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Abstract: The Gammacoronavirus infectious bronchitis virus (IBV) causes a highly contagious and
economically important respiratory disease in poultry. In the laboratory, most IBV strains are restricted
to replication in ex vivo organ cultures or in ovo and do not replicate in cell culture, making the
study of their basic virology difficult. Entry of IBV into cells is facilitated by the large glycoprotein on
the surface of the virion, the spike (S) protein, comprised of S1 and S2 subunits. Previous research
showed that the S2′ cleavage site is responsible for the extended tropism of the IBV Beaudette strain.
This study aims to investigate whether protease treatment can extend the tropism of other IBV strains.
Here we demonstrate that the addition of exogenous trypsin during IBV propagation in cell culture
results in significantly increased viral titres. Using a panel of IBV strains, exhibiting varied tropisms,
the effects of spike cleavage on entry and replication were assessed by serial passage cell culture in
the presence of trypsin. Replication could be maintained over serial passages, indicating that the
addition of exogenous protease is sufficient to overcome the barrier to infection. Mutations were
identified in both S1 and S2 subunits following serial passage in cell culture. This work provides
a proof of concept that exogenous proteases can remove the barrier to IBV replication in otherwise
non-permissive cells, providing a platform for further study of elusive field strains and enabling
sustainable vaccine production in vitro.
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1. Introduction

Infectious bronchitis virus (IBV) is a member of the Orthocoronavirinae. There are four genera,
denoted Alphacoronavirus, Betacoronavirus, Gammacoronavirus and Deltacoronavirus, with members
of each known to infect a range of hosts causing a variety of diseases in both humans and
animals. The most (in)famous members of the family are the betacoronaviruses severe acute
respiratory syndrome coronavirus (SARS-CoV) [1,2], Middle East respiratory syndrome coronavirus
(MERS-CoV) [3] and the recently emerged SARS-CoV-2 [4], all of which can cause severe disease in
humans. IBV, a Gammacoronavirus, infects domestic fowl and causes infectious bronchitis (IB), a highly
contagious respiratory disease that results in poor weight gain and reduced egg production and is
therefore of significant economic importance to poultry industries worldwide. IBV is perhaps unusual
in comparison to some of the other more well-known coronaviruses as there are many co-circulating
strains of different serotypes and genotypes that inflict varying degrees of clinical disease [5–7].

Effective vaccination against IB is an ongoing challenge due to the many current co-circulating
and constantly emerging genotypes and serotypes, with current vaccines offering limited cross
protection [8,9]. There is therefore a drive to both rationally attenuate IBV through specific modifications
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to the IBV genome [10] and to reduce the dependency on the supply of embryonated hens’ eggs for
vaccine production. Both issues are compounded as many strains of IBV, including economically
important strains such as 4/91(UK), exhibit restricted cell tropism and cannot be propagated in cell
culture [7,11]. Not only does this restrict the possibility of vaccine production in cell culture, it also
limits the study of the molecular biology of IBV replication to strains such as the attenuated laboratory
adapted strain, Beaudette [12]. The inability to study a wide variety of strains in vitro hinders IBV
research, vaccine development and ultimately impacts rapid response to newly emerging field strains.

Coronavirus tropism is determined by the spike (S) glycoprotein, a large type I transmembrane
type 1 fusion protein that protrudes outwards from the virion surface [13,14]. The S glycoprotein is
responsible for both attachment to host cells and the fusion of viral and cellular membranes, ultimately
leading to virus entry, genome release and replication. In many coronaviruses, including murine
hepatitis virus (MHV), transmissible gastroenteritis virus (TEGV) and feline infectious peritonitis (FIPV),
the S glycoprotein has been linked to tropism both in vitro and in vivo [13,15–17]. The S glycoprotein
also has a role in zoonotic transmission, highlighted by SARS-CoV, in which two mutations within
the S glycoprotein enabled the zoonotic transfer from palm civets into humans [18]. For IBV, the role
of the S protein in cellular tropism has been investigated using recombinant viruses, where the S
protein was shown to confer the cellular tropism of the strain from which it was derived [11,19,20].
Furthermore, the extended in vitro tropism of the recombinant IBV (rIBV) Beau-R, a molecular clone
of the pathogenic Beaudette-CK strain, has been associated with the S glycoprotein [21]. Beau-R is
notably and unusually able to replicate in the continuous cell lines Vero, Baby Hamster Kidney (BHK)
and the chicken fibroblast DF-1 cell line, as well as primary chicken kidney (CK) cells [22,23].

The structure of the coronavirus S glycoprotein is complex, with three individual protomers
assembling to form one trimeric S glycoprotein [14,24,25]. Each S glycoprotein comprises two subunits;
S1, the globular head of the protein containing the receptor binding domain, and S2, the stalk segment
that contains the fusion peptide (FP) and tethers the glycoprotein to the virion membrane [14].
The IBV S1 subunit is considered to induce the majority of virus-neutralising antibodies during in vivo
infection [26–28]. Dramatic conformational changes are observed in the S glycoprotein during entry into
host cells [29]. These changes are required for efficient exposure of the FP, and initiation of membrane
fusion. In many coronaviruses, including IBV, cleavage between the S1 and S2 subunits is essential for
entry, with the primary cleavage site lying at the junction between the two subunits [13,30]. Notably,
this is not required for infection of MERS-CoV and SARS-CoV, which both display uncleaved S proteins,
although S1/S2 cleavage is required for MERS-CoV entry into certain cell types [31]. More recently,
S1/S2 cleavage has been described as essential for SARS-CoV-2 entry into human lung cells [32].
A secondary cleavage site has also been identified in the S2 subunit of some CoVs, including IBV
Beaudette strains, SARS-CoV and MERS-CoV, termed the S2′ site [33–35]. In the betacoronaviruses
SARS-CoV and MERS-CoV, the S2′ site has been demonstrated to be a crucial determinant of particular
entry pathways and a key factor in viral fusion mechanisms. This site has been assigned a determinant
of cellular tropism in IBV, where it has been shown to be associated with the replication of Beau-R
in Vero cells [21]. In addition to the S glycoprotein, protease expression has also been linked to cell
and tissue tropism in coronaviruses including the Beaudette strain of IBV [36]. Recent investigations
have linked proteolytic cleavage of the spike glycoprotein to the capacity of a given coronavirus to
overcome the species barrier. Research using recombinant MERS-CoVs explored this by employing
exogenous trypsin as a tool to expand the tropism of the virus in vitro [37]. Furthermore, propagation
of the Alphacoronavirus porcine epidemic diarrhoea virus (PEDV) in cell culture requires the addition of
exogenous trypsin, as do many strains of influenza [38–40]. The addition of exogenous trypsin for
these viruses has therefore provided a vital mechanism for the study of the molecular basis of viral
replication and host responses in vitro.

In the present study, we have assessed the effects of exogenous trypsin on three different IBV strains
during infection, and assessed whether this can be used as an artificial tool to expand cell tropism,
thereby enhancing the potential for in vitro research. We investigated three IBV strains, M41-CK,
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a pathogenic laboratory strain [19], 4/91(UK), a pathogenic field isolate [11] and the recombinant IBV
(rIBV) Beau-R [23], an attenuated laboratory strain. Infections were assessed in Vero cells, a continuous
cell line already licensed for vaccine production [41] and DF-1 cells, a cell line derived from chicken
embryo fibroblasts [42]. Although Beau-R is able to replicate in both cell types, titres of Beau-R
generated from infected Vero cells were increased 24 h post infection (hpi) in the presence of exogenous
trypsin. In both Vero and DF-1 cells, titres of M41-CK were significantly increased after passage with
exogenous trypsin, however no effect was observed during 4/91(UK) infection. The sequence of the
M41-CK S gene was investigated after five passages in the presence of exogenous trypsin in Vero cells,
with two coding mutations identified.

2. Materials and Methods

2.1. Cells and Viruses

Vero cells were obtained from the central services unit (CSU) at The Pirbright Institute and
maintained in Eagle’s minimum essential medium (EMEM, Sigma-Aldrich, St. Louis, MO, USA)
containing 10% foetal bovine serum (FBS) and 1% l-Glutamine (Sigma-Aldrich, St. Louis, MO, USA).
Chicken kidney (CK) cells were prepared as previously described [43] from kidneys of 2–3 week old
Rhode Island Red (RIR) chickens, reared at The Pirbright Institute. DF-1 cells were obtained from CSU
and were maintained in Dulbecco’s minimum essential medium (DMEM) containing 10% FBS and 1%
l-Glutamine (Sigma-Aldrich, St. Louis, MO, USA).

Stocks of IBV strains M41-CK (GenBank accession number MK728875.1), Beau-R (GenBank
accession number AJ311317) and 4/91(UK) (GenBank accession number JN192154) were propagated
in 9- or 10-day old SPF embryonated hens’ eggs. M41-CK is a pathogenic M41-derived CK adapted
laboratory strain of the Massachusetts serotype [44]. Beau-R is an infectious clone of the attenuated
Beaudette-CK strain [12,45,46] also belonging to the Massachusetts serotype. The strain 4/91(UK) is a
pathogenic field strain of UK origin [11].

2.2. Infection of Vero and DF-1 Cells with IBV in the Presence of TPCK-Treated Trypsin

Six-well tissue culture plates of Vero or DF-1 cells were infected with IBV at a multiplicity of
infection (MOI) of 0.1, diluted in serum free N,N-bis(2-hydroxyethyl)-2aminoethanesulphonic acid
(BES) medium with added trypsin treated with L-(tosylamido-2-phenyl) ethyl chloromethyl ketone
(TPCK-treated trypsin, Sigma-Aldrich, St. Louis, MO, USA) at concentrations of either 0.2, 1.0 or
2 µg/mL for Vero or 0.2, 0.5 or 1.0 µg/mL for DF-1 cells, in a total volume of 500 µL per well. BES
medium alone or BES medium containing the same concentrations of trypsin as infected wells was
used for mock infections. Cells were incubated at 37 ◦C in 5% CO2 for 1 h. Following the primary
incubation step, the virus inoculum was removed, and cells were washed twice in phosphate-buffered
saline (PBS) before the addition of 3 mL of BES medium with the appropriate concentration of trypsin
(matched to the media in which the virus was diluted). Cells were incubated at 37 ◦C in 5% CO2 for 24
h, after which the supernatant was harvested. Quantities of infectious viral progeny in the supernatant
were assessed by titration in CK cells. To prepare Vero cell lysates, cells were washed once in cold PBS
after which 350 µL of radioimmunoprecipitation assay (RIPA) lysis buffer (ThermoFisher, Waltham,
MA, USA) containing protease inhibitor cocktail (PIC) and ethylenediaminetetraacetic acid (EDTA)
(ThermoFisher, Waltham, MA, USA) was added to each well. Cells were incubated on ice for 20 min
with constant agitation. Cells were scraped into buffer and centrifuged at 10,000× g; supernatant was
stored at −20 ◦C.

