancreas - - +/- - +/- + + - +/-

Analysis of antigen distribution in pheasants was carried out by IHC, with antigen
being present at 2 dpi in the spleen and cecal tonsil (Table 1). Pheasants taken for PME
at 4 dpi had increased labelling in the spleen and cecal tonsil in comparison to the 2 dpi
birds whilst labelling in the intestine and turbinates was also observed. The tissues from
birds terminated at 4 dpi due to increased clinical signs were also positive for antigen with
increased frequency in the lung, trachea and turbinates. There was however a decrease in
antigen detected in the bursa and thymus in the 4 dpi humanely killed birds. Interestingly,
labelling was observed in the brain of the pheasants at day 4, commonly associated with
virulent forms of AOAV-1 (Table 1 and Figure 3). A similar pattern of labelling was observed
in the day 6 pheasant which succumbed to infection, with greater antigen detection intensity
observed, including pronounced antigen signal in the brain (Table 1). Finally, a pheasant
terminated for PME at 7 dpi again had detectable antigen in the same tissues as that detected
in the 4 dpi pheasants, but with viral antigen also detected in the brain (Table 1/Figure 3).
This latter feature correlates with the observation of clinical sequalae consistent with the
infection of the central nervous system (e.g., loss of balance and paralysis) which were
observed with this bird.

No specific gross changes to organs were observed for the infected partridges selected
for PME. Histological changes consistent with proliferation of macrophage sheaths in the
spleen were observed from 2 dpi. Necrosis of MALT in intestine was observed at 2, 4 and
7 dpi in some birds. All birds examined after 7 dpi showed non suppurative encephalitis.
A small number of animals also had intestinal protozoa, again despite prior treatment with
anti-protozoa drugs. As in the other species, tissue dissemination in partridges again appeared
to be systemic, however, the histopathological evaluation of tissues appeared to demonstrate a
lower viral antigen load when compared to that seen in the infected pheasants. The detection
of antigen specific labelling in tissue sets harvested from partridges was limited, with only the
cecal tonsil containing detectable antigen at 2 dpi, and the spleen, cecal tonsil, turbinates and
thymus at 4 dpi (Table 1). Subsequently at 9 dpi (both PME birds and those humanely killed
see Figure 3) and at 11 dpi, the only tissue with viral antigen signal was the brain and trachea
(9 dpi), whilst no antigen was observed in any other tissues.

3.5. Assessment of Virus Transmission from Infected Birds to Naive In-Contact Birds

To initially examine the transmission dynamics of AV112-13 in the different bird
species, two uninfected conspecifics were included with each species groups, at 1 dpi, to
assess potential transmission following infection. Weights, clinical outcomes and swabbing
was undertaken as per the directly infected birds.
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Feather Cecal Tonsil Brain

Spleen

Trachea

Figure 3. Representative immunohistochemical staining of chicken (4 dpi), pheasant (4 dpi) and par-
tridge (9 dpi) tissues for AOAV-1 antigen following infection with APMV-1/chicken/Bulgaria/112/13.

For the chickens, the analysis of daily weight demonstrated that both in-contact
chickens initially gained weight, until 4 days post contact (dpc), after which weight loss
was observed (Figure 4a). Clinical observations were similar to those seen in the directly
infected chickens, albeit at delayed time-points (5 dpc). Due to the nature of the disease
both in-contact chickens were humanely killed, at 6 and 7 dpc following the onset of clinical
disease (Figure 4b).

For transmission within the pheasant group to naive in-contact birds, a gain in weight
was observed until day 6, when a sudden weight loss was observed in both pheasants
(Figure 4a). Clinical observations of the in-contact pheasants following the onset of disease
correlated with that seen in the directly infected pheasants, again, with a delay in onset
of clinical disease (initially observed at 6 dpc). Both in-contact pheasants were humanely
killed at 7 and 8 dpc, respectively (Figure 4b). Post-mortem examination of one of the in-
contact pheasants was undertaken, with antigen detected in many of the tissues, including
the trachea, turbinates, the spleen and the brain (Table 1).
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Figure 4. Weight changes, survival plots and viral RNA shedding of in-contact chickens, pheasants
and partridges. Weight changes (a) as a percentage of their starting weights and survival kinetics
(b) of in-contact chickens (black), pheasants (red) and partridges (blue). Mortalities were determined
for birds that were found dead or required humane killing on welfare grounds. Buccal (black), or
cloacal (red) viral RNA shedding of the in-contact chickens (c), pheasants (d) and partridges (e)
expressed as relative expressed units (REU) and the dotted horizontal line showing limit of detection.

