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Abstract 

The traditional method of vaccine development includes pathogen culture in the laboratory, but this is not 

possible in the case of highly infectious pathogens that are hazardous to culture in the laboratory.Reverse 

vaccinology is regarded as a low-cost and effective method for screening the entire pathogen genome. The 

incorporation of the pangenome concept into the reverse vaccinology approach is critical in the search for broad-

spectrum immunogenic targets and the analysis of closely related bacterial species.. The heart of reverse 

vaccinology is the selection of specific epitopes of interest capable of eliciting both cellular and humoral 

immune responses. Reverse vaccinology has also been used to combat viruses. The processes behind the 

development of protective immunity, and the principles that will direct the creation of the next generation of 

vaccines by using genomic techniques to investigate both the pathogen and the host. This review demonstrates 

the advancement of reverse vaccination, their applicability, and their limitations in the timely creation of 

effective vaccines against the most deadly infections. 
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1. INTRODUCTION 

Vaccines have become important instruments for combating infectious diseases and cancer 

(Plotkin,2003;Hussein,2015) Today, it is estimated that immunizations save between 2 and 3 million lives per 

year throughout the world. In the history of medicine, vaccines have been credited with many significant 

milestone victories, like the elimination of small pox in 1980 and the current elimination of polio in 2020. In 

2019 (Razum et al), The easiest way to improve health is by administering biological preparations known as 

vaccines. Disease prevention is the most effective strategy for doing so (Sanou et al., 2012). A major step 

forward in the prevention of diseases for which there is no cure has been the development of vaccinations. The 

mortality rate for numerous diseases including smallpox, polio, measles, diphtheria, etc. was quite high in many 

nations, however thanks to the development ofvaccinations against various diseases has decreased to a negligible 

level. The use of vaccines has significantly lowered the death rate from some deadly diseases in many 

developing nations. Biological treatments called vaccines aid in strengthening an animal's immunity to a certain 

disease (Lara et al., 2011). 

Depending on the pathogenecity of the microbes, vaccines can be prepared in a variety of ways. Edward 

Jenner established the concept of vaccination in 1796 by developing a vaccine against smallpox and preventing 

infection by isolating the materials from cows. In addition, he coined the term vaccine. Louis Pasteur established 

the principles of vaccinology after discovering that microorganisms cause infectious diseases. Salk and Sabin 

followed Pasteur's instructions. They developed a vaccine against polio using both killed and attenuated live 

polio virus. Measles is a highly contagious disease that mostly affects children. Rubella is another serious 

disease that causes serious birth defects in children (Rappuoli, 2007). 

Hilleman used attenuated viruses to develop vaccines against measles, mumps, and rubella and focused on 

the development of vaccines against diphtheria, tetanus, N. meningitides, S. pneumonia, and other diseases (Lm, 

2010). With the introduction of molecular biology and genetic engineering, the first vaccines against hepatitis B 

(Sollner et al., 2008) and Bordetella pertusis were developed (Bausri et al., 2012). 

Since the beginning of the genomic era, new vaccine revolutions have occurred (Rinaudo et al., 2009). 

Shotgun sequencing has been used to provide complete genomic sequences of several pathogens. With the 

completion of the first living organism's sequence, genomic data was used for preparation. The genomic data 

was used to develop vaccines against the organism. An organism's complete genomic sequence is a reservoir of 

genes encoding proteins that can act as potential antigens and vaccine candidates. This novel approach to 

identifying proteins exposed on the surface by using the genome rather than the microorganism is known as 

"reverse vaccinology" (Rappuoli, 2000). 
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The idea behind reverse vaccinology is to select specific epitopes of interest that can elicit both cellular and 

humoral immune responses. Several criteria, such as sequence conservancy, binding affinity to MHC classes, 

allergen city, and so on, could be used to choose the peptide candidate. The purpose of this study was 

 To look back at the evolution of vaccine development  

 To review the state-of-the-art in reverse vaccinology. 

 To examine the concept of reverse vaccinology and its significance in developing countries. 

 

2. LITERATURE REVIEW 

2.1. History of Vaccination 

A vaccination is made up of antigens, which are immune-response-inducing chemicals that stimulate the body's 

white blood cells to produce specialized proteins called antibodies. This artificially induces the body to resist 

illness. Historically, the development of vaccines has been done empirically by isolating, inactivating, and 

injecting disease-causing microbes (or parts of them) (Rappuoli, 2014).Vaccination has been practiced for 

generations, around the year 1000, the ancient Chinese used one of the earliest accounts of vaccination, which 

involved inhaling dried powders made from the crusts of smallpox lesions (Xie and Zhang, 2000).  