2.3. Analysis of IBV Replication Kinetics in the Presence of TPCK-Treated Trypsin

Confluent six-well tissue culture plates of Vero cells were infected with IBV M41-CK or rIBV
Beau-R at a MOI of 0.01. Viruses were diluted in serum-free BES medium containing TPCK-treated
trypsin at a concentration of 1.0 µg/mL or BES medium alone (untreated) in a total volume of 500 µL
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per well. Cells were incubated at 37 ◦C in 5% CO2 for 1 h. Following the primary incubation step,
virus inoculum was removed and cells were washed twice in PBS before the addition of 3 mL of
BES medium containing TPCK-treated trypsin at a concentration of 1.0 µg/mL or BES medium alone.
Cells were incubated at 37 ◦C in 5% CO2. Supernatant was harvested at 1, 12, 24, 48 and 72 hpi and
quantities of infectious viral progeny were assessed by titration in CK cells.

2.4. Passaging IBV with TPCK-Treated Trypsin in Vero and CK Cells

Confluent six-well tissue culture plates of Vero or CK cells were infected with IBV diluted at a
ratio of 1:1 in serum free BES medium with added TPCK-treated trypsin (Sigma-Aldrich, St. Louis,
MO, USA) at concentrations of either 0.2 or 2 µg/mL for Vero cells, or 0.2, 0.5 and 1.0 µg/mL for CK
cells, in a total volume of 500 µL per well. BES medium alone or BES medium containing the same
concentrations of trypsin as infected wells was used for mock wells. Cells were incubated at 37 ◦C in
5% CO2 for 1 h. Following the primary incubation step, virus inoculum was removed and cells were
washed twice in PBS before the addition of 3 mL of BES medium with the appropriate concentration of
trypsin (matched to the media in which the virus was diluted). Cells were incubated at 37 ◦C in 5%
CO2 for 48 h, after which the supernatant was harvested. Quantities of infectious viral progeny in the
supernatant were assessed by titration in CK cells. The supernatant was used for four subsequent
passages in each cell type following the same protocol. Cell lysates were prepared from infected Vero
cells following the removal of the supernatant. Cells were washed once in cold PBS, after which 350 µL
of RIPA lysis buffer (ThermoFisher, Waltham, MA, USA) containing protease inhibitor cocktail (PIC)
and EDTA (ThermoFisher, Waltham, MA, USA) was added to each well. Cells were incubated on
ice for 20 min with constant agitation. Cells were scraped into buffer and centrifuged at 10,000× g;
supernatant was stored at −20 ◦C.

2.5. Analysis of Protein Expression and S Protein Cleavage by Western Blot

Cell lysates were thawed at room temperature and diluted 3:1 with Laemmli Sample Buffer (SB, 4X,
Bio-Rad, Santa Rosa, CA, USA) containing β-mercaptoethanol (Sigma-Aldrich, MO, USA). Diluted
samples were heated to 80 ◦C for 10 min before loading on to a Bio-Rad Protean Mini-TGX™ sodium
dodecyl sulphate-polyacrylamide gel electrophoresis (SDS-PAGE) gel (4–20%). Samples were run
for 1 h at 150 V alongside Bio-Rad Protein Dual Colour Standard. Proteins were transferred onto a
nitrocellulose membrane following the Bio-Rad Trans-Blot® turbo transfer protocol for Mini-TGX™
gels. Membranes were blocked for 1 h in PBS containing 0.1% Tween 20 and 5% Marvel milk powder.
Primary antibodies were diluted in the same blocking solution and applied to membranes for 1 h at
room temperature. Anti-S2 (PrioMab, ThermoFisher, Waltham, MA, USA) and anti-β-actin (Abcam,
Cambridge, UK) mAbs were applied at dilutions of 1:500 and 1:1000, respectively. Membranes were
washed three times in PBS containing 0.1% Tween 20 (PBS-T, Sigma-Aldrich, St. Louis, MO, USA) for
5 min. Secondary antibodies were diluted in blocking solution and applied to membranes at a dilution
of 1:10,000 for 1 h at room temperature. Membranes were washed a further three times before a final
wash in deionised water. Membranes were analysed using a Licor Odyssey scanner using both 700
and 800 CW channels.

2.6. Analysis of IBV Infection in Vero Cells by Confocal Microscopy

Vero cells were seeded on glass coverslips in 24-well tissue culture plates at 1 × 105 cells/mL
in EMEM (10% FBS). Cells were washed once in PBS and infected with IBV (MOI = 10), diluted in
BES-containing medium. BES-containing medium was added to mock wells. Trypsin was added to half
the wells at a final concentration of 1 µg/mL. Cells were incubated at 37 ◦C for 1 h (5% CO2). Cells were
washed once in PBS and 1 mL of BES-containing medium with or without TPCK-treated trypsin
(1 µg/mL) was added to each well. Cells were incubated at 37 ◦C (5% CO2) for 24 h. Cells were washed
once in PBS, then fixed in PBS containing 4% paraformaldehyde (Electron Microscopy Services, Hatfield,
PA, USA) for 20 min at room temperature. Cells were washed once in PBS then permeabilised with
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PBS containing 0.1% Triton X100 (Sigma-Aldrich, St. Louis, MO, USA) for 10 min at room temperature.
Cells were washed once in PBS, then blocking solution was added to each well consisting of PBS
containing 0.5% bovine serum albumin (BSA, Sigma-Aldrich, St. Louis, MO, USA). Cells were incubated
in blocking solution for 1 h at room temperature. Blocking solution was removed and replaced with
blocking solution containing primary antibodies against dsRNA (Scicons, Szirák, Hungary) and alpha
tubulin (Abcam, Cambridge, UK) (both diluted 1:1000). Cells were incubated with primary antibodies
for 1 h at room temperature before three 5-min incubations in PBS. Secondary antibodies (AlexaFluor488
and 568 Goat Anti-Mouse, Invitrogen, Carlsbad, CA, USA) were diluted 1:500 in blocking solution and
applied to cells for 1 h at room temperature (under foil). Cells were washed three times in PBS before
the addition of 4′,6-diamidino-2-phenylindole (DAPI) (Abcam, Cambridge, UK) diluted 1:10,000 in
H2O. Cells were incubated with DAPI for 5 min before a final wash in H2O. Coverslips were mounted
onto glass slides using VectaShield (Vector Labs, Burlingame, CA, USA) and sealed with nail varnish
before analysis under a Leica confocal microscope.

2.7. RNA Extraction from CELL supernatant

RNA was extracted from cell supernatant following the RNA Clean-Up protocol in the QIAGEN
RNeasy Mini Kit (QIAGEN, Hilden, Germany). All steps were carried out according to the
manufacturer’s instructions. RNA was eluted into 35 µL of RNAse-Free water and stored at −20 ◦C.

2.8. Reverse Transcription (RT), PCR and Sanger Sequencing

Reverse transcription was carried out with 5 µL supernatant-derived RNA using SuperScript IV
Reverse Transcriptase (Invitrogen, Carlsbad, CA, USA), according to the manufacturer’s instructions.
The detection of the IBV 3′ untranslated region (UTR) was achieved using universal primers
BG56 (5′-CAACAGCGCCCAAAGAAG-3′) and BG93/100 (3′-GCTCTAACTCTATACTAGCCT-5′).
PCR across the S gene was carried out using primer sets covering the S1 and
S2 subunits. Primers covering S1 are termed BG42 (5′-AATAATGGCAATGATGAC-3′)
and BG136 (3′-AACTGCCACAAACATACTGC-5′). Those covering S2 are termed BG46
(5′-CATCAAAATCACTAATGG-3′) and BG142 (3′-AGGGATCAAATACTTCTGTG-5′). PCR products
were generated using Taq DNA polymerase recombinant (Invitrogen, Carlsbad, CA, USA), according
to the manufacturer’s instructions. An extension time of 1 min per kb was employed. PCR products
were analysed by gel electrophoresis and product sizes (bp) were compared to 1 kb Plus DNA Ladder
(ThermoFisher, Waltham, MA, USA). PCR products were sent to Eurofins GATC for Sanger sequencing
with each primer, according to the company’s requirements. Sequencing reads were analysed using
Staden software.

2.9. Statistical Analyses

All statistical analyses described were performed using GraphPad Prism 8.0. Data were assessed
for normality before the selection of the appropriate test.