In-contact partridges maintained consistent weight gain until one bird showed
a decrease in weight 13 dpc following the inoculation of the directly infected partridges
but did regain weight by the end of the study (Figure 4a) and this bird had seroconverted
by the termination of the experiment (Supplementary Figure S1). However, the second
in-contact partridge showed no weight loss and had not seroconverted, suggesting that
the infection had been cleared before seroconversion occurred. Both in-contact partridges
showed no other clinical signs and survived until the end of the study (Figure 4b).

The analysis of vVRNA shedding from in-contact chickens demonstrated both buccal and
cloacal shedding (4-6 dpc bird 1 and 5-7 dpc bird 2), respectively (Figure 4c). In-contact
pheasants also shed vRNA at equivalent levels to their directly infected counterparts from
both the buccal and cloacal routes, with one bird shedding from 3-8 dpc, whilst the second
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shed vRNA from 5-9 dpc (Figure 4d) at which point both birds were humanely killed as they
had reached humane clinical endpoints. For the partridge group, in-contact partridges had
detectable vVRNA from the buccal and cloacal routes at 3-6 dpc (Figure 4e), but approximately
11log1o lower than the peak of directly infected birds (Figure 2c), with shedding having ceased
by 7 dpc in in-contact bird #1. Viral RNA was also detected from a second partridge between
4-11 days post contact of directly infected birds from the buccal route, the same bird that
had weight loss (Figure 4a) and seroconverted (Supplementary Figure S1), with vRNA levels
slowly increasing and then decreasing, suggesting clearance of the virus. Interestingly vRNA
was only detected on day 6 from the cloacal route of in-contact partridge #1.

3.6. Analysis of Intra- and Inter-Species Transmission of AV112-13

To assess the ability of pheasants or partridges to transmit both to and between species,
six pheasants and partridges were directly inoculated with 1 x 10° EID50 of AV112-13
intranasally and/or intraocularly (D0). The following day, six naive conspecifics were
introduced (R1), with periodic sampling carried out to determine shedding of viral material
and hence potential transmission to R1. Upon detection of vRNA in swabs taken from the
R1 birds, DO were removed, and six further naive birds were introduced (R2). Swabbing
from the buccal route of R2 was periodically carried out to determine the presence of vRNA.
Again, once VRNA was detected in the R2 group, the R1 group were removed, and six
naive chickens were introduced (R3).

The analysis of the transmission within pheasants demonstrated that at 4 dpi, all six of
the DO pheasants had been successfully infected and were shedding vRNA. Examination
of transmission in the R1 birds demonstrated transmission had occurred to two pheasants
at 4 dpc, and to all six pheasants by 5 dpc (Figure 5a). Onward transmission to the R2
pheasants occurred by 4 dpc of R1 pheasants (n = 5) and to all six birds by 5 dpc (11 days
since the DO inoculation). The introduction of chickens (R3) continued the transmission
with all six chickens shedding vRNA within 2 days of contact of the R2 pheasants (13 days
since inoculation of D0 pheasants).
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Figure 5. Intra-pheasant and Intra-partridge and onward transmission of APMV-1/chicken/Bulgaria/
112/13. Viral RNA detected by buccal swabs and are shown as 40-Ct values for (a) DO pheasants
and (b) DO partridges. The detected level for each individual bird is shown as DO (black), R1 (red), R2
(green) and R3 (blue). The vertical dotted line shows the introduction of each transmission unit, whilst
the horizontal line below shows the number of days’ contact for each group. The horizontal dotted line
within the graph shows a positive cut-off for the L gene assay.

For the directly infected partridges (DO0), all birds were shedding vRNA at 5 dpi
(Figure 5b). Transmission of the virus occurred to the R1 partridges, with low level detection
in three of the R1 partridges at 4 dpc. Indeed, the virus had been successfully transmitted
to all six R1 partridges by 5 dpc. However, following the introduction of the R2 partridges,
the virus was not transmitted to any of these introduced R2 birds. To confirm that virus
transmission did not extend to the R2 birds, the R1 partridges were removed at 9 days post
initial infection and six naive chickens were introduced (R3). As with the R2 partridges,
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none of the R3 chickens had detectable levels of vRNA from the buccal route at 2 days post
introduction, further demonstrating that no onward transmission occurred between R1
and R2 partridges.

