Documents

1) Rezaei, M., Habibi, M., Ehsani, P., Karam, M.R.A., Bouzari, S.
Design and computational analysis of an effective multi-epitope vaccine candidate usi

as a build-in adjuvant against urinary tract infections
(2024) Biolmpacts, 14 (1), .

2) Guo, X, Pan, X,, Sun, Q., Hu, Y., Shi, J.

Design of a novel multiepitope vaccine against Chlamydia pneumoniae using the extra
(2023) Scientific Reports, 13 (1), art. no. 15070, .

3) Quintero Barbosa, J.S., Rojas, H.Y.T., Gonzalez, J., Espejo-Mojica, A.J., Diaz, C.J.A., Gutierr
Characterization and expression of domains of Alphaherpesvirus bovine 1/5 envelope

Komagataella phaffi
(2023) BMC Veterinary Research, 19 (1), art. no. 28, .

4) Abdollahi, S., Raoufi, Z.
A novel vaccine candidate against A. baumannii based on a new OmpW family protein

characterization, antigenicity and epitope investigation, and in-vivo analysis
(2023) Microbial Pathogenesis, 183, art. no. 106317, .

5) Zhang, X., Wu, J., Baeza, J., Gu, K., Zheng, Y., Chen, S., Zhou, Z.

DeepTAP: An RNN-based method of TAP-binding peptide prediction in the selection of
(2023) Computers in Biology and Medicine, 164, art. no. 107247, .

6) Buonaguro, L., Tagliamonte, M.

Peptide-based vaccine for cancer therapies
(2023) Frontiers in Immunology, 14, art. no. 1210044, .



7) Khan, K., Burki, S., Alsaiari, A.A., Alhuthali, H.M., Alharthi, N.S., Jalal, K.
A therapeutic epitopes-based vaccine engineering against Salmonella enterica XDR st

Pan-vaccinomics approach
(2023) Journal of Biomolecular Structure and Dynamics, .

8) Ayyagari, V.S.
Design of Linear B Cell Epitopes and Evaluation of Their Antigenicity, Allergenicity, an

Immunoinformatics Approach
(2023) Methods in Molecular Biology, 2673, pp. 197-209.

9) Srivastava, P., Jain, C.K.

Computer Aided Reverse Vaccinology: A Game-changer Approach for Vaccine Develog
(2023) Combinatorial Chemistry and High Throughput Screening, 26 (10), pp. 1813-1821.

10) Hozoorbakhsh, F., Ghiasian, M., Ghandehari, F., Emami-Karvani, Z., Khademi Dehkordi, M.
An immunoinformatic approach employing molecular docking and molecular dynami

l-asparaginase produced by Bacillus velezensis
(2023) Journal of Biomolecular Structure and Dynamics, 41 (18), pp. 9057-9071.

11) Jalal, K., Abu-lzneid, T., Khan, K., Abbas, M., Hayat, A., Bawazeer, S., Uddin, R.

Identification of vaccine and drug targets in Shigella dysenteriae sd197 using reverse
(2022) Scientific Reports, 12 (1), art. no. 251, .

12) Vijayakumar, S.
Harnessing Fuzzy Rule Based System for Screening Major Histocompatibility Comple

from the Whole Proteome: An Implementation on the Proteome of Leishmania donov:
(2022) Journal of Computational Biology, 29 (9), pp. 1045-1058.

13) Pastor, Y., Ghazzaui, N., Hammoudi, A., Centlivre, M., Cardinaud, S., Levy, Y.

Refining the DC-targeting vaccination for preventing emerging infectious diseases
(2022) Frontiers in Immunology, 13, art. no. 949779, .



14) Bi, S.-Q., Zhang, Q.-M., Zeng, X., Liu, C., Nong, W.-X., Xie, H., Li, F., Lin, L.-N., Luo, B., Ge
Combined treatment with epigenetic agents enhances anti-tumor activity of MAGE-D¢

upregulating the MAGE-D4 expression in glioma
(2022) Frontiers in Oncology, 12, art. no. 873639, .

