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Abstract: Marek’s disease virus (MDV) is an important oncogenic α-herpesvirus that induces Marek’s
disease (MD), characterized by severe immunosuppression and rapid-onset T-cell lymphomas in
its natural chicken hosts. Historically, MD is regarded as an ideal biomedical model for studying
virally induced cancers. Monoclonal antibodies (mAbs) against viral or host antigenic epitopes are
crucial for virology research, especially in the exploration of gene functions, clinical therapy, and the
development of diagnostic reagents. Utilizing the CRISPR/Cas9-based gene-editing technology, we
produced a pp38-deleted MDV-1 mutant—GX0101∆pp38—and used it for the rapid screening and
identification of pp38-specific mAbs from a pool of MDV-specific antibodies from 34 hybridomas.
The cross-staining of parental and mutated MDV plaques with hybridoma supernatants was first
performed by immunofluorescence assay (IFA). Four monoclonal hybridomas—namely, 4F9, 31G7,
34F2, and 35G9—were demonstrated to secrete specific antibodies against MDV-1’s pp38 protein,
which was further confirmed by IFA staining and confocal analysis. Further experiments using
Western blotting, immunoprecipitation (IP), liquid chromatography–tandem mass spectrometry
(LC–MS/MS), and immunohistochemistry (IHC) analysis demonstrated that the pp38-specific mAb
31G7 has high specificity and wide application potential for further research in MD biology. To
the best of our knowledge, this is the first demonstration of the use of CRISPR/Cas9-based gene-
editing technology for efficient screening and identification of mAbs against a specific viral protein,
and provides a meaningful reference for the future production of antibodies against other viruses—
especially for large DNA viruses such as herpesviruses.

Keywords: herpesvirus; MDV; monoclonal antibody; CRISPR/Cas9; pp38; IFA; Western blot;
confocal microscopy analysis

1. Introduction

Marek’s disease (MD) is one of the most important immunosuppressive and neoplas-
tic diseases, caused by the infection of natural chicken hosts with pathogenic/oncogenic
serotype 1 Marek’s disease virus (MDV-1). MD is estimated to cause annual direct economic
losses of more than USD 1 billion to the poultry industry worldwide [1,2]. As an important
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oncogenic herpesvirus, MDV-1 belongs to the subfamily Alphaherpesvirinae of Herpesviri-
dae, and has been recently reclassified as Gallid alphaherpesvirus 2 (GaAHV-2) [3]. It can
establish and maintain latent infection, and then induce rapid-onset T-cell lymphomas in
multiple visceral organs of virus-infected birds. Interestingly, the lymphomas induced by
MDV-1 infection can be prevented by MD vaccine immunization, so MDV-1 has been histor-
ically regarded as an excellent biomedical model for the study of virus-induced cancers [4].
In recent years, it has been shown that under the long duration and high immune pressure
of universal MD vaccination, continuous increases in virulence and related genovariation
of epidemic MDV strains have occurred, and the threat of MD outbreaks to the global
poultry industry has never been eliminated [5,6].

Undoubtedly, elucidation of the mechanisms underlying MDV’s pathogenesis and/or
oncogenesis is critical for the efficient control of MD. However, among hundreds of MDV-
encoded protein-coding and non-coding RNA genes, most of their potential roles and
functions involved in the virus’ life cycle and the development of MD tumors remain
unclear. Seven MDV-1-specific genes—including the MDV EcoRI-Q (meq), 38 kD phos-
phorylated protein (pp38), virus-encoded telomerase RNA (vTR), viral lipase homologue
(vLIP), viral IL-8 (vIL8), 1.8 kb mRNA, and the latency-associated transcripts (LATs)—
have been directly linked to pathogenesis [7]. Presently, the meq gene encoding a basic
leucine zipper protein has been characterized as a major oncogene responsible for MDV’s
tumorigenesis, although the other genes may also play important roles in triggering the
development of MD tumors [8]. For a long time, the molecular mechanism of MD’s tumori-
genesis has been an attractive research focus for many virologists, and the development
of monoclonal antibodies (mAbs) against important viral proteins is crucial for studies
on MDV’s pathogenesis/oncogenesis, diagnosis techniques, and reagents. In previous
studies [9–11], a series of mAbs against all three serotypes of MDV—including MDV-1,
MDV-2 (Gallid alphaherpesvirus 3 (GaAHV-3)), and MDV-3/HVT (the turkey herpesvirus,
Meleagrid alphaherpesvirus 1 (MeAHV-1))—were developed and prepared in the 1980s–1990s.
However, due to the technique limitations at that time, the amounts, identities, and poten-
tial usages of these mAbs were either insufficient or had not been well defined, and specific
mAbs were developed only for a limited number of viral proteins to support research on
MD’s biology. With the great progresses in biological technology and virology research in
recent years, the development and preparation of more mAbs with high specificity against
MDV proteins is obviously necessary and urgent.

Recently, the new generation of gene-editing technology based on the CRISPR/Cas9
system has been well developed and widely applied in several aspects of virology re-
search [12]. Due to its advantages of simplicity, quickness, and high efficiency, the
CRISPR/Cas9-based gene-editing technology has been successfully applied to operate
and reconstitute the viral genomes of large DNA viruses—especially the family of her-
pesviruses, including MDV. Since the first report in 2016 [13], the CRISPR/Cas9 system
applied to edit the lytic or integrated MDV genomes has been successfully established
in both virus-infected chicken embryo fibroblast (CEF) cells and virally transformed lym-
phoblastoid cell lines, achieving important advances in the functional studies of both
protein-coding and non-coding RNA genes, as well as the development of innovative MD
vaccines [14–20]. In this report, we used an immunofluorescence assay (IFA) to stain the
viral plaques produced in CEFs by infection with a very virulent (vv) MDV strain (GX0101)
and its mutant lacking the phosphorylated protein 38 (pp38) gene, generated through
the CRISPR/Cas9-based gene-editing system, for screening of a pool of mAbs against
MDV proteins. Additional experimental data from IFA staining, Western blot analysis,
immunoprecipitation (IP), mass spectrometry (MS), and immunohistochemistry (IHC)
convincingly confirmed that the new strategy for identifying mAbs against MDV-specific
proteins, supported by CRISPR/Cas9-based targeted gene editing, is a powerful method
for antibody discovery. To the best of our knowledge, this is the first demonstration of yet
another application of CRISPR/Cas9-based gene-editing technology for quick screening
and identification of mAbs against a viral protein, providing an important reference for the
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future production of specific mAbs for other viruses—especially for those of the large DNA
viruses, such as herpesviruses.

