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ABSTRACT 

African swine fever (ASF), caused by the African swine fever virus (ASFV), poses a 

significant threat to pig populations worldwide. ASFV is a double-stranded DNA virus. In 

recent years, 54 structural proteins and more than 100 proteins have been involved in viral 

infection found in macrophages of diseased pigs. Among these, p49 and p72 are essential 

capsid proteins crucial for forming the viral capsid. Additionally, pE199L and pE248R, 

located in the inner viral membrane, are critical for membrane fusion, a necessary step for 

viral entry into host cells. Another important player is CD2v, a type I transmembrane protein 

involved in the infection process. In this research, to develop subunit vaccines against ASFV, 

we focused on cloning the genes encoding these five proteins—p49, p72, pE199L, pE248R, 

and CD2v—into the pPIC9K plasmid for expression in the Pichia pastoris GS115 yeast 

strain. The viral genomic DNA was extracted from blood samples of infected pigs, and the 

genes encoding the five proteins were successfully amplified using Phusion PCR. The PCR 

products of each gene were then digested with EcoRI and NotI restriction enzymes and 

ligated into the pPIC9K plasmid. After that, we transformed the recombinant plasmids into 

Escherichia coli DH5α for amplification and purification. The plasmids were subsequently 

linearized with SalI and introduced into P. pastoris GS115 through electroporation. The 

selection of appropriate media and PCR analysis of the genomic DNA confirmed the 

successful generation of five recombinant P. pastoris GS115 strains. This work paves the 

way for the development of a recombinant protein vaccine against ASF by using the Pichia 

pastoris GS115 in the future. 
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INTRODUCTION 

African swine fever (ASF) has emerged as a 

significant issue in global livestock and 

public health. Caused by the African swine 

fever virus (ASFV), this disease is not 

transmissible to humans but has a mortality 

rate approaching 100% in pigs (Kalenzi 

Atuhaire et al., 2013). The impact of ASF on 
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the swine industry is immense, directly 

affecting the economy and livelihoods of 

millions of people worldwide. African swine 

fever is not only an animal health issue but 

also a significant threat to global food 

security. Pork remains a widely consumed 

source of protein in many parts of the world. 

The number of pigs lost to ASF can severely 

impact the global pork supply. Moreover, 

the spread of the disease affects market 

prices, leading to economic losses for 

farmers. African swine fever was first 

identified around 1909 in Africa. The 

disease gradually spread to European 

countries such as Portugal, Spain, and other 

countries in the 1960s (Cwynar et al., 2019). 

In 2018, ASFV was detected in China, 

spreading to surrounding countries, 

including Vietnam. On February 19, 2019, 

the first ASFV case was reported in 

Vietnam, resulting in damages exceeding 13 

trillion Vietnamese dong and the culling of 

nearly 6 million infected pigs (Tran et al., 

2020). ASFV belongs to the family 

Asfarviridae, genus Asfivirus (Dixon et al., 

2013), and is characterized by its roughly 

200 nm diameter icosahedral structures 

comprising nucleoid, core, inner membrane, 

capsid, and outer membrane components 

(Salas & Andrés, 2013). Depending on the 

strain, the genome length can range from 

170 to 195 kb (de Villiers et al., 2010). 

Essential proteins of ASFV include p49 and 

p72, which are found on the capsid shell, and 

pE199L, pE248R located in the inner 

membrane, and CD2v on the outer 

membrane, all crucial for viral infectivity 

and host cell entry of ASFV (Salas & 

Andrés, 2013). 

Once the ASFV infects pigs, it targets 

macrophages in the blood and bone marrow. 

Infected pigs initially exhibit a high fever 

and loss of appetite, which can progress to 

more severe symptoms like cyanosis, 

erythema, hemorrhages, and nosebleeds (Li 

et al., 2022; Yoon et al., 2020). Within a few 

days of infection, pigs can die with a 

mortality rate approaching 100%. 

For these reasons, many current studies are 

focused on researching and developing 

vaccines to prevent ASFV. However, recent 

research results have not yielded promising 

outcomes due to various challenges. 