4. Discussion

The ability for AOAV-1 viruses to infect and transmit between relevant species is a
significant knowledge gap in our current understanding of these viruses. Here we have
examined the pathogenesis and transmission of a highly virulent genotype VIL.2 AOAV-1
(APMV-1/Chicken/Bulgaria/112/13) in chickens and game birds, to enable us to further
understand the potential impact of this virus on game bird populations as well as the
likely routes of incursion of AOAV-1 into the poultry sector. Although there have been
numerous studies of the pathogenesis of genotype VII AOAV-1 in chickens, pathogenesis
and transmission studies of these isolates in game birds are limited. We therefore wished to
examine the role that game birds may play in the spread and transmission of a contempora-
neously widespread virulent virus in the wild. The primary scope included both infection
in different species with a defined virus dose and then later inter-species transmission.
Finally, the ability to transmit from game birds to chickens was assessed. This approach
was relevant as the semi-feral nature of game bird rearing means that there is potential for
game birds to be a bridge between wild birds and commercial poultry.

The pathogenesis of AV112-13 was assessed in three avian species. The infection of
both chickens and pheasants resulted in high morbidity and mortality of these two species.
The spectrum of clinical disease was similar across these two species and supported
previous studies assessing genotype VII.2 AMPV-1 viruses [18,31]. The analysis of the
recent European genotype VII.2 virus initially isolated in Belgium in 2018 demonstrated
100% mortality seen in directly infected chickens after 7 days, as was seen within this study.
Onward transmission was also observed in chickens with shedding seen at 3 dpi, with
mortality observed in 5/6 birds in this study, and complemented transmission dynamics
observed in this study with chickens (Figure 4a) and pheasants (Figures 4b and 5a) [26].
Clinical disease was observed from 2 dpi in chickens and pheasants, with mean death times
of 5.4 and 5.6 days, respectively. Shedding in these species was also evaluated through
the detection of VRNA. Peak shedding in both chickens and pheasants coincided with
the onset of clinical signs and mortality. Therefore, the asymptomatic shedding phase
(day 1) has the potential for onward spread of AV112-13 within pheasant populations
before disease is observed.

In contrast, the infection of partridges was associated with moderate clinical disease,
overall reduced shedding of the virus (detection through viral nucleic acid) and limited
pathology. Forty percent (n = 2/5) of directly infected partridges survived until the end of
the study and both survivors seroconverted demonstrating productive infection. Where
clinical disease occurred in partridges, it was delayed in onset by 3 days in comparison to
chickens and pheasants, with mild presentation observed. The contrast in clinical picture
and disease presentation between the chickens and pheasants and the partridges suggests
that infection is better tolerated in this latter species. Interestingly, the partridges continued
to show limited clinical disease even whilst VRNA was being detected in excreted material
from the buccal and cloacal routes at 2 dpi, with peak shedding seen at 4 dpi, a day
before initial clinical signs were observed. Similar observations have been made in studies
assessing the infection of partridges with isolates of high pathogenicity avian influenza
(unpublished data). Such differences in disease outcome may indicate that should an
AOAV-1 be circulating in game birds, it is unlikely to be efficiently transmitted within some
game bird species, however it may also circulate silently, and sub-optimal replication and
shedding may prolong the risk of transmission and facilitate ongoing circulation within
populations. The delayed and mild clinical presentation in partridges is of interest and
requires further examination.