Immunization, derived from the Latin word immunis, which means "free of," was investigated in the late 

18th century by the well-known physician Edward Jenner developed the first successful vaccine against 

smallpox in 1796 after demonstrating that infectious material from a woman with cowpox, when inoculated into 

the arm of a young boy, could prevent the young boy from contracting the life-threatening virus (Levine et al., 

2010). (Table 1). 

The application of powdered smallpox "crusts" and their insertion with a pin or other "poking" tool into the 

skin became customary about the 15th century. In the Middle East, the procedure—known as "variolation"—

became highly popular. Oddly, these procedures were intended to maintain young women's appearance rather 

than to save lives.Lady Mary Montague, a stubborn aristocrat, introduced variolation to the West. She played a 

crucial role in marketing the procedure in Great Britain against significant opposition from the medical 

community due to both the process's stigma as a "Oriental" one and her femininity (Behbehani, 1983) 

Genome sequencing revolutionized two decades ago, allowing for the discovery of novel vaccine antigens 

directly from genomic information. The process was dubbed "reverse vaccinology" to emphasize that vaccine 

design could begin with sequence information rather than growing pathogens (Rappuoli, 2000). Indeed, the first 

meningococcus B vaccine derived from reverse vaccinology has recently been licensed (Serruto et al., 2012; 

O'Ryan et al., 2014). (Table 1). 

Today, a new wave of technologies in human immunology and structural biology provide molecular 

information that allows for the discovery and design of previously impossible vaccines against respiratory 

syncytial virus (RSV) and human CMV (HCMV), as well as the proposal of universal vaccines to combat 

influenza and HIV infections (Burton, 2002; Dormitzer et al., 2012; Haynes et al., 2012) (Table 1). 

Table 1: Historical milestones monitoring the impact of new technology on vaccine research and development 

Discover and 

design vaccines 

Years                            Technologies and description References 

Classical 

vaccinology 

1796 

 

Growth of microorganisms allows making killed and 

live-attenuated vaccines or to discover antigens used 

for subunit vaccines. Jenner starts growing cowpox in 

cows marking the beginning of vaccinology. 

  

(Willis, 1997; Baxby, 1999) 

 1995 The first sequencing of the entire genome from a 

bacterium 

(Fleischmann et al., 1995). 

 2002 Proposes to use human mAbs to design new vaccines  (Burton, 2002). 

 2013 Graham and Kwong first report that RSV pre-fusion 

F antigen successfully derived from Structure-based 

design is protective in the animal model 

 

(McLellan et al., 2013a). 

Reverse 

vaccinology 

2000 

 

2012 

Genomics, high-throughput protein expression, and 

animal models:  

Vaccine antigens are discovered using the genomic 

information without the need for growing 

microorganisms. Antigens selected in silico are 

expressed and screened in animal models. 

 (Pizza et al., 2000). 

 

 

(European Medicines 

Agency, 2012). 

 2008            Human mono clonals are used to identify protective 

antigens/epitopes. 

 (Dormitzer et al., 2008). 

Source ;current  author(mulatu.H. et.al.,2022) 
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2.2. Reverse Vaccinology versus Conventional Vaccinology 

Reverse vaccinology is the use of genomic information with the aid of a computer to prepare vaccines without 

culturing microorganisms. The use of genetic engineering to produce vaccines was the first revolution in the 

field of vaccination. The pathogenic components of organisms were identified in this approach by laboratory 

culturing. However, it was not a very successful vaccine preparation strategy (Flower et al., 2010). To 

accomplish this, all pathogen genes that can efficiently act as candidate vaccines are studied; however, there are 

some limitations, such as the inability to predict polysaccharides and lipids, which are some vaccine active 

compounds. The conventional approach to vaccine development uses two methods: first, attenuation of 

pathogens by serial passages in vitro to obtain live-attenuated strains to be used as vaccines, and second, 

identification of protective antigens to be used in non-living, subunit vaccines (Rappuoli R et al.,1999). 

The conventional and reverse vaccinology comparisons were given in (Table 2). 

