Documents

1) Ahmad, S., Demneh, F.M., Rehman, B., Almanaa, T.N., Akhtar, N., Pazoki-Toroudi, H., Shoja¢
Sanami, S.

In silico design of a novel multi-epitope vaccine against HCV infection through immun:
(2024) International Journal of Biological Macromolecules, 267, art. no. 131517, .

2) Doneva, N., Dimitrov, 1.

Viral Immunogenicity Prediction by Machine Learning Methods
(2024) International Journal of Molecular Sciences, 25 (5), art. no. 2949, .

3) Veisi, R., Nazarian, S., Fathi, J., Hadi, N.
Expression and purification of TolC as a recombinant protein vaccine against Shigella

immunogenic response in mice
(2024) Microbial Pathogenesis, 188, art. no. 106539, .

4) Agarwal, S., Harsukhbhai Chandpa, H., Naskar, S., Lal Meena, C., Kumar Panda, A., Meena,

Dominant B cell-T cell epitopes instigated robust immune response in-silico against S«
(2024) Vaccine, .

5) Naskar, S., Harsukhbhai Chandpa, H., Agarwal, S., Meena, J.

Super epitope dengue vaccine instigated serotype independent immune protection in-
(2024) Vaccine, .

6) Yuan, L., Li, X., Li, M., Bi, R., Li, Y., Song, J., Li, W., Yan, M., Luo, H., Sun, C., Shu, Y.

In silico design of a broad-spectrum multiepitope vaccine against influenza virus
(2024) International Journal of Biological Macromolecules, 254, art. no. 128071, .



7) Elalouf, A., Kedarya, T., Elalouf, H., Rosenfeld, A.
Computational design and evaluation of mMRNA- and protein-based conjugate vaccines

CoV-2 viruses
(2023) Journal of Genetic Engineering and Biotechnology, 21 (1), art. no. 120, .

8) Muhammad, A.M., Salum, G.M., Meguid, M.A.E., Fotouh, B.E., Dawood, R.M.

Bioinformatics analysis of multi-epitope peptide vaccines against Hepatitis C virus: a1
(2023) Journal of Genetic Engineering and Biotechnology, 21 (1), art. no. 117, .

9) Elalouf, A., Yaniv-Rosenfeld, A.

Immunoinformatic-guided designing and evaluating protein and mRNA-based vaccine:
neoformans for immunocompromised patients
(2023) Journal of Genetic Engineering and Biotechnology, 21 (1), art. no. 108, .

10) Ramprasadh, S.V., Rajakumar, S., Srinivasan, S., Susha, D., Sharma, S., Chourasiya, R.

Computer-Aided Multi-Epitope Based Vaccine Design Against Monkeypox Virus Surfe
Immunoinformatics Approach
(2023) Protein Journal, 42 (6), pp. 645-663.

11) Perrotti, E., L'Episcopia, M., Menegon, M., Soares, |.S., Rosas-Aguirre, A., Speybroeck, N.,
D., Ferreira, M.U., Severini, C.

Reduced polymorphism of Plasmodium vivax early transcribed membrane protein (P\
(2023) Parasites and Vectors, 16 (1), art. no. 238, .

12) Das, K.C., Konhar, R., Biswal, D.K.

Fasciola gigantica vaccine construct: an in silico approach towards identification anc
subunit vaccine using calcium binding EF-hand proteins
(2023) BMC Immunology, 24 (1), art. no. 1, .

13) Carnero-Moran, A., Oleaga, A., Cano-Arglielles, A.L., Pérez-Sanchez, R.

Function-guided selection of salivary antigens from Ornithodoros erraticus argasid ti
protective efficacy in rabbits
(2023) Ticks and Tick-borne Diseases, 14 (6), art. no. 102218, .



14) Khatooni, Z., Teymourian, N., Wilson, H.L.

Using a novel structure/function approach to select diverse swine major histocompat
predict epitopes for vaccine development
(2023) Bioinformatics, 39 (10), art. no. btad590, .

15) Khan, M.T., Mahmud, A., Islam, M.M., Sumaia, M.S.N., Rahim, Z., Islam, K., Igbal, A.

Multi-epitope vaccine against drug-resistant strains of Mycobacterium tuberculosis: ¢
and immunoinformatics approach
(2023) Genomics and Informatics, 21 (3), art. no. e42, .

16) Saravanakumar, S., Chatterjee, J.

The Use of In Silico Methods to Identify and Assess Antigenic Regions Suitable for th
based Pan-viral Vaccines
(2023) Alternatives to Laboratory Animals, 51 (5), pp. 313-322.

17) Jesus-Oliveira, P., Silva-Couto, L., Pinho, N., Da Silva-Ferreira, A.T., Saboia-Vahia, L., Cuer
Silva, A., Pinto, E.F.

