
Documents

1)  Hisham, Y., Ashhab, Y.

Identification of cross-protective potential antigens against pathogenic brucella spp. th
genome analysis with reverse vaccinology
(2018) Journal of Immunology Research, 2018, art. no. 1474517, . 

2)  Srivastava, S., Kamthania, M., Singh, S., Saxena, A.K., Sharma, N.

Structural basis of development of multi-epitope vaccine against middle east respirato
approach
(2018) Infection and Drug Resistance, 11, pp. 2377-2391. 

3)  Droppa-Almeida, D., Franceschi, E., Padilha, F.F.

Immune-informatic analysis and design of peptide vaccine from multi-epitopes against
pseudotuberculosis
(2018) Bioinformatics and Biology Insights, 12, . 

4)  Adhikari, U.K., Tayebi, M., Mizanur Rahman, M.

Immunoinformatics approach for epitope-based peptide vaccine design and active site
polyprotein of emerging oropouche virus
(2018) Journal of Immunology Research, 2018, art. no. 6718083, . 

5)  Subramaniyan, V., Venkatachalam, R., Srinivasan, P., Palani, M.

In silico prediction of monovalent and chimeric tetravalent vaccines for prevention and
(2018) Journal of Biomedical Research, 32 (3), pp. 222-236. 

6)  Hossain, M.U., Keya, C.A., Das, K.C., Hashem, A., Omar, T.M., Khan, M.A., Rakib-Uz-Zaman

An immunopharmacoinformatics approach in development of vaccine and drug candid
(2018) Frontiers in Chemistry, 6 (JUL), art. no. 246, . 



7)  Sarom, A.D., Jaiswal, A.K., Tiwari, S., Oliveira, L.D.C., Barh, D., Azevedo, V., Oliveira, C.J., S

Putative vaccine candidates and drug targets identified by reverse vaccinology and su
approaches to control Haemophilus ducreyi, the causative agent of chancroid
(2018) Journal of the Royal Society Interface, 15 (142), art. no. 20180032, . 

8)  Usmani, S.S., Kumar, R., Bhalla, S., Kumar, V., Raghava, G.P.S.

In Silico Tools and Databases for Designing Peptide-Based Vaccine and Drugs
(2018) Advances in Protein Chemistry and Structural Biology, 112, pp. 221-263. 

9)  Andreotti, R., Giachetto, P.F., Cunha, R.C.

Advances in tick vaccinology in Brazil: from gene expression to immunoprotection
(2018) Frontiers in Bioscience - Scholar, 10 (1), pp. 127-142. 

10)  Kalyanaraman, N.

In silico prediction of potential vaccine candidates on capsid protein of human bocav
(2018) Molecular Immunology, 93, pp. 193-205. 

11)  de Souza, C., Lopes, M.D., De Oliveira, F.M., Passos, M.J.F., Ferreira, L.C.G., Faria, B.F., V
Taranto, A.G., dos Santos, L.L., Fonseca, C.T., de Oliveira Lopes, D.

Rational selection of immunodominant and preserved epitope Sm043300e from Schis
of a chimeric molecule for biotechnological purposes
(2018) Molecular Immunology, 93, pp. 133-143. 

12)  Jahangiri, A., Rasooli, I., Owlia, P., Imani Fooladi, A.A., Salimian, J.

Highly conserved exposed immunogenic peptides of Omp34 against Acinetobacter ba
approach
(2018) Journal of Microbiological Methods, 144, pp. 79-85. 

13)  Malekshahi, Z.V., Rajabibazl, M., Ebrahimizadeh, W., Amani, J., Negahdari, B.

Designing a chimeric vaccine against colorectal cancer
(2017) International Journal of Cancer Management, 10 (12), art. no. e7743, . 



14)  Pradhan, D., Yadav, M., Verma, R., Khan, N.S., Jena, L., Jain, A.K.

Discovery of T-cell Driven Subunit Vaccines from Zika Virus Genome: An Immunoinfo
(2017) Interdisciplinary Sciences – Computational Life Sciences, 9 (4), pp. 468-477. 

15)  Schussek, S., Trieu, A., Apte, S.H., Sidney, J., Sette, A., Doolan, D.L.

Novel Plasmodium antigens identified via genome-based antibody screen induce prot
polyfunctional T cell responses
(2017) Scientific Reports, 7 (1), art. no. 15053, . 

16)  Adhikari, U.K., Rahman, M.M.

Overlapping CD8 + and CD4 + T-cell epitopes identification for the progression of epit
from nucleocapsid and glycoprotein of emerging Rift Valley fever virus using immuno
(2017) Infection, Genetics and Evolution, 56, pp. 75-91. 

17)  Ali, M., Pandey, R.K., Khatoon, N., Narula, A., Mishra, A., Prajapati, V.K.

Exploring dengue genome to construct a multi-epitope based subunit vaccine by utili
approach to battle against dengue infection
(2017) Scientific Reports, 7 (1), art. no. 9232, . 

18)  Muruato, L.A., Tapia, D., Hatcher, C.L., Kalita, M., Brett, P.J., Gregory, A.E., Samuel, J.E., Ti

Use of reverse vaccinology in the design and construction of nanoglycoconjugate vac
pseudomallei
(2017) Clinical and Vaccine Immunology, 24 (11), art. no. e00206-17, . 

19)  Dehghani, B., Ghasabi, F., Hashempoor, T., Joulaei, H., Hasanshahi, Z., Halaji, M., Chatrabn
J.

Functional and structural characterization of Ebola virus glycoprotein (1976-2015)-An
(2017) International Journal of Biomathematics, 10 (8), art. no. 1750108, . 

20)  Vishnu, U.S., Sankarasubramanian, J., Gunasekaran, P., Rajendhran, J.

Identification of potential antigens from non-classically secreted proteins and design
vaccine candidate against Brucella melitensis through reverse vaccinology and immu
(2017) Infection, Genetics and Evolution, 55, pp. 151-158. 



21)  Baseer, S., Ahmad, S., Ranaghan, K.E., Azam, S.S.

Towards a peptide-based vaccine against Shigella sonnei: A subtractive reverse vacc
(2017) Biologicals, 50, pp. 87-99. 

22)  Ong, E., Wong, M.U., He, Y.

Identification of new features from known bacterial protective vaccine antigens enhan
(2017) Frontiers in Immunology, 8 (OCT), art. no. 1382, . 

23)  Zielezinski, A., Vinga, S., Almeida, J., Karlowski, W.M.

Alignment-free sequence comparison: Benefits, applications, and tools
(2017) Genome Biology, 18 (1), art. no. 186, . 

24)  Yadav, G., Rao, R., Raj, U., Varadwaj, P.K.

Computational modeling and analysis of prominent T-cell epitopes for assisting in de
(2017) Journal of Applied Pharmaceutical Science, 7 (8), pp. 116-122. 

25)  Waheed, Y., Safi, S.Z., Najmi, M.H., Aziz, H., Imran, M.