Name of Vaccine Advantage Disadvantage 

Conventional vaccinology Polysaccharides may be used as 

antigens 

Lipopolysaccharide,Glycolipids and 

other CD1-restricted antigens can be 

used 

Long time required for antigen 

identification 

Antigenic variability of many of the 

identified antigens 

Antigens not expressed in vitro 

cannot be identified 

Only structural proteins are 

considered 

Reverse vaccinology Fast access to virtually every single 

antigen 

Non-cultivable microorganisms can be 

approached 

Non abundant and not 

immunogenicduring infection  antigens 

can be identified 

Antigens that are transiently expressed 

during infection can be identified 

Antigens not expressed in vitro can be 

identified 

Non-structural proteins can be used 

Non proteic antigens cannot be used 

(polysaccharide,lipopolysaccharides, 

glycolipids and other CD1-restricted 

antigens) 

Table 2: A comparison of traditional and genomic techniques to vaccine development 

Source: (Rappuoli et al., 2012). 

 

2.3. Reverse Vaccinology Modification 

Reverse vaccinology is a method that identifies novel antigens by using the genome sequences of pathogens that 

are of interest to it, whether they are parasitic, bacterial, or viral. Experimental biology should then be used to 

confirm the antigens' activity (Rappuoli, 2001). Identification of vaccine candidates against serogroup B 

meningococci by the completion of whole-genome sequencing was one of the earliest uses of genomics in 

vaccination (reverse vaccination) (Pizza et al., 2000). Understanding and controlling infectious pathogens can be 

greatly aided by genome sequencing. Researchers can use this technology to identify target genes for drug 

discovery as well as reveal small genetic variations between strains of a specific organism to define its virulence 

and improve control methods. 

The foundation of reverse vaccination is high throughput genomic sequence analysis. Scientists can limit 

correlations based on the diverse range of data bases thanks to the ongoing flow of fresh genomic sequence and 

functional annotation data from many taxonomic lineages, which enables the development of more trustworthy 

analytical and predictive methods. In order to identify numerous structural and functional signatures, such as 

ligand binding sites, sorting signals, protein domain profiles, various motifs with catalytic sites, and more, one of 

the most crucial methods was the alignment of multiple homologous sequences (Vivona et al., 2008). 

Bioinformatic approaches have recently been used to uncover functional information and enable researchers 

to tackle biological and biotechnological problems that require the integration of diverse strategies of both in 

silico (on computer) and experimental evidences. Aside from data analysis, a variety of algorithmic approaches 

have been used to create novel tools. The functional potential of these in silico approaches has found a pattern in 

reverse vaccinology (Yasser and Amira, 2011) 

Reverse vaccinology represents a revolution in both immunology and biotechnology, demonstrating how 

integrating tools can solve biological problems such as vaccine design. However, when compared to traditional 

vaccine production protocols, reverse vaccinology represents a significant advancement. It makes use of the 

growing number of genome sequences for various organisms. The method predicts suitable candidate vaccine 
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molecules by using computer analysis of the genomic sequence. Unfortunately, the method does not provide 

conclusive evidence that the chosen antigens are immunogenic or protective. On the contrary, the approach 

enables the identification of novel protein antigens in addition to those discovered by traditional protocols 

(Yasser and Amira, 2011) 

 

2.4. Pan Genomic Reverse Vaccinology 

The genomes of different isolates of the same organism are compared using computer analysis in this approach. 

Streptococcus agalactica was the first pan genome approach used (Figure 4). (Lafebure and Stanhope, 2007; 

Zhao et al., 2012). 

Figure 3: Process flow diagram for pan genomic reverse vaccinology. 

 
 

2.5. Comparative Reverse Vaccinology 

Reverse Vaccinology (RV) was first created, the prediction of potential vaccine candidates relied only on an in 

silico examination of the genome of a single strain. To this day, in silico analysis is still the key component of an 

RV even though selection criteria have been incorporated (Yongqun He et al., 2010). The pathogenic and non-

pathogenic strains of a species are compared at the genetic level in this method. It discusses how various 

organisms' proteins differ from one another in structure. 

 

2.6. Epitope Prediction Characteristics in Reverse Vaccinology 

Antigenic determinants called epitopes are crucial for an organism's immunity. These can be seen on the outside 

of creatures that the antibody can recognize (Ansari and Raghava, 2010). Reverse vaccineology is the study of 

how computer programs can analyze genomes to anticipate the surface protein epitopes. The development of a 

potential vaccine depends heavily on the epitopes. B and T lymphocytes are the primary players in the immune 

system. The paratopes of an antibody can recognize the antigen's epitopes, and B cells are crucial in this process. 

Because of their interaction with the processed antigenic peptides, T cells can occasionally contribute to cell-

mediated immunity (Saha and Raghava, 2007). 

