
Documents

1)  Baliga, P., Shekar, M., Venugopal, M.N.

Potential Outer Membrane Protein Candidates for Vaccine Development Against the Pa
Reverse Vaccinology Based Identification
(2018) Current Microbiology, 75 (3), pp. 368-377. 

2)  Vakili, B., Nezafat, N., Hatam, G.R., Zare, B., Erfani, N., Ghasemi, Y.

Proteome-scale identification of Leishmania infantum for novel vaccine candidates: A 
approach
(2018) Computational Biology and Chemistry, 72, pp. 16-25. 

3)  Pourseif, M.M., Moghaddam, G., Naghili, B., Saeedi, N., Parvizpour, S., Nematollahi, A., Omid

A novel in silico minigene vaccine based on CD4+ T-helper and B-cell epitopes of EG95
against cystic echinococcosis
(2018) Computational Biology and Chemistry, 72, pp. 150-163. 

4)  Yilmaz, F., Yilmaz, S.C., Gunduz, E., Gunduz, M.

Precision medicine in oncology: An overview
(2018) Precision Medicine in Cancers and Non-Communicable Diseases, pp. 3-16. 

5)  Kogay, R., Schönbach, C.

Epitope predictions
(2018) Encyclopedia of Bioinformatics and Computational Biology: ABC of Bioinformatics, 1-3

6)  Perosanz, M.G., Russo, G., Lopez, J.L.S.-T., Pennisi, M., Reche, P.A., Shepherd, A., Pappala

Computational immunogenetics
(2018) Encyclopedia of Bioinformatics and Computational Biology: ABC of Bioinformatics, 1-3



7)  Kaliamurthi, S., Selvaraj, G., Kaushik, A.C., Gu, K.-R., Wei, D.-Q.

Designing of CD8 + and CD8 + -overlapped CD4 + epitope vaccine by targeting late and
papillomavirus
(2018) Biologics: Targets and Therapy, 12, pp. 107-125. 

8)  Kaliamurthi, S., Selvaraj, G., Junaid, M., Khan, A., Gu, K., Wei, D.-Q.

Cancer immunoinformatics: A promising era in the development of peptide vaccines fo
induced cervical cancer
(2018) Current Pharmaceutical Design, 24 (32), pp. 3791-3817. 

9)  Borobova, E.A., Antonets, D.V., Starostina, E.V., Karpenko, L.I., Ilyichev, A.A., Bazhan, S.I.

Design of artificial immunogens containing melanoma-associated t-cell epitopes
(2018) Current Gene Therapy, 18 (6), pp. 375-385. 

10)  Mohammed, A.A., Alnaby, A.M.H., Sabeel, S.M., Abdelmarouf, F.M., Dirar, A.I., Ali, M.M., Kh
Abdulgadir, E.M., Sabahalkhair, M.A., Abbas, A.E., Hassan, M.A.

Epitope-based peptide vaccine against fructose-bisphosphate aldolase of Madurella m
immunoinformatics approaches
(2018) Bioinformatics and Biology Insights, 12, . 

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

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

12)  Ng, A.W.R., Tan, P.J., Hoo, W.P.Y., Liew, D.S., Teo, M.Y.M., Siak, P.Y., Ng, S.M., Tan, E.W., R
A.A.L., In, L.L.A.

In silico-guided sequence modifications of K-ras epitopes improve immunological ou
G13D mutant KRAS antigens
(2018) PeerJ, 2018 (7), art. no. e5056, . 

13)  Hill, B.D., Zak, A., Khera, E., Wen, F.

Engineering Virus-like Particles for Antigen and Drug Delivery
(2018) Current Protein and Peptide Science, 19 (1), pp. 112-127. 



14)  Kalyanaraman, N.

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

15)  Hajissa, K., Zakaria, R., Suppian, R., Mohamed, Z.

An evaluation of a recombinant multiepitope based antigen for detection of Toxoplasm
(2017) BMC Infectious Diseases, 17 (1), art. no. 807, . 