Currently, there is no specific effective 

vaccine against ASFV; inactivated vaccine 

technologies have not proven to be 

protective even in the presence of adjuvants 

(de Villiers et al., 2010). Attenuated 

vaccines offer better protection but are 

strain-specific and less effective against 

heterologous virulent strains (Gómez-

Puertas et al., 1996). Additionally, 

attenuated vaccines often lead to adverse 

effects such as skin ulcers, joint swelling, or 

even abortion (King et al., 2011). Subunit 

vaccines are promising solutions for the 

future to reduce these risks (Arias et al., 

2017). Subunit vaccines contain only 

specific antigens of the virus, making them 

safer as they do not include the whole virus 

and cannot cause disease. However, the 

effectiveness of these vaccines still requires 

extensive research and further exploration. 

In the past, subunit vaccines using p30, p54, 

and p72 were studied and tested in 1996, but 

the results did not protect animals against 

ASFV (Gómez-Puertas et al., 1996). 

Another trial in 2004 by Neilan and 

colleagues tested a vaccine on pigs using a 

mixture of baculovirus expressing p30, p54, 

p72, and p22 (Neilan et al., 2004). However, 

this vaccine failed to protect the test pigs 

from the Pr4 strain of ASFV. Recent studies 

on subunit vaccines include research by 

Zhang G and colleagues in 2022, which 

developed a subunit vaccine using p30 and 
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p54, and research by Lopera-Madrid and 

colleagues in 2021, which focused on a 

subunit vaccine using p30 with poxviruses 

as delivery vectors (Lopera-Madrid et al., 

2021; Zhang et al., 2022). Despite these 

efforts, further investigation is needed to 

evaluate the protective efficacy of these 

vaccines. In summary, subunit vaccines 

represent a promising and safer approach to 

the development of vaccines against ASFV. 

Recombinant protein technologies have 

shown promise with recombinant proteins 

identified in prokaryotic cells like E. coli, 

but not yet in eukaryotic yeast cells like P. 

pastoris (Ferrer-Miralles & Villaverde, 

2013). Therefore, our study aims to develop 

gene constructs encoding inner and outer 

membrane structural proteins of ASFV in P. 

pastoris GS115 yeast cells, encouraging the 

development of recombinant protein 

vaccines in the future. Pichia pastoris is 

chosen for its numerous advantages over 

bacterial strains and other expression 

systems. The P. pastoris GS115 yeast cells 

are easy to cultivate and can express proteins 

rapidly, allowing for the production of large 

quantities in a short timeframe. As an 

eukaryotic protein expression system, P. 

pastoris benefits from its glycosylation 

capabilities, which enable the produced 

proteins to resemble those found in higher 

eukaryotic cells. This contrasts with E. coli, 

which operates as a prokaryotic system and 

often results in structural differences in the 

expressed proteins. Consequently, utilizing 

yeast expression systems can yield more 

accurate results. Additionally, compared to 

other cellular expression systems, yeast 

offers advantages such as lower costs, faster 

expression times, and easier purification of 

recombinant proteins (Yao et al., 2022). 

These features contribute to the widespread 

use of Pichia pastoris cells in large-scale 

production. 

MATERIALS AND METHODS 

The African swine fever virus (ASFV) was 

isolated from blood samples of infected pigs 

in Đồng Nai province in 2020. The viral 

DNA was extracted and verified using real-

time PCR, ensuring accurate identification 

of ASFV DNA (Tran et al., 2023). The 

bacterial strain E. coli DH5α, the yeast strain 

Pichia pastoris GS115, as well as the 

plasmids pJET1.2/blunt and pPIC9K, were 

supplied by Thermo Scientific, USA. The 

growth media for culturing E. coli and for P. 

pastoris was provided by Biobasic, Canada.  

Table1: The sequences of the primers were designed. 