Identification of Inmunodominant Proteins of the Leishmania (Viannia) naiffi SubProt
Targets against Leishmaniasis
(2023) Vaccines, 11 (7), art. no. 1129, .

18) Samata, G., Sudhakar, P., Jyothsna, G.

In silico Analysis of Spike Protein Glycoprotein A of Omicron variant and identificatio
based Vaccine
(2023) Research Journal of Biotechnology, 18 (7), pp. 1-6.

19) de Oliveira Matos, A., Vilela Rodrigues, T.C., Tiwari, S., dos Santos Dantas, P.H., Sartori, G.
Martins Da Silva, J.H., de Castro Soares, S., Silva-Sales, M., Sales-Campos, H.

Immunoinformatics-guided design of a multi-valent vaccine against Rotavirus and Nc
(2023) Computers in Biology and Medicine, 159, art. no. 106941, .

20) Mahmoudvand, S., Esmaeili Gouvarchin Ghaleh, H., Jalilian, F.A., Farzanehpour, M., Doros

Design of a multi-epitope-based vaccine consisted of immunodominant epitopes of s
CoV-2 using immunoinformatics approach
(2023) Biotechnology and Applied Biochemistry, 70 (3), pp. 1189-1205.



21) Mohammadi, Y., Nezafat, N., Negahdaripour, M., Eskandari, S., Zamani, M.

In silico design and evaluation of a novel mRNA vaccine against BK virus: a reverse \
(2023) Immunologic Research, 71 (3), pp. 422-441.

22) Sanami, S., Nazarian, S., Ahmad, S., Raeisi, E., ul Qamar, M.T., Tahmasebian, S., Pazoki-T
Samani, M.

In silico design and immunoinformatics analysis of a universal multi-epitope vaccine
(2023) PLoS ONE, 18 (5 May), art. no. e0286224, .

23) Ahmed, S., Rahman, M.N., Hasan, M., Hasan, M.A., Mia, M.M.

Immunogenic multi-epitope-based vaccine development to combat cyclosporiasis of
patients applying computational biology method
(2023) Experimental Parasitology, 248, art. no. 108497, .

24) Biri-Kovacs, B., Banoczi, Z., Tummalapally, A., Szabo, .

Peptide Vaccines in Melanoma: Chemical Approaches towards Improved Immunother
(2023) Pharmaceutics, 15 (2), art. no. 452, .

25) Girija, A.S.S., Gunasekaran, S., Habib, S., Aljeldah, M., Al Shammari, B.R., Alshehri, A.A., A
S.A., Alawfi, A., Alshengeti, A., Garout, M., Alwarthan, S., Alsubki, R.A., Moustafa, N.M., Ral

Prediction of Putative Epitope Peptides against BaeR Associated with TCS Adaptatiol
Using an In Silico Approach
(2023) Medicina (Lithuania), 59 (2), art. no. 343, .

26) Rcheulishvili, N., Mao, J., Papukashvili, D., Liu, C., Wang, Z., Zhao, J., Xie, F., Pan, X., Ji, Y

Designing multi-epitope mRNA construct as a universal influenza vaccine candidate 1
preparedness
(2023) International Journal of Biological Macromolecules, 226, pp. 885-899.

27) Jalalvand, A., Fotouhi, F., Bahramali, G., Bambai, B., Farahmand, B.

In silico design of a trivalent multi-epitope global-coverage vaccine-candidate protein
evaluation by molecular dynamics and immune system simulation
(2023) Journal of Biomolecular Structure and Dynamics, .



28) Kumari R, S., Sethi, G., Krishna, R.
Development of multi-epitope based subunit vaccine against Mycobacterium Tubercu

immunoinformatics approach
(2023) Journal of Biomolecular Structure and Dynamics, .

29) Ahmadi, N., Aghasadeghi, M., Hamidi-fard, M., Motevalli, F., Bahramali, G.
Reverse Vaccinology and Immunoinformatic Approach for Designing a Bivalent Vacci

Hepatitis A and Hepatitis B Viruses
(2023) Molecular Biotechnology, .

30) Ahmad, S., Nazarian, S., Alizadeh, A., Pashapour Hajialilou, M., Tahmasebian, S., Alharbi, N
Ghatrehsamani, M., Irfan, M., Pazoki-Toroudi, H., Sanami, S.

Computational design of a multi-epitope vaccine candidate against Langya henipavir
(2023) Journal of Biomolecular Structure and Dynamics, .

31) Rcheulishvili, N., Mao, J., Papukashvili, D., Feng, S., Liu, C., Wang, X., He, Y., Wang, P.G.
Design, evaluation, and immune simulation of potentially universal multi-epitope mpc

DNA vaccine
(2023) Frontiers in Microbiology, 14, art. no. 1203355, .