 

3. APPROACH OF REVERSE VACCINOLOGY 

The ability to apply the reverse method of vaccine creation is made possible by the entire genome sequence of 

numerous bacteria, parasites, and viruses. Meningitides, listeriosis, malaria, endocarditis, etc. Among the 

pathogens that can be tackled by reverse vaccination, anthrax is undoubtedly one of the most representative. On 

the other hand, there is a long list of infections for which traditional methods of vaccine development have either 

failed or only offered partial relief. They include bacteria like Chlamydia, pneumococcus, streptococcus, 

staphylococcus, pseudomonas, Borrelia, Escherichia coli, gonococcus, typhoid, Brucella, Ricksettia, and 

bartonella (the genome sequences of the majority of these pathogens are almost complete and available on the 

website http://www.tigr.org), as well as parasites like Leish (Rappuoli, 2000). 

 

4. CONCULISION AND RECCOMMENDATION 

reverse vaccinology uses the entire protein repertoire of each pathogen to select the best candidate vaccine 

antigens. This allows the development of vaccines that were previously difficult or impossible to make and can 
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lead to the discovery of unique antigens that may improve existing vaccines. A vaccine molecule must offer 

broad-spectrum protection against several populations worldwide in order to be effective. Therefore, estimating 

the population fractions in the target endemic zones based on HLA genotypic frequencies is crucial for 

constructing an epitope-based subunit vaccination. Beginnings of reverse vaccineology have changed the 

paradigm of vaccine development from traditional culture-based methods to high-throughput genome-based 

technologies. The traditional method of developing vaccines involves growing pathogens in a lab, however this 

is impossible when dealing with viruses that are extremely contagious and dangerous to culture in a lab. The 

successful application of several pathogens' whole genomes, such as group B meningococcus, has been made 

possible by genome sequencing. 

The entire genome sequence is required for the prediction of epitopes and other surface proteins, which is a 

critical component of reverse vaccinology for the development of a successful candidate vaccine. Advances in 

Recombinant DNA technology, Immunology, and Bioinformatics have significantly accelerated vaccine 

development in developed countries, while developing countries continue to lag in these areas. The development 

of a wide range of innovative vaccines using the increase in technologies will be part of future attempts to 

improve public health around the world. 

The following recommendation is derived from the preceding conclusion; 

 Developing countries must prioritize the development of capacity to design, manufacture, test, and 

deploy vaccines. 

 To produce effective and safe vaccines, additional approaches to counteract the pathogens' high 

biological complexity, such as allowing the inclusion of multiple epitopes from multiple antigens, are 

required. 

 Further Clinical applications, such as in cancer and autoimmunity, could benefit from methods to either 

trigger or modulate cellular immune responses. 

 There is no single method that is universally applicable and successful; instead, we must integrate 

several equally valid, equally partial methods and benefit from their synergy.’ 

 

5. REFERENCES 

Agadjanyan MG, Ghochikyan A, Petrushina I, Vasilevko V, Movsesyan N, et al. (2005) Prototype Alzheimer’s 

disease vaccine using the immunodominant B cell epitope from beta-amyloid and promiscuous T cell 

epitope pan HLA DR-binding peptide. J Immunol 174: 1580-1586.  

Alix AJ (1999) Predictive estimation of protein linear epitopes by using the program PEOPLE. Vaccine 18: 311-

314.  

Anderson Santos, Amjad Ali, Eudes Barbosa, Artur Silva, Anderson Miyoshi, et al. (2011) the    Reverse 

Vaccinology – A Contextual Overview. IIOABJ 2: 8-15.  

Ansari HR, Raghava GP (2010) Identification of conformational B-cell Epitopes in an antigen from its primary 

sequence. Immunome Res 6: 6.  

Azizi A, Ghorbani M, Soare C, Mojibian M, Diaz-Mitoma F (2007) Synergistic effect of combined HIV/HCV 

immunogens: a combined HIV-1/HCV candidate vaccine induces a higher level of CD8+ T cell-immune 

responses in HLA-A2.1 mice. Curr HIV Res 5: 211-219.  

Baxby, D. (1999) Edward Jenner’s inquiry; a bicentenary analysis.Vaccine.17:301–307. Http: //dx .doi .org 

/10 .1016 /S0264 -410X (98)00207 -2 

Behbehani, A. M., The smallpox story: Life and death of an old disease. Microbiological Reviews (1983); 47(4): 

455– 509 

Buasri W, Impoolsup A, Boonchird C, Luengchaichawange A, Prompiboon P, et al. (2012) Construction of 

Bordetella pertussis strains with enhanced production of genetically-inactivated Pertussis Toxin and 

Pertactin by unmarked allelic exchange. BMC Microbiol 12: 61.  