Primer Primer sequences 
Expected 
PCR product 
sizes (in bp) 

Restriction 
enzyme 

p49 F 5’-GAATTCATGTATCATGATTATGCTTCAAAG-3’ 1314 EcoRI 

p49 R 5’-GCGGCCGCCAATGATGGAGATATAGATGAG-
3’ 

Not I 

p72 F  5’-GAATTC ATGGCATCAGGAGGAGCTTTTTG-3’ 1938 EcoRI 

P72 R 5’-GCGGCCGC GGTACTGTAACGCAGCACAGC-
3’ 

Not I 

pE199L F 5’-GAATTC ATGTCTTGCATGCCAGTTTC-3’ 597 EcoRI 
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pE199L R 5’-GCGGCCGC 
AAAATTGTTTAGGTTTGAAAAAATAAG-3’ 

Not I 

pE248R F 5’-GAATTC 
ATGGGAGGCTCTACAAGCAAAAATTC-3’ 

744 
EcoRI 

pE248R R 5’-GCGGCCGC 
CGAAACGGCAGCATTTTTTAATACC-3’ 

Not I 

CD2v F  5’-GAATTC 
ATGATAATACTTATTTTTTTAATATTTTC-3’ 

1274 
EcoRI 

CD2v R 5’-GCGGCCGC 
AATAATTCTATCTACGTGAATAAG-3’ 

Not I 

Table 2: Reference primer sequences from Thermo Scientific 

Primer Primer sequences 
Expected PCR 
product sizes (in bp) 

Primer binding sites 

AOX1 F 5’- 
GACTGGTTCCAATTGACAAG
C -3’ 

732 (without gene of 
interest) 

855-875 (Pairing on 
the promoter of the 
plasmid pPIC9K.) 

AOX1 R 
5’- 
GCAAATGGCATTCTGACATC
C -3’ 

1253-1586 (Pairing at 
the transcription 
termination site of the 
plasmid pPIC9K.) 

 

To amplify the target gene, we based our 

primer design on the sequence from 

GenBank: MK795938.1 from NCBI for the 

gene encoding pE248R, with the forward 

primer spanning positions 1-26 and the 

reverse primer from positions 720-744. For 

the gene encoding p49, we used GenBank: 

MK128995.1, with the forward primer at 

positions 97521-97544 and the reverse at 

96231-96252. Similarly, for p72, the 

forward primer is from positions 105525-

105547 and the reverse from 103610-

103630; for pE199L, the forward primer 

spans 166451-166470 and the reverse 

165874-165900; and for CD2v, the forward 

primer is from 73383-73411 and the reverse 

from 74439-74462. All primer sequences 

were designed using the AnnHyb 4.946 

software. The primer sequences are detailed 

in Table 1.  

Table 2 includes the AOX1 F and AOX1 R 

primer sequences referenced from Thermo 

Scientific. The expected size of the PCR 

product is 732 bp in the absence of the target 

gene. Additionally, the AOX1 F primer 

binds at positions 855-875 on the promoter 

of the plasmid pPIC9K, while the AOX1 R 

primer binds at positions 1253-1586 in the 

transcription terminator region of the same 

plasmid. 

Specific primers for the target genes 

encoding p49, p72, pE199L, pE248R, and 

CD2v were created to include EcoRI 

recognition sites at the forward primer and 

NotI at the reverse primer positions. PCR 

amplification of the target genes was 

performed using the following reaction 

mixture: 1X Phusion HF Buffer, 200 µM 

dNTPs, 3% DMSO, 0.5 µM of each primer, 
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0.02 U/µL Phusion DNA Polymerase, and 

50 ng of gene template DNA. After an initial 

denaturation step at 98°C for 30 seconds, 30 

amplification cycles were performed with 

the following requirements per cycle: 

denaturation at 98°C for 10 seconds, 

annealing at 54°C for 30 seconds, and 

extension at 72°C for 90 seconds. A final 

extension step at 72°C for 10 minutes 

concluded the reaction, followed by a hold at 

10°C (Nguyễn et al., 2023).  

To clone each target gene into the expression 

plasmid, the purified PCR products of the 

target genes and the pPIC9K expression 

plasmid were digested with EcoRI and NotI 

restriction enzymes. The digested products 

were separated on a 1% agarose gel to isolate 

the target gene and pPIC9K plasmid bands. 

Recombinant plasmids containing the target 

genes were created using T4 DNA ligase. 