16)  Wang, X., Zhou, D., Wang, G., Huang, L., Zheng, Q., Li, C., Cheng, Z.

A novel multi-variant epitope ensemble vaccine against avian leukosis virus subgroup
(2017) Vaccine, 35 (48), pp. 6685-6690. 

17)  Li, L., Goedegebuure, S.P., Gillanders, W.E.

Preclinical and clinical development of neoantigen vaccines
(2017) Annals of Oncology, 28, pp. xii11-xii17. 

18)  Roy, A., Nair, S., Sen, N., Soni, N., Madhusudhan, M.S.

In silico methods for design of biological therapeutics
(2017) Methods, 131, pp. 33-65. 

19)  Kashyap, M., Jaiswal, V., Farooq, U.

Prediction and analysis of promiscuous T cell-epitopes derived from the vaccine cand
donovani binding to MHC class-II alleles using in silico approach
(2017) Infection, Genetics and Evolution, 53, pp. 107-115. 

20)  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. 

21)  Li, B., Yuan, H., Chen, L., Sun, H., Hu, J., Wei, S., Zhao, Z., Zou, Q., Wu, C.

The influence of adjuvant on UreB protection against Helicobacter pylori through the 



epitope repertoire
(2017) Oncotarget, 8 (40), pp. 68138-68152. 

22)  Athanasiou, E., Agallou, M., Tastsoglou, S., Kammona, O., Hatzigeorgiou, A., Kiparissides, C

A poly(lactic-co-glycolic) acid nanovaccine based on chimeric peptides from different
proteins induces dendritic cells maturation and promotes peptide-specific IFNγ-produ
for the protection against experimental visceral leishmaniasis
(2017) Frontiers in Immunology, 8 (JUN), art. no. 684, . 

23)  Gause, K.T., Wheatley, A.K., Cui, J., Yan, Y., Kent, S.J., Caruso, F.

Immunological Principles Guiding the Rational Design of Particles for Vaccine Deliver
(2017) ACS Nano, 11 (1), pp. 54-68. 

24)  González, R., Suárez, C.F., Bohórquez, H.J., Patarroyo, M.A., Patarroyo, M.E.

Semi-empirical quantum evaluation of peptide – MHC class II binding
(2017) Chemical Physics Letters, 668, pp. 29-34. 

25)  Yurina, V., Raras, T.Y.M., Rudijanto, A., Lyrawati, D., Handono, K.

Design and construction of DNA vaccine expressing lectin-like oxidize-LDL receptor-1
vaccine candidate
(2017) Journal of Biotech Research, 8 (1), pp. 103-112. 

26)  Sanchez-Trincado, J.L., Gomez-Perosanz, M., Reche, P.A.

Fundamentals and Methods for T- and B-Cell Epitope Prediction
(2017) Journal of Immunology Research, 2017, art. no. 2680160, . 

27)  Liu, Y.-F., Lin, C.-Y., Hong, H.-M.

In silico design, synthesis and potency of an epitope-based vaccine against foot-and-
(2017) International Journal of Pharmacology, 13 (2), pp. 122-133. 

28)  Usman Mirza, M., Rafique, S., Ali, A., Munir, M., Ikram, N., Manan, A., Salo-Ahen, O.M.H., Id

Towards peptide vaccines against Zika virus: Immunoinformatics combined with mole
to predict antigenic epitopes of Zika viral proteins
(2016) Scientific Reports, 6, art. no. 37313, . 



29)  Ahmad, T.A., Eweida, A.E., El-Sayed, L.H.

T-cell epitope mapping for the design of powerful vaccines
(2016) Vaccine Reports, 6, pp. 13-22. 

30)  Jandrlić, D.R.

SVM and SVR-based MHC-binding prediction using a mathematical presentation of pe
(2016) Computational Biology and Chemistry, 65, pp. 117-127. 

31)  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. 

32)  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. 

33)  Thakur, R., Shankar, J.

In silico identification of potential peptides or allergen shot candidates against asperg
(2016) BioResearch Open Access, 5 (1), pp. 330-341. 