3. Results

3.1. Exogenous Trypsin Enhances M41-CK Replication in Vero Cells

To assess whether IBV was susceptible to trypsin treatment, the replication of the M41-CK strain
was investigated in Vero cells in the presence of increasing concentrations of TPCK-treated trypsin.
M41-CK is a laboratory-adapted IBV strain that exhibits a pathogenic phenotype in vivo and belongs to
the Massachusetts (Mass) serotype that has been used extensively in vaccine research [9,47]. M41-CK
displays a restricted tropism in vitro and is only able to be propagated in ovo, in ex vivo tracheal organ
cultures (TOCs) and in primary CK cells; it is not able to replicate in Vero or DF-1 cells [19]. A defined
quantity of M41-CK, 10,000 plaque forming units (PFU), in cell culture medium containing defined
quantities of TPCK-treated trypsin was used to infect Vero cells. After the primary incubation the
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inoculum was replaced with cell culture media containing the same defined quantity of TPCK-treated
trypsin used for the infection. An M41-CK with no trypsin control (referred to as untreated from this
point) was included in the experiment. The quantity of infectious progeny virus at 48 h post-infection
(hpi) was assessed by titration in CK cells (Figure 1A). In the absence of trypsin, very low titres of
M41-CK were present in the harvested supernatant (<101 PFU/mL). The addition of trypsin increased
the titres significantly, with titres reaching >103 PFU/mL when 1 or 2 µg/mL of TPCK-treated trypsin
was added. At the lowest concentration of TPCK-treated trypsin, 0.2 µg/mL, the titre of M41-CK
was also significantly increased compared to that produced in the absence of TPCK-treated trypsin
(p < 0.005). To further investigate these initial results, which indicated the addition of TPCK-treated
trypsin could enable M41-CK to replicate in a non-permissive cell line, immunofluorescence microscopy
was used to confirm the presence of double stranded RNA (dsRNA) (Figure 1B). The level of dsRNA,
a well-established marker of IBV infection [48–50], was visibly increased in trypsin-treated M41-CK
infected cells compared to the non TPCK-treated trypsin M41-CK infected control. This further indicated
that the addition of TPCK-treated trypsin enabled M41-CK replication in Vero cells.
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Figure 1. Trypsin enhances infectious bronchitis virus (IBV) replication in Vero cells. (A) Vero cells were
infected with M41-chicken kidney (CK) (MOI = 1) diluted in 1XBES medium containing increasing
concentrations of trypsin treated with l-(tosylamido-2-phenyl) ethyl chloromethyl ketone (TPCK-treated
trypsin) from 0–2.0 µg/mL. Supernatant was harvested at 24 hpi and titrated on CK cells in triplicate.
Data are representative of three biological replicates. Data were analysed by One-Way ANOVA followed
by Tukey’s test for multiple comparisons and statistical differences from the untreated (0 µg/mL TPCK)
values are indicated. ** indicates p < 0.01, *** indicates p < 0.001, **** indicates p < 0.0001. (B) Confocal
images of Vero cells infected with M41-CK in the presence of trypsin (1.0 µg/mL) compared to mock
infected and untreated cells. Cells were stained with monoclonal antibodies against dsRNA (Red) and
α-tubulin (Green). Nuclei were stained with DAPI (Blue). White scale bars indicate 25µm. Replication
kinetics of M41-CK (C) and Beau-R (D) in the presence of trypsin (1.0 µg/mL) were assessed in Vero
cells. Cells were infected with IBV at MOI of 0.01. Supernatant was harvested at 1, 12, 24, 48 and
72 hpi and titrated on CK cells in triplicate. Average viral titres of at least three biological replicates
are displayed with SEM. Statistical differences were calculated by Two-Way ANOVA comparing IBV
strains and treatments.
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Following the results of the initial infections (Figure 1A,B), the replication kinetics of two IBV
strains were analysed in the presence and absence of TPCK-treated trypsin. As well as M41-CK,
the rIBV Beau-R was included in the assay to establish whether the presence of trypsin affected a strain
that was already able to replicate in continuous cell culture. Vero cells were infected with M41-CK
and Beau-R at a low MOI of 0.01. Viruses were diluted in cell culture media containing 1 µg/mL
TPCK-treated trypsin and, after the primary incubation, this was replaced with cell culture media
containing the same concentration of TPCK-treated trypsin. An infected, no-trypsin control (untreated)
was included for each strain. Supernatant was harvested at 1, 12, 24, 48 and 72 hpi and titres of
infectious viral progeny were assessed by plaque assay in CK cells (Figure 1C,D). In the absence
of trypsin, the titres of M41-CK decreased over the duration of the experiment, with no detectable
virus observed at 72 hpi (Figure 1C). With the addition of trypsin, however, M41-CK titres increased
steadily over the 72-h time period, reaching a peak titre of almost 103 pfu/mL at 72 hpi. Although the
titres produced at 48 and 72 hpi during M41-CK TPCK-treated trypsin infection were relatively low
when compared to Beau-R (Figure 1D), they were significantly increased in comparison the untreated
M41-CK control sample (p < 0.0005), suggesting that the presence of trypsin had enhanced replication.
Interestingly, although Beau-R is able to replicate in Vero cells in the absence of TPCK-treated trypsin
(Figure 1D), there was a significant increase in viral titre at 24 hpi in the trypsin-treated samples
compared to the untreated control (Figure 1D, p < 0.05). This difference, however, was not maintained
at the later time points, with no statistical differences observed at 48 or 72 hpi. For both Beau-R and
M41-CK, the addition of exogenous trypsin during infection in Vero cells resulted in increased yields of
both IBV strains, albeit at different time points during the infection. This indicates that the replication
of both strains can be enhanced by treatment with exogenous trypsin and, for M41-CK, the addition of
trypsin facilitated entry into a previously non-permissive cell line.

3.2. The Addition of Exogenous Trypsin Allows Sustained Replication of IBV M41-CK in Vero Cells but Not 4/91

Three strains of IBV, each exhibiting a different in vitro tropism, were passaged in Vero cells to
assess if the increases in viral replication could be maintained and to monitor whether the viruses
would adapt to trypsin. Alongside M41-CK and rIBV Beau-R, the classical respiratory strain 4/91(UK),
which is of particular economic relevance in the UK [51], was included in these assessments. Notably,
4/91(UK) is a different serotype to both M41-CK and Beau-R (GenBank accession numbers JN192154,
MK728875.1 and AJ311317 respectively) and exhibits a 17.6% and 17.7% amino acid sequence difference
in the S glycoprotein in comparison to M41-CK and Beau-R, respectively. Propagation of both M41-CK
and 4/91(UK) in cell culture would be highly beneficial for IBV vaccine research, as their in vitro
tropisms are limited to ex vivo TOCs, embryonated eggs and additionally primary CK cells for M41-CK,
but not 4/91(UK) [11]. Viral titres of M41-CK and Beau-R stocks were determined by plaque assay in
CK cells prior to infection and the titre of the 4/91(UK) stock was determined in TOCs. The initial titres
of each stock virus used for the first passage were comparable. Each virus was blindly passaged five
times in Vero cells in the presence of TPCK-treated trypsin and titres at each passage were determined
by plaque assay in CK cells in triplicate; an untreated control for each strain was also included.
Virus presence in Vero cell supernatant was confirmed by PCR, using universal primer sets targeting the
IBV 3′ UTR [52]. These universal primers allow for detection of a range of IBV strains and distinction
between different strains, based on the size of the amplified PCR product. Using results from the
dose-response experiment described in Figure 1A, two concentrations of trypsin were selected: a low
concentration of 0.2 µg/mL and a higher concentration of 2 µg/mL. For M41-CK, titres of >104 PFU/mL
were maintained over five passages at the higher concentration of trypsin (Figure 2A). Despite a titre
of 103 PFU/mL at passage 1 (P1-Vero) no infectious virus was detected in the low concentration sample
(0.2 µg/mL) at any other passage except at passage 5, in which a small quantity of M41-CK was detected.
No PCR product could be generated from the supernatant using universal primer sets, indicating
that the amount of virus present was negligible and fell below the limit of detection. The titres of
Beau-R were largely unaffected at either concentration of trypsin, maintaining titres of >105 PFU/mL,
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although there was a small reduction observed at passage 2 in comparison to the untreated control
group, possibly due to increased cytopathic effect and a subsequent fall in virus production from the
remaining viable cells (Figure 2B). In contrast to the other strains, 4/91(UK) was not detectable by
plaque assay regardless of the trypsin concentration or passage number (Figure 2C). This could be
attributed to the fact that 4/91 is unable to replicate in CK cells and thus would be undetectable by
plaque assay [11]. To determine if 4/91(UK) was present, the supernatant was analysed by RT-PCR
using universal primers targeting the 3′ UTR. At each passage, no 4/91(UK)-derived PCR product
could be detected, indicating that the addition of trypsin had not enabled 4/91(UK) to replicate in Vero
cells. For M41-CK and Beau-R, all samples containing virus detectable by plaque assay were also
positive for IBV by RT-PCR. Taken together, these results show that passaging IBV in the presence of
trypsin allows M41-CK replication to be maintained over five passages in Vero cells, but not 4/91(UK),
indicating that the effect of the addition of exogenous trypsin is dependent on the IBV strain.
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Figure 2. IBV replication in Vero cells is maintained over passage with trypsin in a strain-dependent
manner. Three strains of IBV were passaged in Vero cells five times in the presence of TPCK-treated
trypsin at a high (2.0 µg/mL) and low (0.2 µg/mL) concentration alongside untreated (UT) samples
of each strain. Cells were infected with each IBV diluted at a ratio of 1:1 in serum free BES media
containing each concentration of TPCK-treated trypsin. Supernatant was harvested at 48 hpi and used
for the subsequent passage following the same protocol. Supernatant from each passage was titrated
on CK cells in triplicate and viral titres were calculated (pfu/mL). The average viral titre at each passage
is shown for M41-CK (A), Beau-R (B) and 4/91 (C).

3.3. Additional S Protein Cleavage Products Were Not Detected Following Passage in the Presence of Trypsin

It was hypothesised that treatment with exogenous trypsin would result in additional cleavage
of the IBV S protein, resulting in extra cleavage products that may be detectable by Western blot.
To explore this, Western blot analysis of the S proteins expressed during infection in the presence and
absence of trypsin was performed using a monoclonal antibody detecting the S2 subunit. S protein
expression was monitored over the five passages in Vero cells (described in Figure 2) to further verify
successful infection and identify any potential differences in cleavage products observed in the Western
blots. Cell lysates were harvested from passage 1 and passage 5 (Figure 2A,B), separated by SDS-PAGE
and probed using anti-S2 and anti-β-actin antibodies (Figure 3). After the first passage in Vero cells, the
S glycoprotein from M41-CK was detected by Western blot only in the sample containing the higher
concentration of TPCK-treated trypsin. The expression was not as strong when compared with the
Beau-R samples, as the S2 band was not visible in the M41-CK derived samples (Figure 3A), indicating
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a smaller amount of S2 in this sample. In the M41-CK trypsin-treated samples harvested at passage 5,
however, there is a clear band at approximately 80 kDa, corresponding to the predicted size of the S2
subunit (Figure 3B), indicating a greater amount of S2 compared to passage 1. In both the passage
1 and passage 5 samples, the bands relating to the Beau-R S glycoprotein produced in the higher
concentration of trypsin are fainter when compared to the lower concentration. This is likely due to
increased level of cytopathic effect (cpe) as a result of infection with the cell-adapted Beau-R strain,
resulting in fewer remaining cells processed for Western blot analysis at 48 hpi. This is reflected in the
quality of the β-actin staining observed in the higher concentration of trypsin, in which there was no
visible staining for β-actin. Despite the lower level of Beau-R S glycoprotein detected in the higher
concentration of trypsin, the Western blot analysis of both M41-CK and Beau-R indicates that the S
protein is expressed during infection when exogenous trypsin is applied. The analysis also shows that
no additional cleavage products were detected in any of the samples.
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Figure 3. IBV spike (S) expression in the presence of trypsin. Cell lysates from mock, M41-CK infected
and Beau-R infected Vero cells at P1 (A) and P5-Vero (B) were resolved by SDS-PAGE and analysed
by Western blot. IBV S was detected using mAb 26.1 against the S2 subunit. Beta-actin was used as
a loading control. Band sizes were compared with BioRad Dual Colour Standards. No change was
observed in the size of the protein over the five passages. - indicates untreated/trypsin-free samples,
+ indicates samples propagated in BES medium containing 0.2 µg/mL TPCK-treated trypsin and ++

indicates samples propagated in BES medium containing 2 µg/mL TPCK-treated trypsin.