Alongside the assessment of pathogenesis across these species, transmission of this
isolate in chickens, pheasants and partridges was undertaken through the addition of
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uninfected control birds to each group. In all three groups, both in-contact birds were
successfully infected, demonstrating viral transmission, most likely through the shedding of
infectious material from directly infected animals although exposure to infectious material
within the local environment cannot be discounted. Indeed, the naive in-contact birds
not only became infected but also shed viral material from both buccal and cloacal routes.
However, as with the directly infected birds, the clinical observations differed between
the partridges, chickens and pheasants. Clinical signs in chickens and pheasants matched
their directly infected counterparts. Mortality of these in-contact birds, as observed for
chickens and pheasants that were directly infected, was 100%. In contrast, the in-contact
partridges displayed limited clinical signs (one bird showed weight loss) and no mortality
was observed. Shedding of vRNA was observed in both in-contact partridges, with one
bird in particular shedding from the buccal route for a full seven days, the same bird where
weight loss and seroconversion was observed. This observation may be of importance
for infection in the field where low-level infection may occur. Only one of the in-contact
partridges developed a neutralizing antibody response although innate-immune-based
viral clearance post infection cannot be discounted. In assessing onward transmission
within a species and between species, we have demonstrated that transmission from
pheasant to pheasant occurs readily through two transmission stages and continued to
in-contact chickens. In contrast, the transmission chain in partridges was only successful
through one round with further transmission not being observed, even when chickens
were introduced.

In conclusion, game birds are both susceptible to AOAV-1 genotype VII.2 infection
and can shed infectious material and therefore represent a source of infection. The disparity
in infection outcomes between the different species demonstrates differential susceptibility
which may be restricted at the host level and requires further investigation. This data
demonstrates that game birds may act as a bridge for AOAV-1 infection between wild
birds and poultry due to their semi-feral rearing. This may represent a potential concern
for commercial poultry holders wherever game birds may come into contact and would
be influenced by population demographics including their density by species. Since the
transport of game birds is common throughout Europe, there is a potential mechanism of
AOAV-1 spread, as was reported in the 2005 UK outbreak in pheasants [14]. Due to the
differing pathogenesis observed between the two game bird species, there is the potential
that AOAV-1 could enter countries without being identified, until such time as they come
into contact with a more susceptible species. Therefore, the testing of game birds, prior to
these species crossing borders, for the presence of AOAV-1 may be beneficial in preventing
disease incursions especially if infection pressure in a region with NDV is known to be high.
However, this approach won't mitigate against the threat of incursion from wild migratory
birds and as such, an understanding of the infection dynamics of AOAV-1 across multiple
species is warranted where these viruses pose a threat to poultry sector sustainability.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/v15020536/s1, Figure S1: Seroconversion of directly infected and
in-contact partridges with APMV-1/chicken/Bulgaria/112/13.

Author Contributions: Conceptualization, D.S. and S.M.B.; methodology, D.S. and S.M.B.; formal
analysis, C.S.R.; investigation, D.S., ].M. and A.N.; data curation, C.S.R. and P.S.; writing—original
draft preparation, C.S.R., P.S. and A.C.B.; writing—review and editing, C.S.R., PS., M., AN., SM.B,,
A.C.B. and I.LH.B.; supervision, S.M.B.; project administration, S.M.B.; funding acquisition, S.M.B.,
A.C.B. and I.H.B. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the UK Department for Environment, Food & Rural Affairs
(DEFRA) and the devolved Scottish and Welsh administrations grants SE2205, SE2208 and SE2214.

Institutional Review Board Statement: All in vivo experiments were undertaken in compliance
with the Animal (Scientific Procedures) Act 1986 (ASPA) legislation and under Home Office license
(70/8332), while all work with infected material was carried out in licensed biosafety level 3 (BSL3)
facilities. The study design was reviewed and approved by an internal Animal Welfare and Ethical


https://www.mdpi.com/article/10.3390/v15020536/s1
https://www.mdpi.com/article/10.3390/v15020536/s1

Viruses 2023, 15, 536 14 of 15

Review Body (AWERB) and was refined in accordance with the 3Rs principles of in vivo experimen-
tation. Clinical disease was assessed twice daily and any bird showing severe clinical signs was
humanely killed, according to pre-defined limits.

Data Availability Statement: Data is contained within the article or Supplementary Material.