Burton, D.R. (2002) Antibodies, viruses and vaccines. Nat. Rev. Immunol. 2:706–713. Http: //dx .doi .org 

/10 .1038 /nri891by modulation of cortical actomyosin through phosphorylation of nonmuscle 

Carpi, A., Di Maira, G., Vedovato, M., Rossi, V., Naccari, T., Floriduz, M., Terzi, M. & Filippini, F. (2002) 

Comparative proteome bioinformatics: identification of a whole complement of putative protein tyrosine 

kinases in the model flowering plant Arabidopsis thaliana. Proteomics. 2(11), (2002 Nov), 1494-1503. 

Carruth LM, Greten TF, Murray CE, Castro MG, Crone SN, et al. (1999) An algorithm for evaluating human 

cytotoxic T lymphocyte responses to candidate AIDS vaccines. AIDS Res Hum Retroviruses 15: 1021-1034.  

Centers for Disease Control (CDC), a centennial celebration: Pasteur and the modern era of immunization. 

Morbidty and Mortality Weekly Report (1985); 34(26): 389– 390. 

Cherkasskiy BL, (1999) a national register of historic and contemporary anthrax foci. J Appl Microbiol 87: 192-

195.  

Chiang MH, Sung WC, Lien SP, Chen YZ, Lo AFY, Huang JH, et al. Identification of novel vaccine candidates 

against Acinetobacterbaumannii using reverse vaccinology. Hum. Vaccin Immunother. (2015) 11:1065–



Journal of Biology, Agriculture and Healthcare                                                                                                                                www.iiste.org 

ISSN 2224-3208 (Paper)  ISSN 2225-093X (Online)  

Vol.13, No.15, 2023 

 

14 

73.doi: 10.1080/21645515.2015.1010910 

Cohn DV (1996) Life and Times of Louis Pasteur”. School of Dentistry, University of Louisville. 

Cole JN, Henningham A, Gillen CM, Ramachandran V, Walker MJ (2008) Human pathogenic streptococcal 

proteomics and vaccine development. Proteomics ClinAppl 2: 387-410.  

Collins and oral-facial-digital type 1 syndromes, microtubule dynamics and cell migration. Human Molecular 

Genetics, 10 (24), (2001 Nov), 2813-2820. 

Cook, G. C., The smallpox saga and the origin(s) of vaccination. Journal of the Royal Society of Health (1996); 

116(4): 253– 255. 

Cristillo AD, Wang S, Caskey MS, Unangst T, Hocker L, et al. (2006) Preclinical evaluation of cellular immune 

responses elicited by a polyvalent DNA prime/ protein boost HIV-1 vaccine. Virology 346: 151-168.  

Davies MN, Flower DR (2007) Harnessing bioinformatics to discover new vaccines. Drug Discov Today 12: 

389-395.  

De Groot AS (2006) Immunomics: discovering new targets for vaccines and therapeutics. Drug Discov Today 11: 

203-209.  

De Groot AS, Berzofsky JA (2004) from genome to vaccine--new immunoinformatics tools for vaccine design. 

Methods 34: 425-428.  

Dilip Gore, Manish Pachkawade (2012) InsilicoReverse Vaccinology Approach for Vaccine Lead Search in 

Listeria monocytogenes. BIOCOMPX 1:15-22.  

Dormitzer, P.R., G. Grandi, and R. Rappuoli. (2012) Structural vaccinology starts to deliver. Nat. Rev. Microbiol. 

10:807–813. Http: //dx .doi .org /10 .1038 /nrmicro2893 

Dormitzer, P.R., J.B. Ulmer, and R. Rappuoli. (2008) Structure-based antigen design: a strategy for next 

generation vaccines. Trends Biotechnol.26:659– 667. http://dx .doi .org /10 .1016 /j. 

tibtech .2008 .08 .00218977045 

El-Manzalawy Y, Honavar V (2010) Recent advances in B-cell epitope prediction methods. Immunome Res 6 

Suppl 2: S2.  

Emes, R.D., Ponting, C.P. (2001). A new sequence motif linking lissencephaly, Treacher Collins and oral-facial-

digital type 1 syndromes, microtubule dynamics and cell migration. Human Molecular Genetics, 10 (24), 

(2001 Nov), 2813-2820. 