32) Anand, P.P., Shibu Vardhanan, Y.
Molecular cloning, expression, mRNA secondary structure and immunological charac

proteins (Mfps) (Mollusca: Bivalvia)
(2023) Journal of Biomolecular Structure and Dynamics, 41 (21), pp. 12242-12266.

33) Vieira, D.S., Chaurasia, R., Vinetz, J.M.

Comparison of the PF07598-Encoded Virulence-Modifying Proteins of L. interrogans
(2023) Tropical Medicine and Infectious Disease, 8 (1), art. no. 14, .

34) Andongma, B.T., Huang, Y., Chen, F., Tang, Q., Yang, M., Chou, S.-H., Li, X., He, J.

In silico design of a promiscuous chimeric multi-epitope vaccine against Mycobacter
(2023) Computational and Structural Biotechnology Journal, 21, pp. 991-1004.



35) Hayat, C., Shahab, M., Khan, S.A., Liang, C., Duan, X., Khan, H., Zheng, G., Ul-Haq, Z.

Design of a novel multiple epitope-based vaccine: an immunoinformatics approach tc
(2023) Journal of Biomolecular Structure and Dynamics, 41 (19), pp. 9344-9355.

36) Shanthappa, P.M., Suravajhala, R., Suravajhala, P., Kumar, G., Melethadathil, N.

In silico based multi-epitope vaccine design against norovirus
(2023) Journal of Biomolecular Structure and Dynamics, 41 (12), pp. 5696-5706.

37) Parmar, M., Thumar, R., Sheth, J., Patel, D.

Designing multi-epitope based peptide vaccine targeting spike protein SARS-CoV-2 E
using computational approaches
(2022) Structural Chemistry, 33 (6), pp. 2243-2260.

38) Mahmoud, N.A., Elshafei, A.M., Almofti, Y.A.

A novel strategy for developing vaccine candidate against Jaagsiekte sheep retroviru
proteins: an in-silico approach
(2022) BMC Veterinary Research, 18 (1), art. no. 343, .

39) Campos, D.M.D.O., Silva, M.K.D., Barbosa, E.D., Leow, C.Y., Fulco, U.L., Oliveira, J.I.N.

Exploiting reverse vaccinology approach for the design of a multiepitope subunit vac
CoV-2 variants
(2022) Computational Biology and Chemistry, 101, art. no. 107754, .

40) Bagherzadeh, M.A., Izadi, M., Baesi, K., Jahromi, M.A.M., Pirestani, M.

Considering epitopes conservity in targeting SARS-CoV-2 mutations in variants: a no
approach to vaccine design
(2022) Scientific Reports, 12 (1), art. no. 14017, .

41) Sanami, S., Rafieian-Kopaei, M., Dehkordi, K.A., Pazoki-Toroudi, H., Azadegan-Dehkordi, F
Nezhad, M.S., Ghasemi-Dehnoo, M., Bagheri, N.

In silico design of a multi-epitope vaccine against HPV16/18
(2022) BMC Bioinformatics, 23 (1), art. no. 311, .



42) Alizadeh, M., Amini-Khoei, H., Tahmasebian, S., Ghatrehsamani, M., Ghatreh Samani, K., E
Salehi, M., Ghasemi-Dehnoo, M., Azadegan-Dehkordi, F., Sanami, S., Bagheri, N.

Designing a novel multi-epitope vaccine against Ebola virus using reverse vaccinolog
(2022) Scientific Reports, 12 (1), art. no. 7757, .

43) Awad, N., Mohamed, R.H., Ghoneim, N.l., Elmehrath, A.O., EI-Badri, N.

Immunoinformatics approach of epitope prediction for SARS-CoV-2
(2022) Journal of Genetic Engineering and Biotechnology, 20 (1), art. no. 60, .

44) Evangelista, F.M.D., van Vliet, A.H.M., Lawton, S.P., Betson, M.

A reverse vaccinology approach identifies putative vaccination targets in the zoonoti
(2022) Frontiers in Veterinary Science, 9, art. no. 1014198, .

45) Sun, Q., Huang, Z., Yang, S., Li, Y., Ma, Y., Yang, F., Zhang, Y., Xu, F.
Bioinformatics-based SARS-CoV-2 epitopes design and the impact of spike protein m

immunities
(2022) Immunobiology, 227 (6), art. no. 152287, .

46) Papukashvili, D., Rcheulishvili, N., Liu, C., Wang, X., He, Y., Wang, P.G.

Strategy of developing nucleic acid-based universal monkeypox vaccine candidates
(2022) Frontiers in Immunology, 13, art. no. 1050309, .

47) Rcheulishvili, N., Papukashvili, D., Liu, C., Ji, Y., He, Y., Wang, P.G.
Promising strategy for developing mRNA-based universal influenza virus vaccine for

and pigs— focus on the bigger picture
(2022) Frontiers in Immunology, 13, art. no. 1025884, .