3.4. Trypsin Treatment Leads to the Development of Trypsin-Independent Mutants

It has been reported that passaging in the presence of exogenous proteases generates
trypsin-independent mutants of PEDV, wherein the passaged viruses are able to re-infect Vero cells in
trypsin-negative cell culture medium, displaying an adaptation to cell culture [40,53]. To investigate
whether the same was true for the passaged M41-CK samples, supernatant from an early passage
(P1-Vero) or the final passage (P5-Vero) in Vero cells (Figure 2A,B, respectively) was used to infect Vero
cells in the absence of trypsin. The supernatant from these infections was assessed for viral progeny by
plaque assay in CK cells. The titres obtained in the latter assessment were compared directly with
the titre of the sample from the previous passage in the presence of trypsin, in order to calculate the
proportion of viruses within the sample that were trypsin-independent (i.e., able to infect Vero cells in
trypsin-free conditions, Figure 4).
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Figure 4. Passage in the presence of trypsin generates trypsin independent M41-CK mutants.
(A) Supernatant from the first passage of M41-CK in Vero cells in a low (0.2 µg/mL) or a high
(2 µg/mL) concentration of TPCK-treated trypsin (P1-T) was used to infect Vero cells in the absence of
trypsin (P2). The quantity of viral progeny in each sample of supernatant was assessed by titration in
CK cells in triplicate. Average viral titres from the two infections were directly compared in order to
identify populations of trypsin-independent mutants. The percentage of trypsin-independent viruses
present in the P1-T sample was then calculated. (B) Supernatant from the fifth passage of M41-CK in
Vero cells in a low (0.2 µg/mL) or a high (2 µg/mL) concentration of TPCK-treated trypsin (P5-T) was
used to infect Vero cells in the absence of trypsin (P6). Average viral titres from the two infections
were directly compared to identify populations of trypsin-independent mutants. The percentage of
trypsin-independent viruses present in the P5-T sample was then calculated.

Figure 4A shows the comparison between the titre of virus obtained from the first passage of in
Vero cells (P1-T) with the titre obtained when supernatant from these infections was used to infect
Vero cells in the absence of trypsin (P2). In the low concentration of trypsin (0.2 µg/mL), the titre of
M41-CK obtained from P1-T was >103 PFU/mL. When the supernatant from P1-T was used to infect
Vero cells in trypsin-free conditions (P2), a titre of <101 was obtained, as measured by plaque assay on
CK cells. This indicates that the majority of the population of viruses within the P1-T supernatant were
trypsin-dependent. A small proportion of the viruses in the P1-T supernatant were able to infect Vero
cells in P2, equating to 8.6% of the original titre. This may indicate the presence of trypsin-independent
mutants in these samples. In the higher concentration of trypsin (2 µg/mL), the titre of the P1-T
sample was close to 105 PFU/mL. At P2, in the absence of trypsin, the titre obtained was <102 PFU/mL.
This indicates that 36.4% of the viruses in the P1-T sample, propagated in the higher concentration of
trypsin, were able to infect Vero cells in the absence of trypsin at P2.

These analyses were repeated after five passages of M41-CK in Vero cells in the presence of a low
and high concentration of trypsin (P5-T). The supernatant from P5-T was titrated by plaque assay in
CK cells, as previously described, and subsequently used to infect Vero cells in the absence of trypsin
(P6). The supernatant from P6 was then titrated on CK cells and the titres were compared to analyse
the population of potential trypsin-independent mutants (Figure 4B). In the lower concentration of
trypsin, the titre of the P5-T sample was approximately 101 PFU/mL. No virus was detected by PCR or
plaque assay at P6, indicating that none of the viruses present in the sample were trypsin independent,
or that the titre fell below the limit of detection. In the higher concentration of trypsin, at P5-T, the titre
of the sample was >105 PFU/mL. The titre of the supernatant from P6 was <101 PFU/mL, equating to
approximately 13.5% of the original P5-T titre. While this is a lower proportion than observed in the
P1-T sample, it is important to note that there was a small population of viruses in the untreated sample
that were able to infect Vero cells, but these were lost during the passaging process. This population
may have contributed to the percentage of trypsin-independent mutants present at P2 in the absence
of trypsin, but could not sustain replication to P5-T.
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Taken together these results indicate that trypsin-independent mutants may have been generated
during the passaging process in Vero cells. They also indicate that the higher concentration of trypsin
was more effective in generating these M41-CK mutants.

3.5. Trypsin Increases M41-CK and Beau-R Replication in Avian DF-1 Cells

To assess if the effects of trypsin were cell type specific, IBV infections were repeated in DF-1 cells,
a chicken fibroblast cell line originating from White Leghorn chickens [42]. The same IBV strains were
investigated to assess how infection was affected with varying concentrations of TPCK-treated trypsin
(Figure 5). Anecdotal evidence had suggested that these cells may be more sensitive to the action of
trypsin than Vero cells, and so three concentrations, 0.2 µg/mL, 0.5 µg/mL and 1 µg/mL, were analysed.
Cells were infected at a MOI of 0.1, in cell culture medium containing a defined concentration of trypsin.
Following the primary incubation, the inoculum was replaced with cell culture medium containing
the same defined concentration of TPCK-treated trypsin. An infected, no trypsin control was also
included for each strain. Supernatant was harvested at 48 hpi, titrated by plaque assay on CK cells to
quantify viral progeny and analysed by RT-PCR using universal primer sets as previously described.
The effect of trypsin treatment in these cells was strain-dependent, similar to that observed in Vero
cells (Figure 2). For M41-CK, significant increases in titres were identified at both the lower (0.2 µg/mL)
and the intermediate concentration of trypsin (0.5 µg/mL) when compared to the untreated sample
(p < 0.02 and 0.0001, respectively). There was however no difference in the titres obtained from higher
concentration of trypsin (1 µg/mL) in comparison to the untreated sample, indicating that 0.5 µg/mL
was the optimal concentration for M41-CK propagation in Vero cells. This could be due to increased
trypsinisation of the cells at the higher concentration of trypsin, leaving fewer viable cells in which a
productive M41-CK infection could be established. Beau-R replication decreased significantly in the
presence of trypsin at the two lower concentrations (p < 0.001) but unlike M41-CK, was unchanged
when propagated in the higher concentration. Although statistically significant, the reductions in titre
observed at 0.2 and 0.5 µg/mL were only slight, indicating that the observed effect is not altogether
biologically relevant, and that trypsin had little effect on Beau-R infection in DF-1 cells. As observed in
Vero cells, 4/91(UK) was unaffected by the addition of trypsin. As 4/91(UK) is also unable to replicate
in CK cells, this was confirmed by PCR, with no viral genome detected using universal primer sets.
These results demonstrate that the effects observed for each strain are not dependent on cell type and
further prove that trypsin can be used as a tool to facilitate IBV replication in continuous cell culture.
Taken together, the results from the Vero and DF-1 cell infections (Figures 2 and 5, respectively) show
that the effects of exogenous trypsin on the productive replication of both M41-CK and Beau-R are not
dependent on cell type.
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Figure 5. IBV replication in DF-1 cells is affected by trypsin. DF-1 cells were infected with IBV strains
M41-CK, Beau-R or 4/91 (MOI = 0.1) diluted in BES medium either untreated (UT) or containing
TPCK-treated trypsin at concentrations 0.2, 0.5 and 1.0 µg/mL. Supernatant was harvested at 24 hpi and
titrated on CK cells in triplicate. Average viral titres are displayed with SEM. Statistical differences were
calculated by One-Way ANOVA followed by Tukey’s multiple comparison test and are indicated for
each strain. * indicates p < 0.02, ** indicates p < 0.01, *** indicates p < 0.001 and **** indicates p < 0.0001.

3.6. Trypsin Treatment Does Not Affect IBV Replication in CK Cells

In parallel to the assessments in continuous cell lines, each IBV was passaged in CK cells at three
concentrations, 0.2 µg/mL, 0.5 µg/mL and 1µg/mL (Figure 6). As noted for DF-1 cells, it was suspected
that CK cells would be less tolerant of trypsin treatment and so a range of lower concentrations
were assessed. An untreated control was also included for each strain. The primary objective here
was to assess the effects of trypsin in a primary cell culture. CK cells are susceptible to infection by
M41-CK and Beau-R but cannot be infected by the field strain 4/91(UK) [11]. For Beau-R and M41-CK,
the addition of trypsin did not affect replication over the five passages. There was a small amount
of variation in the M41-CK titres, but, overall, no change was observed (Figure 6A). Beau-R titres
decreased slightly after the first passage in all treatment conditions but remained stable in all samples
from P2 to P5-Vero (Figure 6B). The replication of the 4/91(UK) strain was unaffected by the addition of
trypsin and no virus was detected at any stage in the passaging by either plaque assay or RT-PCR,
mirroring both the results from the Vero and DF-1 passaging (Figures 2 and 5). This further suggests
that 4/91(UK) replication, unlike M41-CK infection, cannot be recovered in non-permissive cell types
using exogenous protease treatment.
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Figure 6. IBV replication is not affected by trypsin cleavage in CK cells. Three strains of IBV were
passaged in the presence of TPCK-treated trypsin at three concentrations, 0.2, 0.5 and 1.0 µg/mL,
alongside untreated (UT) samples of each strain. Cells were infected with each IBV diluted at a ratio of
1:1 in serum free BES media containing each concentration of TPCK-treated trypsin. Supernatant was
harvested at 48 hpi and used for the subsequent passage following the same protocol. Supernatant from
each passage was titrated on CK cells in triplicate and viral titres were calculated (pfu/mL). The average
viral titre at each passage is shown for M41-CK (A), Beau-R (B) and 4/91 (C).