European  Medicines Agency. (2012) European Medicines Agency recommends approval of first vaccine for 

meningitis B. http://www. Emaeuropa. eu /ema /index. jsp? Curl =pages /news and events /news /2012 /11 

/news detail 001656 jsp & mid =WC0b01ac058004d5c1 (accessed5248. A vaccine produced by genetic 

engineering?  

Filippini, F., Rossi, V., Marin, O., Trovato, M., Costantino, P., Downey, P.M., Lo Schiavo, F. & Terzi, M. 

(2002). A plant oncogene as a phosphatase. Nature, 379 (6565), (1996Feb), 499-500. 

Fleischmann, R.D., M.D. Adams, O. White, R.A. Clayton, E.F. Kirkness, A.R. Kerlavage, C.J. Bult, J.F. Tomb, 

B.A. Dougherty, J.M. Merrick, et al. (1995). Whole-genome random sequencing and assembly of 

Haemophilusinfluenzae Rd. Science.269:496–512. Http: //dx .doi .org /10 .1126 /science .7542800 

Flower DR (2007) Immunoinformatics and the in silico prediction of immunogenicity. An introduction. Methods 

MolBiol 409: 1-15.  

Flower DR, Macdonald IK, Ramakrishnan K, Davies MN, Doytchinova IA (2010) Computer aided selection of 

candidate vaccine antigens. Immunome Res 6 Suppl 2: S1.  

Geels MJ, Imoukhuede EB, Imbault N, van Schooten H, McWade T, et al. (2011) European Vaccine Initiative: 

lessons from developing malaria vaccines. Expert Rev Vaccines 10: 1697-1708.  

Ginsberg L (2004) Difficult and recurrent meningitis. J Neurol Neurosurg Psychiatry 75 Suppl 1: i16-21.  

Haynes, B.F., G. Kelsoe, S.C. Harrison, and T.B. Kepler. (2012) B-cell–lineage immunogen design in vaccine 

development with HIV-1 as a case study. Nat. Biotechnol. 30:423–433. http ://dx .doi .org /10 .1038 

/nbt .2197 

Http://www.cdc.gov/ January (2016). 

Kaboré NF, Poda GE, Barro M, Cessouma R, Héma A, et al. (2012) [Impact of vaccination on admissions for 

Haemophilusinfluenzae b meningitis from 2004 to 2008 in BoboDioulasso, Burkina Faso]. Med Sante Trop 

22: 425-429.  

Kanampalliwar AM, Rajkumar S, Girdhar A, Archana T (2013) Reverse Vaccinology: Basics and Applications. 

J Vaccines Vaccin 4: 194. doi: 10.4172/2157-7560.1000194 

Kim Y, Ponomarenko J, Zhu Z, Tamang D, Wang P, et al. (2012) Immune epitope database analysis resource. 

Nucleic Acids Res 40: W525-530.  

Kolaskar AS, Kulkarni-Kale U (1999) Prediction of three-dimensional structure and mapping of conformational 

epitopes of envelope glycoprotein of Japanese encephalitis virus. Virology 261: 31-42.  

Kulkarni-Kale U, Bhosle S, Kolaskar AS (2005) CEP: a conformational epitope prediction server. Nucleic Acids 

Res 33: W168-171.  



Journal of Biology, Agriculture and Healthcare                                                                                                                                www.iiste.org 

ISSN 2224-3208 (Paper)  ISSN 2225-093X (Online)  

Vol.13, No.15, 2023 

 

15 

Lara HH, Garza-Treviño EN, Ixtepan-Turrent L, Singh DK (2011) Silver nanoparticles are broad-spectrum 

bactericidal and virucidal compounds. J Nanobiotechnology 9: 30.  

Lefébure T, Stanhope MJ (2007) Evolution of the core and pan-genome of Streptococcus: positive selection, 

recombination, and genome composition. Genome Biol 8: R71.  

Levine, M. M. et al., New generation vaccines. Vaccines and vaccination in historical perspective. (2010). New 

York, NY: Informa Healthcare USA, Inc. 

Li, X., Zhou, L. & Gorodeski, GI. (2006). Estrogen regulates epithelial cell deformability by modulation of 

cortical actomyosin through phosphorylation of nonmuscle myosin heavy-chain II-B filaments. 

Endocrinology, 147(11), (2006 Aug), 5236-5248. 

Liljeroos, L., E. Malito, I. Ferlenghi, and M.J. Bottomley. (2015) Structural and computational biology in the 

design of immunogenic vaccine antigens. J. Immunol. Res. 2015:156241. Http: //dx. doi .org /10 .1155 

/2015 /156241 

LM L: New strategies for vaccine development, SPCV (2010) 2: e4  

Malito, E., A. Carfi, and M.J. Bottomley. (2015) Protein cystallography in vaccine research and development. Int. 