Prediction of promiscuous T cell epitopes in RNA dependent RNA polymerase of Chik
(2017) Asian Pacific Journal of Tropical Medicine, 10 (8), pp. 760-764. 

26)  Dangi, M., Singh, B., Chhillar, A.K.

Reverse vaccinology to computationally screen antigenic epitopes as potential vaccin
clostridium botulinum strain hall A
(2017) Current Bioinformatics, 12 (4), pp. 349-360. 

27)  Talukdar, S., Bayan, U., Saikia, K.K.

In silico identification of vaccine candidates against Klebsiella oxytoca
(2017) Computational Biology and Chemistry, 69, pp. 48-54. 

28)  Rashid, M.I., Naz, A., Ali, A., Andleeb, S.

Prediction of vaccine candidates against Pseudomonas aeruginosa: An integrated ge



approach
(2017) Genomics, 109 (3-4), pp. 274-283. 

29)  Saha, C.K., Mahbub Hasan, M., Saddam Hossain, M., Asraful Jahan, M., Azad, A.K.

In silico identification and characterization of common epitope-based peptide vaccine
viruses
(2017) Asian Pacific Journal of Tropical Medicine, 10 (6), pp. 529-538. 

30)  Zai, X., Yang, Q., Liu, K., Li, R., Qian, M., Zhao, T., Li, Y., Yin, Y., Dong, D., Fu, L., Li, S., Xu,

A comprehensive proteogenomic study of the human Brucella vaccine strain 104 M
(2017) BMC Genomics, 18 (1), art. no. 402, . 

31)  Palanisamy, N., Lennerstrand, J.

Computational Prediction of Usutu Virus E Protein B Cell and T Cell Epitopes for Pote
(2017) Scandinavian Journal of Immunology, 85 (5), pp. 350-364. 

32)  Jahangiri, A., Rasooli, I., Owlia, P., Fooladi, A.A.I., Salimian, J.

In silico design of an immunogen against Acinetobacter baumannii based on a novel 
Outer membrane protein A
(2017) Microbial Pathogenesis, 105, pp. 201-210. 

33)  Panda, S.K., Mahapatra, R.K.

In-silico screening, identification and validation of a novel vaccine candidate in the fig
falciparum
(2017) Parasitology Research, 116 (4), pp. 1293-1305. 

34)  Zeng, L.B., Wang, D., Hu, N.Y., Zhu, Q., Chen, K., Dong, K., Zhang, Y., Yao, Y.F., Guo, X.K.,

A novel pan-genome reverse vaccinology approach employing a negative-selection st
exposed antigens against leptospirosis
(2017) Frontiers in Microbiology, 8 (MAR), p. 396. 

35)  Banerjee, S., Sen Gupta, P.S., Bandyopadhyay, A.K.

Insight into SNPs and epitopes of E protein of newly emerged genotype-I isolates of J



Bengal, India
(2017) BMC Immunology, 18 (1), art. no. 13, . 

36)  Kordbacheh, E., Nazarian, S., Amerian, M.

In Silico analysis of a multi-subunit immunogen, targeting virulence factors of enteroh
(2017) Journal of Applied Biotechnology Reports, 4 (2), pp. 593-602. 

37)  Mahboobi, M., Sedighian, H., Hedayati CH, M., Bambai, B., Soofian, S.E., Amani, J.

Applying bioinformatic tools for modeling and modifying type II E. coli L-Asparginase
therapeutic agent/drug for acute lymphoblastic leukemia
(2017) International Journal of Cancer Management, 10 10 (3 3), art. no. e5785, . 

38)  Moradi, J., Tabrizi, M., Izad, M., Mosavari, N., Feizabadi, M.M.

Designing a novel multi-epitope DNA-based vaccine against tuberculosis: In silico ap
(2017) Jundishapur Journal of Microbiology, 10 (3), art. no. e43950, . 

39)  Hajighahramani, N., Nezafat, N., Eslami, M., Negahdaripour, M., Rahmatabadi, S.S., Ghase

Immunoinformatics analysis and in silico designing of a novel multi-epitope peptide v
Staphylococcus aureus
(2017) Infection, Genetics and Evolution, 48, pp. 83-94. 

40)  Ni, Z., Chen, Y., Ong, E., He, Y.

Antibiotic resistance determinant-focused Acinetobacter baumannii vaccine designed
(2017) International Journal of Molecular Sciences, 18 (2), art. no. 458, . 

41)  Rizwan, M., Naz, A., Ahmad, J., Naz, K., Obaid, A., Parveen, T., Ahsan, M., Ali, A.

VacSol: A high throughput in silico pipeline to predict potential therapeutic targets in 
subtractive reverse vaccinology
(2017) BMC Bioinformatics, 18 (1), art. no. 106, . 

42)  Heinson, A.I., Gunawardana, Y., Moesker, B., Denman Hume, C.C., Vataga, E., Hall, Y., Styl
Williams, A., Niranjan, M., Woelk, C.H.

Enhancing the biological relevance of machine learning classifiers for reverse vaccin
(2017) International Journal of Molecular Sciences, 18 (2), art. no. 312, . 



43)  Janahi, E.M., Dhasmana, A., Srivastava, V., Sarangi, A.N., Raza, S., Arif, J.M., Bhatt, M.L.B
Saxena, A.M., Haque, S.

In silico CD4+, CD8+ T-cell and B-cell immunity associated immunogenic epitope pred
analysis of Zika virus
(2017) EXCLI Journal, 16, pp. 63-72. 

44)  Rauta, P.R., Nayak, B., Monteiro, G.A., Mateus, M.

Design and characterization of plasmids encoding antigenic peptides of Aha1 from Ae
prospective fish vaccines
(2017) Journal of Biotechnology, 241, pp. 116-126. 

45)  Muruato, L.A., Tapia, D., Hatcher, C.L., Kalita, M., Brett, P.J., Gregory, A.E., Samuel, J.E., Ti

Use of reverse vaccinology in the design and construction of nanoglycoconjugate vac
pseudomallei
(2017) Journal fur Kardiologie, 24 (11-12), pp. 280-284. 

46)  Bano, T., Akhtar, S., Siddiqui, M.H., Arif, J.M., Lohani, M., Sayeed, U., Khan, M.K.A.

Peptide based vaccine design for therapeutic intervention against Htlv-I: A computatio
(2017) Biochemical and Cellular Archives, 17 (2), pp. 777-788. 

47)  Arun, T.R., Rana, R., Rekha, V., Sabarinath, T.

In silico identification of diagnostic candidates from predicted lipoproteome of Mycop
(2017) Advances in Animal and Veterinary Sciences, 5 (10), pp. 419-424. 

48)  Oany, A.R., Pervin, T., Mia, M., Hossain, M., Shahnaij, M., Mahmud, S., Kibria, K.M.K.

Vaccinomics Approach for Designing Potential Peptide Vaccine by Targeting Shigella 
Autotransporter Subfamily Protein SigA
(2017) Journal of Immunology Research, 2017, art. no. 6412353, . 

49)  Ashayeri-Panah, M., Eftekhar, F., Kazemi, B., Joseph, J.