3.7. Passaging in the Presence of Trypsin in Vero Cells Results in Two Mutations within the M41-CK
Spike Glycoprotein

Viral RNA was extracted from the supernatant of the first (P1) and last (P5) passage in Vero cells
(Figure 2), after which cDNA was generated for use in PCR analysis. PCR products were generated
using primers which amplify the S gene for M41-CK passaged in the higher concentration of trypsin
(2 µg/mL) and for all Beau-R samples. PCR products were Sanger sequenced and aligned with the
published M41-CK and Beau-CK sequences (GenBank accession numbers MK728875.1 and AJ311317,
respectively) and the sequences of the stock viruses used for the first passages to identify any mutations
in the S proteins. In the M41-CK P5-Vero sample (2.0 µg/mL), two coding mutations were identified in
the S protein sequence (Table 1). The first mutation was a nucleotide change from G to T at genome
position 21689, resulting in an amino acid change from Arginine (R) to Isoleucine (I), at amino acid
position 435 (R435I) in the S protein sequence. R435I is located in the C-terminal domain (CTD) of the
S1 subunit (S1-CTD) and is close to the S1/S2 cleavage site at position 535. The second mutation from
A to T at genome position 22156 resulted in an amino acid change from Threonine (T) to Serine (S),
T595S. This position is located in the S2 subunit between the primary cleavage site (RRFRR) at position
535 and the putative location of the M41 fusion peptide [14]. Although both mutations are coding,
no structural changes were observed (modelled using PyMOL and compared to the M41 S protein
structure published by Shang et al. in 2018 with 100% confidence). For Beau-R, one mutation was
identified in the S1 subunit of the glycoprotein, in the passage 5 sample from the higher concentration
of trypsin. A nucleotide change in T20522A caused an amino acid change from Valine (V) to Aspartic
acid (D) at position 50. This lies within the range of amino acids previously identified as critical for
M41 binding [54].
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Table 1. Mutations in the M41-CK and Beau-R S gene following passaging in the presence of trypsin.

Sample Cell Type Treatment (Trypsin
Concentration)

Original
Sequence Mutation aa Position within

S Sequence

M41-CK Vero 2 µg/mL R I 435
M41-CK Vero 2 µg/mL T S 595
Beau-R Vero 2 µg/mL V N 50

M41-CK CK UT N L 617
M41-CK CK 0.2 µg/mL N L 617
M41-CK CK 0.5 µg/mL N L 617
M41-CK CK 1.0 µg/mL N L 617

Amino acids (aa) are numbered from the start codon of the S protein in each IBV strain.

Over the course of five passages in CK cells, M41-CK acquired a mutation at amino acid (aa)
position 617 in the S2 subunit, inducing an N to L amino acid change (N617L). This mutation is present
in all four samples, including the untreated sample, suggesting that the mutation was not induced by
trypsin. No mutations were observed in the Beau-R S protein over the course of the passaging in CK
cells. Notably, a mutation at aa position 617 was previously associated with the ability to replicate in
Vero cells for Beau-R [21]. The mutation described here for M41-CK is not identical, but this indicates
that this position is prone to mutation during cell culture adaptation.

In summary, the results of the passaging experiments completed in Vero cells (Figure 2) and the
DF-1 cell infections (Figure 5) demonstrated that M41-CK replication can be increased following the
addition of exogenous trypsin in Vero and DF-1 cells. This effect of the addition of exogenous trypsin
was, however, not reflected during the infection of CK cells (Figure 6). Exogenous trypsin treatment
had no effect on 4/91(UK) replication in any of the cell types investigated, therefore indicating that the
effect of exogenous trypsin treatment is dependent on the IBV strain.

4. Discussion

The addition of exogenous proteases, including trypsin, has been shown to allow the propagation
of viruses including influenza, PEDV and MERS-CoV in vitro [37–40]. In this study, we demonstrate
that the in vitro tropism of IBV can also be expanded using the addition of exogenous trypsin; however,
the observed effect was both dependent on the IBV strain and the cell type. Whilst the titres of the
M41-CK strain propagated in the presence of trypsin in the continuous cells lines Vero and DF-1 were
significantly increased, the titres of the 4/91(UK) strain were not improved (Figures 2C, 5 and 6C).
Unlike M41-CK, the 4/91(UK) strain was unable to establish infection in Vero, DF-1 or CK cells at any of
the concentrations of TPCK-treated trypsin investigated. There are a number of amino acid differences
between the 4/91(UK) S glycoprotein sequence compared to the M41-CK sequence, the majority of
which are present in the S1 subunit containing the putative receptor binding domain (RBD). It is
therefore possible that the 4/91(UK) strain is incompatible with receptors or attachment factors that
are expressed on Vero, DF-1 or CK cells. This, in turn, would indicate that M41-CK and 4/91(UK)
utilise different cellular receptors and/or attachment factors. While the primary receptor for IBV is yet
to be elucidated, there is evidence of variation between the cellular proteins and co-factors used by
different strains to enter cells [55–57]. This could explain why 4/91(UK) was unable to enter cell cultures,
regardless of the presence of trypsin, if the virus and cellular receptors are incompatible. It has also
been suggested that the restriction of coronavirus entry lies not only with the primary cell receptor but
also with the compatibility of the viral proteins with the endogenous cellular proteases [37]. This theory
is grounded in other research investigating the protease make-up of various cell types [31,58]. Another
hypothesis is that the 4/91(UK) S glycoprotein may be resistant to cleavage by trypsin, due to a lack of
accessible cleavage sites. Through analysis of the protein sequences of the Beau-R, M41-CK and 4/91
spikes using the online tool ExPasy Peptide Cutter, predicted trypsin cleavage sites were identified. In
Beau-R, 78 sites were identified, compared with 76 in M41-CK and 74 in 4/91. A notable difference is
a run of three R residues at aa position 687 in the M41-CK spike protein, which is not present in the
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4/91 sequence. This is very close in position to the S2′ site and surrounding amino acids present in the
Beau-R spike protein sequence at aa position 690 (RRKR), which has been identified as a determinant
of cell tropism [21]. This could be the reason for the difference in the effects of trypsin on the different
strains as this site in M41-CK may be susceptible to trypsin cleavage, but in a less efficient or stable
manner than the cleavage of the S2′ site in Beau-R. As this is purely an analysis of protein sequence,
these sites are predicted and not confirmed; thus, further investigation would be required to explore
this hypothesis. Alternatively, the limiting factor for 4/91(UK) may be the replicase gene, rather than
the S gene, negating any potential action of trypsin on the S protein. Future studies including strains
from a range of different serotypes which display different in vivo tropisms to the strains described
here would be essential to fully explore these strain-specific differences.

Unlike 4/91(UK), the replication of M41-CK in Vero cells was enhanced by the addition of
exogenous trypsin (Figure 1C). Over five passages in Vero cells in the presence of trypsin, the titres of
M41-CK increased (Figure 2A). Furthermore, M41-CK S proteins were only detected by Western blot
following propagation in trypsin (Figure 3A). At P5-Vero, mutations were identified in the M41-CK S
protein sequence, close to the S1/S2 furin cleavage site. Further investigations are required to ascertain
if the mutations are stable and if they would be sustained over subsequent passages in the presence or
absence of trypsin. Notably, a mutation arose in the S1 subunit of the protein, which is considered the
main antigenic target during IBV infection [26]. S1 is also the most variable region of the S protein and
mutations in this subunit can alter viral antigenicity [59,60]. The other mutation identified is located in
the N-terminal region of the S2 subunit, which harbours the fusion peptide. This finding is consistent
with results from PEDV experiments, in which the region of the S protein responsible for trypsin
dependence was mapped to the N-terminal half of S2 [40]. It remains to be established whether the
antigenicity of the mutated M41-CK S protein has been changed as a result of the passaging. This was
recently noted by Menachery et al. following MERS-CoV propagation in the presence of trypsin, where
a therapeutic antibody failed to neutralise the trypsin-treated virus [37]. An alteration in antigenicity
would be an important consideration if this technique were to be applied to studying viruses for
vaccine development.

Following passaging in the presence of trypsin, M41-CK was able to re-infect Vero cells in the
absence of trypsin, indicating the presence of trypsin-independent mutants (Figure 4). However, the
low titres obtained from these infections suggest that further passaging would be required to amplify
the trypsin-independent populations. Trypsin-independent mutants have been identified in similar
studies with PEDV [40], with their development attributed to a potential selection pressure exerted
by culture in Vero cells, which have been reported to secrete molecules that inhibit trypsin in cell
culture [61]. There may also have been a small number of viruses within the M41-CK population
that were able to replicate in Vero cells at a low level, which were only able to maintain replication
following trypsin treatment. This is evidenced by the low titres of M41-CK present in the first passage
in Vero cells without trypsin (Figure 2A). The two mutations, R435I and T595S (Table 1), identified in
the spike glycoprotein and discussed in the previous paragraph, indicate that M41-CK has adapted in
the presence of trypsin; however, the predicted structural analysis of the protein structure showed no
alterations to the conformation of the spike protein trimer. Further research is required to say with
certainty that the ability of the trypsin-independent mutants to replicate in Vero cells without the
addition of exogenous trypsin is the result of the acquisition of these two mutations. If confirmed,
these mutations may present a defined route to generating IBVs capable of replicating in continuous
cell culture. IBV tropism has been investigated before, with previous research investigating large
gene replacements required to alter in vitro tropism [11,19–21,62]. More recently, in vitro tropism was
successfully altered through a few mutations in the S2 subunit, indicating that a more targeted approach
could be applied [21]. Using the data described in Table 1, these mutations could be introduced into the
M41 genome by reverse genetics, to assess if the resulting viruses are capable of unassisted replication
in continuous cell lines.



Viruses 2020, 12, 1102 16 of 20

Interestingly, the addition of exogenous trypsin also influenced the replication of Beau-R, a strain
already able to replicate in DF-1, Vero and CK cells. An increase in viral titre was observed during the
infection of Vero cells at 24 hpi in comparison to the untreated control (Figure 1C), but this increase
was not maintained at later time points. This largely reflects the results described for PEDV, in which
only the non-cell adapted strain benefited from the addition of trypsin at during the entry stage of
replication, although cell-cell fusion was increased under these conditions [40]. As Beau-R is already
adapted to replication in Vero cells, this strain does not require trypsin to achieve a successful infection
but may benefit from it at certain time points. The virus titres obtained from the passaging experiments
in both Vero and CK cells fluctuated (Figures 2B and 6B). This may be the result of excessive cleavage
in the S glycoprotein, although there was no evidence of altered cleavage in this protein detected by
Western blot (Figure 3). The reductions in viral titres observed during passaging experiments may
equally be linked to the extensive cytopathic effect (CPE) induced by Beau-R infection in combination
with the CPE induced by trypsin. This is evident in the reduced β-actin levels detected by Western blot
in cell lysates from trypsin-treated cells (Figure 4B).

Further investigation is required to explore the specific stage of IBV replication affected by trypsin
cleavage in more detail. This has been investigated for the Alphacoronavirus PEDV, with reports
suggesting that trypsin cleavage affects receptor-bound spike proteins, more so than unbound spikes
within the virion [63]. This indicates that cleavage by trypsin affects the primary stages of virus
entry, facilitating membrane fusion and therefore increasing virus entry and replication. This study
also highlights the importance of protein conformation. It is suggested that the virion-bound spike
proteins adopt a conformation that protects them from cleavage by exogenous proteases, whereas the
conformational changes induced by receptor binding may expose trypsin cleavage sites that were
previously masked. Proteases have also been implicated in facilitating coronavirus release from
infected cells [64]. Whether this is true for gammacoronaviruses such as IBV remains to be determined,
but this highlights that entry is not the only step where trypsin may be required.