48) Khalid, K., Hussain, T., Jamil, Z., Alrokayan, K.S., Ahmad, B., Waheed, Y.
Vaccinomics-Aided Development of a Next-Generation Chimeric Vaccine against an E

genitalium
(2022) Vaccines, 10 (10), art. no. 1720, .

49)



Sripattanakul, S., Prapong, T., Kamlangdee, A., Katzenmeier, G., Haltrich, D., Hongprayoon, R.,
Leptospira borgpetersenii Leucine-Rich Repeat Proteins and Derived Peptides in an Indir

for the Diagnosis of Canine Leptospiral Infections
(2022) Tropical Medicine and Infectious Disease, 7 (10), art. no. 311, .

50) Mat Jusoh, S.A., Thangeswaran, D., Mohd Hazli, M.S.H., Raih, M.F., Abdullah, N., Shamsuc
Construction of Multi-Epitopes Vaccine Candidate against SARS-CoV-2 D614G Varian

Epitop Pelbagai terhadap Varian D614G SARS-CoV-2]
(2022) Sains Malaysiana, 51 (9), pp. 2985-2997.

51) D'Onofrio, F., Visciano, P., Krasteva, I., Torresi, M., Tittarelli, M., Pomilio, F., lannetti, L., Di F
M., Luciani, M.

Immunoproteome profiling of Listeria monocytogenes under mild acid and salt stress
(2022) Proteomics, 22 (18), art. no. 2200082, .

52) Kaushik, V., Jain, P., Akhtar, N., Joshi, A., Gupta, L.R., Grewal, R.K,, Oliva, R., Shaikh, A.R.,
Immunoinformatics-Aided Design and in Vivo Validation of a Peptide-Based Multiepit:

Circovirus
(2022) ACS Pharmacology and Translational Science, 5 (8), pp. 679-691.

53) Banerjee, S., Chakraborty, S., Majumder, K.

Rational design of bioactive chimeric construct by exploring archaeal antimicrobial p
(2022) Biologia, 77 (8), pp. 2301-2315.

54) Kaushik, V., G, S.K., Gupta, L.R., Kalra, U., Shaikh, A.R., Cavallo, L., Chawla, M.

Immunoinformatics Aided Design and In-Vivo Validation of a Cross-Reactive Peptide |
Targeting Multiple Serotypes of Dengue Virus
(2022) Frontiers in Immunology, 13, art. no. 865180, .

55) Tan, C., Zhu, F., Xiao, Y., Wu, Y., Meng, X., Liu, S., Liu, T., Chen, S., Zhou, J., Li, C., Wu, A.
Immunoinformatics Approach Toward the Introduction of a Novel Multi-Epitope Vacci
difficile
(2022) Frontiers in Immunology, 13, art. no. 887061, .



56) Chukwu-Osazuwa, J., Cao, T., Vasquez, |., Gnanagobal, H., Hossain, A., Machimbirike, V..,
Comparative Reverse Vaccinology of Piscirickettsia salmonis, Aeromonas salmonicic

anguillarum and Moritella viscosa, Frequent Pathogens of Atlantic Salmon and Lump
(2022) Vaccines, 10 (3), art. no. 473, .

57) Zafar, S., Ajab, H., Mughal, Z.-U.-U., Ahmed zai, J., Baig, S., Baig, A., Habib, Z., Jamil, F., It
Rasheed, M.

Prediction and evaluation of multi epitope based sub-unit vaccine against Salmonella
(2022) Saudi Journal of Biological Sciences, 29 (2), pp. 1092-1099.

58) Kathwate, G.H.

In silico Design and Characterization of Multi-epitopes Vaccine for SARS-CoV2 from |
(2022) International Journal of Peptide Research and Therapeutics, 28 (1), art. no. 37, .

59) Ghosh, P.,, Bhattacharya, M., Patra, P., Sharma, G., Patra, B.C., Lee, S.-S., Sharma, A.R., C
Evaluation and Designing of Epitopic-Peptide Vaccine Against Bunyamwera orthobur

Target Sequences
(2022) International Journal of Peptide Research and Therapeutics, 28 (1), art. no. 5, .

60) Sethi, G., Varghese, R.P., Krishna, R.
Identification and design of a multi-epitope subunit vaccine against the opportunistic

epidermidis: An immunoinformatics approach
(2022) Journal of Biomolecular Structure and Dynamics, 40 (24), pp. 13859-13871.

61) Sarkar, B., Ullah, M.A., Araf, Y., Islam, N.N., Zohora, U.S.
Immunoinformatics-guided designing and in silico analysis of epitope-based polyvale¢

strains of human coronavirus (HCoV)
(2022) Expert Review of Vaccines, 21 (12), pp. 1851-1871.