Cloning, optimization of induction conditions and purification of mycobacterium tube
expressed in Escherichia coli
(2017) Iranian Journal of Microbiology, 9 (2), pp. 64-73. 



50)  Dash, R., Das, R., Junaid, M., Akash, M.F.C., Islam, A., Hosen, S.M.Z.

In silico-based vaccine design against Ebola virus glycoprotein
(2017) Advances and Applications in Bioinformatics and Chemistry, 10 (1), art. no. S115859

51)  Moghaddam, E.K., Owlia, P., Jahangiri, A., Rasooli, I., Rahbar, M.R., Aghajani, M.

Conserved OprF as a selective immunogen against pseudomonas aeruginosa
(2017) Iranian Journal of Pathology, 12 (2), pp. 165-170. 

52)  Hekmat, S., Siadat, S.D., Aghasadeghi, M.R., Sadat, S.M., Bahramali, G., Aslani, M.M., Mah

From in-silico immunogenicity verification to in vitro expression of recombinant Core
(2017) Bratislava Medical Journal, 118 (4), pp. 189-195. 

53)  Hossain, M.S., Azad, A.K., Chowdhury, P.A., Wakayama, M.

Computational Identification and Characterization of a Promiscuous T-Cell Epitope on
of Mycobacterium spp. For Peptide-Based Subunit Vaccine Design
(2017) BioMed Research International, 2017, art. no. 4826030, . 

54)  Welly, B.T., Miller, M.R., Stott, J.L., Blanchard, M.T., Islas-Trejo, A.D., O'Rourke, S.M., Young
Eenennaam, A.L.

Genome report: Identification and validation of antigenic proteins from Pajaroellobact
genome sequence assembly and reverse vaccinology
(2017) G3: Genes, Genomes, Genetics, 7 (2), pp. 321-331. 

55)  Murugaiyan, J., Eravci, M., Weise, C., Roesler, U.

Label-free quantitative proteomic analysis of harmless and pathogenic strains of infec
spp.
(2017) International Journal of Molecular Sciences, 18 (1), art. no. 59, . 

56)  Ikram, A., Obaid, A., Awan, F.M., Hanif, R., Naz, A., Paracha, R.Z., Ali, A., Janjua, H.A.

Identification of drug resistance and immune-driven variations in hepatitis C virus (HC
regions reveals a new approach toward personalized medicine
(2017) Antiviral Research, 137, pp. 112-124. 



57)  Mehla, K., Ramana, J.

Surface proteome mining for identification of potential vaccine candidates against Ca
silico approach
(2017) Functional and Integrative Genomics, 17 (1), pp. 27-37. 

58)  Jain, R., Sonkar, S.C., Chaudhry, U., Bala, M., Saluja, D.

In-silico Hierarchical Approach for the Identification of Potential Universal Vaccine Ca
Neisseria gonorrhoeae
(2016) Journal of Theoretical Biology, 410, pp. 36-43. 

59)  Patwary, N.I.A., Islam, M.S., Sohel, M., Ara, I., Sikder, M.O.F., Shahik, S.M.

In silico structure analysis and epitope prediction of E3 CR1-beta protein of Human A
design
(2016) Biomedical Journal, 39 (6), pp. 382-390. 

60)  Rauta, P.R., Ashe, S., Nayak, D., Nayak, B.

In silico identification of outer membrane protein (Omp) and subunit vaccine design a
cholerae
(2016) Computational Biology and Chemistry, 65, pp. 61-68. 

61)  Alam, A., Ali, S., Ahamad, S., Malik, M.Z., Ishrat, R.

From ZikV genome to vaccine: in silico approach for the epitope-based peptide vaccin
glycoprotein
(2016) Immunology, 149 (4), pp. 386-399. 

62)  Sharma, D., Patel, S., Padh, H., Desai, P.

Immunoinformatic Identification of Potential Epitopes Against Shigellosis
(2016) International Journal of Peptide Research and Therapeutics, 22 (4), pp. 481-495. 

63)  Zahroh, H., Ma’rup, A., Tambunan, U.S.F., Parikesit, A.A.

Immunoinformatics approach in designing epitopebased vaccine against meningitis-i
(Streptococcus pneumoniae,Neisseria meningitidis,and Haemophilus influenzae type
(2016) Drug Target Insights, 10, pp. 19-29. 



64)  Dangi, M., Singh, B., Chhillar, A.K.

Reverse vaccinology: An epitope based approach to design vaccines
(2016) Current Bioinformatics, 11 (5), pp. 537-550. 

65)  Gheibi Hayat, S.-M., Mousavi Gargari, S.-L., Nazarian, S.

Construction and immunogenic properties of a chimeric protein comprising CfaE, Cfa
Enterotoxigenic Escherichia coli
(2016) Biologicals, 44 (6), pp. 503-510. 

66)  Gazi, M.A., Kibria, M.G., Mahfuz, M., Islam, M.R., Ghosh, P., Afsar, M.N.A., Khan, M.A., Ahm

Functional, structural and epitopic prediction of hypothetical proteins of Mycobacteri
silico approach for prioritizing the targets
(2016) Gene, 591 (2), pp. 442-455. 

67)  Pallavi, B., Shankar, K.M., Abhiman, P.B.

In silico prediction of potential vaccine candidates of Lernaea cyprinacea: An ectopar
(2016) Indian Journal of Biotechnology, 15 (4), pp. 601-603. 

68)  Zaveri, K., Patnala, K.

Screening of putative therapeutic candidates in superbug (Staphylococcus aureus): A
approach
(2016) Asian Journal of Pharmaceutical and Clinical Research, 9, pp. 283-291. 

69)  Saraav, I., Pandey, K., Sharma, M., Singh, S., Dutta, P., Bhardwaj, A., Sharma, S.

Predicting promiscuous antigenic T cell epitopes of Mycobacterium tuberculosis mym
MHC Class I and Class II molecules
(2016) Infection, Genetics and Evolution, 44, pp. 182-189. 

70)  Hassan, A., Naz, A., Obaid, A., Paracha, R.Z., Naz, K., Awan, F.M., Muhmmad, S.A., Janjua

Pangenome and immuno-proteomics analysis of Acinetobacter baumannii strains rev
vaccine targets
(2016) BMC Genomics, 17 (1), art. no. 732, . 



71)  Dar, H., Zaheer, T., Rehman, M.T., Ali, A., Javed, A., Khan, G.A., Babar, M.M., Waheed, Y.

Prediction of promiscuous T-cell epitopes in the Zika virus polyprotein: An in silico ap
(2016) Asian Pacific Journal of Tropical Medicine, 9 (9), pp. 844-850. 

72)  Ashfaq, U.A., Ahmed, B.

De Novo Structural Modeling and Conserved Epitopes Prediction of Zika Virus Envelo
Development
(2016) Viral Immunology, 29 (7), pp. 436-443. 

73)  Padmaja, R.J., Halami, P.M.