The ligation products were transformed into 

competent E. coli DH5α cells using 

electroporation. Only E. coli DH5α cells 

carrying the recombinant plasmids with the 

kanamycin resistance gene were capable of 

forming colonies on LB agar plates 

containing kanamycin (20 μg/ml). Candidate 

colonies containing the pPIC9K plasmid 

with or without the target genes were 

screened using bacterial colony PCR with 

AOX1 primers on the plasmid. The 

expression plasmids containing the target 

genes were purified and sequenced using 

AOX1 primers to confirm the product 

expressed the correct protein of interest. 

These primers attach to the pPIC9K plasmid 

and can detect the inserted gene sequence 

within the Multiple Cloning Site (MCS) 

region. The sequencing results were 

compared with gene and amino acid 

sequence data from NCBI GenBank using 

Clustal X software. 

The pPIC9K plasmids containing the target 

genes were linearized using the SalI enzyme 

(restriction sites pre-existing on the pPIC9K 

plasmid) and transformed into Pichia 

pastoris GS115 cells using electroporation at 

25 µF, 186 Ω, and 1.5 kV (Wu & 

Letchworth, 2004). Recombinant yeast 

strains were selected on the Minimal 

Dextrose (MD) medium, where only Pichia 

pastoris GS115 strains capable of histidine 

self-synthesis could grow. Subsequently, 

selected yeast strains were cultured on Yeast 

Extract Peptone Dextrose (YPD) medium 

containing Geneticin antibiotic. Colonies 

grown on the Geneticin-resistant medium 

were extracted for the entire gene using 10% 

SDS, and the presence of the pPIC9K 

segment containing the inserted target gene 

in the Pichia pastoris GS115 host genome 

was verified using PCR. 
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RESULTS Clone genes encoding proteins p49, p72, 

pE199L, pE248R, and CD2 

Figure 1. (A) Electrophoresis of PCR products amplifying specific genes p49, p72, pE199L, pE248R, 
and CD2v from the ASFV genome using corresponding primer pairs: p49F and p49R; p72F and p72R; 
pE199LF and pE199LR; pE248R F and pE248R R; CD2v F and CD2v R. (B) E. coli DH5α bacterial 
colonies after transformation with pPIC9K plasmid containing each target gene pPIC9K-p49, pPIC9K-
p72, pPIC9K-pE199L, pPIC9K-pE248R, and pPIC9K-CD2v, with AOX1 primer pair. M represents the 
DNA size marker. 

The PCR products of the target genes 

encoding p49, p72, pE199L, pE248R, and 

CD2v have sizes of approximately 1314 bp, 

1938 bp, 597 bp, 744 bp, and 1274 bp, 

respectively, suitable with the designed and 

predicted sizes (Figure 1A). These target 

genes were cloned into the expression 

plasmid pPIC9K at the EcoRI and NotI 

restriction sites to create pPIC9K-p49, 

pPIC9K-p72, pPIC9K-pE199L, pPIC9K-

pE248R, and pPIC9K-CD2v. The pPIC9K 

expression plasmids contain only one of the 

target genes. To confirm the presence of the 

target genes in pPIC9K, plasmids containing 

these target genes were subjected to PCR 

using AOX1 primers specific to the plasmid. 

The results showed p49, p72, pE199L, 

pE248R, CD2v, and AOX1 of pPIC9K with 

approximate sizes of 1806 bp, 2430 bp, 1089 

bp, 1236 bp, 1766 bp, and 492 bp, 

respectively (Figure 1B). These are the size 

of the target genes plus the AOX1 primer 

segment. 
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Figure 2. The electrophoretic profiles of plasmids pPIC9K-p49, pPIC9K-p72, pPIC9K-pE199L, 
pPIC9K-pE248R, and pPIC9K-CD2v with the absence (-) or presence (+) of EcoRI and NotI enzymes. 
M represents the DNA size ladder. 