Acknowledgments: We wish to thank staff in the Animal Services Unit at APHA for assistance
during in vivo studies.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Rima, B.; Balkema-Buschmann, A.; Dundon, W.G.; Duprex, P; Easton, A.; Fouchier, R.; Kurath, G.; Lamb, R.; Lee, B.; Rota, P; et al.
ICTV Virus Taxonomy Profile: Paramyxoviridae. J. Gen. Virol. 2019, 100, 1593-1594. [CrossRef] [PubMed]

2. Alexander, D.J. Gordon Memorial Lecture. Newcastle disease. Br. Poult. Sci. 2001, 42, 5-22. [CrossRef] [PubMed]

3. Steward, M.; Vipond, L.B.; Millar, N.S.; Emmerson, PT. RNA editing in Newcastle disease virus. J. Gen. Virol. 1993, 74 Pt 12, 2539-2547.
[CrossRef] [PubMed]

4. Kaleta, E.E; Baldouf, C.; Alexander, D.J. Newcastle Disease in Free-Living and Pet Birds; Alexander, D.]., Ed.; Kluwer Academic
Publishers: Boston, MA, USA, 1988.

5. Piacenti, AM.,; King, D.J.; Seal, B.S.; Zhang, J.; Brown, C.C. Pathogenesis of Newcastle disease in commercial and specific
pathogen-free turkeys experimentally infected with isolates of different virulence. Vet. Pathol. 2006, 43, 168-178. [CrossRef]

6.  Aldous, E.W,; Seekings, ].M.; McNally, A.; Nili, H.; Fuller, C.M,; Irvine, R M.; Alexander, D.J.; Brown, L.H. Infection dynamics of
highly pathogenic avian influenza and virulent avian paramyxovirus type 1 viruses in chickens, turkeys and ducks. Avian Pathol.
2010, 39, 265-273. [CrossRef]

7. Panda, A,; Huang, Z.; Elankumaran, S.; Rockemann, D.D.; Samal, S.K. Role of fusion protein cleavage site in the virulence of
Newcastle disease virus. Microb Pathog 2004, 36, 1-10. [CrossRef]

8. Scheid, A.; Choppin, PW. Identification of biological activities of paramyxovirus glycoproteins. Activation of cell fusion,
hemolysis, and infectivity by proteolytic cleavage of an inactive precursor protein of Sendai virus. Virology 1974, 57, 475-490.
[CrossRef]

9. Nagai, Y.; Klenk, H.D. Activation of precursors to both glycoproteins of Newcastle disease virus by proteolytic cleavage. Virology
1977, 77, 125-134. [CrossRef]

10. Seal, B.S.; King, D.J.; Bennett, ].D. Characterization of Newcastle disease virus isolates by reverse transcription PCR coupled to
direct nucleotide sequencing and development of sequence database for pathotype prediction and molecular epidemiological
analysis. J. Clin. Microbiol. 1995, 33, 2624-2630. [CrossRef]

11.  Nagai, Y,; Klenk, H.D,; Rott, R. Proteolytic cleavage of the viral glycoproteins and its significance for the virulence of Newcastle
disease virus. Virology 1976, 72, 494-508. [CrossRef]

12.  Collins, M.S.; Bashiruddin, J.B.; Alexander, D.J. Deduced amino acid sequences at the fusion protein cleavage site of Newcastle
disease viruses showing variation in antigenicity and pathogenicity. Arch. Virol. 1993, 128, 363-370. [CrossRef] [PubMed]

13.  OIE Newcastle Disease (Infection with Newcastle Disease Virus). In OIE Terrestrial Manual 2018; World Organisation for Animal
Health (OIE): Paris, France, 2018; pp. 964-983.

14. Aldous, EW,; Manvell, R.J.; Cox, WJ.; Ceeraz, V.; Harwood, D.G.; Shell, W.; Alexander, D.J.; Brown, .H. Outbreak of Newcastle
disease in pheasants (Phasianus colchicus) in south-east England in July 2005. Vet. Rec. 2007, 160, 482-484. [CrossRef] [PubMed]

15. Alexander, D.]. Newcastle disease in the European Union 2000 to 2009. Avian Pathol. 2011, 40, 547-558. [CrossRef] [PubMed]

16. Aldous, EW.; Mynn, J.K,; Irvine, RM.; Alexander, D.J.; Brown, LH. A molecular epidemiological investigation of avian
paramyxovirus type 1 viruses isolated from game birds of the order Galliformes. Avian Pathol. 2010, 39, 519-524. [CrossRef]
[PubMed]

17.  Aldous, EW.; Alexander, D.]. Newcastle disease in pheasants (Phasianus colchicus): A review. Vet. ]. 2008, 175, 181-185.
[CrossRef]