The investigations described here are purely in vitro, and careful consideration would be required
if the passaged viruses were to be used for in vivo studies. Attenuation has been reported for PEDV
isolates passaged in protease-containing media [53], suggesting that cleavage is associated with
pathogenicity. In the context of IBV, S protein cleavage has recently been investigated in relation to
the in vivo tropism and pathogenicity of QX-like viruses, where the insertion of the S2′ cleavage site
into a QX-like strain completely changed the tropism of the recombinant virus. The virus was capable
of crossing the blood–brain barrier to cause encephalitis in infected birds, a novel clinical sign never
before reported for any IBV strain [65]. This demonstrates the importance of studying cleavage patterns
in these viruses, and the possible outcomes of altered tropism, either in vitro or in vivo, especially
when this is considered in terms of vaccine development.

Coronaviruses are known to jump the species barrier to devastating effect, as demonstrated by the
outbreaks of SARS-CoV and MERS-CoV in 2003 and 2012, respectively. More recently, the emergence
of swine acute diarrhoea syndrome (SADS)-CoV was found to have originated from circulating viruses
in local bat populations [66–68]. Aside from the obvious health implications of these outbreaks, the
economic fallout is best evidenced by the ongoing SARS-CoV-2 outbreak, causing mass disruption to
societies and economies across the world. The use of extracellular proteases to assist S protein cleavage
enables us to study how these viruses can overcome host barriers and infect new species, as they gain
the ability to enter new cell types. This can also elucidate the role of host cellular proteases in the entry
and replication of coronaviruses, as well as facilitating the study of more fastidious field strains for the
identification of novel strategies for vaccine development against economically important diseases,
including infectious bronchitis. The finding that some IBV strains that do not replicate in continuous
cell lines can be amplified by the simple addition of trypsin is important for enabling the study of
these viruses without excessive use of embryonated eggs. This also has implications for more efficient
vaccine production as well as the rapid characterisation of emerging coronaviruses in response to
outbreaks. Increased virus yield in cell culture would be extremely beneficial for cell-based vaccine
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production methods. This has been investigated for influenza viruses in MDCK cells and could also be
applied to IBV [69]. There are also many potential applications for the use of trypsin treatment in basic
coronavirus research techniques.

5. Conclusions

In this study, we have described a platform for expanding the in vitro tropism of the
Gammacoronavirus IBV. This builds on a growing body of research surrounding the cleavage of
coronavirus spike proteins and the associated changes in virus tropism. The results indicate that the
effects are strain specific and the expansion of tropism is not shared across all strains of IBV, suggesting
a slightly more complex story regarding the barriers faced during coronavirus entry and replication.
This work provides proof of principle that trypsin treatment can be applied to gammacoronaviruses
and a potential platform for further investigations into the applications of this technique.

Author Contributions: Conceptualisation, P.S.-L. and E.B.; methodology, P.S.-L. and S.K.; formal analysis, P.S.L.
and S.K.; investigation, P.S.-L. and S.K.; writing—original draft preparation, P.S.-L.; writing—review and editing,
S.K. and E.B.; supervision, E.B.; funding acquisition, E.B. All authors have read and agreed to the published
version of the manuscript.

Funding: This research was funded by the UK Research and Innovation (UKRI) Biotechnology and Biological
Sciences Research Council (BBSRC) grants BB/R019576/1, BBS/E/I/00001977 and BBS/E/I/00007034.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design of the
study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or in the decision to
publish the results.

References

1. Rota, P.; Oberste, M.S.; Monroe, S.S.; Nix, W.A.; Campagnoli, R.; Icenogle, J.P.; Peñaranda, S.; Bankamp, B.;
Maher, K.; Chen, M.-H.; et al. Characterization of a Novel Coronavirus Associated with Severe Acute
Respiratory Syndrome. Science 2003, 300, 1394–1399. [CrossRef] [PubMed]

2. Weiss, S.R.; Navas-Martin, S. Coronavirus Pathogenesis and the Emerging Pathogen Severe Acute Respiratory
Syndrome Coronavirus. Microbiol. Mol. Boil. Rev. 2005, 69, 635–664. [CrossRef] [PubMed]

3. Zaki, A.M.; Van Boheemen, S.; Bestebroer, T.; Osterhaus, A.D.M.E.; Fouchier, R.A.M. Isolation of a Novel
Coronavirus from a Man with Pneumonia in Saudi Arabia. N. Engl. J. Med. 2012, 367, 1814–1820. [CrossRef]
[PubMed]

4. Zhu, N.; Zhang, D.; Wang, W.; Li, X.; Yang, B.; Song, J.; Zhao, X.; Huang, B.; Shi, W.; Lu, R.; et al. A Novel
Coronavirus from Patients with Pneumonia in China, 2019. N. Engl. J. Med. 2020, 382, 727–733. [CrossRef]

5. Valastro, V.; Holmes, E.C.; Britton, P.; Fusaro, A.; Jackwood, M.W.; Cattoli, G.; Monne, I. S1 gene-based
phylogeny of infectious bronchitis virus: An attempt to harmonize virus classification. Infect. Genet. Evol.
2016, 39, 349–364. [CrossRef] [PubMed]

6. Cavanagh, D. Coronavirus avian infectious bronchitis virus. Veter Res. 2007, 38, 281–297. [CrossRef]
7. Cook, J.K.A.; Jackwood, M.; Jones, R.C. The long view: 40 years of infectious bronchitis research. Avian Pathol.

2012, 41, 239–250. [CrossRef]
8. De Wit, J.J. Detection of infectious bronchitis virus. Avian Pathol. 2000, 29, 71–93. [CrossRef]
9. Bande, F.; Arshad, S.S.; Bejo, M.H.; Moeini, H.; Omar, A.R. Progress and Challenges toward the Development

of Vaccines against Avian Infectious Bronchitis. J. Immunol. Res. 2015, 2015, 1–12. [CrossRef]
10. Britton, P.; Armesto, M.; Cavanagh, D.; Keep, S. Modification of the avian coronavirus infectious bronchitis

virus for vaccine development. Bioeng. Bugs 2012, 3, 112–117. [CrossRef]
11. Armesto, M.; Evans, S.; Cavanagh, D.; Abu-Median, A.-B.; Keep, S.; Britton, P. A Recombinant Avian

Infectious Bronchitis Virus Expressing a Heterologous Spike Gene Belonging to the 4/91 Serotype. PLoS ONE
2011, 6, e24352. [CrossRef] [PubMed]

12. Beaudette, F.R.; Hudson, C.R. Cultivation of the virus of infectious bronchitis. J. Am. Vet. Med. Assoc.
1937, 90, 51–60.

13. Belouzard, S.; Millet, J.K.; Licitra, B.N.; Whittaker, G.R. Mechanisms of Coronavirus Cell Entry Mediated by
the Viral Spike Protein. Viruses 2012, 4, 1011–1033. [CrossRef] [PubMed]

http://dx.doi.org/10.1126/science.1085952
http://www.ncbi.nlm.nih.gov/pubmed/12730500
http://dx.doi.org/10.1128/MMBR.69.4.635-664.2005
http://www.ncbi.nlm.nih.gov/pubmed/16339739
http://dx.doi.org/10.1056/NEJMoa1211721
http://www.ncbi.nlm.nih.gov/pubmed/23075143
http://dx.doi.org/10.1056/NEJMoa2001017
http://dx.doi.org/10.1016/j.meegid.2016.02.015
http://www.ncbi.nlm.nih.gov/pubmed/26883378
http://dx.doi.org/10.1051/vetres:2006055
http://dx.doi.org/10.1080/03079457.2012.680432
http://dx.doi.org/10.1080/03079450094108
http://dx.doi.org/10.1155/2015/424860
http://dx.doi.org/10.4161/bbug.18983
http://dx.doi.org/10.1371/journal.pone.0024352
http://www.ncbi.nlm.nih.gov/pubmed/21912629
http://dx.doi.org/10.3390/v4061011
http://www.ncbi.nlm.nih.gov/pubmed/22816037


Viruses 2020, 12, 1102 18 of 20

14. Shang, J.; Zheng, Y.; Yang, Y.; Liu, C.; Geng, Q.; Luo, C.; Zhang, W.; Li, F. Cryo-EM structure of infectious
bronchitis coronavirus spike protein reveals structural and functional evolution of coronavirus spike proteins.
PLoS Pathog. 2018, 14, e1007009. [CrossRef] [PubMed]

15. Navas-Martin, S.; Seo, S.-H.; Chua, M.M.; Das Sarma, J.; Lavi, E.; Hingley, S.T.; Weiss, S.R. Murine Coronavirus
Spike Protein Determines the Ability of the Virus To Replicate in the Liver and Cause Hepatitis. J. Virol.
2001, 75, 2452–2457. [CrossRef] [PubMed]

16. Sánchez, C.M.; Izeta, A.; Sánchez-MorgadoJ, M.; Alonso, S.; Sola, I.; Balasch, M.; Plana-Durán, J.; Enjuanes, L.
Targeted Recombination Demonstrates that the Spike Gene of Transmissible Gastroenteritis Coronavirus Is a
Determinant of Its Enteric Tropism and Virulence. J. Virol. 1999, 73, 7607–7618. [CrossRef]

17. Rottier, P.J.; Nakamura, K.; Schellen, P.; Volders, H.; Haijema, B.J. Acquisition of Macrophage Tropism during
the Pathogenesis of Feline Infectious Peritonitis Is Determined by Mutations in the Feline Coronavirus Spike
Protein. J. Virol. 2005, 79, 14122–14130. [CrossRef]

18. Li, W.; Zhang, C.; Sui, J.; Kuhn, J.H.; Moore, M.J.; Luo, S.; Wong, S.-K.; Huang, I.-C.; Xu, K.; Vasilieva, N.;
et al. Receptor and viral determinants of SARS-coronavirus adaptation to human ACE2. EMBO J. 2005, 24,
1634–1643. [CrossRef]

19. Hodgson, T.; Casais, R.; Dove, B.; Britton, P.; Cavanagh, D. Recombinant Infectious Bronchitis Coronavirus
Beaudette with the Spike Protein Gene of the Pathogenic M41 Strain Remains Attenuated but Induces
Protective Immunity. J. Virol. 2004, 78, 13804–13811. [CrossRef]