The bacterial colonies containing the target 

genes were subjected to plasmid extraction 

and purification, followed by digestion with 

the restriction enzymes EcoRI and NotI. The 

electrophoresis results of the digested 

products of the genes p49, p72, pE199L, 

pE248R, and CD2v at the (+) showed bands 

with sizes approximately 1314 bp, 1938 bp, 

597 bp, 744 bp, and 1274 bp, respectively 

(Figure 2). The size of these bands 

corresponds to the size of the target genes, 

indicating that the target gene segments were 

inserted correctly into the pPIC9K plasmid 

at the designated positions. The (+) wells 

also show the presence of a brighter band 

that corresponds to the size of the pPIC9K 

vector. In the remaining (-) wells, the 

absence of the EcoRI and NotI restriction 

enzymes results in bands corresponding to 

pPIC9K-p49, pPIC9K-p72, pPIC9K-

pE199L, pPIC9K-pE248R, and pPIC9K-

CD2v, respectively. 

To confirm the product correctly expressed 

the proteins of interest, we sequenced the 

plasmid samples containing the target genes. 

The AOX1 primer pair was used to 

determine the sequence of the gene segment 

inserted into the Multiple Cloning Site 

(MCS) of the pPIC9K plasmid. The 

sequencing results were processed and 

compared with NCBI gene data using 

Clustal X software (SFI). The results showed 

a 100% nucleotide sequence match 

compared to the original sequence with no 

modifications to the composition or amino 

acid sequence. These findings indicate that 

we have successfully cloned the target gene 

segments into the pPIC9K expression 

plasmid. Also, the PCR amplification using 

Phusion DNA Polymerase did not introduce 

any differences to the original target genes. 
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Figure 3. Electrophoresis of PCR products from Pichia pastoris GS115 yeast strains: P. pastoris 
GS115, P. pastoris GS115 containing empty pPIC9K, and P. pastoris GS115 containing pPIC9K with 
target genes: pPIC9K-p49 and pPIC9K-p72 (A), pPIC9K-pE199L and pPIC9K-pE248R (B), pPIC9K-
CD2v (C). The control group includes strains with only empty pPIC9K or pPIC9K with target genes 
detected using the AOX1 primer pair. M represents the DNA size marker. 

The plasmid pPIC9K containing the target 

genes was linearized using the SalI enzyme, 

transformed into the P. pastoris GS115 yeast 

strain, and spread on MD plates lacking 

histidine. The colonies grown on these plates 

were transferred to YPD plates containing 

the Geneticin antibiotic. The colonies 

resistant to Geneticin were subjected to PCR 

using the AOX1 primers. 

The results of the electrophoresis of the PCR 

products for the target genes are shown in 

Figure 3: pPIC9K-p49 and pPIC9K-p72 

(Figure 3A), pPIC9K-pE199L and pPIC9K-

pE248R (Figure 3B), and pPIC9K-CD2v 

(Figure 3C). In all cases, a band of 

approximately 2.2 kb appeared for all target 

genes in the yeast expression system, 

corresponding to the size of the AOX1 
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segment in the GS115 yeast strain. 

Additionally, the wells for pPIC9K-p49, 

pPIC9K-p72, pPIC9K-pE199L, pPIC9K-

pE248R, and pPIC9K-CD2v displayed 

bands of approximately 1806 bp, 2430 bp, 

1089 bp, 1236 bp, and 1766 bp, respectively, 

which correspond to the sizes of AOX1 

containing the genes p49, p72, pE199L, 

pE248R, and CD2v. The sizes of the 

products matched the predicted result, as 

shown in Figure 1B. The pPIC9K wells 

showed a band at 492 bp, corresponding to 

the size of the AOX1 segment in the pPIC9K 

vector.  