18.  Shabbir, M.Z.; Goraya, M.U.; Abbas, M.; Yaqub, T.; Shabbir, M.A.; Ahmad, A.; Anees, M.; Munir, M. Complete genome sequencing
of a velogenic viscerotropic avian paramyxovirus 1 isolated from pheasants (Pucrasia macrolopha) in Lahore, Pakistan. J. Virol.
2012, 86, 13828-13829. [CrossRef]

19. Dwight, L.A,; Coates, PS.; Stoute, S.T.; Senties-Cue, C.G.; Gharpure, R.V.; Pitesky, M.E. Serologic Surveillance of Wild and Pen-reared
Ring-necked Pheasants (Phasianus colchicus) as a Method of Understanding Disease Reservoirs. . Wildl Dis. 2018, 54, 414-418.
[CrossRef]

20. Gethoffer, F.; Curland, N.; Woelfing, B.; Ludwig, T.; Heffels-Redmann, U.; Hafez, H.; Lierz, M.; Voigt, U.; Siebert, U. Seropreva-
lences of specific antibodies against avian pathogens in free-ranging ring-necked pheasants (Phasianus colchicus) in Northwestern
Germany. PLoS ONE 2021, 16, €0255434. [CrossRef]

21. Panigrahy, B.; Senne, D.A.; Pearson, J.E.; Mixson, M.A.; Cassidy, D.R. Occurrence of velogenic viscerotropic Newcastle disease in

pet and exotic birds in 1991. Avian Dis. 1993, 37, 254-258. [CrossRef]


http://doi.org/10.1099/jgv.0.001328
http://www.ncbi.nlm.nih.gov/pubmed/31609197
http://doi.org/10.1080/713655022
http://www.ncbi.nlm.nih.gov/pubmed/11337967
http://doi.org/10.1099/0022-1317-74-12-2539
http://www.ncbi.nlm.nih.gov/pubmed/8277263
http://doi.org/10.1354/vp.43-2-168
http://doi.org/10.1080/03079457.2010.492825
http://doi.org/10.1016/j.micpath.2003.07.003
http://doi.org/10.1016/0042-6822(74)90187-1
http://doi.org/10.1016/0042-6822(77)90412-3
http://doi.org/10.1128/jcm.33.10.2624-2630.1995
http://doi.org/10.1016/0042-6822(76)90178-1
http://doi.org/10.1007/BF01309446
http://www.ncbi.nlm.nih.gov/pubmed/8435046
http://doi.org/10.1136/vr.160.14.482
http://www.ncbi.nlm.nih.gov/pubmed/17416725
http://doi.org/10.1080/03079457.2011.618823
http://www.ncbi.nlm.nih.gov/pubmed/22107088
http://doi.org/10.1080/03079457.2010.530938
http://www.ncbi.nlm.nih.gov/pubmed/21154063
http://doi.org/10.1016/j.tvjl.2006.12.012
http://doi.org/10.1128/JVI.02626-12
http://doi.org/10.7589/2017-08-191
http://doi.org/10.1371/journal.pone.0255434
http://doi.org/10.2307/1591484

Viruses 2023, 15, 536 15 of 15

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

Ross, C.S.; Sutton, D.; Skinner, P.; Mahmood, S.; Wynne, F; Londt, B.; Fuller, C.M.; Mayers, J.; Nunez, A.; Hicks, D.J.; et al.
Comparative pathogenesis of two genotype VI.2 avian paramyxovirus type-1 viruses (APMV-1) in pheasants, partridges and
chickens. Avian Pathol. 2023, 52, 36-50. [CrossRef]

Miller, PJ.; Haddas, R.; Simanov, L.; Lublin, A.; Rehmani, S.E;; Wajid, A.; Bibi, T.; Khan, T.A.; Yaqub, T.; Setiyaningsih, S.; et al.
Identification of new sub-genotypes of virulent Newcastle disease virus with potential panzootic features. Infect. Genet. Evol.
2015, 29, 216-229. [CrossRef] [PubMed]

Dimitrov, K.M.; Ramey, A.M.; Qiu, X.; Bahl, ].; Afonso, C.L. Temporal, geographic, and host distribution of avian paramyxovirus
1 (Newcastle disease virus). Infect. Genet. Evol. 2016, 39, 22-34. [CrossRef] [PubMed]