15) Khan, K., Khan, S.A,, Jalal, K., Ul-Haq, Z., Uddin, R.

Immunoinformatic approach for the construction of multi-epitopes vaccine against or
(2022) Virology, 572, pp. 28-43.

16) Tan, Y.C., Lahiri, C.

Promising Acinetobacter baumannii Vaccine Candidates and Drug Targets in Recent’
(2022) Frontiers in Immunology, 13, art. no. 900509, .

17) Abbasi, B.A., Saraf, D., Sharma, T., Sinha, R., Singh, S., Sood, S., Gupta, P., Gupta, A., Mis
Identification of vaccine targets & design of vaccine against SARS-CoV-2 coronavirus

deep learning-based approaches
(2022) Peerd, 10, art. no. e13380, .

18) Mei, X,, Li, X., Zhao, C., Liu, A., Ding, Y., Shen, C., Li, J.
The Use of Molecular Dynamics Simulation Method to Quantitatively Evaluate the Affi

Cell Epitope Peptides and HLA-A Molecules
(2022) International Journal of Molecular Sciences, 23 (9), art. no. 4629, .

19) Ru, Z., Yu, M., Zhu, Y., Chen, Z., Zhang, F., Zhang, Z., Ding, J.
Immmunoinformatics-based design of a multi-epitope vaccine with CTLA-4 extracellu

Helicobacter pylori
(2022) FASEB Journal, 36 (4), art. no. e22252, .

20) Sana, M., Javed, A., Babar Jamal, S., Junaid, M., Faheem, M.
Development of multivalent vaccine targeting M segment of Crimean Congo Hemorrh

using immunoinformatic approaches
(2022) Saudi Journal of Biological Sciences, 29 (4), pp. 2372-2388.

21)



Khan, K., Jalal, K., Uddin, R.
An integrated in silico based subtractive genomics and reverse vaccinology approach fo

vaccine candidate and chimeric vaccine against XDR Salmonella typhi H58
(2022) Genomics, 114 (2), art. no. 110301, .

22) Bukhari, S.N.H., Jain, A., Haq, E., Mehbodniya, A., Webber, J.
Machine Learning Techniques for the Prediction of B-Cell and T-Cell Epitopes as Pote

Specific Focus on SARS-CoV-2 Pathogen: A Review
(2022) Pathogens, 11 (2), art. no. 146, .

23) Gong, W., Pan, C., Cheng, P., Wang, J., Zhao, G., Wu, X.

Peptide-Based Vaccines for Tuberculosis
(2022) Frontiers in Immunology, 13, art. no. 830497, .

24) Kuri, P.R., Goswami, P.

Current Update on Rotavirus in-Silico Multiepitope Vaccine Design
(2022) ACS Omega, .

25) Merchant, A., Tania, V.H., Baptiste, M., Ehsan, H., Gen Kaneko
Severe acute respiratory syndrome coronavirus-2: An era of struggle and discovery I
authorization of treatment and prevention measures based on computational analysis

(2022) Computational Approaches for Novel Therapeutic and Diagnostic Designing to Mitig¢
Revolutionary Strategies to Combat Pandemics, pp. 559-582.

26) Vij, S., Thakur, R., Rishi, P,

Reverse engineering approach: a step towards a new era of vaccinology with special
(2022) Expert Review of Vaccines, 21 (12), pp. 1763-1785.

27) Sharma, V., Singh, S., Ratnakar, T.S., Prajapati, V.K.

Immunoinformatics and reverse vaccinology methods to design peptide-based vaccii
(2022) Advances in Protein Molecular and Structural Biology Methods, pp. 477-487.

28) Farnudian-Habibi, A., Mirjani, M., Montazeri, V., Aliebrahimi, S., Katouzian, |., Abdolhosseini
Ostad, S.N., Rad-Malekshahi, M.