62) Yazdani, Z., Rafiei, A., Irannejad, H., Yazdani, M., Valadan, R.

Designing a novel multiepitope peptide vaccine against melanoma using immunoinfo
(2022) Journal of Biomolecular Structure and Dynamics, 40 (7), pp. 3312-3324.

63)



Ahmad, |., Ali, S.S., Zafar, B., Hashmi, H.F., Shah, I., Khan, S., Suleman, M., Khan, M., Ullah, S
Khan, A., Wei, D.-Q.

Development of multi-epitope subunit vaccine for protection against the norovirus’ infect

computational vaccinology
(2022) Journal of Biomolecular Structure and Dynamics, 40 (7), pp. 3098-3109.

64) Sanami, S., Azadegan-Dehkordi, F., Rafieian-Kopaei, M., Salehi, M., Ghasemi-Dehnoo, M.,
Bagheri, N.

Design of a multi-epitope vaccine against cervical cancer using immunoinformatics a
(2021) Scientific Reports, 11 (1), art. no. 12397, .

65) Kumar, N., Admane, N., Kumari, A., Sood, D., Grover, S., Prajapati, V.K., Chandra, R., Grov

Cytotoxic T-lymphocyte elicited vaccine against SARS-CoV-2 employing immunoinfol
(2021) Scientific Reports, 11 (1), art. no. 7653, .

66) Ferreira, C.S., Martins, Y.C., Souza, R.C., Vasconcelos, A.T.R.

EpiCurator: An immunoinformatic workflow to predict and prioritize SARSCoV-2 epitc
(2021) Peerd, 9, art. no. e12548, .

67) Mia, M.M., Hasan, M., Hasan, M.M., Khan, S.S., Rahman, M.N., Ahmed, S., Basak, A., Saki

Multi-epitope based subunit vaccine construction against Banna virus targeting on tv
VP9): A computational approach
(2021) Infection, Genetics and Evolution, 95, art. no. 105076, .

68) Sharma, A., Pal, S., Panwar, A., Kumar, S., Kumar, A.

In-silico immunoinformatic analysis of SARS-CoV-2 virus for the development of puta
(2021) Immunobiology, 226 (5), art. no. 152134, .

69) Sanami, S., Alizadeh, M., Nosrati, M., Dehkordi, K.A., Azadegan-Dehkordi, F., Tahmasebian
Ghasemi-Dehnoo, M., Rafiei, A., Bagheri, N.

Exploring SARS-COV-2 structural proteins to design a multi-epitope vaccine using im
An in silico study
(2021) Computers in Biology and Medicine, 133, art. no. 104390, .



70) Azim, K.F., Lasker, T., Akter, R., Hia, M.M., Bhuiyan, O.F., Hasan, M., Hossain, M.N.
Combination of highly antigenic nucleoproteins to inaugurate a cross-reactive next g

against Arenaviridae family
(2021) Heliyon, 7 (5), art. no. e07022, .

71) Sadat, S.M., Aghadadeghi, M.R., Yousefi, M., Khodaei, A., Sadat Larijani, M., Bahramali, G.

Bioinformatics Analysis of SARS-CoV-2 to Approach an Effective Vaccine Candidate /
(2021) Molecular Biotechnology, 63 (5), pp. 389-409.

72) de Pinho, R.B., de Oliveira Silva, M.T., Bezerra, F.S.B., Borsuk, S.

Vaccines for caseous lymphadenitis: up-to-date and forward-looking strategies
(2021) Applied Microbiology and Biotechnology, 105 (6), pp. 2287-2296.

73) Hossain, M.U., Bhattacharjee, A., Emon, M.T.H., Chowdhury, Z.M., Mosaib, M.G., Mourin, M
Salimullah, M.

Recognition of plausible therapeutic agents to combat COVID-19: An omics data base
(2021) Gene, 771, art. no. 145368, .

74) Velazquez, M.M., Alvarez, C.PB., Ferqéndez, J.M.F., Quintanilla, R.E.L., Saines, E.C., Rodi
S.E.H., Gutiérrez, R.H., Ortega, A.G., Alvarez, A.H.

Immunoprotection evaluation of the recombinant N-terminal domain of Cys-loop rece
(Boophilus) microplus tick infestation
(2021) Parasite, 28, art. no. 65, .

75) Kaur, R., Arora, N., Rawat, S.S., Keshri, A.K., Singh, N., Show, S.K., Kumar, P., Mishra, A., |

Immunoinformatics driven construction of multi-epitope vaccine candidate against A:
entire immunogenic epitopes
(2021) Expert Review of Vaccines, 20 (12), pp. 1637-1649.

76) Alom, M.W., Shehab, M.N., Sujon, K.M., Akter, F.