34)  Rancoule, C., Vallard, A., Espenel, S., Guy, J.-B., Xia, Y., El Meddeb Hamrouni, A., Rodrigue
Deutsch, E., Magné, N.

Immunotherapy in head and neck cancer: Harnessing profit on a system disruption
(2016) Oral Oncology, 62, pp. 153-162. 

35)  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. 



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

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

37)  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. 

38)  Wu, M., Li, M., Yue, Y., Xu, W.

DNA vaccine with discontinuous T-cell epitope insertions into HSP65 scaffold as a po
immunogenicity of multi-epitope Mycobacterium tuberculosis vaccine
(2016) Microbiology and Immunology, 60 (9), pp. 634-645. 

39)  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. 

40)  e Silva, R.F., Ferreira, L.F.G.R., Hernandes, M.Z., de Brito, M.E.F., de Oliveira, B.C., da Silva
Rezende, A.M., Pereira, V.R.A.

Combination of in silico methods in the search for potential CD4+ and CD8+ T cell epi
Leishmania braziliensis
(2016) Frontiers in Immunology, 7 (AUG), art. no. 327, . 

41)  Swetha, R.G., Sandhya, M., Ramaiah, S., Anbarasu, A.

Identification of CD4+ T-cell epitope and investigation of HLA distribution for the imm
Burkholderia pseudomallei using in silico approaches - A key vaccine development st
(2016) Journal of Theoretical Biology, 400, pp. 11-18. 

42)  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, . 



43)  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. 

44)  Gupta, S.K., Jaitly, T., Schmitz, U., Schuler, G., Wolkenhauer, O., Vera, J.

Personalized cancer immunotherapy using Systems Medicine approaches
(2016) Briefings in Bioinformatics, 17 (3), pp. 453-467. 

45)  Tambunan, U.S.F., Pratiwi Sipahutar, F.R., Parikesit, A.A., Kerami, D.

Vaccine design for H5N1 based on B- and T-cell epitope predictions
(2016) Bioinformatics and Biology Insights, 10, pp. 27-35. 

46)  Seyed, N., Taheri, T., Rafati, S.

Post-genomics and vaccine improvement for Leishmania
(2016) Frontiers in Microbiology, 7 (APR), art. no. 467, . 

47)  Michalik, M., Djahanshiri, B., Leo, J.C., Linke, D.

Reverse vaccinology: The pathway from genomes and epitope predictions to tailored
(2016) Methods in Molecular Biology, 1403, pp. 87-106. 

48)  Martínez-Silva, E., de Ramos, Y.R., Bastidas-Pacheco, G.

Vaccines against leishmania [As vacinas contra leishmania] [Vacunas contra leishma
(2016) Iatreia, 29 (2), pp. 170-181. 

49)  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. 

50)  Hou, M., Zhou, D., Li, G., Guo, H., Liu, J., Wang, G., Zheng, Q., Cheng, Z.

Identification of a variant antigenic neutralizing epitope in hypervariable region 1 of av



J
(2016) Vaccine, 34 (11), pp. 1399-1404. 

51)  Holtfreter, S., Kolata, J., Stentzel, S., Bauerfeind, S., Schmidt, F., Sundaramoorthy, N., Bröke

Omics approaches for the study of adaptive immunity to Staphylococcus aureus and 
candidates
(2016) Proteomes, 4 (1), art. no. 11, . 

52)  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. 

53)  Shafiee, F., Rabbani, M., Behdani, M., Jahanian-Najafabadi, A.

Expression and purification of truncated diphtheria toxin, DT386, in Escherichia coli: 
new vaccine against diphtheria
(2016) Research in Pharmaceutical Sciences, 11 (5), pp. 428-434. 

54)  Muthusamy, K., Gopinath, K., Nandhini, D.

Computational prediction of immunodominant antigenic regions & potential protectiv
vaccination
(2016) Indian Journal of Medical Research, 144 (OCTOBER), pp. 587-591. 

55)  Cherryholmes, G.A., Stanton, S.E., Disis, M.L.