Review on Approved and Inprogress COVID-19 Vaccines
(2022) Iranian Journal of Pharmaceutical Research, 21 (1), art. no. e124228, .

29) McCaffrey, P.

Bioinformatic Techniques for Vaccine Development: Epitope Prediction and Structurz
(2022) Methods in Molecular Biology, 2412, pp. 413-423.

30) Raoufi, Z., Abdollahi, S., Armand, R.

DcaP porin and its epitope-based subunit promise effective vaccines against Acineto
and in-vivo approaches
(2022) Microbial Pathogenesis, 162, art. no. 105346, .

31) Abdollahi, S., Raoufi, Z., Fakoor, M.H.

Physicochemical and structural characterization, epitope mapping and vaccine poten
protein containing Tetratrico Peptide Repeats of Acinetobacter baumannii: An in-silic
(2021) Molecular Immunology, 140, pp. 22-34.

32) Rawal, K., Sinha, R., Abbasi, B.A., Chaudhary, A., Nath, S.K., Kumari, P., Preeti, P., Saraf, [
P., Mishra, A., Sharma, T., Gupta, S., Singh, P., Sood, S., Subramani, P., Dubey, A.K., Stryct

Identification of vaccine targets in pathogens and design of a vaccine using computa
(2021) Scientific Reports, 11 (1), art. no. 17626, .

33) Dakal, T.C.

Antigenic sites in SARS-CoV-2 spike RBD show molecular similarity with pathogenic
harbors peptides for vaccine development
(2021) Immunobiology, 226 (5), art. no. 152091, .

34) Tiraki, D., Singh, K., Shrivastava, S., Mishra, A.C., Arankalle, V.

Complete genome characterization and evolutionary analysis of dengue viruses isola
India
(2021) Infection, Genetics and Evolution, 93, art. no. 104909, .

35) Lin, S.-R,, Yang, T.-Y., Peng, C.-Y., Lin, Y.-Y,, Dai, C.-Y., Wang, H.-Y., Su, T.-H., Tseng, T.-C.,
Y.-C., Wu, F.-Y,, Liu, C.-d., Chen, D.-S., Chen, P.-J., Yang, H.-C., Kao, J.-H.



Whole genome deep sequencing analysis of viral quasispecies diversity and evolution in
(2021) JHEP Reports, 3 (3), art. no. 100254, .

36) Sharma, A., Sanduja, P., Anand, A., Mahajan, P., Guzman, C.A., Yadav, P., Awasthi, A., Han

Advanced strategies for development of vaccines against human bacterial pathogens
(2021) World Journal of Microbiology and Biotechnology, 37 (4), art. no. 67, .

37) Robleda-Castillo, R., Ros-Lucas, A., Martinez-Peinado, N., Alonso-Padilla, J.
An overview of current uses and future opportunities for computer-assisted design o

tropical diseases
(2021) Advances and Applications in Bioinformatics and Chemistry, 14, pp. 25-47.

38) Ros-Lucas, A., Correa-Fiz, F., Bosch-Camads, L., Rodriguez, F., Alonso-Padilla, J.
Computational analysis of african swine fever virus protein space for the design of ar

ensemble
(2020) Pathogens, 9 (12), art. no. 1078, pp. 1-19.

39) Arnal, A., Villanueva-Lizama, L., Teh-Poot, C., Herrera, C., Dumonteil, E.

Extent of polymorphism and selection pressure on the Trypanosoma cruzi vaccine cz
(2020) Evolutionary Applications, 13 (10), pp. 2663-2672.

40) Dehghan, Z., Lari, A., Yarian, F., Ahangarzadeh, S., Sharifnia, Z., Shahzamani, K., Shahidi,

Development of polyepitopic immunogenic contrast against hepatitis C virus 1a-6a g¢
(2020) Biomedical and Biotechnology Research Journal, 4 (4), pp. 355-364.