2. Materials and Methods
2.1. Ethics Statement

All experimental protocols were approved by the Laboratory Animal Management
Committee of the Key Laboratory of Animal Immunology, Ministry of Agriculture and
Rural Affairs, People’s Republic of China. Animal experiments were conducted following
the protocols of the Laboratory Animal Guidelines for Ethical Review of Animal Wel-
fare, permitted by the State Administration for Market Regulation and Standardization
Administration of China (permit no. GB/T 35892–2018).

2.2. Viruses and Cells

The vvMDV strain GX0101 was used as a parental virus for the generation of a
pp38-deleted MDV mutant, together with the other five virulent or vaccine strains Md5,
GA, CVI988 (representing other MDV-1 strains), HVT (representing MDV-3 strains), and
SB-1 (representing MDV-2 strains), for the detection of the reaction spectrum of mAbs.
Primary CEF monolayers prepared from 9-day-old specific-pathogen-free (SPF) embryos
(Beijing Boehringer Ingelheim Vital Biotechnology Co., Ltd., China) were maintained in
M199 medium (Gibco, USA) supplemented with 5% fetal bovine serum (FBS, Sigma, USA),
100 units/mL penicillin, 100 µg/mL streptomycin, and 10% tryptose phosphate broth (TPB)
(Solarbio, China). The 293T cells were maintained in Dulbecco’s modified Eagle medium
(DMEM) (Gibco, USA) supplemented with 10% FBS and the same penicillin–streptomycin.
All of the cells and virus cultures were incubated at 38.5 ◦C in a 5% CO2 incubator.

2.3. sgRNA Plasmid Construct

The specific guide RNAs (gRNAs) targeting the MDV-1 pp38 gene of the GX0101 virus
were designed using the online software GenCRISPR gRNA Design Tool (GenScript, USA).
Each of three gRNAs targeting the upstream or downstream of the pp38 gene, as listed
in Table 1, were synthesized (Sangon Biotech, Shanghai, China) and cloned into the BbsI
restriction enzyme sites of pX459v2.0 to construct the Cas9/gRNA expression plasmids
pX459-gRF1~pX459-gRF3 and pX459-gRR1~pX459-gRR3, respectively. The PCR primers
used for amplification and identification of the MDV-1 pp38 gene are listed in Table 1.

Table 1. Primers used for quantitative RT-qPCR analysis.

Primer Pair Primer Name Sequence (5′-3′)

1
pp38-F CCGAAAGACAAAACCCAAAT
pp38-R ATGTAACCAGCATATAAGAACGC

2
gB-F TCTAGGGCATGGCACACGAC
gB-R GAATACGGAAACACAGAGCGG

3
meq-F AGCCGGAGAGGCTTTATGC
meq-R GGCCCGAATACAAGGAATCC

4
LORF6-F AATGCGGATCATCAGGGTCTC
LORF6-R GAGAGGCTTTATGCTCGTCTTACC

5
UL6-F GAATTCGATGTCGGCAGTAAGC
UL6-R TACATTCCCCACGCTCACCAC

6
UL13-F ACCCTCGGTGACGTTAACAAAG
UL13-R TTCATGGATCTCGGCAAAGC

7
UL42-F TTCGTCAGCCCTCATCGTG
UL42-R AAATGCGTTAGTATCTTCCAGTGC

8
UL52-F AATGGGTTATCTCTGAAGGGTCG
UL52-R AGTCAGACCTCGTTTACCCCTTG
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2.4. Generation of a pp38-Edited GX0101 Virus

The CEF monolayers in 24-well plates were first co-transfected with different pairs
of plasmids pX459-gRF1~pX459-gRF3 and pX459-gRR1~pX459-gRR3 (Table 1) using the
Trans IT-X2™ Dynamic Delivery System (Mirus Bio, USA) according to the manufac-
turer’s instructions. At 24 h post-transfection (hpt), the cells were infected with GX0101 at
0.01 PFU/cell. The transfected/infected CEFs were harvested at 48 hpt, and then lyzed in
1× squishing buffer (10 mM Tris-HCl, pH 8.0, 1 mM EDTA, 25 mM NaCl, and 200 µg/mL
proteinase K) at 65 ◦C for 30 min, followed by 95 ◦C for 5 min. PCR amplification was
performed to analyze the gene-editing efficiency of gRNA combinations using pp38-specific
primers (Table 1). The smaller bands of mutated PCR products were purified and sequenced
to confirm the gRNA-mediated specific mutagenesis. Then, fresh CEF monolayers in 6-well
plates were infected with the primarily mutated GX0101/CEF cultures via a limited dilution
method to produce individual MDV plaques. Once the plaques were visible at 3–5 days
post-infection (pi), the individual plaques were picked up into CEF monolayers in 24-well
plates for propagation, and were detected by PCR analysis again. For the purification of the
pp38-mutated virus strain, two rounds of MDV plaque cloning, purification, PCR analysis,
and DNA sequencing were performed until the PCR products from all of the individual
plaques contained only the mutated smaller bands. Finally, the purified MDV mutant was
passaged 15 times and frozen in liquid nitrogen for further experiments.

2.5. Immunofluorescence Assay (IFA)

For characterization of the pp38-deleted MDV mutant, the expression of the MDV-1-specific
proteins MEQ and pp38 in the parental and mutant GX0101 virus-infected CEFs was
detected by immunofluorescence assay (IFA), as previously described [17]. The virus-
infected cells were first incubated with the rabbit anti-MEQ polyclonal antibody and mouse
anti-pp38 mAb BD1 (both produced at the Pirbright Institute), and then incubated with
the secondary antibodies DyLight 594 Goat Anti-Rabbit IgG and DyLight 488 Goat Anti-
Mouse IgG (Abbkine, USA), respectively. Images were taken using an inverted fluorescence
microscope and a confocal microscope (Zeiss, Germany).

2.6. Reverse-Transcription Quantitative PCR (RT-qPCR)

The relative expression levels of the MDV-1 genes pp38, glycoprotein B (gB), repeat
long open reading frame 6 (RLORF6), unique long open reading frame 6 (UL6), UL13, UL42,
and UL52 in virus-infected CEF cells were determined by RT-qPCR in comparison to the
transcripts of the viral oncogene meq, as previously described [14]. The total cellular RNA
was extracted from virus-infected CEFs using TRIzol reagent (Invitrogen, USA), and 1 µg of
RNA was reverse-transcribed using 5×PrimeScript RT Master (TaKaRa, Japan) according to
the manufacturer’s protocols. The 7500 Fast Real-Time PCR Systems (Applied Biosystems,
Life Technologies, USA) was used for qPCR amplification with FastStart Universal SYBR®

Green Master (Roche, Switzerland). The details of primers specific to the MDV-1 viral genes
are listed in Table 1. The experiments were repeated independently in triplicate. The data
were finally calculated with the 2−∆∆Ct method, and the relative expression levels were
calculated as fold changes compared to those from parental GX0101 virus-infected cells.