20. Bickerton, E.; Dowgier, G.; Britton, P. Recombinant infectious bronchitis viruses expressing heterologous
S1 subunits: Potential for a new generation of vaccines that replicate in Vero cells. J. Gen. Virol. 2018, 99,
1681–1685. [CrossRef]

21. Bickerton, E.; Maier, H.J.; Stevenson-Leggett, P.; Armesto, M.; Britton, P. The S2 Subunit of Infectious
Bronchitis Virus Beaudette Is a Determinant of Cellular Tropism. J. Virol. 2018, 92. [CrossRef] [PubMed]

22. Casais, R.; Dove, B.; Cavanagh, D.; Britton, P. Recombinant Avian Infectious Bronchitis Virus Expressing a
Heterologous Spike Gene Demonstrates that the Spike Protein Is a Determinant of Cell Tropism. J. Virol.
2003, 77, 9084–9089. [CrossRef] [PubMed]

23. Casais, R.; Thiel, V.; Siddell, S.G.; Cavanagh, D.; Britton, P. Reverse Genetics System for the Avian Coronavirus
Infectious Bronchitis Virus. J. Virol. 2001, 75, 12359–12369. [CrossRef] [PubMed]

24. Walls, A.C.; Tortorici, M.A.; Bosch, B.-J.; Frenz, B.; Rottier, P.J.M.; DiMaio, F.; Rey, F.A.; Veesler, D. Cryo-electron
microscopy structure of a coronavirus spike glycoprotein trimer. Nature 2016, 531, 114–117. [CrossRef]
[PubMed]

25. Kirchdoerfer, R.N.; Cottrell, C.A.; Wang, N.; Pallesen, J.; Yassine, H.M.; Turner, H.L.; Corbett, K.S.;
Graham, B.S.; McLellan, J.S.; Ward, A.B. Pre-fusion structure of a human coronavirus spike protein.
Nature 2016, 531, 118–121. [CrossRef]

26. Mockett, A.; Cavanagh, D.; Brown, D.K. Monoclonal Antibodies to the S1 Spike and Membrane Proteins
of Avian Infectious Bronchitis Coronavirus Strain Massachusetts M41. J. Gen. Virol. 1984, 65, 2281–2286.
[CrossRef]

27. Cavanagh, D.; Davis, P.J.; Pappin, D.J.; Binns, M.M.; Boursnell, M.; Brown, T.K. Coronavirus IBV: Partial
amino terminal sequencing of spike polypeptide S2 identifies the sequence Arg-Arg-Phe-Arg-Arg at the
cleavage site of the spike precursor propolypeptide of IBV strains Beaudette and M41. Virus Res. 1986, 4,
133–143. [CrossRef]

28. Ignjatovic, J.; Galli, U. Immune responses to structural proteins of avian infectious bronchitis virus.
Avian Pathol. 1995, 24, 313–332. [CrossRef]

29. Walls, A.C.; Tortorici, M.A.; Snijder, J.; Xiong, X.; Bosch, B.-J.; Rey, F.A.; Veesler, D. Tectonic conformational
changes of a coronavirus spike glycoprotein promote membrane fusion. Proc. Natl. Acad. Sci. USA 2017, 114,
11157–11162. [CrossRef]

30. Yamada, Y.; Liu, X.B.; Fang, S.G.; Tay, F.P.L.; Liu, D.X. Acquisition of Cell–Cell Fusion Activity by Amino
Acid Substitutions in Spike Protein Determines the Infectivity of a Coronavirus in Cultured Cells. PLoS ONE
2009, 4, e6130. [CrossRef]

31. Park, J.-E.; Li, K.; Barlan, A.; Fehr, A.R.; Perlman, S.; McCray, P.B.; Gallagher, T. Proteolytic processing of
Middle East respiratory syndrome coronavirus spikes expands virus tropism. Proc. Natl. Acad. Sci. USA
2016, 113, 12262–12267. [CrossRef] [PubMed]

http://dx.doi.org/10.1371/journal.ppat.1007009
http://www.ncbi.nlm.nih.gov/pubmed/29684066
http://dx.doi.org/10.1128/JVI.75.5.2452-2457.2001
http://www.ncbi.nlm.nih.gov/pubmed/11160748
http://dx.doi.org/10.1128/JVI.73.9.7607-7618.1999
http://dx.doi.org/10.1128/JVI.79.22.14122-14130.2005
http://dx.doi.org/10.1038/sj.emboj.7600640
http://dx.doi.org/10.1128/JVI.78.24.13804-13811.2004
http://dx.doi.org/10.1099/jgv.0.001167
http://dx.doi.org/10.1128/JVI.01044-18
http://www.ncbi.nlm.nih.gov/pubmed/30021894
http://dx.doi.org/10.1128/JVI.77.16.9084-9089.2003
http://www.ncbi.nlm.nih.gov/pubmed/12885925
http://dx.doi.org/10.1128/JVI.75.24.12359-12369.2001
http://www.ncbi.nlm.nih.gov/pubmed/11711626
http://dx.doi.org/10.1038/nature16988
http://www.ncbi.nlm.nih.gov/pubmed/26855426
http://dx.doi.org/10.1038/nature17200
http://dx.doi.org/10.1099/0022-1317-65-12-2281
http://dx.doi.org/10.1016/0168-1702(86)90037-7
http://dx.doi.org/10.1080/03079459508419072
http://dx.doi.org/10.1073/pnas.1708727114
http://dx.doi.org/10.1371/journal.pone.0006130
http://dx.doi.org/10.1073/pnas.1608147113
http://www.ncbi.nlm.nih.gov/pubmed/27791014


Viruses 2020, 12, 1102 19 of 20

32. Hoffmann, M.; Kleine-Weber, H.; Poehlmann, S. A Multibasic Cleavage Site in the Spike Protein of SARS-CoV-2
Is Essential for Infection of Human Lung Cells. Mol. Cell 2020, 78, 779–784.e5. [CrossRef] [PubMed]

33. Yamada, Y.; Liu, D.X. Proteolytic Activation of the Spike Protein at a Novel RRRR/S Motif Is Implicated in
Furin-Dependent Entry, Syncytium Formation, and Infectivity of Coronavirus Infectious Bronchitis Virus in
Cultured Cells. J. Virol. 2009, 83, 8744–8758. [CrossRef] [PubMed]

34. Belouzard, S.; Chu, V.C.; Whittaker, G.R. Activation of the SARS coronavirus spike protein via sequential
proteolytic cleavage at two distinct sites. Proc. Natl. Acad. Sci. USA 2009, 106, 5871–5876. [CrossRef]

35. Millet, J.K.; Whittaker, G.R. Host cell entry of Middle East respiratory syndrome coronavirus after two-step,
furin-mediated activation of the spike protein. Proc. Natl. Acad. Sci. USA 2014, 111, 15214–15219. [CrossRef]

36. Tay, F.P.; Huang, M.; Wang, L.; Yamada, Y.; Liu, D.X. Characterization of cellular furin content as a potential
factor determining the susceptibility of cultured human and animal cells to coronavirus infectious bronchitis
virus infection. Virology 2012, 433, 421–430. [CrossRef]

37. Menachery, V.D.; Dinnon, K.H.; Yount, B.L.; McAnarney, E.T.; Gralinski, L.E.; Hale, A.; Graham, R.L.;
Scobey, T.; Anthony, S.J.; Wang, L.; et al. Trypsin Treatment Unlocks Barrier for Zoonotic Bat Coronavirus
Infection. J. Virol. 2019, 94. [CrossRef]

38. Hofmann, M.; Wyler, R. Propagation of the virus of porcine epidemic diarrhea in cell culture. J. Clin. Microbiol.
1988, 26, 2235–2239. [CrossRef]

39. Tobita, K.; Sugiura, A.; Enomote, C.; Furuyama, M.; Enomoto, C. Plaque assay and primary isolation
of influenza a viruses in an established line of canine kidney cells (MDCK) in the presence of trypsin.
Med Microbiol. Immunol. 1975, 162, 9–14. [CrossRef]

40. Wicht, O.; Li, W.; Willems, L.; Meuleman, T.J.; Wubbolts, R.W.; Van Kuppeveld, F.J.M.; Rottier, P.J.M.;
Bosch, B.-J. Proteolytic Activation of the Porcine Epidemic Diarrhea Coronavirus Spike Fusion Protein by
Trypsin in Cell Culture. J. Virol. 2014, 88, 7952–7961. [CrossRef]

41. Barrett, P.N.; Mundt, W.; Kistner, O.; Howard, M.K. Vero cell platform in vaccine production: Moving
towards cell culture-based viral vaccines. Expert Rev. Vaccines 2009, 8, 607–618. [CrossRef] [PubMed]

42. Himly, M.; Foster, U.N.; Bottoli, I.; Iacovoni, J.S.; Vogt, P.K. The DF-1 Chicken Fibroblast Cell Line:
Transformation Induced by Diverse Oncogenes and Cell Death Resulting from Infection by Avian Leukosis
Viruses. Virology 1998, 248, 295–304. [CrossRef] [PubMed]

43. Hennion, R.M.; Hill, G. The preparation of chicken kidney cell cultures for virus propagation. In Coronaviruses;
Maier, H., Bickerton, E., Britton, P., Eds.; Humana Press: New York, NY, USA, 2015; pp. 57–62.

44. Darbyshire, J.H.; Rowell, J.G.; Cook, J.K.A.; Peters, R.W. Taxonomic studies on strains of avian infectious
bronchitis virus using neutralisation tests in tracheal organ cultures. Arch Virol. 1979, 61, 227–2238. [CrossRef]

45. Britton, P.; Evans, S.; Dove, B.; Davies, M.; Casais, R.; Cavanagh, D. Generation of a recombinant avian
coronavirus infectious bronchitis virus using transient dominant selection. J. Virol. Methods 2005, 123,
203–211. [CrossRef] [PubMed]

46. SARS- and Other Coronaviruses. In Methods in Molecular Biology; Cavanagh, D. (Ed.) Humana Press: Totowa,
NJ, USA, 2008.