Taming C-terminal peptides of Staphylococcus aureus leukotoxin M for B-cell respon
subclinical bovine mastitis diagnosis and protective efficacy in vitro
(2016) Toxicon, 119, pp. 99-105. 

74)  Rasmussen, K.J., Mattsson, A.H., Pilely, K., Asferg, C.A., Ciofu, O., Vitved, L., Koch, C., Kem

Proteome-wide antigen discovery of novel protective vaccine candidates against Stap
(2016) Vaccine, 34 (38), pp. 4602-4609. 

75)  Klatt, M.G., Kowalewski, D.J., Schuster, H., Di Marco, M., Hennenlotter, J., Stenzl, A., Ramm

Carcinogenesis of renal cell carcinoma reflected in HLA ligands: A novel approach fo
vaccination design
(2016) OncoImmunology, 5 (8), art. no. e1204504, . 

76)  Nanda Kumar, Y., Jeyakodi, G., Gunasekaran, K., Jambulingam, P.

Computational screening and characterization of putative vaccine candidates of Plasm
(2016) Journal of Biomolecular Structure and Dynamics, 34 (8), pp. 1736-1750. 

77)  Madampage, C.A., Wilson, D., Townsend, H., Crockford, G., Rawlyk, N., Dent, D., Evans, B
C., Potter, A.

Cattle immunized with a recombinant subunit vaccine formulation exhibits a trend tow
Histophilus somni bacterial challenge
(2016) PLoS ONE, 11 (8), art. no. e0159070, . 



78)  Ahmadi, A., Farhadi, E., Salimian, J., Amani, J.

Designing a vaccine therapy candidate against Propionibacterium acnes: a bioinform
(2016) Molecular Genetics, Microbiology and Virology, 31 (3), pp. 178-186. 

79)  El-Manzalawy, Y., Abbas, M., Malluhi, Q., Honavar, V.

FastRNABindR: Fast and accurate prediction of protein-RNA interface residues
(2016) PLoS ONE, 11 (7), art. no. e0158445, . 

80)  Hossain, M.U., Hashem, A., Keya, C.A., Salimullah, M.

Therapeutics insight with inclusive immunopharmacology explication of human rotav
diarrhea
(2016) Frontiers in Pharmacology, 7 (JUN), art. no. 153, . 

81)  Liu, H.-B.

Progress in research on bioinformatics resources and tools for linear B cell epitope p
(2016) Chinese Journal of Biologicals, 29 (6), pp. 665-669. 

82)  Mostafa, S.M., Islam, A.B.M.M.K.

An in silico approach predicted potential therapeutics that can confer protection from
Hantaviruses
(2016) Future Virology, 11 (6), pp. 411-428. 

83)  Nezafat, N., Karimi, Z., Eslami, M., Mohkam, M., Zandian, S., Ghasemi, Y.

Designing an efficient multi-epitope peptide vaccine against Vibrio cholerae via comb
protein interaction based approaches
(2016) Computational Biology and Chemistry, 62, pp. 82-95. 

84)  Liu, Y., Ran, T., Tenorio-Borroto, E., Tang, S., Pazos, A., Tan, Z., González-Díaz, H.

Experimental and chemometric studies of cell membrane permeability
(2016) Chemometrics and Intelligent Laboratory Systems, 154, pp. 1-6. 

85)  Nandy, A., Basak, S.C.



A brief review of computer-assisted approaches to rational design of peptide vaccines
(2016) International Journal of Molecular Sciences, 17 (5), art. no. 666, . 

86)  Grandi, A., Tomasi, M., Grandi, G.

Vaccinology: The art of putting together the right ingredients
(2016) Human Vaccines and Immunotherapeutics, 12 (5), pp. 1311-1317. 

87)  Mohammad, N., Karsabet, M.T., Amani, J., Ardjmand, A., Zadeh, M.R., Gholi, M.K., Saffari, M

In silico design of a chimeric protein containing antigenic fragments of Helicobacter p
approach
(2016) Open Microbiology Journal, 10, pp. 97-112. 

88)  Davies, M.N., Flower, D.R.

Towards an omic perspective on infectious disease and its therapy: Integrating immu
and vaccinomics
(2016) OMICS: Biomedical Perspectives and Applications, pp. 451-475. 

89)  Ghaffar, A., Tariq, A.

In-silico analysis of Pasteurella multocida to identify common epitopes between fowl,
(2016) Gene, 580 (1), pp. 58-66. 

90)  Parvege, M.M., Rahman, M., Nibir, Y.M., Hossain, M.S.

Two highly similar LAEDDTNAQKT and LTDKIGTEI epitopes in G glycoprotein may be
based vaccine design against pathogenic Henipavirus
(2016) Computational Biology and Chemistry, 61, pp. 270-280. 

91)  Rana, A., Akhter, Y.

A multi-subunit based, thermodynamically stable model vaccine using combined imm
structure based approach
(2016) Immunobiology, 221 (4), pp. 544-557. 

92)  Chirani, A.S., Majidzadeh, R., Dabiri, H., Rezaei, J., Esmaili, A., Kord, Y.A., Tehrani, N.K., At

Immunological study on integrated PilQ and disulphide loop region of PilA against ac



infection: In silico analysis and in vitro production
(2016) Journal of Acute Disease, 5 (2), pp. 131-142. 

93)  Nasiri, K., Nassiri, M., Tahmoorespur, M., Haghparast, A., Zibaee, S.

Design and construction of chimeric VP8-S2 antigen for bovine rotavirus and bovine c
(2016) Advanced Pharmaceutical Bulletin, 6 (1), pp. 91-98. 

94)  Srivastava, P.N., Jain, R., Dubey, S.D., Bhatnagar, S., Ahmad, N.

Prediction of Epitope-Based Peptides for Vaccine Development from Coat Proteins GP
Using Immunoinformatics
(2016) International Journal of Peptide Research and Therapeutics, 22 (1), pp. 119-133. 

95)  Mehla, K., Ramana, J.

Identification of epitope-based peptide vaccine candidates against enterotoxigenic Es
genomics and immunoinformatics approach
(2016) Molecular BioSystems, 12 (3), pp. 890-901. 

96)  Shahbazi, M., Haghkhah, M., Rahbar, M.R., Nezafat, N., Ghasemi, Y.

In Silico Sub-unit Hexavalent Peptide Vaccine Against an Staphylococcus aureus Biof
(2016) International Journal of Peptide Research and Therapeutics, 22 (1), pp. 101-117. 

97)  Pandey, K., Sharma, M., Saarav, I., Singh, S., Dutta, P., Bhardwaj, A., Sharma, S.

Analysis of the DosR regulon genes to select cytotoxic T lymphocyte epitope specific
reverse vaccinology approach
(2016) International Journal of Mycobacteriology, 5 (1), pp. 34-43. 

98)  Agallou, M., Athanasiou, E., Samiotaki, M., Panayotou, G., Karagouni, E.

Identification of immunoreactive Leishmania infantum protein antigens to asymptoma
combined immunoproteomics and bioinformatics analysis
(2016) PLoS ONE, 11 (2), art. no. e0149894, . 