DISCUSSION 

For this study, we successfully generated 

strains of Pichia pastoris GS115 containing 

plasmids pPIC9K-p49, pPIC9K-p72, 

pPIC9K-pE199L, pPIC9K-pE248R, and 

pPIC9K-CD2v. The pPIC9K plasmids have 

been shown to carry one of the target genes: 

p49, p72, pE199L, pE248R, and CD2v, as 

demonstrated by PCR methods using the 

AOX1 primer pair (Figure 1B) and by 

electrophoresis of the digested products 

(Figure 2). Throughout the experiment, the 

sizes of the target genes were recorded as 

1314 bp for p49, 1938 bp for p72, 597 bp for 

pE199L, 744 bp for pE248R, and 1274 bp 

for CD2v (Figures 1A and 2). Using PCR 

with the AOX1 primer pair for the plasmid, 

the plasmids containing the target genes—

specifically pPIC9K-p49, pPIC9K-p72, 

pPIC9K-pE199L, pPIC9K-pE248R, and 

pPIC9K-CD2v—showed sizes of 1806 bp, 

2430 bp, 1089 bp, 1236 bp, and 1766 bp, 

respectively (Figures 1B and 3). In 

conclusion, the plasmids pPIC9K-p49, 

pPIC9K-p72, pPIC9K-pE199L, pPIC9K-

pE248R, and pPIC9K-CD2v have been 

successfully constructed in the Pichia 

pastoris GS115 yeast strain. Moreover, we 

screened P. pastoris GS115 strains on MD 

media to select those capable of Histidine 

biosynthesis, which helps create the His+ 

phenotype. This helps increase the 

efficiency of obtaining colonies containing 

multiple inserted segments. Subsequently, 

we further selected His+ strains on the YPD 

medium supplemented with Geneticin 

antibiotic to identify strains resistant to high 

concentrations of Geneticin. The purpose of 

these strategies was to identify P. pastoris 

strains capable of optimal protein expression 

upon methanol induction, thereby 

supporting future research. 

Currently, there are no reports worldwide 

regarding the cloning and expression of 

African Swine Fever Virus proteins in P. 

pastoris. Furthermore, protein expression in 

this yeast strain holds promise over previous 

systems like E. coli due to its potential for 

enhanced structural biology functions and 

lower production costs compared to 

expensive systems such as HEK-293 cells. 

Pichia pastoris yeast strain not only enables 

easy cultivation and protein expression but 

also can produce large quantities of protein, 

making it suitable for future production 

processes. The results of this study also pave 

the way for utilizing yeast expression 

systems in African swine fever virus 

research. 

The findings of this study are just the 

beginning of our efforts toward producing 

subunit vaccines to combat the African 

swine fever virus through yeast expression 

systems. In subsequent experiments, we will 

conduct studies on the expression of the 

recombinant proteins of these target genes. 

CONCLUSION 

Currently, African Swine Fever is causing 

significant economic damage globally, 
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directly impacting the supply of pork and the 

income of pig farms. The devastation caused 

by this disease necessitates effective 

preventive measures to protect pig herds 

from the invasion of ASFV. In recent years, 

many studies have focused on subunit 

vaccines as a promising approach to combat 

ASFV. Our research has successfully 

generated a recombinant P. pastoris GS115 

strain containing plasmids pPIC9K-p49, 

pPIC9K-p72, pPIC9K-pE199L, pPIC9K-

pE248R, and pPIC9K-CD2v. Building on 

this foundation, we are conducting studies to 

express these recombinant proteins to 

develop a vaccine against ASFV. The 

objective is to evaluate the effectiveness of 

the vaccine in preventing ASFV invasion, 

especially in the context of the ongoing 

complex ASF outbreak in Vietnam. The 

results of this research are expected to play a 

crucial role in protecting pig herds and 

reducing the economic losses caused by 

African Swine Fever. 

ACKNOWLEDGEMENT 

The research for this study is funded by the 

Biotechnology Center of Ho Chi Minh City 

under number DVTX/2023. 

CONFLICT OF INTEREST 

The authors declare that there is no conflict 

of interest. 

REFERENCES 

Arias, M., De la Torre, A., Dixon, L., Gallardo, 

C., Jori, F., Laddomada, A., Martins, C., 

Parkhouse, R. M., Revilla, Y., Rodriguez, F. and, 

& Sanchez-Vizcaino. (2017). Approaches and 

perspectives for development of African swine 

fever virus vaccines. Vaccines, 5(4), 35. 

https://doi.org/10.3390/vaccines5040035  

Cwynar, P., Stojkov, J., & Wlazlak, K. (2019). 