47. De Wit (Sjaak), J.J.; Cook, J.K.A.; Van Der Heijden, H.M.J.F. Infectious bronchitis virus variants: A review of
the history, current situation and control measures. Avian Pathol. 2011, 40, 223–235. [CrossRef] [PubMed]

48. Sawicki, S.G.; Sawicki, D.L.; Siddell, S.G. A Contemporary View of Coronavirus Transcription. J. Virol. 2006,
81, 20–29. [CrossRef]

49. Knoops, K.; Kikkert, M.; Worm, S.H.E.V.D.; Zevenhoven-Dobbe, J.C.; Van Der Meer, Y.; Koster, A.J.;
Mommaas, A.M.; Snijder, E.J. SARS-Coronavirus Replication Is Supported by a Reticulovesicular Network
of Modified Endoplasmic Reticulum. PLoS Boil. 2008, 6, e226. [CrossRef]

50. Hagemeijer, M.C.; Vonk, A.M.; Monastyrska, I.; Rottier, P.J.M.; De Haan, C.A.M. Visualizing Coronavirus
RNA Synthesis in Time by Using Click Chemistry. J. Virol. 2012, 86, 5808–5816. [CrossRef]

51. Adzhar, A.; Gough, R.E.; Haydon, D.T.; Shaw, K.; Britton, P.; Cavanagh, D. Molecular analysis of the 793/B
serotype of infectious bronchitis virus in Great Britain. Avian Pathol. 1997, 26, 625–640. [CrossRef]

52. Armesto, M.; Cavanagh, D.; Britton, P. The Replicase Gene of Avian Coronavirus Infectious Bronchitis Virus
Is a Determinant of Pathogenicity. PLoS ONE 2009, 4, e7384. [CrossRef]

53. Kim, Y.; Oh, C.; Shivanna, V.; Hesse, R.; Chang, K.-O. Trypsin-independent porcine epidemic diarrhea virus
US strain with altered virus entry mechanism. BMC Veter Res. 2017, 13, 356. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.molcel.2020.04.022
http://www.ncbi.nlm.nih.gov/pubmed/32362314
http://dx.doi.org/10.1128/JVI.00613-09
http://www.ncbi.nlm.nih.gov/pubmed/19553314
http://dx.doi.org/10.1073/pnas.0809524106
http://dx.doi.org/10.1073/pnas.1407087111
http://dx.doi.org/10.1016/j.virol.2012.08.037
http://dx.doi.org/10.1128/JVI.01774-19
http://dx.doi.org/10.1128/JCM.26.11.2235-2239.1988
http://dx.doi.org/10.1007/BF02123572
http://dx.doi.org/10.1128/JVI.00297-14
http://dx.doi.org/10.1586/erv.09.19
http://www.ncbi.nlm.nih.gov/pubmed/19397417
http://dx.doi.org/10.1006/viro.1998.9290
http://www.ncbi.nlm.nih.gov/pubmed/9721238
http://dx.doi.org/10.1007/BF01318057
http://dx.doi.org/10.1016/j.jviromet.2004.09.017
http://www.ncbi.nlm.nih.gov/pubmed/15620403
http://dx.doi.org/10.1080/03079457.2011.566260
http://www.ncbi.nlm.nih.gov/pubmed/21711181
http://dx.doi.org/10.1128/JVI.01358-06
http://dx.doi.org/10.1371/journal.pbio.0060226
http://dx.doi.org/10.1128/JVI.07207-11
http://dx.doi.org/10.1080/03079459708419239
http://dx.doi.org/10.1371/journal.pone.0007384
http://dx.doi.org/10.1186/s12917-017-1283-1
http://www.ncbi.nlm.nih.gov/pubmed/29178878


Viruses 2020, 12, 1102 20 of 20

54. Promkuntod, N.; Van Eijndhoven, R.; De Vrieze, G.; Grone, A.; Verheije, M.H. Mapping of the receptor-binding
domain and amino acids critical for attachment in the spike protein of avian coronavirus infectious bronchitis
virus. Virology 2014, 448, 26–32. [CrossRef] [PubMed]

55. Winter, C.; Schwegmann-Weßels, C.; Cavanagh, D.; Neumann, U.; Herrler, G. Sialic acid is a receptor
determinant for infection of cells by avian Infectious bronchitis virus. J. Gen. Virol. 2006, 87, 1209–1216.
[CrossRef] [PubMed]

56. Madu, I.G.; Chu, V.C.; Lee, H.; Regan, A.D.; Bauman, B.E.; Whittaker, G.R. Heparan Sulfate Is a Selective
Attachment Factor for the Avian Coronavirus Infectious Bronchitis Virus Beaudette. Avian Dis. 2007, 51,
45–51. [CrossRef]

57. Wickramasinghe, I.N.A.; De Vries, R.P.; Grone, A.; De Haan, C.A.M.; Verheije, M.H. Binding of Avian
Coronavirus Spike Proteins to Host Factors Reflects Virus Tropism and Pathogenicity. J. Virol. 2011, 85,
8903–8912. [CrossRef]

58. Shirato, K.; Kawase, M.; Matsuyama, S. Middle East Respiratory Syndrome Coronavirus Infection Mediated
by the Transmembrane Serine Protease TMPRSS2. J. Virol. 2013, 87, 12552–12561. [CrossRef]

59. Cavanagh, D.; Naqi, S. Infectious bronchitis. In Diseases of Poultry; Saif, Y.M., Barnes, H.J., Glisson, J.R.,
Fadly, A.M., McDougald, L.R., Swayne, D.E., Eds.; Iowa State University Press: Ames, IA, USA, 2003;
pp. 101–119.

60. Leyson, C.; França, M.; Jackwood, M.W.; Jordan, B. Polymorphisms in the S1 spike glycoprotein of
Arkansas-type infectious bronchitis virus (IBV) show differential binding to host tissues and altered
antigenicity. Virology 2016, 498, 218–225. [CrossRef]

61. Kaverin, N.V.; Webster, R.G. Impairment of multicycle influenza virus growth in Vero (WHO) cells by loss of
trypsin activity. J. Virol. 1995, 69, 2700–2703. [CrossRef]

62. Zhao, Y.; Cheng, J.; Yan, S.; Jia, W.; Zhang, K.; Zhang, G.-Z. S gene and 5a accessory gene are responsible for
the attenuation of virulent infectious bronchitis coronavirus. Virology 2019, 533, 12–20. [CrossRef]

63. Park, J.-E.; Cruz, D.J.M.; Shin, H.-J. Receptor-bound porcine epidemic diarrhea virus spike protein cleaved
by trypsin induces membrane fusion. Arch. Virol. 2011, 156, 1749–1756. [CrossRef]

64. Shirato, K.; Matsuyama, S.; Ujike, M.; Taguchi, F. Role of Proteases in the Release of Porcine Epidemic
Diarrhea Virus from Infected Cells. J. Virol. 2011, 85, 7872–7880. [CrossRef] [PubMed]

65. Cheng, J.; Zhao, Y.; Xu, G.; Zhang, K.; Jia, W.; Sun, Y.; Zhao, J.; Xue, J.; Hu, Y.; Zhang, G.-Z. The S2 Subunit
of QX-type Infectious Bronchitis Coronavirus Spike Protein Is an Essential Determinant of Neurotropism.
Viruses 2019, 11, 972. [CrossRef] [PubMed]

66. Mohd, H.A.; Al-Tawfiq, J.A.; Memish, Z.A. Middle East Respiratory Syndrome Coronavirus (MERS-CoV)
origin and animal reservoir. Virol. J. 2016, 13, 87. [CrossRef] [PubMed]

67. Li, W.; Wong, S.-K.; Li, F.; Kuhn, J.H.; Huang, I.-C.; Choe, H.; Farzan, M. Animal Origins of the Severe Acute
Respiratory Syndrome Coronavirus: Insight from ACE2-S-Protein Interactions. J. Virol. 2006, 80, 4211–4219.
[CrossRef]

68. Zhou, P.; Fan, H.; Lan, T.; Yáng, X.; Shi, W.-F.; Zhang, W.; Zhu, Y.; Zhang, Y.-W.; Xie, Q.; Mani, S.; et al. Fatal
swine acute diarrhoea syndrome caused by an HKU2-related coronavirus of bat origin. Nature 2018, 556,
255–258. [CrossRef]

69. Seitz, C.; Isken, B.; Heynisch, B.; Rettkowski, M.; Frensing, T.; Reichl, U. Trypsin promotes efficient influenza
vaccine production in MDCK cells by interfering with the antiviral host response. Appl. Microbiol. Biotechnol.
2012, 93, 601–611. [CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.virol.2013.09.018
http://www.ncbi.nlm.nih.gov/pubmed/24314633
http://dx.doi.org/10.1099/vir.0.81651-0
http://www.ncbi.nlm.nih.gov/pubmed/16603523
http://dx.doi.org/10.1637/0005-2086(2007)051[0045:HSIASA]2.0.CO;2
http://dx.doi.org/10.1128/JVI.05112-11
http://dx.doi.org/10.1128/JVI.01890-13
http://dx.doi.org/10.1016/j.virol.2016.08.030
http://dx.doi.org/10.1128/JVI.69.4.2700-2703.1995
http://dx.doi.org/10.1016/j.virol.2019.04.014
http://dx.doi.org/10.1007/s00705-011-1044-6
http://dx.doi.org/10.1128/JVI.00464-11
http://www.ncbi.nlm.nih.gov/pubmed/21613395
http://dx.doi.org/10.3390/v11100972
http://www.ncbi.nlm.nih.gov/pubmed/31652591
http://dx.doi.org/10.1186/s12985-016-0544-0
http://www.ncbi.nlm.nih.gov/pubmed/27255185
http://dx.doi.org/10.1128/JVI.80.9.4211-4219.2006
http://dx.doi.org/10.1038/s41586-018-0010-9
http://dx.doi.org/10.1007/s00253-011-3569-8
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Cells and Viruses 
	Infection of Vero and DF-1 Cells with IBV in the Presence of TPCK-Treated Trypsin 
	Analysis of IBV Replication Kinetics in the Presence of TPCK-Treated Trypsin 
	Passaging IBV with TPCK-Treated Trypsin in Vero and CK Cells 
	Analysis of Protein Expression and S Protein Cleavage by Western Blot 
	Analysis of IBV Infection in Vero Cells by Confocal Microscopy 
	RNA Extraction from CELL supernatant 
	Reverse Transcription (RT), PCR and Sanger Sequencing 
	Statistical Analyses 

	Results 
	Exogenous Trypsin Enhances M41-CK Replication in Vero Cells 
	The Addition of Exogenous Trypsin Allows Sustained Replication of IBV M41-CK in Vero Cells but Not 4/91 
	Additional S Protein Cleavage Products Were Not Detected Following Passage in the Presence of Trypsin 
	Trypsin Treatment Leads to the Development of Trypsin-Independent Mutants 
	Trypsin Increases M41-CK and Beau-R Replication in Avian DF-1 Cells 
	Trypsin Treatment Does Not Affect IBV Replication in CK Cells 
	Passaging in the Presence of Trypsin in Vero Cells Results in Two Mutations within the M41-CK Spike Glycoprotein 

	Discussion 
	Conclusions 
	References