Fuller, C.; Londt, B.; Dimitrov, KM.; Lewis, N.; van Boheemen, S.; Fouchier, R.; Coven, F.,; Goujgoulova, G.; Haddas, R.; Brown,
I. An Epizootiological Report of the Re-emergence and Spread of a Lineage of Virulent Newcastle Disease Virus into Eastern
Europe. Transbound. Emerg. Dis. 2017, 64, 1001-1007. [CrossRef]

Steensels, M.; Van Borm, S.; Mertens, I.; Houdart, P.; Rauw, E; Roupie, V.; Snoeck, C.J.; Bourg, M.; Losch, S.; Beerens, N.; et al.
Molecular and virological characterization of the first poultry outbreaks of Genotype VII.2 velogenic avian orthoavulavirus type
1 (NDV) in North-West Europe, BeNeLux, 2018. Transbound. Emerg. Dis. 2021, 68, 2147-2160. [CrossRef] [PubMed]

Sutton, D.A.; Allen, D.P; Fuller, C.M.; Mayers, ].; Mollett, B.C.; Londt, B.Z.; Reid, S.M.; Mansfield, K.L.; Brown, L. H. Development
of an avian avulavirus 1 (AAvV-1) L-gene real-time RT-PCR assay using minor groove binding probes for application as a routine
diagnostic tool. ]. Virol. Methods 2019, 265, 9-14. [CrossRef]

Londt, B.Z.; Nunez, A.; Banks, J.; Nili, H.; Johnson, L.K.; Alexander, D.]J. Pathogenesis of highly pathogenic avian influenza
A/turkey/Turkey/1/2005 H5N1 in Pekin ducks (Anas platyrhynchos) infected experimentally. Avian Pathol. 2008, 37, 619-627.
[CrossRef]

Kommers, G.D.; King, D.J.; Seal, B.S.; Brown, C.C. Virulence of pigeon-origin Newcastle disease virus isolates for domestic
chickens. Avian Dis. 2001, 45, 906-921. [CrossRef]

Jeon, WJ.; Lee, EK,; Lee, Y.J.; Jeong, O.M.; Kim, Y.J.; Kwon, ].H.; Choi, K.S. Protective efficacy of commercial inactivated Newcastle
disease virus vaccines in chickens against a recent Korean epizootic strain. J. Vet. Sci. 2008, 9, 295-300. [CrossRef]

Qin, ZM,; Tan, L.T.; Xu, H.Y;; Ma, B.C.; Wang, Y.L.; Yuan, X.Y.; Liu, W.]J. Pathotypical characterization and molecular epidemiology
of newcastle disease virus isolates from different hosts in China from 1996 to 2005. . Clin. Microbiol. 2008, 46, 601-611. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


http://doi.org/10.1080/03079457.2022.2133680
http://doi.org/10.1016/j.meegid.2014.10.032
http://www.ncbi.nlm.nih.gov/pubmed/25445644
http://doi.org/10.1016/j.meegid.2016.01.008
http://www.ncbi.nlm.nih.gov/pubmed/26792710
http://doi.org/10.1111/tbed.12455
http://doi.org/10.1111/tbed.13863
http://www.ncbi.nlm.nih.gov/pubmed/33012090
http://doi.org/10.1016/j.jviromet.2018.12.001
http://doi.org/10.1080/03079450802499126
http://doi.org/10.2307/1592870
http://doi.org/10.4142/jvs.2008.9.3.295
http://doi.org/10.1128/JCM.01356-07

	Introduction 
	Materials and Methods 
	Viral Isolate 
	Birds 
	Experimental Design 
	Molecular Methods 
	Serology 
	Histopathology and Immunohistochemistry (IHC) 
	Statistical Analysis 

	Results 
	Pathogenesis and Transmission of APMV-1/Chicken/Bulgaria/112/13 in Chickens, Pheasants and Partridges 
	Viral Shedding Dynamics of AV112-13 Infection in Chickens, Pheasants and Partridges 
	Serological Assessment of Birds Directly Infected with AV112-13 
	Tissue Distribution and Post-Mortem Examination of AV112-13 Infected Birds 
	Assessment of Virus Transmission from Infected Birds to Naive In-Contact Birds 
	Analysis of Intra- and Inter-Species Transmission of AV112-13 

	Discussion 
	References