Current methods of epitope identification for cancer vaccine design
(2015) Vaccine, 33 (51), pp. 7408-7414. 

56)  Galassie, A.C., Link, A.J.

Proteomic contributions to our understanding of vaccine and immune responses
(2015) Proteomics - Clinical Applications, 9 (11-12), pp. 972-989. 

57)  Jones, L.H.

Recent advances in the molecular design of synthetic vaccines
(2015) Nature Chemistry, 7 (12), pp. 952-960. 



58)  Sugata, K., Yasunaga, J.-I., Mitobe, Y., Miura, M., Miyazato, P., Kohara, M., Matsuoka, M.

Protective effect of cytotoxic T lymphocytes targeting HTLV-1 bZIP factor
(2015) Blood, 126 (9), pp. 1095-1105. 

59)  Raoufi, E., Hemmati, M., EinAbadi, H., Fallahi, H.

Predicting candidate epitopes on Ebolaviruse for possible vaccine development
(2015) Proceedings of the 2015 IEEE/ACM International Conference on Advances in Social 
ASONAM 2015, pp. 1083-1088. 

60)  Rana, A., Rub, A., Akhter, Y.

Proteome-wide B and T cell epitope repertoires in outer membrane proteins of Mycob
Paratuberculosis have vaccine and diagnostic relevance: A holistic approach
(2015) Journal of Molecular Recognition, 28 (8), pp. 506-520. 

61)  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 viruses
study
(2015) Scandinavian Journal of Immunology, 82 (1), pp. 25-34. 

62)  Circelli, L., Petrizzo, A., Tagliamonte, M., Tornesello, M.L., Buonaguro, F.M., Buonaguro, L.

Systems biology approach for cancer vaccine development and evaluation
(2015) Vaccines, 3 (3), pp. 544-555. 

63)  Bello, M., Campos-Rodriguez, R., Rojas-Hernandez, S., Contis-Montes de Oca, A., Correa-B

Predicting peptide vaccine candidates against H1N1 influenza virus through theoretic
(2015) Immunologic Research, 62 (1), pp. 3-15. 

64)  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-stone 
treatment
(2015) Molecular Immunology, 65 (1), pp. 189-204. 



65)  Maurer, K.J., Quimby, F.W.

chapter 34 - Animal Models in Biomedical Research
(2015) Laboratory Animal Medicine: Third Edition, pp. 1497-1526. 

66)  Moyle, P.M.

Progress in vaccine development
(2015) Current Protocols in Microbiology, 2015, pp. 18.1.1-18.1.26. 

67)  Tipu, H.N., Arshad, A.R.

Tumor protein 53 mutations mapping to its tertiary structure with in-silico prediction o
candidates in bone tumors
(2015) Journal of Experimental Therapeutics and Oncology, 11 (2), pp. 117-124. 

68)  Nithichanon, A., Rinchai, D., Gori, A., Lassaux, P., Peri, C., Conchillio-Solé, O., Ferrer-Nava
M., Vila, J., Daura, X., Colombo, G., Bolognesi, M., Lertmemonkolchai, G.

Sequence-and structure-based immunoreactive epitope discovery for Burkholderia ps
(2015) PLoS Neglected Tropical Diseases, 9 (7), art. no. A016, pp. 1-20. 

69)  Liao, S., Fan, Y., Wang, L., Shen, W., Li, S.C.

Information distance explains MHC II supertypes
(2015) Proceedings of the 7th International Conference on Bioinformatics and Computationa
76. 

70)  Percival-Alwyn, J.L., England, E., Kemp, B., Rapley, L., Davis, N.H.E., McCarthy, G.R., Majit
S., Minton, K., Cohen, E.S., Robinson, M.J., Dobson, C., Wilkinson, T.C.I., Vaughan, T.J., Gr

Generation of potent mouse monoclonal antibodies to self-proteins using T-cell epito
(2015) mAbs, 7 (1), pp. 129-137. 

71)  Gededzha, M.P., Mphahlele, M.J., Selabe, S.G.