99)  Delfani, S., Mohabati Mobarez, A., Imani Fooladi, A.A., Amani, J., Emaneini, M.

Protection of mice against Staphylococcus aureus infection by a recombinant protein



candidate
(2016) Medical Microbiology and Immunology, 205 (1), pp. 47-55. 

100)  Kumar, V., Damodharan, S., Pandaranayaka, E.P.J., Madathiparambil, M.G., Tennyson, J.

Molecular modeling and in-silico engineering of Cardamom mosaic virus coat protei
immunogenic epitopes of Leptospira LipL32
(2016) Journal of Biomolecular Structure and Dynamics, 34 (1), pp. 42-56. 

101)  Giese, M.

Introduction to molecular vaccinology
(2016) Introduction to Molecular Vaccinology, pp. 1-373. 

102)  Mahmoodi, S., Nezafat, N., Barzegar, A., Negahdaripour, M., Nikanfar, A.R., Zarghami, N., 

Harnessing bioinformatics for designing a novel multiepitope peptide vaccine agains
(2016) Current Pharmaceutical Biotechnology, 17 (12), pp. 1100-1114. 

103)  Santana-Jorge, K.T.O., Santos, T.M., Tartaglia, N.R., Aguiar, E.L., Souza, R.F.S., Mariutti, R
Portela, R.W., Meyer, R., Azevedo, V.

Putative virulence factors of Corynebacterium pseudotuberculosis FRC41: Vaccine p
expression
(2016) Microbial Cell Factories, 15 (1), art. no. 83, . 

104)  Meunier, M., Guyard-Nicodème, M., Hirchaud, E., Parra, A., Chemaly, M., Dory, D.

Identification of novel vaccine candidates against campylobacter through reverse va
(2016) Journal of Immunology Research, 2016, art. no. 5715790, . 

105)  Grover, S., Gupta, P., Kahlon, P.S., Goyal, S., Grover, A., Dalal, K., Sabeeha, Ehtesham, N

Analyses of methyltransferases across the pathogenicity spectrum of different myco
extremophile connection
(2016) Molecular BioSystems, 12 (5), pp. 1615-1625. 

106)  Lew-Tabor, A.E., Rodriguez Valle, M.

A review of reverse vaccinology approaches for the development of vaccines agains
(2016) Ticks and Tick-borne Diseases, 7 (4), pp. 573-585. 



107)  Beltrán Lissabet, J.F.

Computational prediction of linear B-cell epitopes in the E5 oncoprotein of the huma
several bioinformatics tools
(2016) Vacunas, 17 (1), pp. 18-26. 

108)  Maphosa, M.N., Steenkamp, E.T., Wingfield, B.D.

Genome-based selection and characterization of Fusarium circinatum-specific seque
(2016) G3: Genes, Genomes, Genetics, 6 (3), pp. 631-639. 

109)  Tipu, H.N.

Immunoinformatic analysis of Crimean Congo Hemorrhagic Fever virus glycoprotein
synthetic peptide vaccine
(2016) Journal of the College of Physicians and Surgeons Pakistan, 26 (2), pp. 108-112. 

110)  Jeshvaghani, F.S., Rahjerdi, A.K., Amani, J., Rad, I., Jafari, M., Salmanian, A.H.

Designing and structure evaluation of multi-epitope vaccine against ETEC and EHEC
(2016) Protein and Peptide Letters, 23 (1), pp. 33-42. 

111)  Shi, J., Zhang, J., Li, S., Sun, J., Teng, Y., Wu, M., Li, J., Li, Y., Hu, N., Wang, H., Hu, Y.

Epitope-based vaccine target screening against highly pathogenic MERS-CoV: An In 
emerging infectious diseases
(2015) PLoS ONE, 10 (12), art. no. e0144475, . 

112)  Kori, P., Sajjan, S.S., Madagi, S.B.

In silico prediction of epitopes for Chikungunya viral strains
(2015) Journal of Pharmaceutical Investigation, 45 (6), pp. 579-591. 

113)  Vishnu, U.S., Sankarasubramanian, J., Gunasekaran, P., Rajendhran, J.

Novel Vaccine Candidates against Brucella melitensis Identified through Reverse Va
(2015) OMICS A Journal of Integrative Biology, 19 (11), pp. 722-729. 



114)  Madampage, C.A., Rawlyk, N., Crockford, G., Wang, Y., White, A.P., Brownlie, R., Van Don

Reverse vaccinology as an approach for developing Histophilus somni vaccine cand
(2015) Biologicals, 43 (6), pp. 444-451. 

115)  Richards, S.A., Stutzer, C., Bosman, A.-M., Maritz-Olivier, C.

Transmembrane proteins - Mining the cattle tick transcriptome
(2015) Ticks and Tick-borne Diseases, 6 (6), pp. 695-710. 

116)  Vaishnav, N., Gupta, A., Paul, S., John, G.J.

Overview of computational vaccinology: vaccine development through information t
(2015) Journal of Applied Genetics, 56 (3), pp. 381-391. 

117)  Chattopadhyay, A.K., Nasiev, D., Flower, D.R.

A statistical physics perspective on alignmentindependent protein sequence compa
(2015) Bioinformatics, 31 (15), pp. 2469-2474. 

118)  Liu, Y., Chen, H., Wei, Q., Xiao, C., Ji, Q., Bao, G.

Immune efficacy of five novel recombinant Bordetella bronchiseptica proteins
(2015) BMC Veterinary Research, 11 (1), art. no. 173, . 

119)  Mehla, K., Ramana, J.

Novel Drug Targets for Food-Borne Pathogen Campylobacter jejuni: An Integrated S
Comparative Metabolic Pathway Study
(2015) OMICS A Journal of Integrative Biology, 19 (7), pp. 393-406. 

120)  Hussain, M., Idrees, M., Afzal, S.

Development of global consensus of dengue virus envelope glycoprotein for epitope
(2015) Current Computer-Aided Drug Design, 11 (1), pp. 84-97. 

121)  Khan, M.A., Hossain, M.U., Rakib-Uz-Zaman, S.M., Morshed, M.N.

Epitope-based peptide vaccine design and target site depiction against Ebola viruse
study
(2015) Scandinavian Journal of Immunology, 82 (1), pp. 25-34. 



122)  Sefid, F., Rasooli, I., Jahangiri, A., Bazmara, H.

Functional Exposed Amino Acids of BauA as Potential Immunogen Against Acinetob
(2015) Acta Biotheoretica, 63 (2), pp. 129-149. 

123)  Moattari, A., Dehghani, B., Khodadad, N., Tavakoli, F.

In Silico Functional and Structural Characterization of H1N1 Influenza A Viruses Hem
Iran
(2015) Acta Biotheoretica, 63 (2), pp. 183-202. 

124)  Naz, A., Awan, F.M., Obaid, A., Muhammad, S.A., Paracha, R.Z., Ahmad, J., Ali, A.

Identification of putative vaccine candidates against Helicobacter pylori exploiting e
reverse vaccinology based approach
(2015) Infection, Genetics and Evolution, 32, pp. 280-291. 