2.7. Construction of a Pool of mAbs against MDV Proteins

The cytoplasmic and nuclear proteins were separately extracted and purified from
GX0101-infected CEF cells using the NE-PER® Nuclear and Cytoplasmic Extraction Reagents
(Thermo Fisher Scientific, USA), and then were equally mixed and used as immunogens
(30 µg/mouse in Freund’s adjuvant) to immunize 6-week-old female BALB/C mice three
times with 3-week intervals, followed by a final immunization with the same dose of
purified cellular protein 3 days before cell fusion. Conventional cell fusion technology was
employed to generate hybridomas. The supernatants of either monoclonal or polyclonal
hybridomas were screened for positive antibodies against MDV plaques by IFA staining, as
described above. The positive supernatants were collected for further experiments, and the
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hybridoma cell strains were stored in liquid nitrogen to provide a pool of mAbs against
MDV proteins.

2.8. Cross-Screening of pp38-Specific mAbs

The CEF monolayers in 24-well plates were separately infected with GX0101 and its
pp38-deleted mutant to produce MDV plaques, and then were fixed and incubated with
positive supernatants from the pool of MDV-specific mAbs to perform IFA staining, as
described above. The ones showing a specific positive reaction to GX0101 plaques, but
not to the pp38-deleted MDV mutant virus, were cross-screened and picked up through
observation under fluorescence microscopy, and were preliminarily regarded as positive
mAb candidates specific to MDV-1 pp38 proteins.

2.9. Protein Expression and Examination of mAb Specificity

The full-length sequence of MDV-1’s pp38 gene was synthesized and cloned into the
eukaryotic expression plasmid pEGFP-N1 (SunYa, China) to generate the pEGFP-N1-pp38
plasmid, followed by transfection into 293T cells in 24-well plates using LipofectamineTM
2000 (Thermo Fisher Scientific, Basingstoke, UK) according to the manufacturer’s instruc-
tions. Two days later, the cells were fixed with precooled methanol/acetone (v/v = 1:1) and
blocked with 5% skimmed milk, and then incubated with the positive supernatants of pp38
mAb candidates, followed by incubation with the secondary antibody DyLight 594 Goat
Anti-Mouse IgG (Abbkine, USA). The pp38-specific mAb BD1 served as a positive control.
Finally, the results were checked and recorded under a fluorescence microscope.

2.10. Confocal Microscopy Analysis

The confocal microscopy analysis was performed to observe the cellular localization of
the specific viral proteins recognized by the mAbs in MDV-infected CEFs, similarly to the
IFA staining described above. The anti-pp38 mAbs (4F9, 31G7, 34F2, or 35G9) and anti-gB
mAb HB3 (produced at The Pirbright Institute, UK) were used as primary antibodies,
followed by incubation with the corresponding secondary antibodies DyLight 594 Goat
Anti-Rabbit IgG and DyLight 488 Goat Anti-Mouse IgG (Abbkine, USA), respectively.
Images were taken using a confocal microscope (Zeiss, Germany).

2.11. Isotype Characterization of pp38 mAbs

The hybridomas secreting pp38-specfic mAbs with stronger reactivity and higher titers
were further cloned by limited dilution to establish the monoclonality of the hybridoma cell
strains. The ascitic fluids were generated through intraperitoneal injection of positive mon-
oclonal hybridomas into BALB/C mice, and the titers were determined by IFA staining as
described above. The isotypes of the mAbs were determined using the Mouse Monoclonal
Antibody Isotyping Kit (Proteintech, USA).

2.12. Reaction Spectrum of pp38 mAbs to MDVs

To investigate the reaction specificities of pp38 mAbs to distinct serotypes of MDV,
the CEF monolayers were separately infected with Md5, GX0101, GA, CVI988, HVT, and
SB-1 viruses to produce MDV plaques, and then the CEF cells were fixed and incubated
with the newly identified pp38 mAb 31G7 to perform IFA staining. Simultaneously, the
virus-infected CEF cells were collected and boiled with 1×SDS–PAGE Sample Loading
Buffer (Beyotime, China) for 10 min. The samples were separated on BoltTM Bis-Tris Plus
4%–12% precast gel (Invitrogen), and the resolved proteins were then transferred onto
PVDF membranes by iBlot® 2 PVDF Regular Stacks (Invitrogen, USA). The expression
levels of pp38 proteins in Md5, GX0101, GA, CVI988, HVT, and SB-1-infected CEFs were
determined by incubating mAb 31G7 and HRP-labeled Goat Anti-Mouse IgG (Pharma-
cia, USA) sequentially, and were finally visualized using NcmECL Ultra (NCM Biotech,
China). In all cases, chicken β-actin (Sangon Biotech, Shanghai, China) served as the
loading control.
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2.13. Immunoprecipitation (IP)

The GX0101-infected CEF cultures in T75 flasks were collected and washed twice with
precooled phosphate-buffered saline (PBS). The cells were lyzed with 1 mL of cell lysis
buffer (containing 1 mM of PMSF) on ice for 30 min, and were centrifuged at 12,000 rpm
at 4 ◦C for 15 min to collect supernatant, which was further incubated with 50 µL of
protein A/g magnetic beads (MedChemExpress, China) adsorbed with pp38-specific mAb
31G7. As a negative control, the uninfected CEF cells and the negative control antibody
(NCAb) anti-JEV-E (produced at the Key Laboratory of Animal Immunology, HAAS, China)
were used. The magnetic beads were separated and washed with Tween-20/PBS. After
the addition of 30 µL of 1×SDS–PAGE loading buffer, the lysate was boiled for 5 min as
preparation for SDS–PAGE electrophoresis. The gel was dyed with the Fast Silver Stain Kit
(Beyotime, China) and the target bands were separated by their correct molecular weight,
and then sent to OE Biotech (Shanghai, China) for liquid chromatography–tandem mass
spectrometry (LC–MS/MS) analysis.

2.14. Immunohistochemistry (IHC)

The feather follicle samples (provided by Dr. Aijun Sun, Henan Agricultural University,
China) were randomly collected during the early infection stage from Md5-challenged or
mock-infected birds, and were immersed in O.C.T., immediately frozen in liquid nitrogen,
and stored at −80 ◦C until use. Then, the tissue sections were prepared and subjected to
immunostaining as described previously [21], using MDV-1 pp38 specific mAb 31G7 and
the DAB Kit (Cowin Biosciences, China).