J. Mol. Sci. 16:13106–13140. Http: //dx. doi. Org /10. 3390 /ijms160613106 

McLellan, J.S., M. Chen, M.G. Joyce, M. Sastry, G.B. Stewart-Jones, Y. Yang, B. Zhang, L. Chen, S. Srivatsan, 

A. Zheng, et al. (2013a) Structure-based design of a fusion glycoprotein vaccine for respiratory syncytial 

virus. Science.342:592–598. Http: //dx. doi. org /10. 1126 /science. 1243283 

Meunier M, Guyard-Nicodème M, Hirchaud E, Parra A, Chemaly M, Dory D. Identification of novel vaccine 

candidates against Campylobacter through reverse vaccinology. J Immunol Res. (2016) 2016:5715790. doi: 

10.1155/2016/5715790 

Mikesell P, IvinsBE, Ristroph JD, Vodkin MH, Dreier TM, et al. (1983) Plasmids, Pasteur, and Anthrax. ASM 

News 49: 320-322. myosin heavy-chain II-B filaments. Endocrinology, 147(11), (2006 Aug), 5236-6 

Nayyar GM, Breman JG, Newton PN, Herrington J (2012) Poor-quality antimalarial drugs in south east Asia and 

sub-Saharan Africa. Lancet Infect Dis 12: 488-496.  

O’Ryan, M., J. Stoddard, D. Toneatto, J. Wassil, and P.M. Dull. (2014) a multicomponent meningococcal 

serogroup B vaccine (4CMenB): the clinical development program. Drugs.74:15–30. http ://dx .doi .org 

/10 .1007 / s40265 -013 -0155 -7 

Odorico M, Pellequer JL (2003) BEPITOPE: predicting the location of continuous epitopes and patterns in 

proteins. J Mol Recognit 16: 20-22.  

Oliver, S.G. (1996) From DNA sequence to biological function. Nature, 379, 597–600. 

PallaviKashikar, ChandanDipke (2012) Insilico Design and Development of Vaccine by Reverse Vaccinology 

Approach for Anthrax. Journal of Advanced Bioinformatics Applications and Research 3: 262-266. 

Pizza, M., V. Scarlato, V. Masignani, M.M. Giuliani, B. Aricò, M. Comanducci, G.T. Jennings, L. Baldi, E. 

Bartolini, B. Capecchi, et al. (2000) Identification of vaccine candidates against serogroup B 

meningococcus by wholegenome sequencing. Science.287:1816–1820. http ://dx .doi .org /10 .1126 

/science .287 .5459 .1816 

Ramaswamy V, Cresence VM, Rejitha JS, Lekshmi MU, Dharsana KS, et al. (2007) Listeria--review of 

epidemiology and pathogenesis. J Microbiol Immunol Infect 40: 4-13.  

Rappuoli, R. (2001) Reverse vaccinology, a genome-based approach to vaccine development. Vaccine, 19(17-

19), (2001 Mar), 2688-26891. 

Rappuoli, R. (2000) Reverse vaccinology. Curr.Opin.Microbiol.3:445–450. http ://dx .doi .org /10 .1016 /S1369 

-5274(00)00119 -3 

Rappuoli, R. (2014) Vaccines: science, health, longevity, and wealth. Proc. Natl. Acad. Sci. USA. 111:12282. 

http ://dx .doi .org /10 .1073 /pnas.1413559111 

Rappuoli, R., Bridging the knowledge gaps in vaccine design. Nature Biotechnology (2007); 25(12): 1361– 1366. 

Rinaudo CD, Telford JL, Rappuoli R, Seib KL (2009) Vaccinology in the genome era. J Clin Invest 119: 2515-

2525.  

Saha S, Raghava GP (2006) Prediction of continuous B-cell epitopes in an antigen using recurrent neural 

network. Proteins 65: 40-48.  

Saha, S. & Raghava, G. P. (2007) Prediction methods for B-cell epitopes. Methods in Molecular Biology.409, 

387-394. 

Sanou MP, De Groot AS, Murphey-Corb M, Levy JA, Yamamoto JK (2012) HIV-1 Vaccine Trials: Evolving 

Concepts and Designs. Open AIDS J 6: 274-288.  

Schreiber A, Humbert M, Benz A, Dietrich U (2005) 3D-Epitope-Explorer (3DEX): localization of 

conformational epitopes within three-dimensional structures of proteins. J ComputChem 26: 879-887.  