Exploring E, NS3, and NS5 proteins to design a novel multi-epitope vaccine candidat¢
in-silico approach
(2021) Informatics in Medicine Unlocked, 25, art. no. 100644, .



77) Jakhar, R., Sehrawat, N., Gakhar, S.K.

Developing COVID-19 vaccines by innovative bioinformatics approaches
(2021) EAI/Springer Innovations in Communication and Computing, pp. 159-184.

78) Kumar, N., Sood, D., Gupta, A., Jha, N.K., Jain, P., Chandra, R.
Cytotoxic T-lymphocyte elicited therapeutic vaccine candidate targeting cancer again

protein
(2020) Bioscience Reports, 40 (12), art. no. BSR20202349, .

79) Crooke, S.N., Ovsyannikova, I.G., Kennedy, R.B., Poland, G.A.

Immunoinformatic identification of B cell and T cell epitopes in the SARS-CoV-2 prote
(2020) Scientific Reports, 10 (1), art. no. 14179, .

80) Sanami, S., Zandi, M., Pourhossein, B., Mobini, G.-R., Safaei, M., Abed, A., Arvejeh, P.M., C

Design of a multi-epitope vaccine against SARS-CoV-2 using immunoinformatics app
(2020) International Journal of Biological Macromolecules, 164, pp. 871-883.

81) Singh, H., Jakhar, R., Sehrawat, N.
Designing spike protein (S-Protein) based multi-epitope peptide vaccine against SAR

immunoinformatics
(2020) Heliyon, 6 (11), art. no. e05528, .

82) Akhand, M.R.N., Azim, K.F., Hoque, S.F., Moli, M.A., Joy, B.D., Akter, H., Afif, |.K., Ahmed, N

Genome based evolutionary lineage of SARS-CoV-2 towards the development of nove
(2020) Infection, Genetics and Evolution, 85, art. no. 104517, .

83) Chaudhuri, D., Datta, J., Majumder, S., Giri, K.

In silico designing of peptide based vaccine for Hepatitis viruses using reverse vacci
(2020) Infection, Genetics and Evolution, 84, art. no. 104388, .

84) Smiline Girija, A.S.

Delineating the Inmuno-Dominant Antigenic Vaccine Peptides Against gacS-Sensor



baumannii: An in silico Investigational Approach
(2020) Frontiers in Microbiology, 11, art. no. 2078, .

85)

86)

87)

88)

89)

90)

91)

Dong, R., Chu, Z., Yu, F.,, Zha, Y.

Contriving Multi-Epitope Subunit of Vaccine for COVID-19: Immunoinformatics Appro
(2020) Frontiers in Immunology, 11, art. no. 1784, .

Muhammad, S.A., Ashfaq, H., Zafar, S., Munir, F., Jamshed, M.B., Chen, J., Zhang, Q.
Polyvalent therapeutic vaccine for type 2 diabetes mellitus: Inmunoinformatics apprc

of cytokines and GLUT1 receptors
(2020) BMC Molecular and Cell Biology, 21 (1), art. no. 56, .

Hasan, M., Islam, S., Chakraborty, S., Mustafa, A.H., Azim, K.F., Joy, Z.F., Hossain, M.N., F«
Contriving a chimeric polyvalent vaccine to prevent infections caused by herpes simj|

an exploratory immunoinformatic approach
(2020) Journal of Biomolecular Structure and Dynamics, 38 (10), pp. 2898-2915.

Bordbar, A., Bagheri, K.P., Ebrahimi, S., Parvizi, P.
Bioinformatics analyses of immunogenic T-cell epitopes of LelF and PpSP15 proteins

sand fly saliva used as model antigens for the design of a multi-epitope vaccine to co
(2020) Infection, Genetics and Evolution, 80, art. no. 104189, .

Ullah, M.A., Sarkar, B., Islam, S.S.

Exploiting the reverse vaccinology approach to design novel subunit vaccines agains
(2020) Immunobiology, 225 (3), art. no. 151949, .

Yazdani, Z., Rafiei, A., Valadan, R., Ashrafi, H., Pasandi, M., Kardan, M.

Designing a potent L1 protein-based HPV peptide vaccine: A bioinformatics approack
(2020) Computational Biology and Chemistry, 85, art. no. 107209, .

Mahdizadeh, H., Salimian, J., Noormohammadi, Z., Amani, J., Halabian, R., Panahi, Y.

Structure prediction and expression of modified RCTLA4-ig as a blocker for B7 molec
(2020) Iranian Journal of Pharmaceutical Research, 19 (3), pp. 329-348.



92) Yazdani, Z., Rafiei, A., Yazdani, M., Valadan, R.

Design an efficient multi-epitope peptide vaccine candidate against SARS-CoV-2: An
(2020) Infection and Drug Resistance, 13, pp. 3007-3022.