41) Peters, B., Nielsen, M., Sette, A.

T Cell Epitope Predictions
(2020) Annual Review of Immunology, 38, pp. 123-145.

42) Sunita, Sajid, A., Singh, Y., Shukla, P.

Computational tools for modern vaccine development
(2020) Human Vaccines and Immunotherapeutics, 16 (3), pp. 723-735.



43) Bidmeshki, T., Ahadi, A.M., Ayat, H.

A new design and epitopes analysis for recombinant vaccine against salmonella typh
(2020) Trends in Immunotherapy, 4 (2), art. no. 891, pp. 47-54.

44) Slathia, P.S., Sharma, P.

In Silico Designing of Vaccines: Methods, Tools, and Their Limitations
(2020) Computer-Aided Drug Design, pp. 245-277.

45) Lischer, C., Vera-Gonzalez, J.
The Road to Effective Cancer Imnmunotherapy—A Computational Perspective on Tum:

Immunotherapy
(2020) Systems Medicine: Integrative, Qualitative and Computational Approaches: Volume -

46) Russo, G., Reche, P., Pennisi, M., Pappalardo, F.

The combination of artificial intelligence and systems biology for intelligent vaccine ¢
(2020) Expert Opinion on Drug Discovery, pp. 1267-1281.

47) Ghosh, A., Phukan, T., Johari, S., Sharma, A., Vashista, A., Sinha, S.

Dynamics of mycobacteriophage-Mycobacterial host interaction
(2020) Methods in Molecular Biology, 2131, pp. 329-347.

48) Lohia, N., Baranwal, M.

An immunoinformatics approach in design of synthetic peptide vaccine against influe
(2020) Methods in Molecular Biology, 2131, pp. 229-243.

49) Safavi, A., Kefayat, A., Sotoodehnejadnematalahi, F., Salehi, M., Modarressi, M.H.
In Silico Analysis of Synaptonemal Complex Protein 1 (SYCP1) and Acrosin Binding F

Design Novel Multiepitope Peptide Cancer Vaccine Against Breast Cancer
(2019) International Journal of Peptide Research and Therapeutics, 25 (4), pp. 1343-1359.

50) Mdsch, A., Raffegerst, S., Weis, M., Schendel, D.J., Frishman, D.



Machine Learning for Cancer Inmunotherapies Based on Epitope Recognition by T Cell |
(2019) Frontiers in Genetics, 10, art. no. 1141, .

51) Bahrami, A.A., Payandeh, Z., Khalili, S., Zakeri, A., Bandehpour, M.

Immunoinformatics: In Silico Approaches and Computational Design of a Multi-epitog
(2019) International Reviews of Immunology, 38 (6), pp. 307-322.

52) Sharma, M., Krammer, F., Garcia-Sastre, A., Tripathi, S.

Moving from empirical to rational vaccine design in the ‘Omics’ era
(2019) Vaccines, 7 (3), art. no. 89, .

53) Dingman, R., Balu-lyer, S.V.

Immunogenicity of Protein Pharmaceuticals
(2019) Journal of Pharmaceutical Sciences, 108 (5), pp. 1637-1654.

54) Zamani-Babgohari, M., Hefferon, K.L., Huang, T., Abouhaidar, M.G.
How computational epitope mapping identifies the interactions between nanoparticle

virus capsid proteins and immune system
(2019) Current Genomics, 20 (3), pp. 214-225.

55) Dikhit, M.R., Das, S., Mahantesh, V., Kumar, A., Singh, A.K., Dehury, B., Rout, A.K., Ali, V., {
Pandey, K., Das, V.N.R., Bimal, S., Das, P.

The potential HLA Class I-restricted epitopes derived from LelF and TSA of Leishman

leishmania CD8+ T lymphocyte response
(2018) Scientific Reports, 8 (1), art. no. 14175, .

56) Gfeller, D., Bassani-Sternberg, M.