3. Results
3.1. Generation of a pp38-Deleted MDV Mutant Using the CRISPR/Cas9 System

For the generation of a pp38-deleted MDV mutant virus, we designed six gRNAs tar-
geting the MDV-1-specific pp38 gene and cloned into pX459v2.0 to generate the Cas9/gRNA
expression plasmids pX459-gRF1~pX459-gRF3 and pX459-gRR1~pX459-gRR3 (Table 2).
The different pairs of pX459-gRF/gRR plasmid combinations were co-transfected into CEFs
and infected with the vvMDV strain of the GX0101 virus. The efficacy of pp38 gene editing
was analyzed by PCR, and the results showed that in the GX0101-infected CEFs, most of the
crossed gRNA combinations worked efficiently. As demonstrated in Figure 1a, a series of
smaller mutated bands—about 600 bp in length—were observed in PCR products amplified
from the virus-infected CEFs that had been co-transfected with six pX459-gRF/gRR pairs,
i.e., gRF1/gRR1, gRF2/gRR1, gRF3/gRR1, gRF1/gRR2, gRF2/gRR2, and gRF3/gRR2. In
the other groups of gRNA co-transfected, untransfected, or uninfected mock CEF cells,
only the wild-type bands of PCR products with a length of 1295 bp were observed. After
gene cloning and DNA sequencing to confirm the successful mutagenesis of the pp38 gene
mediated by the gRF2/gRR1 combination (Figure 1b), the CEF cells containing mutated
GX0101 viruses were transferred to fresh CEF monolayers to produce single plaques. In to-
tal, 72 single viral plaques were picked up for the first round of purification of pp38-deleted
mutants, of which the positive rate of purified single viral plaques containing only smaller
mutated bands was 5.6% (4/72) (Figure 1c). The primarily purified plaque was passaged
and cloned again for the second round of purification, and the final PCR analysis showed
that the products amplified from all of the detected single viral plaques contained only one
smaller band, with a positive mutation rate of 100.0% (Figure 1d). Thus, the pp38-deleted
MDV mutant—namely, GX0101∆pp38—was finally passaged and expanded to make virus
stocks for subsequent experiments.
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Table 2. Oligos and primers used for making gRNA plasmids or PCR identification of pp38-deleted
MDV mutants.

gRNA/Target Oligo/Primer Sequence (5′-3′) *

gRF1 gRF1–5p CACCGCGTGCATGTCATTTTTCGC
gRF1–3p AAACGCGAAAAATGACATGCACGC

gRF2 gRF2–5p CACCGGTGCAGGCATTGTCGTTGG
gRF2–3p AAACCCAACGACAATGCCTGCACC

gRF3 gRF3–5p CACCGGGTATGTTAGTCGGTAGAA
gRF3–3p AAACTTCTACCGACTAACATACCC

gRR1 gRR1–5p CACCGAACAGAAGCGGAATGCGCCG
gRR1–3p AAACCGGCGCATTCCGCTTCTGTTC

gRR2 gRR2–5p CACCGTCGCCGACGAGGCAGGGCAT
gRR2–3p AAACATGCCCTGCCTCGTCGGCGAC

gRR3 gRR3–5p CACCGCGAAGGGCTGACGGCGTCTT
gRR3–3p AAACAAGACGCCGTCAGCCCTTCGC

pp38 pp38F TGGTGGGGAGATAGTCTCGG
pp38R TGATCGGTGGTGTAACCGTG

* The flanking restriction sites of BbsI were shown in red, and the extra G or C added at the 5′ (or 3′) end of each
gRNA oligo were shown in blue.
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mutants: (a) PCR analysis of the mutated or wild-type pp38 genes of GX0101 edited by crossed
combinations of different gRNAs. (b) Sequence alignment of double-strand breaks (DSBs) in pp38
genes mutated by the gRNA combination gRF2/gRR1. (c,d) PCR analysis of pp38 deletions in
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limited space, only some of the results are shown here. The entire or broken gRNA sequences
and protospacer-adjacent motifs (PAMs) are shown by same-colored arrows or square frames in
red, respectively.
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3.2. Identification of the pp38-Deleted MDV Mutant GX0101∆pp38

The deletion of the MDV-1 pp38 gene from the GX0101 virus was further confirmed
by IFA staining. As demonstrated in Figure 2a, the MEQ protein was expressed in both
parental GX0101 and mutant GX0101∆pp38-infected CEF cells, as expected, while the pp38
protein was only expressed in the parental GX0101-infected cells—not in the GX0101∆pp38-
infected cells. In addition, in order to evaluate whether the deletion of the pp38 gene
affects expression of the other viral protein-coding genes encoded by MDV, we used RT-
qPCR analysis to compare the relative expression levels of the MDV-1 genes pp38, gB,
meq, RLORF6, UL6, UL13, UL42, and UL52 in CEF cells infected with the GX0101 or
GX0101∆pp38 viruses. As demonstrated in Figure 2b, except for the undetectable pp38
gene in GX0101∆pp38-infected CEF cells, the mRNA expression levels of all other detected
viral genes were not affected by the absence of the pp38 gene in the GX0101 virus.
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Figure 2. IFA staining and RT-qPCR analysis of the expression of viral genes in MDV-infected CEFs:
(a) Expression of the MEQ and pp38 proteins in GX0101 or GX0101∆pp38-infected CEFs, as detected
by immunofluorescence assay (scale bar = 50 µm). (b) Relative expression levels of MDV-1 genes in
GX0101- or GX0101∆pp38-infected CEFs, as determined by RT-qPCR analysis. All of the experiments
were independently repeated three times, and the gene expression levels were normalized to that
of the MDV oncogene meq. Asterisks (*) indicate statistically significant differences between the
pp38-deleted mutant and the parental GX0101; **, p < 0.01.
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3.3. Construction of a Pool of mAbs against MDV Proteins

Using the purified cellular proteins extracted from GX0101-infected CEFs as antigens
to immunize BALB/C mice, the hybridomas secreting antibodies were first established
by cell fusion. The primary screening of MDV-specific positive antibodies was performed
by IFA staining, and 34 hybridomas in total were identified, which secreted positive
supernatants with specific reactivity to the MDV plaques produced by the infection with
GX0101 in the CEF monolayers rather than the mock CEF cells. As listed in Table 3, the 34
positive hybridomas can be divided into 3 groups: the first group, containing 15 positive
hybridomas, was conserved to all three serotypes of MDV; the second group, composed of
11 positive hybridomas, was reactive to both MDV-1 and MDV-3 viruses, while the third
group of the remaining 8 positive hybridomas was MDV-1 specific.

Table 3. List of the hybridomas secreting MDV-specific monoclonal antibodies.