93) Goumari, M.M., Farhani, ., Nezafat, N., Mahmoodi, S.

Multi-epitope vaccines (MEVs), as a novel strategy against infectious diseases
(2020) Current Proteomics, 17 (5), pp. 354-364.

94) Khan, M.T., Mahmud, A., Igbal, A., Hoque, S.F., Hasan, M.
Subtractive genomics approach towards the identification of novel therapeutic target

bacilliformis
(2020) Informatics in Medicine Unlocked, 20, art. no. 100385, .

95) Arianzad, S.A., Zeinoddini, M., Haddadi, A., Nazarian, S., Sajedi, R.H.
In silico design of chimeric and immunogenic protein-containing IpaB and IpaD as a\

shigella dysenteriae
(2020) Current Proteomics, 17 (4), pp. 333-341.

96) Sarkar, B., Ullah, M.A., Araf, Y.
A systematic and reverse vaccinology approach to design novel subunit vaccines ag:

(DENV-1) and human Papillomavirus-16 (HPV-16)
(2020) Informatics in Medicine Unlocked, 19, art. no. 100343, .

97) Desai, P., Tarwadi, D., Pandya, B., Yagnik, B.

Immunoinformatic identification of potential epitopes
(2020) Methods in Molecular Biology, 2131, pp. 265-275.

98) Ibrahim, H.S., Kafi, S.K.

A computational vaccine designing approach for MERS-CoV infections
(2020) Methods in Molecular Biology, 2131, pp. 39-145.

99)



Mahmud, A., Khan, M.T., Igbal, A.
Identification of novel drug targets for humans and potential vaccine targets for cattle by

analysis of Brucella abortus strain 2308
(2019) Microbial Pathogenesis, 137, art. no. 103731, .

100) Pérez-Sanchez, R., Manzano-Roman, R., Obolo-Mvoulouga, P., Oleaga, A.
In silico selection of functionally important proteins from the mialome of Ornithodor

assessment of their protective efficacy as vaccine targets
(2019) Parasites and Vectors, 12 (1), art. no. 508, .

101) Kalita, P., Lyngdoh, D.L., Padhi, A.K., Shukla, H., Tripathi, T.
Development of multi-epitope driven subunit vaccine against Fasciola gigantica usir

approach
(2019) International Journal of Biological Macromolecules, 138, pp. 224-233.

102) Azim, K.F., Hasan, M., Hossain, M.N., Somana, S.R., Hoque, S.F., Bappy, M.N.I., Chowdhi
Immunoinformatics approaches for designing a novel multi epitope peptide vaccine

(Norwalk virus)
(2019) Infection, Genetics and Evolution, 74, art. no. 103936, .

103) Pérez-Sanchez, R., Manzano-Roman, R., Obolo-Mvoulouga, P., Oleaga, A.
Function-guided selection of midgut antigens from Ornithodoros erraticus ticks and

protective efficacy in rabbits
(2019) Veterinary Parasitology, 272, pp. 1-12.

104) Sabetian, S., Nezafat, N., Dorosti, H., Zarei, M., Ghasemi, Y.

Exploring dengue proteome to design an effective epitope-based vaccine against de
(2019) Journal of Biomolecular Structure and Dynamics, 37 (10), pp. 2546-2563.

105) Rahman, M.S., Rahman, M.K., Saha, S., Kaykobad, M., Rahman, M.S.

Antigenic: An improved prediction model of protective antigens
(2019) Artificial Intelligence in Medicine, 94, pp. 28-41.

106)



Mohammadi, E., Dashty, S.

Epitope prediction, modeling, and docking studies for H3L protein as an agent of smallpc
(2019) Biotechnologia, 100 (1), pp. 69-80.

107) Obolo-Mvoulouga, P., Oleaga, A., Manzano-Roman, R., Pérez-Sanchez, R.

Evaluation of the protective efficacy of Ornithodoros moubata midgut membrane an
and in silico prediction algorithms
(2018) Ticks and Tick-borne Diseases, 9 (5), pp. 1158-1172.

108) Negahdaripour, M., Nezafat, N., Eslami, M., Ghoshoon, M.B., Shoolian, E., Najafipour, S.,
Erfani, N., Ghasemi, Y.

Structural vaccinology considerations for in silico designing of a multi-epitope vacc
(2018) Infection, Genetics and Evolution, 58, pp. 96-109.

109) Cravo, P., Machado, R.B., Leite, J.A., Leda, T., Suwanarusk, R., Bittencourt, N., Albrecht, L
Lacerda, M.V.G., Ferreira, M.U., Soares, |.S., Goh, Y.S., Bargieri, D.Y., Nosten, F., Russell,

In silico epitope mapping and experimental evaluation of the Merozoite Adhesive En

(MAEBL) as a malaria vaccine candidate
(2018) Malaria Journal, 17 (1), art. no. 20, .