Predicting antigen presentation-What could we learn from a million peptides?
(2018) Frontiers in Immunology, 9 (JUL), art. no. 1716, .

57) Tomar, N., De, R.K.

Tools, databases, and applications of immunoinformatics
(2018) Current trends in Bioinformatics: An Insight, pp. 159-174.



58) Sousa, S.A., Seixas, A.M.M., Leitdo, J.H.

Postgenomic approaches and bioinformatics tools to advance the development of va
burkholderia cepacia complex
(2018) Vaccines, 6 (2), art. no. 34, .

59) Abdollahi, S., Rasooli, |., Mousavi Gargari, S.L.

An in silico structural and physicochemical characterization of TonB-dependent copg
(2018) Microbial Pathogenesis, 118, pp. 18-31.

60) Villani, A.-C., Sarkizova, S., Hacohen, N.

Systems Immunology: Learning the Rules of the Immune System
(2018) Annual Review of Immunology, 36, pp. 813-842.

61) Kazi, A., Chuah, C., Majeed, A.B.A., Leow, C.H., Lim, B.H., Leow, C.Y.

Current progress of immunoinformatics approach harnessed for cellular- and antiboc
(2018) Pathogens and Global Health, 112 (3), pp. 123-131.

62) Di Carluccio, A.R., Triffon, C.F., Chen, W.

Perpetual complexity: predicting human CD8 + T-cell responses to pathogenic peptid
(2018) Immunology and Cell Biology, 96 (4), pp. 358-369.

63) Kar, P., Ruiz-Perez, L., Arooj, M., Mancera, R.L.

Current methods for the prediction of T-cell epitopes
(2018) Peptide Science, 110 (2), art. no. €24046, .

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

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

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

Cancer immunoinformatics: A promising era in the development of peptide vaccines |



induced cervical cancer
(2018) Current Pharmaceutical Design, 24 (32), pp. 3791-3817.

66) Andreatta, M., Nielsen, M.

Bioinformatics tools for the prediction of T-cell epitopes
(2018) Methods in Molecular Biology, 1785, pp. 269-281.

67) 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.

68) Dikhit, M.R., Amit, A., Singh, A.K., Kumar, A., Mansuri, R., Sinha, S., Topno, R.K., Mishra, R
Sahoo, G.C., Ali, V., Bimal, S., Das, P.

Vaccine potential of HLA-A2 epitopes from Leishmania Cysteine Protease Type Ill (CF
(2017) Parasite Immunology, 39 (9), art. no. e12451, .

69) Athanasiou, E., Agallou, M., Tastsoglou, S., Kammona, O., Hatzigeorgiou, A., Kiparissides, (
A poly(lactic-co-glycolic) acid nanovaccine based on chimeric peptides from different
proteins induces dendritic cells maturation and promotes peptide-specific IFNy-prodi

for the protection against experimental visceral leishmaniasis
(2017) Frontiers in Immunology, 8 (JUN), art. no. 684, .

70) Vaddadi, K., Gandikota, C., Venkataramana, M.

Complete genome characterization and evolutionary analysis of serotype-4 associate
(2017) Epidemiology and Infection, 145 (7), pp. 1443-1450.

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

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

72) Fu, Z., Lin, J.

An overview of bioinformatics tools and resources in allergy
(2017) Methods in Molecular Biology, 1592, pp. 223-245.



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

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

74) Dikhit, M.R., Ansari, M.Y., Vijaymahantesh, Kalyani, Mansuri, R., Sahoo, B.R., Dehury, B., A
G.C,, Ali, V., Bimal, S., Das, P.

Computational prediction and analysis of potential antigenic CTL epitopes in Zika vir

vaccine development
(2016) Infection, Genetics and Evolution, 45, pp. 187-197.

75) 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.