No. Hybridomas
Specificity

MDV-1/GX0101 MDV-3/HVT MDV-2/SB-1

1 4B1 + + +
2 4B5 + + +
3 4B8 + + +
4 4F11 + + +
5 5D5 + + +
6 5D10 + + +
7 5E8 + + +
8 5E10 + + +
9 5F6 + + +
10 6B1 + + +
11 6E4 + + +
12 6G9 + + +
13 6G11 + + +
14 10B2 + + +
15 27H3 + + +
16 1F5 + + -
17 2E2 + + -
18 2F3 + + -
19 2G4 + + -
20 2G6 + + -
21 3B7 + + -
22 3G3 + + -
23 4B5 + + -
24 4E7 + + -
25 4E11 + + -
26 6C4 + + -
27 4F9 + - -
28 10B1 + - -
29 10G9 + - -
30 10F9 + - -
31 21G9 + - -
32 31G7 + - -
33 34F2 + - -
34 35G9 + - -

“+”, indicating a positive antigen–antibody reaction; “-”, meaning a negative antigen–antibody reaction.

3.4. Cross-Screening and Identification of pp38-Specific mAbs

For the screening and identification of pp38-specific mAbs, IFA staining was performed
to discriminate all of the 34 MDV-specific antibodies using MDV plaques produced in
CEF monolayers infected with parental GX0101 or the pp38-deleted mutant virus. As
demonstrated in Figure 3, the supernatants of four positive hybridomas—namely 4F9, 31G7,
34F2, and 35G9—were observed to specifically react to the viral plaques formed in GX0101-
infected CEFs, but not to those produced by GX0101∆pp38. Thus, the preliminary data
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suggested that these four antibodies were pp38-specific mAbs. For further confirmation of
the specificity of these mAbs to MDV-1 pp38, 293T cells were transfected with the pEGFP-
N1-pp38 plasmid to express the pp38 protein, and its reactivity to mAbs was detected by
IFA. As shown in Figure 4, the IFA staining showed that the overexpressed pp38 proteins
specifically stained in red by all four distinct mAbs were all identically co-localized with
the spontaneous EGFP green fluorescence in 293T cells, similar to the positive control
anti-pp38 mAb BD1. The data confirmed that all four mAbs could specifically recognize the
MDV-1-specific pp38 proteins expressed in eukaryotic cells. Utilizing confocal experiments,
we also analyzed the intracellular staining by pp38 mAbs in GX0101-infected CEF cells,
which demonstrated that pp38 was stained red by all four mAbs (4F9, 31G7, 34F2, and
35G9) with a cytoplasmic distribution, coinciding with the results of mAb HB3 staining of
gB proteins (Figure 5). Furthermore, ascitic fluids of hybridoma 31G7 were prepared from
BALB/C mice, and were characterized and applied as detailed below. The results showed
that titer of the ascitic fluids of mAb 31G7 was very high, remaining positive even up to the
dilution of 1:128,000, as determined by IFA. The isotype of mAb 31G7 was characterized to
be IgG1/kappa.
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3.5. Characterization of the MDV-1 pp38-Specific mAb 31G7

For further characterization of the newly developed MDV-1 pp38-specific mAbs, the
reaction spectra of the mAb 31G7 against all three serotypes of MDV—including virulent
MDV-1 strains with different virulence, as well as vaccine strains—were determined by
IFA and Western blot analysis. IFA analysis demonstrated that the viral plaques in CEF
monolayers produced by infection with different MDV-1 strains—including Md5, GX0101,
GA, and CVI988—were specifically stained with green fluorescence after the incubation
with mAb 31G7, while the viral plaques produced by the HVT or SB-1 viruses did not
show any fluorescence staining (Figure 6a). The Western blot analysis also showed similar
results to those of IFA staining. As demonstrated in Figure 6b, none of specific reaction
bands were observed in the samples collected from HVT- or SB-1-infected CEF cells, but
in those collected from CEFs infected with MDV-1 strains a strong signal of protein bands
with a molecular weight about 38 kD was observed, as expected, consistent with the
molecular size of MDV-1-specific pp38 proteins. Furthermore, the mAb 31G7 was also
used to perform IP with the proteins that were extracted and purified from MDV-1-infected
CEFs. The results showed that bands of the mAb heavy-chain-specific proteins (56 kD)
appeared in all three sample lanes of the GX0101-infected or mock control CEF cells, while
in the fourth lane of proteins harvested by the mAb 31G7, several specific bands with
different molecular weights were observed, including a specific band about 38 kD in size
(Figure 7a). This band was purified and analyzed by the subsequent LC–MS/MS analysis,
which also confirmed its identity as an MDV-1-specific pp38 protein (Figure 7b). The data
of mass spectrometry analysis were shown in Tables S1 and S2. The pp38 protein is a highly
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expressed protein in the feather follicle epithelium (FFE) of MDV-infected birds in the early
stages of disease. Thus, we finally applied the mAb 31G7 to detect MDV particles in the
FFE. As demonstrated in Figure 8, the IHC analysis clearly confirmed that the mAb 31G7
was also a perfect reagent for displaying the existence of lytic MDV particles in the FFE of
virus-infected birds.
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assays performed for the detection of the reaction spectrum of the pp38 mAb 31G7 to different
serotypes of MDVs. Normal images of GX0101 or GX0101∆pp38 plaques under regular light; IFA,
immunofluorescence assay. (b) Western blot analysis performed for the detection of the reaction
spectrum of the mAb 31G7 to proteins from CEFs infected with different serotypes of MDVs. Chicken
β-actin was used as the protein loading control. Scale bar = 50 µm.
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Figure 7. Immunoprecipitation and mass spectrometry analysis of the proteins recognized by the
pp38 mAb 31G7: (a) Image of the immunoprecipitation and silver-stained SDS gel showing obvious
protein bands captured by the pp38 mAb 31G7. The black arrow indicates the band of a target protein
about 38 kD in size. (b) Image of total ion chromatography (TIC) for the 38 kD target band analyzed
by LC–MS/MS.
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Figure 8. Expression of pp38 proteins in the feather follicle epithelium of MDV-infected birds, as
determined by immunohistochemistry. The feather follicular samples from Md5-challenged birds at
14 days post-infection were subjected to immunohistochemistry analysis using the pp38 mAb 31G7. The
black arrows indicate MDV-expressed pp38 proteins in the feather follicle epithelium. Scale bar = 100 µm.