125)  Singh, S.P., Verma, V., Mishra, B.N.

Characterization of plasmodium falciparumproteome at asexual blood stages for scr
candidates: An immunoinformatics approach
(2015) Immunology and Immunogenetics Insights, 7, pp. 21-30. 

126)  Hasan, M.A., Khan, M.A., Datta, A., Mazumder, M.H.H., Hossain, M.U.

A comprehensive immunoinformatics and target site study revealed the corner-ston
treatment
(2015) Molecular Immunology, 65 (1), pp. 189-204. 

127)  Shawky, H., Maghraby, A.S., Solliman, M.E.-D., El-Mokadem, M.T., Sherif, M.M., Arafa, A., 

Expression, immunogenicity and diagnostic value of envelope proteins from an Egy
(2015) Archives of Virology, 160 (4), pp. 945-958. 

128)  Zarnagh, H.H., Ravanshad, M., Pourfatollah, A.A., Rasaee, M.J.

Expression and purification of a novel computationally designed antigen for simulta
and HBV antibodies
(2015) Iranian Journal of Allergy, Asthma and Immunology, 14 (2), pp. 168-178. 



129)  Altindis, E., Cozzi, R., Di Palo, B., Necchi, F., Mishra, R.P., Fontana, M.R., Soriani, M., Bag
Liberatori, S.

Protectome analysis: A new selective bioinformatics tool for bacterial vaccine candid
(2015) Molecular and Cellular Proteomics, 14 (2), pp. 418-429. 

130)  Söllner, J.

Computational peptide vaccinology
(2015) Computational Peptidology, pp. 291-312. 

131)  Söllner, J.

Computational peptide vaccinology
(2015) Methods in Molecular Biology, 1268, pp. 291-312. 

132)  Moise, L., Gutierrez, A., Kibria, F., Martin, R., Tassone, R., Liu, R., Terry, F., Martin, B., De G

Ivax: An integrated toolkit for the selection and optimization of antigens and the des
(2015) Human Vaccines and Immunotherapeutics, 11 (9), pp. 2312-2321. 

133)  Singh, S.P., Roopendra, K., Mishra, B.N.

Genome-Wide Prediction of Vaccine Candidates for Leishmania major: An Integrated
(2015) Journal of Tropical Medicine, 2015, art. no. 709216, . 

134)  Liljeroos, L., Malito, E., Ferlenghi, I., Bottomley, M.J.

Structural and Computational Biology in the Design of Immunogenic Vaccine Antige
(2015) Journal of Immunology Research, 2015, art. no. 156241, . 

135)  Abry, M.F., Kimenyi, K.M., Osowo, F.O., Odhiambo, W.O., Sewe, S.O., Kulohoma, B.W.

Genetic diversity of the Pneumococcal CbpA: Implications for next-generation vacci
(2015) Human Vaccines and Immunotherapeutics, 11 (5), art. no. A029, pp. 1261-1267. 

136)  Oany, A.R., Ahmad, S.A.I., Hossain, M.U., Jyoti, T.P.

Identification of highly conserved regions in L-segment of crimean-Congo hemorrha



immunoinformatic prediction about potential novel vaccine
(2015) Advances and Applications in Bioinformatics and Chemistry, 8 (1), pp. 1-10. 

137)  Ali, A., Naz, A., Soares, S.C., Bakhtiar, M., Tiwari, S., Hassan, S.S., Hanan, F., Ramos, R., 
H.C.P., Ussery, D.W., Miyoshi, A., Silva, A., Azevedo, V.

Pan-genome analysis of human gastric pathogen H. pylori: Comparative genomics a
to identify regions associated with pathogenicity and prediction of potential core the
(2015) BioMed Research International, 2015, art. no. 139580, . 

138)  Venkatachalam, R., Subramaniyan, V.

Antigenicity of envelop and non-structural proteins of dengue serotypes and their po
antibody
(2015) Asian Pacific Journal of Tropical Disease, 5 (S1), pp. S47-S50. 

139)  Mushtaq, K., Sheikh, J.A., Amir, M., Khan, N., Singh, B., Agrewala, J.N.

Rv2031c of Mycobacterium tuberculosis: A master regulator of Rv2028-Rv2031 (HspX
(2015) Frontiers in Microbiology, 6 (APR), art. no. 351, . 

140)  Monterrubio-López, G.P., González-Y-Merchand, J.A., Ribas-Aparicio, R.M.

Identification of novel potential vaccine candidates against tuberculosis based on re
(2015) BioMed Research International, 2015, art. no. 483150, . 

141)  Heinson, A.I., Woelk, C.H., Newell, M.-L.

The promise of reverse vaccinology
(2015) International Health, 7 (2), pp. 85-89. 

142)  Pappalardo, F., Flower, D., Russo, G., Pennisi, M., Motta, S.

Computational modelling approaches to vaccinology
(2015) Pharmacological Research, 92, pp. 40-45. 

143)  Abkar, M., Lotfi, A.S., Amani, J., Ghorashi, S.A., Brujeni, G.N., Kamali, M.

Design of a chimeric DNA vaccine against Brucella spp.
(2014) Minerva Biotecnologica, 26 (4), pp. 223-233. 



144)  Zadeh Hosseingholi, E., Rasooli, I., Mousavi Gargari, S.L.

In Silico Analysis of Acinetobacter baumannii Phospholipase D as a Subunit Vaccine
(2014) Acta Biotheoretica, 62 (4), pp. 455-478. 

145)  Sabbaghian, E., Roodbari, F., Rafiei, A., Amani, J.

In silico design of a multimeric polytope as a highly immunogenic DNA vaccine agai
(2014) Journal of Applied Biotechnology Reports, 1 (4), pp. 143-153. 

146)  Zeinalzadeh, N., Salmanian, A.H., Ahangari, G., Sadeghi, M., Amani, J., Bathaie, S.Z., Jafa

Design and characterization of a chimeric multiepitope construct containing CfaB, h
and heat-labile toxin subunit B of enterotoxigenic Escherichia coli: A bioinformatic a
(2014) Biotechnology and Applied Biochemistry, 61 (5), pp. 517-527. 

147)  Khalili, S., Jahangiri, A., Borna, H., Ahmadi Zanoos, K., Amani, J.

Computational vaccinology and epitope vaccine design by immunoinformatics
(2014) Acta Microbiologica et Immunologica Hungarica, 61 (3), pp. 285-307. 

148)  Oany, A.R., Emran, A.-A., Jyoti, T.P.

Design of an epitope-based peptide vaccine against spike protein of human coronav
(2014) Drug Design, Development and Therapy, 8, pp. 1139-1149. 

149)  Bager, R.J., Kudirkiene, E., Da Piedade, I., Seemann, T., Nielsen, T.K., Pors, S.E., Mattsso
Bojesen, A.M.

In silico prediction of Gallibacterium anatis pan-immunogens
(2014) Veterinary Research, 45 (1), art. no. 80, . 

150)  Afzal, S., Idrees, M., Hussain, M.