76) Afreen, N., Naqvi, |.H., Broor, S., Ahmed, A., Kazim, S.N., Dohare, R., Kumar, M., Parveen,
Evolutionary Analysis of Dengue Serotype 2 Viruses Using Phylogenetic and Bayesia

India
(2016) PLoS Neglected Tropical Diseases, 10 (3), art. no. e0004511, .

77) Singh, S.P., Mishra, B.N.

Major histocompatibility complex linked databases and prediction tools for designing
(2016) Human Immunology, 77 (3), pp. 295-306.

78) 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.

79) Eberhardt, M., Lai, X., Tomar, N., Gupta, S., Schmeck, B., Steinkasserer, A., Schuler, G., Ve

Third-kind encounters in biomedicine: Imnmunology meets mathematics and informati
predictive
(2016) Methods in Molecular Biology, 1386, pp. 135-179.



80) Backert, L., Kohlbacher, O.

Immunoinformatics and epitope prediction in the age of genomic medicine
(2015) Genome Medicine, 7 (1), art. no. 119, .

81) Mortier, M.-C., Jongert, E., Mettens, P., Ruelle, J.-L.
Sequence conservation analysis and in silico human leukocyte antigen-peptide bindi

and M72 tuberculosis candidate vaccine antigens
(2015) BMC Immunology, 16 (1), art. no. 63, .

82) Jafarpour, S., Ayat, H., Ahadi, A.M.
Design and Antigenic Epitopes Prediction of a New Trial Recombinant Multiepitopic R

Analyses
(2015) Viral Immunology, 28 (6), pp. 325-330.

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

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

84) Soria-Guerra, R.E., Nieto-Gomez, R., Govea-Alonso, D.O., Rosales-Mendoza, S.

An overview of bioinformatics tools for epitope prediction: Implications on vaccine d
(2015) Journal of Biomedical Informatics, 53, pp. 405-414.

85) Sdllner, J.

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

86) Sdllner, J.

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

87) 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, .

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

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

89) Tomar, N., De, R.K.

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

90) Desai, D.V., Kulkarni-Kale, U.

T-cell epitope prediction methods: An overview
(2014) Methods in Molecular Biology, 1184, pp. 333-364.

91) Poorinmohammad, N., Mohabatkar, H.
Identification of HLA-A*0201-restricted CTL epitopes from the receptor-binding doma

using a combinatorial in silico approach
(2014) Turkish Journal of Biology, 38 (5), pp. 628-632.

92) Karpenko, L.I., Bazhan, S.I., Antonets, D.V., Belyakoy, |.M.

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

93) Chen, X., Wang, W., Wang, S., Meng, G., Zhang, M., Ni, B., Wu, Y., Wang, L.

An immunodominant HLA-A*1101-restricted CD8+ T-cell response targeting hepatitis
hepatitis B patients
(2013) Journal of General Virology, 94 (PART 12), pp. 2717-2723.

94) Wang, Y., Lin, Y., Shu, M., Wang, R., Hu, Y, Lin, Z.

Proteasomal cleavage site prediction of protein antigen using BP neural network bas:
descriptor
(2013) Journal of Molecular Modeling, 19 (8), pp. 3045-3052.



95) 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.

96) Duvvuri, V.R., Marchand-Austin, A., Eshaghi, A., Patel, S.N., Low, D.E., Gubbay, J.B.
Potential T cell epitopes within swine-origin triple reassortant influenza A (H3N2) vari:

2011: An immunoinformatics study
(2012) Vaccine, 30 (42), pp. 6054-6063.

97) Huang, J., Cao, Y., Bu, X., Wu, C.
Residue analysis of a CTL epitope of SARS-CoV spike protein by IFN-gamma product

prediction
(2012) BMC Immunology, 13, art. no. 50, .

98) Hsu, S.-C., Chang, C.-P,, Tsai, C.-Y., Hsieh, S.-H., Wu-Hsieh, B.A., Lo, Y.-S., Yang, J.-M.
Steric recognition of T-cell receptor contact residues is required to map mutant epito)

programmes
(2012) Immunology, 136 (2), pp. 139-152.