4. Discussion

It is well known that high purity and structural features that maintain the integrity
of epitopes of viral proteins are crucial for the successful generation of specific mAbs
against viral proteins. For the generation of some of the early MDV-specific mAbs in
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the 1980s–1990s, MDV immunogens were prepared by homogenization or sonication of
repeatedly frozen and thawed virus-infected CEF cultures [9–11]. Although several MDV-
specific hybridomas were developed, the identities of many of these remained unknown due
to the limitations in the experimental technology. In a number of studies where specific mAbs
against MDV proteins such as gB, gD, gp82, pp38, ICP4, and ORF873 were developed [22–27],
recombinant proteins expressed in baculovirus systems were used as immunogens. MDV
encodes more than 100 viral proteins or hypothetical candidates. However, to date, only
a few MDV-specific mAbs with clear identities—such as MEQ, gC, gH, UL46 to UL49
VP5, VP11/12, VP13/14, UL48 (VP16), UL49 (VP22), RR1, and RR2 [28–35]—have been
developed in recent years. Monoclonal antibodies against most MDV proteins are ideally
needed to meet the research needs for revealing MDV’s pathogenesis/oncogenesis and the
development of MD diagnostic reagents. To establish an antibody pool against as many
MDV proteins as possible, we used the NE-PER® Nuclear and Cytoplasmic Extraction
Reagents to extract both the cytoplasmic and nuclear proteins from the MDV-infected
CEF cells, without changing the original structural features of the viral proteins, to make
antigens for the immunization of mice for the production of hybridomas. Through the rapid
screening method of IFA staining, a pool of MDV antibodies containing 34 hybridomas was
successfully established, containing an abundance of mAbs conserved to all three serotypes
of MDVs, or specific only to MDV-1. As we expected, this provides an important basis for
the subsequent identification of mAbs against specific viral proteins of MDV.

For future applications, a new efficient strategy must first be developed for the rapid
and accurate identification of specific viral protein mAbs from an antibody pool. As a
new generation of gene-editing technology, CRISPR/Cas9 can specifically, efficiently, and
almost omnipotently modify the target genomic sites or gene sequences of animals, plants,
and even viruses [12]. Recently, MDV has also been successfully reconstituted by the
CRISPR/Cas9 system to generate gene-knockout or recombinant viruses with foreign
sequences inserted for the study of viral gene functions and/or the development of recom-
binant vaccines [13–20]. In the present study, we successfully generated the pp38-deleted
MDV mutant GX0101∆pp38 utilizing the CRISPR/Cas9-based gene-editing technology, and
first applied this mutant in the cross-screening and identification of MDV-1 pp38-specific
mAbs, together with its parental virus. From the antibody pool of 34 hybridomas secreting
MDV-specific antibodies, four pp38-specific mAbs were easily picked up and identified
with clear features to specifically recognize the pp38 proteins and/or MDV particles in
virus-infected CEFs. These were further verified by IFA staining, Western blotting, IP/MS,
confocal microscopy, and IHC analysis. Our data indicated that the new strategy based on
the CRISPR/Cas9 gene-editing technology was successfully developed for the rapid, effi-
cient, and accurate screening and identification of mAbs against MDV-1-specific proteins,
providing a meaningful reference for other DNA viruses—especially for herpesviruses.

MD is the first case in human history where cancers could be prevented by vacci-
nation. In the past several decades, three serotypes of MDV vaccine strains—attenuated
MDV-1, nonpathogenic MDV-2, and HVT—have been developed and used for the control
of MD, which has immensely benefitted the poultry industry worldwide. MDV is a strictly
cell-bound herpesvirus that can maintain a lifelong persistent infection in chicken hosts
following infection or vaccination. Therefore, it is usually not easy to quickly and efficiently
distinguish the epidemic virulent MDV infection from vaccinations for clinical diagnosis.
The protein pp38 is a recognized MDV-1-specific protein that is highly expressed in visceral
parenchymal tumor tissues and MDV-transformed lymphoblastoid cell lines [36]. Thus
it is an excellent diagnostic marker not only for the differentiation of MDV infection and
vaccination, but also for distinguishing clinical cases of the major avian neoplastic diseases
with similar clinical symptoms and visceral tumors, such as MD, avian leukemia (AL), and
reticuloendotheliosis (RE). As one of the important pathogenic features of MDV-1, pp38 is
expressed earlier and at higher levels in virus-infected birds. Therefore, the development
of mAbs against MDV-1-specific pp38 protein can provide key reagents for future usage in
the differential diagnosis of MDV infection and vaccination. Previously, only researchers
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from the United States [10], Japan [37], and the United Kingdom [38] have reported the
generation of pp38-specific mAbs. Indeed, the pp38 mAb H19 has been found to be useful
for distinguishing the MDV-1 vaccine strain CVI988 from epidemic strains with varying
virulence [39], further supporting the notion that the pp38 protein can be used as an ideal
diagnostic marker. In this study, although the four pp38-specific mAbs we developed
did not display the ability to distinguish MDV-1 vaccine strains from epidemic strains,
the mAb 31G7 demonstrated a wide reaction spectrum, and was usable for all of the im-
munoassays that we tested, such as IFA, confocal microscopy, Western blotting, IP, and
IHC analysis. Whether these pp38 mAbs can be used for the differential diagnosis of MD
and other avian neoplastic diseases merits further investigation. It is undoubted that with
the newly developed CRISPR/Cas9-based strategy for the efficient identification of mAbs,
more useful antibodies against virus-specific proteins can be easily produced for future
virology research.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/v14092045/s1, Table S1: Statistics of the number of pep-
tides identified by MS_22525-V-38KD-pep; Table S2: Statistics of the number of proteins identified by
MS_22525-V-38KD-protein.
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A.; et al. ICTV Virus Taxonomy Profile: Herpesviridae 2021. J. Gen. Virol. 2021, 102, 001673. [CrossRef]
4. Osterrieder, N.; Kamil, J.P.; Schumacher, D.; Tischer, B.K.; Trapp, S. Marek’s disease virus: From miasma to model. Nat. Rev.

Microbiol. 2006, 4, 283–294. [CrossRef]
5. Witter, R.L.; Calnek, B.W.; Buscaglia, C.; Gimeno, I.M.; Schat, K.A. Classification of Marek’s disease viruses according to pathotype:

Philosophy and methodology. Avian Pathol. 2005, 34, 75–90. [CrossRef]
6. Song, B.; Zeb, J.; Hussain, S.; Aziz, M.U.; Circella, E.; Casalino, G.; Camarda, A.; Yang, G.; Buchon, N.; Sparagano, O. A Review on

the Marek’s Disease Outbreak and Its Virulence-Related meq Genovariation in Asia between 2011 and 2021. Animals 2022, 12, 540.
[CrossRef]

7. Spatz, S.J.; Petherbridge, L.; Zhao, Y.; Nair, V. Comparative full-length sequence analysis of oncogenic and vaccine (Rispens)
strains of Marek’s disease virus. J. Gen. Virol. 2007, 88, 1080–1096. [CrossRef]

8. Nair, V. Latency and tumorigenesis in Marek’s disease. Avian Dis. 2013, 57, 360–365. [CrossRef]

https://www.mdpi.com/article/10.3390/v14092045/s1
http://doi.org/10.1080/03079457.2011.646238
http://doi.org/10.1637/11525-110216-Reg.1
http://doi.org/10.1099/jgv.0.001673
http://doi.org/10.1038/nrmicro1382
http://doi.org/10.1080/03079450500059255
http://doi.org/10.3390/ani12050540
http://doi.org/10.1099/vir.0.82600-0
http://doi.org/10.1637/10470-121712-Reg.1


Viruses 2022, 14, 2045 17 of 18

9. Ikuta, K.; Honma, H.; Maotani, K.; Ueda, S.; Kato, S.; Hirai, K. Monoclonal antibodies specific to and cross-reactive with Marek’s
disease virus and herpesvirus of turkeys. Biken J. 1982, 25, 171–175.