African swine fever status in Europe. Viruses, 

11(4), 310. https://doi.org/10.3390/v11040310  

de Villiers, E. P., Gallardo, C., Arias, M., da 

Silva, M., Upton, C., Martin, R., & Bishop, R. P. 

(2010). Phylogenomic analysis of 11 complete 

African swine fever virus genome sequences. 

Virology, 400(1), 128–136. 

https://doi.org/10.1016/j.virol.2010.01.019  

Dixon, L. K., Chapman, D. A. G., Netherton, C. 

L., & Upton, C. (2013). African swine fever 

virus replication and Genomics. Virus Research, 

173(1), 3–14. 

https://doi.org/10.1016/j.virusres.2012.10.020  

Ferrer-Miralles, N., & Villaverde, A. (2013). 

Bacterial cell factories for recombinant protein 

production; expanding the catalogue. Microbial 

Cell Factories, 12(1), 113. 

https://doi.org/10.1186/1475-2859-12-113  

Gómez-Puertas, P., Rodríguez, F., Oviedo, J. M., 

Ramiro-Ibáñez, F., Ruiz-Gonzalvo, F., Alonso, 

C., & Escribano, J. M. (1996). Neutralizing 

antibodies to different proteins of African swine 

fever virus inhibit both virus attachment and 

internalization. Journal of Virology, 70(8), 

5689–5694. 

https://doi.org/10.1128/jvi.70.8.5689-

5694.1996  

Kalenzi Atuhaire, D., Ochwo, S., Afayoa, M., 

Norbert Mwiine, F., Kokas, I., Arinaitwe, E., 

Ademun-Okurut, R. A., Boniface Okuni, J., 

Nanteza, A., Ayebazibwe, C., Okedi, L., Olaho-

Mukani, W., & Ojok, L. (2013). 

Epidemiological overview of African Swine 

Fever in Uganda (2001–2012). Journal of 

Veterinary Medicine, 2013, 1–9. 

https://doi.org/10.1155/2013/949638  

King, K., Chapman, D., Argilaguet, J. M., 

Fishbourne, E., Hutet, E., Cariolet, R., 

Hutchings, G., Oura, C. A. L., Netherton, C. L., 

Moffat, K., Taylor, G., Le Potier, M.-F., Dixon, 

L. K., & Takamatsu, H.-H. (2011). Protection of 

European domestic pigs from virulent African 

isolates of African swine fever virus by 

experimental immunisation. Vaccine, 29(28), 

https://doi.org/10.15625/vjbt-xxxxx
https://doi.org/10.3390/vaccines5040035
https://doi.org/10.3390/v11040310
https://doi.org/10.1016/j.virol.2010.01.019
https://doi.org/10.1016/j.virusres.2012.10.020
https://doi.org/10.1186/1475-2859-12-113
https://doi.org/10.1128/jvi.70.8.5689-5694.1996
https://doi.org/10.1128/jvi.70.8.5689-5694.1996
https://doi.org/10.1155/2013/949638


Nguyen Trong Binh et al. 

640 

4593–4600. 

https://doi.org/10.1016/j.vaccine.2011.04.052  

Li, Z., Chen, W., Qiu, Z., Li, Y., Fan, J., Wu, K., 

Li, X., Zhao, M., Ding, H., Fan, S., & Chen, J. 

(2022). African swine fever virus: A Review. 

Life, 12(8), 1255. 

https://doi.org/10.3390/life12081255  

Lopera-Madrid, J., Medina-Magües, L. G., 

Gladue, D. P., Borca, M. V., & Osorio, J. E. 

(2021). Optimization in the expression of ASFV 

proteins for the development of subunit vaccines 

using poxviruses as delivery vectors. Scientific 

Reports, 11(1). https://doi.org/10.1038/s41598-

021-02949-x  

Neilan, J. G., Zsak, L., Lu, Z., Burrage, T. G., 

Kutish, G. F., & Rock, D. L. (2004). 

Neutralizing antibodies to African swine fever 

virus proteins P30, P54, and P72 are not 

sufficient for antibody-mediated protection. 

Virology, 319(2), 337–342. 

https://doi.org/10.1016/j.virol.2003.11.011  

Nguyễn, B. T., Phạm , L. T., & Nguyễn , P. T. 