99) Rigo, M.M., Antunes, D.A., Sinigaglia, M., Chies, J.A.B., Vieira, G.F.

MHC, viral infection and immunoinformatics
(2012) Major Histocompatibility Complex: Biology, Functions and Roles in Disease, pp. 69-8

100) Kulkarni-Kale, U., Waman, V., Raskar, S., Mehta, S., Saxena, S.

Genome to vaccinome: Role of bioinformatics, immunoinformatics & comparative g«
(2012) Current Bioinformatics, 7 (4), pp. 454-466.

101) Rigo, M.M., Antunes, D.A., Sinigaglia, M., Fulber, C.C., Chies, J.A.B., Vieira, G.F.

Molecular aspects involved in the immunogenicity against viral epitopes: An immun
(2011) Immunogenicity, pp. 1-24.



102) Seyed, N., Zahedifard, F., Safaiyan, S., Gholami, E., Doustdari, F., Azadmanesh, K., Mirzar
Eslami far, A., Sharifi, |., Rafati, S.

In silico analysis of six known leishmania major antigens and in vitro evaluation of s

A2 restricted CD8 T cell response
(2011) PLoS Neglected Tropical Diseases, 5 (9), art. no. €1295, .

103) Nelson, B.H., Webb, J.R.

Tumor-specific mutations as targets for cancer immunotherapy
(2011) Experimental and Applied Immunotherapy, pp. 151-172.

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

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

105) He, Y., Rappuoli, R., De Groot, A.S., Chen, R.T.

Emerging vaccine informatics
(2010) Journal of Biomedicine and Biotechnology, 2010, art. no. 218590, .

106) Jorgensen, K.W., Buus, S., Nielsen, M.

Structural properties of MHC class Il ligands, implications for the prediction of MHC
(2010) PLoS ONE, 5 (12), art. no. e15877, .

107) Lundegaard, C., Hoof, I., Lund, O., Nielsen, M.

State of the art and challenges in sequence based T-cell epitope prediction
(2010) Immunome Research, 6 (SUPPL. 2), art. no. S3, .

108) Lam, T.H., Mamitsuka, H., Ren, E.C., Tong, J.C.

TAP Hunter: A SVM-based system for predicting TAP ligands using local description
(2010) Immunome Research, 6 (SUPPL. 1), art. no. S6, .

109) Nielsen, M., Lund, O., Buus, S., Lundegaard, C.

MHC Class Il epitope predictive algorithms
(2010) Immunology, 130 (3), pp. 319-328.



110) Stranzl, T., Larsen, M.V,, Lundegaard, C., Nielsen, M.

NetCTLpan: Pan-specific MHC class | pathway epitope predictions
(2010) Immunogenetics, 62 (6), pp. 357-368.

111) Sreekumar, E., Issac, A., Nair, S., Hariharan, R., Janki, M.B., Arathy, D.S., Regu, R., Mathe
Pillai, M.R.

Genetic characterization of 2006-2008 isolates of Chikungunya virus from Kerala, So

sequence analysis
(2010) Virus Genes, 40 (1), pp. 14-27.

112) Tong, J.C., Ren, E.C.

Immunoinformatics: The way forward
(2010) Advances in Genetics Research, 1, pp. 249-264.

113) Yan, Q.

Immunoinformatics and systems biology methods for personalized medicine
(2010) Methods in Molecular Biology, 662, pp. 203-220.

114) Flower, D.R.

Bioinformatics for Vaccinology
(2009) Bioinformatics for Vaccinology, pp. 1-292.

115) Sieker, F., May, A., Zacharias, M.

Predicting affinity and specificity of antigenic peptide binding to major histocompati
(2009) Current Protein and Peptide Science, 10 (3), pp. 286-296.

116) Toussaint, N.C., Kohlbacher, O.