10. Silva, R.F.; Lee, L.F. Monoclonal antibody-mediated immunoprecipitation of proteins from cells infected with Marek’s disease
virus or turkey herpesvirus. Virology 1984, 136, 307–320. [CrossRef]

11. Horiuchi, M.; Kodama, H.; Mikami, T. Identification of virus-specific antigens in cultured cells infected with Marek’s disease
virus serotype 2 and CVI-988 strain. Nihon Juigaku Zasshi 1990, 52, 985–994. [CrossRef]

12. Teng, M.; Yao, Y.; Nair, V.; Luo, J. Latest Advances of Virology Research Using CRISPR/Cas9-Based Gene-Editing Technology and
Its Application to Vaccine Development. Viruses 2021, 13, 779. [CrossRef]

13. Yao, Y.; Bassett, A.; Nair, V. Targeted editing of avian herpesvirus vaccine vector using CRISPR/Cas9 nucleases. J. Vaccine Technol.
2016, 1, 1–7.

14. Zhang, Y.; Tang, N.; Sadigh, Y.; Baigent, S.; Shen, Z.; Nair, V.; Yao, Y. Application of CRISPR/Cas9 Gene Editing System on MDV-1
Genome for the Study of Gene Function. Viruses 2018, 10, 279. [CrossRef]

15. Zhang, Y.; Luo, J.; Tang, N.; Teng, M.; Reddy, V.; Moffat, K.; Shen, Z.; Nair, V.; Yao, Y. Targeted Editing of the pp38 Gene in Marek’s
Disease Virus-Transformed Cell Lines Using CRISPR/Cas9 System. Viruses 2019, 11, 391. [CrossRef] [PubMed]

16. Zhang, Y.; Tang, N.; Luo, J.; Teng, M.; Moffat, K.; Shen, Z.; Watson, M.; Nair, V.; Yao, Y. Marek’s Disease Virus-Encoded MicroRNA
155 Ortholog Critical for the Induction of Lymphomas Is Not Essential for the Proliferation of Transformed Cell Lines. J. Virol.
2019, 93, e00713-19. [CrossRef]

17. Luo, J.; Teng, M.; Zai, X.; Tang, N.; Zhang, Y.; Mandviwala, A.; Reddy, V.; Baigent, S.; Yao, Y.; Nair, V. Efficient Mutagenesis of
Marek’s Disease Virus-Encoded microRNAs Using a CRISPR/Cas9-Based Gene Editing System. Viruses 2020, 12, 466. [CrossRef]

18. Zhang, Y.; Li, W.; Tang, N.; Moffat, K.; Nair, V.; Yao, Y. Targeted Deletion of Glycoprotein B Gene by CRISPR/Cas9 Nuclease
Inhibits Gallid herpesvirus Type 3 in Dually Infected Marek’s Disease Virus-Transformed Lymphoblastoid Cell Line MSB-1.
J. Virol. 2022, 96, e0202721. [CrossRef] [PubMed]

19. Tang, N.; Zhang, Y.; Pedrera, M.; Chang, P.; Baigent, S.; Moffat, K.; Shen, Z.; Nair, V.; Yao, Y. A simple and rapid approach to
develop recombinant avian herpesvirus vectored vaccines using CRISPR/Cas9 system. Vaccine 2018, 36, 716–722. [CrossRef]
[PubMed]

20. Tang, N.; Zhang, Y.; Sadigh, Y.; Moffat, K.; Shen, Z.; Nair, V.; Yao, Y. Generation of A Triple Insert Live Avian Herpesvirus Vectored
Vaccine Using CRISPR/Cas9-Based Gene Editing. Vaccines 2020, 8, 97. [CrossRef] [PubMed]

21. Bai, Y.; Liao, Y.; Yang, S.; Jin, J.; Lu, W.; Teng, M.; Luo, J.; Zhang, G.; Sun, A.; Zhuang, G. Deletion of miR-M8 and miR-M13
eliminates the bursa atrophy induced by Marek’s disease virus infection. Vet. Microbiol. 2022, 268, 109409. [CrossRef] [PubMed]

22. Niikura, M.; Matsuura, Y.; Endoh, D.; Onuma, M.; Mikami, T. Expression of the Marek’s disease virus (MDV) homolog of
glycoprotein B of herpes simplex virus by a recombinant baculovirus and its identification as the B antigen (gp100, gp60, gp49) of
MDV. J. Virol. 1992, 66, 2631–2638. [CrossRef] [PubMed]

23. Ono, M.; Kawaguchi, Y.; Maeda, K.; Kamiya, N.; Tohya, Y.; Kai, C.; Niikura, M.; Mikami, T. Nucleotide sequence analysis of
Marek’s disease virus (MDV) serotype 2 homolog of MDV serotype 1 pp38, an antigen associated with transformed cells. Virology
1994, 201, 142–146. [CrossRef] [PubMed]

24. Ono, M.; Jang, H.K.; Maeda, K.; Kawaguchi, Y.; Tohya, Y.; Niikura, M.; Mikami, T. Preparation of monoclonal antibodies against
Marek’s disease virus serotype 1 glycoprotein D expressed by a recombinant baculovirus. Virus Res. 1995, 38, 219–230. [CrossRef]

25. Wu, P.; Lee, L.F.; Reed, W.M. Serological characteristics of a membrane glycoprotein gp82 of Marek’s disease virus. Avian Dis.
1997, 41, 824–831. [CrossRef]

26. Xing, Z.; Xie, Q.; Morgan, R.W.; Schat, K.A. A monoclonal antibody to ICP4 of MDV recognizing ICP4 of serotype 1 and 3 MDV
strains. Acta Virol. 1999, 43, 113–120.