De Novo modeling of Envelope 2 protein of HCV isolated from Pakistani patient and 
development
(2014) Journal of Translational Medicine, 12 (1), art. no. 115, . 

151) 



Schwarz, A., Cabezas-Cruz, A., Kopecký, J., Valdés, J.J.

Understanding the evolutionary structural variability and target specificity of tick salivary
next generation transcriptome data
(2014) BMC Evolutionary Biology, 14 (1), art. no. 4, . 

152)  Maritz-Olivier, C., Richards, S.

Considerations for vaccine design in the postgenomic era
(2014) Molecular Vaccines: From Prophylaxis to Therapy - Volume 2, pp. 677-696. 

153)  Sakib, M.S., Islam, M.R., Hasan, A.K.M.M., Nabi, A.H.M.N.

Prediction of Epitope-Based Peptides for the Utility of Vaccine Development from Fu
Virus Using in Silico Approach
(2014) Advances in Bioinformatics, 2014, art. no. 402492, . 

154)  Tomar, N., De, R.K.

Immunoinformatics: A brief review
(2014) Methods in Molecular Biology, 1184, pp. 23-55. 

155)  Imajoh, M., Tamura, K., Oguro, K., Kurihara, S., Yamane, J., Shimizu, M., Oshima, S.-I., Ka

Failure to protect yellowtail Seriola quinqueradiata against nocardiosis by vaccinatio
and pcDNA4 expression vector of Edwardsiella tarda glyceraldehyde-3-phosphate de
(2014) Fish Pathology, 49 (4), pp. 151-158. 

156)  Victor, A.A.R., Abraham, S., Chinniah, M.N., Madathiparambil, M.G., Tennyson, J.

Phylogenetic characterization and threading based-epitope mapping of leptospiral o
LipL41
(2014) Journal of Proteomics and Bioinformatics, 7 (8), pp. 222-231. 

157)  Singh, Y., Kohli, S., Sowpati, D.T., Rahman, S.A., Tyagi, A.K., Hasnain, S.E.

Gene cooption in Mycobacteria and search for virulence attributes: Comparative pro
Mycobacterium tuberculosis, Mycobacterium indicus pranii and other mycobacteria
(2014) International Journal of Medical Microbiology, 304 (5-6), pp. 742-748. 

158) 



Rahman, M., Parvege, M.M.

In silico structural analysis of hantaan virus glycoprotein G2 and conserved epitope pred
development
(2014) Der Pharmacia Lettre, 6 (3), pp. 255-264. 

159)  Motamedi, M.J., Amani, J., Shahsavandi, S., Salmanian, A.H.

In silico design of multimeric HN-F antigen as a highly immunogenic peptide vaccine
virus
(2014) International Journal of Peptide Research and Therapeutics, 20 (2), pp. 179-194. 

160)  García-Angulo, V.A., Kalita, A., Kalita, M., Lozano, L., Torres, A.G.

Comparative genomics and immunoinformatics approach for the identification of va
enterohemorrhagic Escherichia coli O157:H7
(2014) Infection and Immunity, 82 (5), pp. 2016-2026. 

161)  Ghasemi, A., Ranjbar, R., Amani, J.

In silico analysis of chimeric TF, Omp31 and BP26 fragments of Brucella melitensis f
subunit vaccine candidate
(2014) Iranian Journal of Basic Medical Sciences, 17 (3), pp. 172-180. 

162)  Jaiswal, V., Chauhan, R.S., Rout, C.

Common antigens prediction in bacterial bioweapons: A perspective for vaccine des
(2014) Infection, Genetics and Evolution, 21, pp. 315-319. 

163)  Hasan, M.A., Hossain, M., Alam, M.J.

A computational assay to design an epitope-based peptide vaccine against saint lou
(2013) Bioinformatics and Biology Insights, 7, pp. 347-355. 

164)  Liu, W., Guo, Y., Luo, J., Zhong, Y., Yang, X., Pu, X., Li, M.

Prediction of kinase-specific phosphorylational interactions using random forest
(2013) Chemometrics and Intelligent Laboratory Systems, 126, pp. 117-122. 

165)  Mishra, P., Velavan, S.



Prediction of peptide vaccine candidate for dairy products borne human botulism
(2013) International Journal of Pharmaceutical Sciences Review and Research, 21 (2), pp. 158-

166)  Toobak, H., Rasooli, I., Talei, D., Jahangiri, A., Owlia, P., Darvish Alipour Astaneh, S.

Immune response variations to Salmonella enterica serovar Typhi recombinant porin
(2013) Biologicals, 41 (4), pp. 224-230. 

167)  Jaiswal, V., Chanumolu, S.K., Gupta, A., Chauhan, R.S., Rout, C.

Jenner-predict server: Prediction of protein vaccine candidates (PVCs) in bacteria ba
interactions
(2013) BMC Bioinformatics, 14 (1), art. no. 211, . 

168)  Cabezas-Cruz, A., Passos, L.M.F., Lis, K., Kenneil, R., Valdés, J.J., Ferrolho, J., Tonk, M., 
Zweygarth, E., Shkap, V., Ribeiro, M.F.B., Estrada-Peña, A., Kocan, K.M., de la Fuente, J.

Functional and Immunological Relevance of Anaplasma marginale Major Surface Pro
Structural Analysis
(2013) PLoS ONE, 8 (6), art. no. e65243, . 

169)  Idrees, S., Ashfaq, U.A.

Structural analysis and epitope prediction of HCV E1 protein isolated in Pakistan: An
(2013) Virology Journal, 10, art. no. 113, . 

170)  Zou, C., Gong, J., Li, H.

An improved sequence based prediction protocol for DNA-binding proteins using SV
analysis
(2013) BMC Bioinformatics, 14, art. no. 90, . 

171)  Barh, D., Barve, N., Gupta, K., Chandra, S., Jain, N., Tiwari, S., Leon-Sicairos, N., Canizale
Santos, A., Hassan, S.S., Almeida, S., Thiago Jucá Ramos, R., Augusto Carvalho de Abreu
Castro Soares, S., Luiz de Paula Castro, T., Miyoshi, A., Silva, A., Kumar, A., Misra, A.N., B
Azevedo, V.

Exoproteome and Secretome Derived Broad Spectrum Novel Drug and Vaccine Cand
Targeted by Piper betel Derived Compounds
(2013) PLoS ONE, 8 (1), art. no. e52773, . 



172)  Ramesh Babu, P.B., Krishnamoorthy, P., Krishna, V.

Development of python based software tool in predicting antigenicity of proteins
(2012) Journal of Chemical and Pharmaceutical Research, 4 (12), pp. 5071-5075. 

173)  El-Manzalawy, Y., Dobbs, D., Honavar, V.

Predicting protective bacterial antigens using Random Forest classifiers
(2012) 2012 ACM Conference on Bioinformatics, Computational Biology and Biomedicine, 

174)  Saini, V., Raghuvanshi, S., Khurana, J.P., Ahmed, N., Hasnain, S.E., Tyagi, A.K., Tyagi, A.K

Massive gene acquisitions in Mycobacterium indicus pranii provide a perspective on
(2012) Nucleic Acids Research, 40 (21), pp. 10832-10850. 