Towards in silico design of epitope-based vaccines
(2009) Expert Opinion on Drug Discovery, 4 (10), pp. 1047-1060.

117)



Schmid, B.V., Kesmir, C., De Boer, R.J.

The distribution of CTL epitopes in HIV-1 appears to be random, and similar to that of oth
(2009) BMC Evolutionary Biology, 9 (1), art. no. 184, .

118) Junqueira, D.M., De Medeiros, R.M., De Matos Almeida, S.E., Paixao-Cortez, V.R., Roehe
Mapping HIV-1 subtype C gp120Epitopes using a bioinformatic approach

(2009) Lecture Notes in Computer Science (including subseries Lecture Notes in Artificial |
Bioinformatics), 5676 LNBI, pp. 156-159.

119) Yang, X., Yu, X.

An introduction to epitope prediction methods and software
(2009) Reviews in Medical Virology, 19 (2), pp. 77-96.

120) Mishra, S., Sinha, S.

Immunoinformatics and modeling perspective of t cell epitope-based cancer immun
(2009) Journal of Biomolecular Structure and Dynamics, 27 (3), pp. 293-305.

121) Rodgers, J.R., Rich, R.R.

Antigens and antigen processing
(2008) Clinical Immunology, pp. 91-101.

122) Schmid, B.V., Kesmir, C., de Boer, R.J.
The specificity and polymorphism of the MHC class | prevents the global adaptation

proteasome and TAP
(2008) PLoS ONE, 3 (10), art. no. 3525, .

123) Darewicz, M., Dziuba, J., Minkiewicz, P.

Celiac disease - Background, molecular, bioinformatics and analytical aspects
(2008) Food Reviews International, 24 (3), pp. 311-329.

124) Rodgers, J.R., Rich, R.R.

Antigens and antigen processing: Antigens for B Cells
(2008) Clinical Immunology: Principles and Practice Expert Consult: Online and Print, pp. ¢



125) Minkiewicz, P., Dziuba, J., lwaniak, A., Dziuba, M., Darewicz, M.

BIOPEP database and other programs for processing bioactive peptide sequences
(2008) Journal of AOAC International, 91 (4), pp. 965-980.

126) Sanchez, A., Wagoner, K.E., Rollin, P.E.
Sequence-based human leukocyte antigen-B typing of patients infected with Ebola \

Identification of alleles associated with fatal and nonfatal disease outcomes
(2007) Journal of Infectious Diseases, 196 (SUPPL. 2), pp. S329-S336.

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

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

128) Larsen, M.V., Lundegaard, C., Lamberth, K., Buus, S., Lund, O., Nielsen, M.

Large-scale validation of methods for cytotoxic T-lymphocyte epitope prediction
(2007) BMC Bioinformatics, 8, art. no. 424, .

129) Deluca, D.S., Blasczyk, R.

The immunoinformatics of cancer immunotherapy
(2007) Tissue Antigens, 70 (4), pp. 265-271.

130) Tong, J.C., Tan, T.W., Ranganathan, S.

Methods and protocols for prediction of immunogenic epitopes
(2007) Briefings in Bioinformatics, 8 (2), pp. 96-108.

131) Lundegaard, C., Lund, O., Kesmir, C., Brunak, S., Nielsen, M.

Modeling the adaptive immune system: Predictions and simulations
(2007) Bioinformatics, 23 (24), pp. 3265-3275.

132) Kessler, J.H., Melief, C.J.M.



Identification of T-cell epitopes for cancer immunotherapy
(2007) Leukemia, 21 (9), pp. 1859-1874.

133) Petrovsky, N., Brusic, V.

Bioinformatics for study of autoimmunity
(2006) Autoimmunity, 39 (8), pp. 635-643.

134) Lundegaard, C., Nielsen, M., Lund, O.

The validity of predicted T-cell epitopes
(2006) Trends in Biotechnology, 24 (12), pp. 537-538.

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