Prediction of T-cell epitopes of hepatitis C virus genotype 5a
(2014) Virology Journal, 11 (1), art. no. 187, . 

72) 



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

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

73)  Mukherjee, S., Chandra, N.

Grouping of large populations into few CTL immune ‘response-types’ from influenza H
(2014) Clinical and Translational Immunology, 3 (8), art. no. e24, . 

74)  Lohia, N., Baranwal, M.

Conserved peptides containing overlapping CD4+ and CD8+ T-cell epitopes in the H1N
immunoinformatics approach
(2014) Viral Immunology, 27 (5), pp. 225-234. 

75)  Chaudhuri, R., Kulshreshtha, D., Raghunandanan, M.V., Ramachandran, S.

Integrative immunoinformatics for Mycobacterial diseases in R platform
(2014) Systems and Synthetic Biology, 8 (1), pp. 27-39. 

76)  Hart, D.P.

Computational modelling and inhibitor risk: Predicting the future?
(2014) Haemophilia, 20 (2), pp. 155-157. 

77)  Wang, H.-W., Pai, T.-W.

Machine learning-based methods for prediction of linear B-cell epitopes
(2014) Methods in Molecular Biology, 1184, pp. 217-236. 

78)  de Freitas e Silva, R., de Castro, M.C.A.B., Rezende, A.M., Pereira, V.R.A.

Targeting dendritic cells as a good alternative to combat Leishmania spp
(2014) Frontiers in Immunology, 5 (NOV), art. no. 604, . 

79)  Hiszczyńska-Sawicka, E., Gatkowska, J.M., Grzybowski, M.M., DŁugońska, H.

Veterinary vaccines against toxoplasmosis
(2014) Parasitology, 141 (11), pp. 1365-1378. 



80)  Singaravelu, M., Selvan, A., Anishetty, S.

Molecular dynamics simulations of lectin domain of FimH and immunoinformatics for
vaccine candidates
(2014) Computational Biology and Chemistry, 52, pp. 18-24. 

81)  Petrizzo, A., Tagliamonte, M., Tornesello, M., Buonaguro, F.M., Buonaguro, L.

Systems vaccinology for cancer vaccine development
(2014) Expert Review of Vaccines, 13 (6), pp. 711-719. 

82)  Junqueira-Kipnis, A.P., Marques Neto, L.M., Kipnis, A.

Role of fused Mycobacterium tuberculosis immunogens and adjuvants in modern tub
(2014) Frontiers in Immunology, 5 (APR), art. no. Article 188, . 

83)  Mitić, N.S., Pavlović, M.D., Jandrlić, D.R.

Epitope distribution in ordered and disordered protein regions - Part A. T-cell epitope 
hydropathy
(2014) Journal of Immunological Methods, 406, pp. 83-103. 

84)  Sharma, G., Holt, R.A.

T-cell epitope discovery technologies
(2014) Human Immunology, 75 (6), pp. 514-519. 

85)  Wang, W.J., Zhang, R.P., Liang, H., Zhang, H., Li, F.X., Yu, J.P., Li, H., Ren, X.B.

Cancer immunoinformatics: A new assistant tool for malignant disease research
(2014) Chinese Medical Journal, 127 (6), pp. 1149-1154. 

86)  Karpenko, L.I., Bazhan, S.I., Antonets, D.V., Belyakov, I.M.

Novel approaches in polyepitope T-cell vaccine development against HIV-1
(2014) Expert Review of Vaccines, 13 (1), pp. 155-173. 

87)  Zhao, L., Zhang, M., Cong, H.



Advances in the study of HLA-restricted epitope vaccines
(2013) Human Vaccines and Immunotherapeutics, 9 (12), pp. 2566-2577. 

88)  Flower, D.R.

Designing immunogenic peptides
(2013) Nature Chemical Biology, 9 (12), pp. 749-753. 

89)  Nirmala, S., Sudandiradoss, C.

Prediction of promiscuous epitopes in the e6 protein of three high risk human papillo
approach
(2013) Asian Pacific Journal of Cancer Prevention, 14 (7), pp. 4167-4175. 

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