175)  Grover, A., Shakyawar, S.K., Saudagar, P., Dubey, V.K., Sundar, D.

Epitopic analysis of potential vaccine candidate in Leishmania infantum for develop
(2012) Letters in Drug Design and Discovery, 9 (7), pp. 698-705. 

176)  Jahangiri, A., Rasooli, I., Reza Rahbar, M., Khalili, S., Amani, J., Ahmadi Zanoos, K.

Precise detection of L. monocytogenes hitting its highly conserved region possessin
binding sites
(2012) Journal of Theoretical Biology, 305, pp. 15-23. 

177)  Nazarian, S., Mousavi Gargari, S.L., Rasooli, I., Amani, J., Bagheri, S., Alerasool, M.

An in silico chimeric multi subunit vaccine targeting virulence factors of enterotoxig
with its bacterial inbuilt adjuvant
(2012) Journal of Microbiological Methods, 90 (1), pp. 36-45. 

178)  Zhang, M., Wu, H., Li, X., Yang, M., Chen, T., Wang, Q., Liu, Q., Zhang, Y.

Edwardsiella tarda flagellar protein FlgD: A protective immunogen against edwardsie
(2012) Vaccine, 30 (26), pp. 3849-3856. 

179)  Maritz-Olivier, C., van Zyl, W., Stutzer, C.

A systematic, functional genomics, and reverse vaccinology approach to the identifi



the cattle tick, Rhipicephalus microplus
(2012) Ticks and Tick-borne Diseases, 3 (3), pp. 179-187. 

180)  Rahbar, M.R., Rasooli, I., Gargari, S.L.M., Sandstrom, G., Amani, J., Fattahian, Y., Jahangi

A potential in silico antibody-antigen based diagnostic test for precise identification 
(2012) Journal of Theoretical Biology, 294, pp. 29-39. 

181)  Bowman, B.N., McAdam, P.R., Vivona, S., Zhang, J.X., Luong, T., Belew, R.K., Sahota, H.,
Woelk, C.H.

Improving reverse vaccinology with a machine learning approach
(2011) Vaccine, 29 (45), pp. 8156-8164. 

182)  Pai, T.-W., Wang, H.-W., Lin, Y.-C., Chang, H.-T.

Prediction of B-cell linear epitopes with a combination of support vector machine cla
propensity identification
(2011) Journal of Biomedicine and Biotechnology, 2011, art. no. 432830, . 

183)  Prabhavathy, K., Perumal, P., Sundara Baalaji, N.

In silico identification of B- and T-cell epitopes on OMPLA and LsrC from Salmonella
subunit vaccine design
(2011) Indian Journal of Biotechnology, 10 (4), pp. 440-451. 

184)  Asthana, M., Singh, V.K., Kumar, R., Chandra, R.

Isolation, cloning and in silico study of hexon gene of fowl adenovirus 4 (FAV4) isola
pericardium syndrome in domestic fowl
(2011) Journal of Proteomics and Bioinformatics, 4 (9), pp. 190-195. 

185)  Söllner, J.

Beyond epitopes: Future and application of computational vaccinology
(2011) Human Vaccines, 7 (7), pp. 795-797. 

186)  Liang, G.-Z., Ma, X.-Y., Li, Y.-C., Lv, F.-L., Yang, L.

Toward an improved discrimination of outer membrane proteins using a sequence-b
(2011) BioSystems, 105 (1), pp. 101-106. 



187)  Gupta, S.K., Srivastava, M., Akhoon, B.A., Smita, S., Schmitz, U., Wolkenhauer, O., Vera, J

Identification of immunogenic consensus T-cell epitopes in globally distributed influ
(2011) Infection, Genetics and Evolution, 11 (2), pp. 308-319. 

188)  Davies, M.N., Flower, D.R.

Computational epitope mapping
(2010) Infectious Disease Informatics, pp. 187-202. 

189)  Magnan, C.N., Zeller, M., Kayala, M.A., Vigil, A., Randall, A., Felgner, P.L., Baldi, P.

High-throughput prediction of protein antigenicity using protein microarray data
(2010) Bioinformatics, 26 (23), art. no. btq551, pp. 2936-2943. 

190)  Tomar, N., De, R.K.

Immunoinformatics: An integrated scenario
(2010) Immunology, 131 (2), pp. 153-168. 

191)  Niu, W., Xia, Q., Liang, G.

A multi-scale parameterization approach of peptides for quantitative sequence-activ
(2010) Protein and Peptide Letters, 17 (5), pp. 591-598. 

192)  Yang, L., Li, Y., Xiao, R., Zeng, Y., Xiao, J., Tan, F., Li, M.

Using auto covariance method for functional discrimination of membrane proteins b
(2010) Amino Acids, 38 (5), pp. 1497-1503. 

193)  Barh, D., Misra, A.N., Kumar, A.

In silico identification of dual ability of n. gonorrhoeae ddl for developing drug and v
neisseria and other human pathogens
(2010) Journal of Proteomics and Bioinformatics, 3 (3), pp. 082-090. 

194)  Singh, S.P., Khan, F., Mishra, B.N.



Computational characterization of Plasmodium falciparum proteomic data for screening o
candidates
(2010) Human Immunology, 71 (2), pp. 136-143. 

195)  Söllner, J., Heinzel, A., Summer, G., Fechete, R., Stipkovits, L., Szathmary, S., Mayer, B.

Concept and application of a computational vaccinology workflow
(2010) Immunome Research, 6 (SUPPL. 2), art. no. S7, . 

196)  Wu, J., Li, M.-L., Yu, L.-Z., Wang, C.

An ensemble classifier of support vector machines used to predict protein structura
covariance and pseudo-amino acid composition
(2010) Protein Journal, 29 (1), pp. 62-67. 

197)  Davies, M.N., Flower, D.R.

Bridging the Pharmaceutical Shortfall: Informatics Approaches to the Discovery of V
and Adjuvants
(2009) Pharmaceutical Data Mining: Approaches and Applications for Drug Discovery, pp. 

198)  Ansari, H.R., Flower, D.R., Raghava, G.P.S.

AntigenDB: An immunoinformatics database of pathogen antigens
(2009) Nucleic Acids Research, 38 (SUPPL.1), art. no. gkp830, pp. D847-D853. 

199)  Flower, D.R.

Advances in predicting and manipulating the immunogenicity of biotherapeutics and
(2009) BioDrugs, 23 (4), pp. 231-240. 

200)  Halling-Brown, M., Shaban, R., Frampton, D., Sansom, C.E., Davies, M., Flower, D., Duffie
Moss, D.S.

Proteins accessible to immune surveillance show significant T-cell epitope depletion
design
(2009) Molecular Immunology, 46 (13), pp. 2699-2705. 



Copyright © 2024 Elsevier B.V. All rights reserved. Scopus® is a re
trademark of Elsevier B.V.