Serruto, D., M.J. Bottomley, S. Ram, M.M. Giuliani, and R. Rappuoli. (2012) the new multicomponent vaccine 

against meningococcal serogroup B, 4CMenB: immunological, functional and structural characterization of 

the antigens. Vaccine.30 (Suppl 2): B87–B97. http ://dx .doi .org /10 .1016 /j .vaccine .2012 .01 .033 



Journal of Biology, Agriculture and Healthcare                                                                                                                                www.iiste.org 

ISSN 2224-3208 (Paper)  ISSN 2225-093X (Online)  

Vol.13, No.15, 2023 

 

16 

Sette A, Rappuoli R (2010) Reverse vaccinology: developing vaccines in the era of genomics. Immunity 33: 

530-541.  

Shapiro SZ (2013) HIV Vaccine Development: Strategies for Preclinical and Clinical Investigation. AIDS Res 

Hum Retroviruses. 

Sirskyj D, Diaz-Mitoma F, Golshani A, Kumar A, Azizi A (2011) Innovative bioinformatic approaches for 

developing peptide-based vaccines against hypervariable viruses. Immunol Cell Biol 89: 81-89.  

Sollner J, Grohmann R, Rapberger R, Perco P, Lukas A, et al. (2008) Analysis and prediction of protective 

continuous B-cell epitopes on pathogen proteins. Immunome Res 4: 1.  

Talukdar S, Zutshi S, Prashanth KS, Saikia KK, Kumar P. Identification of potential vaccine candidates against 

Streptococcus pneumoniae by reverse vaccinology approach. Appl Biochem Biotechnol. (2014) 172:3026–

41.doi: 10.1007/s12010-014-0749-x 

Udhayakumar V, Anyona D, Kariuki S, Shi YP, Bloland PB, et al. (1995) Identification of T and B cell epitopes 

recognized by humans in the Cterminal 42-kDa domain of the Plasmodium falciparum merozoite surface 

protein (MSP)-1. J Immunol 154: 6022-6030.  

Vacca, M., Filippini, F., Budillon, A., Rossi, V., Della Ragione, F., De Bonis, M.L., Mercadante, G., Manzati, E., 

Gualandi, F., Bigoni, S., Trabanelli, C., Pini, G., Calzolari, E., Ferlini, A., Meloni, I., Hayek, G., Zappella, 

M., Renieri, A., D'Urso, M., D'Esposito, M., Macdonald, F., Kerr, A., Dhanjal, S. &Hulten, M. (2001) 

MECP2 gene mutation analysis in the British and Italian Rett Syndrome patients: hot spot map of the most 

recurrent mutations and bioinformatic analysis of a new MECP2 conserved region. Brain Development., 23 

Suppl 1, (2001 Dec), S246-S250. 

Vivona, S., Gardy, J.L., Ramachandran, S., Brinkman, F.S., Raghava, G.P., Flower, D.R.& Filippini, F. (2008). 

Computer-aided biotechnology: from immunoinformatics to reverse vaccinology. Trends in Biotechnology, 

26(4), (2008 Feb)190-200. 

Willis, N.J. (1997) Edward Jenner and the eradication of smallpox. Scott. Med. J. 42:118–121. 

Www .epivax.com/platform  

Xie, S., and D. Zhang., Spread of Chinese Variolation art to the Western world and its influence.Zhonghua Yi 

Shi ZaZhi (2000); 30(3): 133– 137. 

Y. He, Z. Xiang, and H. L.T. Mobley, “Vaxign: the first web-based vaccine design program for reverse 

vaccinology and applications for vaccine development,” Journal of Biomedicine and Biotechnology, vol. 

2010, Article ID 297505, 2010 pages, (2010). 

Yasser Shahein and Amira Abouelella (2011) Genome Based Vaccines against Parasites, Molecular Cloning - 

Selected Applications in Medicine and Biology, Prof. Gregory Brown (Ed.), ISBN: 978-953-307-398-9.  

Yasutomi Y, Palker TJ, Gardner MB, Haynes BF, Letvin NL (1993) Synthetic peptide in mineral oil adjuvant 

elicits simian immunodeficiency virus-specific CD8+ cytotoxic T lymphocytes in rhesus monkeys. J 

Immunol 151: 5096-5105.  

Zhao Y, Wu J, Yang J, Sun S, Xiao J, et al. (2012) PGAP: pan-genomes analysis pipeline. Bioinformatics 28: 

416-418. 