110) Larijani, M.S., Sadat, S.M., Bolhassani, A., Pouriayevali, M.H., Bahramali, G., Ramezani, A
In silico design and immunologic evaluation of HIV-1 p24-nef fusion protein to appro

candidate services
(2018) Current HIV Research, 16 (5), pp. 322-337.

111) Droppa-Almeida, D., Franceschi, E., Padilha, F.F.
Immune-informatic analysis and design of peptide vaccine from multi-epitopes agair

pseudotuberculosis
(2018) Bioinformatics and Biology Insights, 12, .

112) Zielezinski, A., Vinga, S., Aimeida, J., Karlowski, W.M.

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



113) Negahdaripour, M., Eslami, M., Nezafat, N., Hajighahramani, N., Ghoshoon, M.B., Shoolial
Morowvat, M.H., Ghasemi, Y.

A novel HPV prophylactic peptide vaccine, designed by immunoinformatics and stru
(2017) Infection, Genetics and Evolution, 54, pp. 402-416.

114) Gheibi Hayat, S.-M., Mousavi Gargari, S.-L., Nazarian, S.
Construction and immunogenic properties of a chimeric protein comprising CfaE, Ci

Enterotoxigenic Escherichia coli
(2016) Biologicals, 44 (6), pp. 503-510.

115) Davies, M.N., Flower, D.R.
Towards an omic perspective on infectious disease and its therapy: Integrating imm

and vaccinomics
(2016) OMICS: Biomedical Perspectives and Applications, pp. 451-475.

116) Holtfreter, S., Kolata, J., Stentzel, S., Bauerfeind, S., Schmidt, F., Sundaramoorthy, N., Bro
Omics approaches for the study of adaptive immunity to Staphylococcus aureus an¢

candidates
(2016) Proteomes, 4 (1), art. no. 11, .

117) Giese, M.

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

118) 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.

119) Chattopadhyay, A.K., Nasiey, D., Flower, D.R.

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

120) 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 vaccine di
(2015) Human Vaccines and Immunotherapeutics, 11 (5), art. no. A029, pp. 1261-1267.

121) Lee, J.J., Simborio, H.L., Reyes, AW.B., Kim, D.G., Hop, H.T., Min, W., Her, M., Jung, S.C
Immunoproteomic identification of immunodominant antigens independent of the tir

abortus 2308-challenged cattle
(2015) Veterinary Research, 46 (1), art. no. 17, .

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

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

123) 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.

124) Schubert-Unkmeir, A., Christodoulides, M.

Genome-based bacterial vaccines: Current state and future outlook
(2013) BioDrugs, 27 (5), pp. 419-430.

125) Oprea, M., Antohe, F.
Reverse-vaccinology strategy for designing T-cell epitope candidates forStaphyloco

vaccine
(2013) Biologicals, 41 (3), pp. 148-153.

126) Santos, A.R., Pereira, V.B., Barbosa, E., Baumbach, J., Pauling, J., Réttger, R., Turk, M.Z.,
V.

Mature Epitope Density - A strategy for target selection based on immunoinformatic:

proteins
(2013) BMC Genomics, 14, art. no. S4, .

127) 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.

128) Baloria, U., Akhoon, B.A., Gupta, S.K., Sharma, S., Verma, V.
In silico proteomic characterization of human epidermal growth factor receptor 2 (HlI

affinity antigenic determinants against breast cancer
(2012) Amino Acids, 42 (4), pp. 1349-1360.

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

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

130) Davies, M.N., Flower, D.R.

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

131) 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. btg551, pp. 2936-2943.

132) Gupta, S.K., Smita, S., Sarangi, A.N., Srivastava, M., Akhoon, B.A., Rahman, Q., Gupta, S
In silico CD4+ T-cell epitope prediction and HLA distribution analysis for the potenti:

meningitidis Serogroup B-A clue for vaccine development
(2010) Vaccine, 28 (43), pp. 7092-7097.

133) 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.

134) Flower, D.R.

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



135) 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 depletior

design
(2009) Molecular Immunology, 46 (13), pp. 2699-2705.

136) Vivona, S., Gardy, J.L., Ramachandran, S., Brinkman, F.S.L., Raghava, G.P.S., Flower, D.I

Computer-aided biotechnology: from immuno-informatics to reverse vaccinology
(2008) Trends in Biotechnology, 26 (4), pp. 190-200.

137) Evans, M.C.

Recent advances in immunoinformatics: Application of in silico tools to drug develo
(2008) Current Opinion in Drug Discovery and Development, 11 (2), pp. 233-241.

138) von Herrath, M., Taylor, P.

Immunoinformatics: An overview of computational tools and techniques for underst
(2007) Expert Review of Clinical Inmunology, 3 (6), pp. 993-1002.

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