27. Jang, H.K. Characterization and localization of the unique Marek’s disease virus type 2 ORF873 gene product. J. Vet. Sci. 2004, 5,
207–213. [CrossRef]

28. Liu, J.L.; Lee, L.F.; Ye, Y.; Qian, Z.; Kung, H.J. Nucleolar and nuclear localization properties of a herpesvirus bZIP oncoprotein,
MEQ. J. Virol. 1997, 71, 3188–3196. [CrossRef]

29. Lee, L.F.; Liu, J.L.; Cui, X.P.; Kung, H.J. Marek’s disease virus latent protein MEQ: Delineation of an epitope in the BR1 domain
involved in nuclear localization. Virus Genes 2003, 27, 211–218. [CrossRef]

30. Kurokawa, A.; Yamamoto, Y. Development of monoclonal antibodies specific to Marek disease virus-EcoRI-Q (Meq) for the
immunohistochemical diagnosis of Marek disease using formalin-fixed, paraffin-embedded samples. J. Vet. Diagn. Investig. 2022,
34, 458–464. [CrossRef]

31. Jarosinski, K.W.; Margulis, N.G.; Kamil, J.P.; Spatz, S.J.; Nair, V.K.; Osterrieder, N. Horizontal transmission of Marek’s disease
virus requires US2, the UL13 protein kinase, and gC. J. Virol. 2007, 81, 10575–10587. [CrossRef] [PubMed]

32. Wu, P.; Reed, W.M.; Yoshida, S.; Sui, D.; Lee, L.F. Identification and characterization of glycoprotein H of MDV-1 GA strain.
Acta Virol. 1999, 43, 152–158. [PubMed]

33. Dorange, F.; Tischer, B.K.; Vautherot, J.F.; Osterrieder, N. Characterization of Marek’s disease virus serotype 1 (MDV-1) deletion
mutants that lack UL46 to UL49 genes: MDV-1 UL49, encoding VP22, is indispensable for virus growth. J. Virol. 2002, 76,
1959–1970. [CrossRef]

http://doi.org/10.1016/0042-6822(84)90167-3
http://doi.org/10.1292/jvms1939.52.985
http://doi.org/10.3390/v13050779
http://doi.org/10.3390/v10060279
http://doi.org/10.3390/v11050391
http://www.ncbi.nlm.nih.gov/pubmed/31027375
http://doi.org/10.1128/JVI.00713-19
http://doi.org/10.3390/v12040466
http://doi.org/10.1128/jvi.02027-21
http://www.ncbi.nlm.nih.gov/pubmed/35107377
http://doi.org/10.1016/j.vaccine.2017.12.025
http://www.ncbi.nlm.nih.gov/pubmed/29269155
http://doi.org/10.3390/vaccines8010097
http://www.ncbi.nlm.nih.gov/pubmed/32098149
http://doi.org/10.1016/j.vetmic.2022.109409
http://www.ncbi.nlm.nih.gov/pubmed/35364366
http://doi.org/10.1128/jvi.66.5.2631-2638.1992
http://www.ncbi.nlm.nih.gov/pubmed/1313890
http://doi.org/10.1006/viro.1994.1275
http://www.ncbi.nlm.nih.gov/pubmed/8178479
http://doi.org/10.1016/0168-1702(95)00063-V
http://doi.org/10.2307/1592335
http://doi.org/10.4142/jvs.2004.5.3.207
http://doi.org/10.1128/jvi.71.4.3188-3196.1997
http://doi.org/10.1023/A:1026334130092
http://doi.org/10.1177/10406387221080444
http://doi.org/10.1128/JVI.01065-07
http://www.ncbi.nlm.nih.gov/pubmed/17634222
http://www.ncbi.nlm.nih.gov/pubmed/10696437
http://doi.org/10.1128/JVI.76.4.1959-1970.2002


Viruses 2022, 14, 2045 18 of 18

34. Dorange, F.; El Mehdaoui, S.; Pichon, C.; Coursaget, P.; Vautherot, J.F. Marek’s disease virus (MDV) homologues of herpes simplex
virus type 1 UL49 (VP22) and UL48 (VP16) genes: High-level expression and characterization of MDV-1 VP22 and VP16. J. Gen.
Virol. 2000, 81, 2219–2230. [CrossRef] [PubMed]

35. Lee, L.F.; Heidari, M.; Sun, A.; Zhang, H.; Lupiani, B.; Reddy, S. Identification and in vitro characterization of a Marek’s disease
virus-encoded Ribonucleotide reductase. Avian Dis. 2013, 57, 178–187. [CrossRef]

36. Cui, Z.Z.; Lee, L.F.; Liu, J.L.; Kung, H.J. Structural analysis and transcriptional mapping of the Marek’s disease virus gene
encoding pp38, an antigen associated with transformed cells. J. Virol. 1991, 65, 6509–6515. [CrossRef]

37. Ikuta, K.; Nakajima, K.; Naito, M.; Ann, S.H.; Ueda, S.; Kato, S.; Hirai, K. Identification of Marek’s disease virus-specific antigens
in Marek’s disease lymphoblastoid cell lines using monoclonal antibody against virus-specific phosphorylated polypeptides. Int.
J. Cancer 1985, 35, 257–264. [CrossRef]

38. Li, D.; Green, P.F.; Skinner, M.A.; Jiang, C.; Ross, N. Use of recombinant pp38 antigen of Marek’s disease virus to identify serotype
1-specific antibodies in chicken sera by western blotting. J. Virol. Methods 1994, 50, 185–195. [CrossRef]

39. Zhizhong, C.; Zhi, Z.; Aijian, Q.; Lucy, L.F. Analyzing the H19- and T65-epitopes in 38 kd phosphorylated protein of Marek’s
disease viruses and comparing chicken immunological reactions to viruses point-mutated in the epitopes. Sci. China C Life Sci.
2004, 47, 82–91.

http://doi.org/10.1099/0022-1317-81-9-2219
http://www.ncbi.nlm.nih.gov/pubmed/10950980
http://doi.org/10.1637/10329-082112-Reg.1
http://doi.org/10.1128/jvi.65.12.6509-6515.1991
http://doi.org/10.1002/ijc.2910350219
http://doi.org/10.1016/0166-0934(94)90175-9

	Introduction 
	Materials and Methods 
	Ethics Statement 
	Viruses and Cells 
	sgRNA Plasmid Construct 
	Generation of a pp38-Edited GX0101 Virus 
	Immunofluorescence Assay (IFA) 
	Reverse-Transcription Quantitative PCR (RT-qPCR) 
	Construction of a Pool of mAbs against MDV Proteins 
	Cross-Screening of pp38-Specific mAbs 
	Protein Expression and Examination of mAb Specificity 
	Confocal Microscopy Analysis 
	Isotype Characterization of pp38 mAbs 
	Reaction Spectrum of pp38 mAbs to MDVs 
	Immunoprecipitation (IP) 
	Immunohistochemistry (IHC) 

	Results 
	Generation of a pp38-Deleted MDV Mutant Using the CRISPR/Cas9 System 
	Identification of the pp38-Deleted MDV Mutant GX0101pp38 
	Construction of a Pool of mAbs against MDV Proteins 
	Cross-Screening and Identification of pp38-Specific mAbs 
	Characterization of the MDV-1 pp38-Specific mAb 31G7 

	Discussion 
	References