(2023). Nhân Dòng, Biểu Hiện và Tinh Sạch 

Protein Interleukin-2 Của Người (Il-2) Hướng 

Đến Ứng Dụng Chữa Lành Vết Thương. Hội 

Nghị Công Nghệ Sinh Học Toàn Quốc 2023, 

426–431.  

Salas, M. L., & Andrés, G. (2013). African swine 

fever virus morphogenesis. Virus Research, 

173(1), 29–41. 

https://doi.org/10.1016/j.virusres.2012.09.016  

Tran, H. T., Truong, A. D., Ly, D. V., Vu, T. H., 

Hoang, V. T., Nguyen, T. C., Chu, T. N., 

Nguyen, T. H., Pham, N. T., Nguyen, T., Yersin, 

A. G., & Dang, H. V. (2020). Genetic 

characterisation of African swine fever virus in 

outbreaks in Ha Nam Province, Red River Delta 

region of Vietnam, and activity of antimicrobial 

products against virus infection in contaminated 

feed. Journal of Veterinary Research, 64(2), 

207–213. https://doi.org/10.2478/jvetres-2020-

0041  

Tran, M. N., Nguyen, H. M., Le, L. T., Doan, H. 

T., Nguyen, M. M., Dinh, P. X., & Nguyen, B. 

T. (2023). Sequencing P72 gene of field strain of 

African swine fever virus (ASFV) in Vietnam 

and generation of enhanced immunogenic fusion 

protein G-P72 potentially expressed as a 

recombinant antigen in ASFV subunit vaccine. 

The Journal of Agriculture and Development, 

22(06), 32–41. 

https://doi.org/10.52997/jad.4.06.2023  

Wu, S., & Letchworth, G. J. (2004). High 

efficiency transformation by electroporation 

of pichia pastoris pretreated with lithium acetate 

and Dithiothreitol. BioTechniques, 36(1), 152–

154. https://doi.org/10.2144/04361dd02  

Yao, J.-Y., Zhang, C.-S., Yuan, X.-M., Huang, 

L., Hu, D.-Y., Yu, Z., Yin, W.-L., Lin, L.-Y., 

Pan, X.-Y., Yang, G., Wang, C.-F., Shen, J.-Y., 

& Zhang, H.-Q. (2022). Oral vaccination with 

recombinant pichia pastoris expressing 

iridovirus major capsid protein elicits protective 

immunity in largemouth bass (Micropterus 

salmoides). Frontiers in Immunology, 13. 

https://doi.org/10.3389/fimmu.2022.852300  

Yoon, H., Hong, S., Lee, I., Yoo, D., Jung, C., 

Lee, E., & Wee, S. (2020). Clinical symptoms of 

African swine fever in domestic pig farms in the 

Republic of Korea, 2019. Transboundary and 

Emerging Diseases. 

https://doi.org/10.1111/tbed.13552  

Zhang, G., Liu, W., Gao, Z., Chang, Y., Yang, 

S., Peng, Q., Ge, S., Kang, B., Shao, J., & Chang, 

H. (2022). Antigenic and immunogenic 

properties of recombinant proteins consisting of 

two immunodominant African swine fever virus 

proteins fused with bacterial lipoprotein opri. 

Virology Journal, 19(1). 

https://doi.org/10.1186/s12985-022-01747-9  

https://doi.org/10.1016/j.vaccine.2011.04.052
https://doi.org/10.3390/life12081255
https://doi.org/10.1038/s41598-021-02949-x
https://doi.org/10.1038/s41598-021-02949-x
https://doi.org/10.1016/j.virol.2003.11.011
https://doi.org/10.1016/j.virusres.2012.09.016
https://doi.org/10.2478/jvetres-2020-0041
https://doi.org/10.2478/jvetres-2020-0041
https://doi.org/10.52997/jad.4.06.2023
https://doi.org/10.2144/04361dd02
https://doi.org/10.3389/fimmu.2022.852300
https://doi.org/10.1111/tbed.13552
https://doi.org/10.1186/s12985-022-01747-9

