Documents

1) Zhang, J., Sun, B., Shen, W., Wang, Z., Liu, Y., Sun, Y., Zhang, J., Liu, R., Wang, Y., Bai, T.,
Zhang, X., Yang, S., Sun, Y., Jiang, D., Yang, K.

In Silico Analyses, Experimental Verification and Application in DNA Vaccines of Ebola

lI-Restricted Epitopes
(2023) Vaccines, 11 (10), art. no. 1620, .

2) Jani, S.P., Kumar, S.P., Mangukia, N., Patel, S.K., Pandya, H.A., Rawal, R.M.
MHC2AffyPred: A machine-learning approach to estimate affinity of MHC class Il pepti¢

interaction fingerprints
(2023) Proteins: Structure, Function and Bioinformatics, 91 (2), pp. 277-289.

3) Sun, B., Zhang, J., Li, Z., Xie, M., Luo, C., Wang, Y., Chen, L., Wang, Y., Jiang, D., Yang, K.

Integration: Gospel for immune bioinformatician on epitope-based therapy
(2023) Frontiers in Immunology, 14, art. no. 1075419, .

4) Razali, S.A., Shamsir, M.S., Ishak, N.F., Low, C.-F., Azemin, W.-A.

Riding the wave of innovation: immunoinformatics in fish disease control
(2023) Peerd, 11, art. no. 16419, .

5) Parizi, F.M., Marzella, D.F., Ramakrishnan, G., ‘t Hoen, P.A.C., Karimi-Jafari, M.H., Xue, L.C.

PANDORA v2.0: Benchmarking peptide-MHC Il models and software improvements
(2023) Frontiers in Immunology, 14, art. no. 1285899, .

6) Sun, B.-Z., Qin, C.-C., Zhang, J.-Q., Wang, Y.-K., Zhang, W.-B., Liu, R.-B., Bai, T.-Y., Zhang, .
Jiang, D.-B.

Prediction of T cell epitopes of Hantavirus glycoprotein Gn and cross species validatic



AR B LS FhRIEIE]
(2023) Medical Journal of Chinese People's Liberation Army, 48 (9), pp. 1000-1010.

7) Xie, M., Sun, B., Ma, S., Yang, D., Luo, C., Wang, Y., Cao, Y., Kang, W., Zhang, Y., Yang, K.,
Evaluation and validation on cellular immunoreactivity of Hantaan virus Ge [;¥jff&s& C

iE]
(2023) Journal of Army Medical University, 45 (19), pp. 2007-2017.

8) Buonaguro, L., Tagliamonte, M.

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

9) 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, .

10) 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, .

11) Kuri, P.R., Goswami, P.

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

12) Gell, G., Karsai, |., Berki, Z., Horvath, A., Florides, C.G., Birinyi, Z., Nagy-Réder, D., Varga, |
Effect of additional water supply during grain filling on protein composition and epitc

oats
(2022) Current Research in Food Science, 5, pp. 2146-2161.

13) Alazmi, M., Motwalli, O.

Immuno-Informatics Based Peptides: An Approach for Vaccine Development Against



Pseudomonas Genus
(2022) IEEE/ACM Transactions on Computational Biology and Bioinformatics, 19 (2), pp. 966-9

14) Dhall, A., Jain, S., Sharma, N., Naorem, L.D., Kaur, D., Patiyal, S., Raghava, G.P.S.

In silico tools and databases for designing cancer immunotherapy
(2022) Advances in Protein Chemistry and Structural Biology, 129, pp. 1-50.

15) Akil, M., Aykur, M., Karakavuk, M., Can, H., Dogkaya, M.
Construction of a multiepitope vaccine candidate against Fasciola hepatica: an in sili

immunogenic excretory/secretory antigens
(2022) Expert Review of Vaccines, 21 (7), pp. 993-1006.

16) Mohammadzadeh, R., Soleimanpour, S., Pishdadian, A., Farsiani, H.

Designing and development of epitope-based vaccines against Helicobacter pylori
(2022) Critical Reviews in Microbiology, 48 (4), pp. 489-512.

17) Ortiz-Mahecha, C.A., Agudelo, W.A., Patarroyo, M.A., Patarroyo, M.E., Suarez, C.F.
MHCBI: A pipeline for calculating peptide-MHC binding energy using semi-empirical ¢

with explicit/implicit solvent models
(2021) Briefings in Bioinformatics, 22 (6), art. no. bbab171, .

18) Vriz, R., Moreno, F.J., Koning, F., Fernandez, A.
Ranking of immunodominant epitopes in celiac disease: Identification of reliable parz

assessment of innovative food proteins
(2021) Food and Chemical Toxicology, 157, art. no. 112584, .

19) Khan, F., Kumar, A.

Vaccine Design and Immunoinformatics
(2021) Advances in Bioinformatics, pp. 137-149.

20) Joshi, A., Sasumana, J., Ray, N.M., Kaushik, V.

Neural Network Analysis
(2021) Advances in Bioinformatics, pp. 351-364.



21) Awasthi, A., Sharma, G., Agrawal, P.

Computational approaches for vaccine designing
(2021) Bioinformatics: Methods and Applications, pp. 317-335.

22) Laimer, J., Lackner, P.

Mhcii3d—robust structure based prediction of mhc ii binding peptides
(2021) International Journal of Molecular Sciences, 22 (1), art. no. 12, pp. 1-14.

23) Dimitrov, |., Atanasova, M.

AllerScreener - A server for allergenicity and cross-reactivity prediction
(2020) Cybernetics and Information Technologies, 20 (6), pp. 175-184.

24) Can, H., Késeogdlu, A.E., Erkunt Alak, S., Glvendi, M., Déskaya, M., Karakavuk, M., Guruz,
In silico discovery of antigenic proteins and epitopes of SARS-CoV-2 for the developr

diagnostic approach for COVID-19
(2020) Scientific Reports, 10 (1), art. no. 22387, .

25) Alazmi, M.
Molecular basis of the beta-lactamase protein using comparative modelling, drug scr

dynamics studies to understand the resistance of B-lactam antibiotics
(2020) Journal of Molecular Modeling, 26 (8), art. no. 200, .

26) Parvizpour, S., Pourseif, M.M., Razmara, J., Rafi, M.A., Omidi, Y.

Epitope-based vaccine design: a comprehensive overview of bioinformatics approacl
(2020) Drug Discovery Today, 25 (6), pp. 1034-1042.

27) Jaiswal, M., Zahra, S., Kumar, S.

Bioinformatics tools for epitope prediction
(2020) Systems and Synthetic Immunology, pp. 103-124.

28) Ortiz-Mahecha, C.A., Bohorquez, H.J., Agudelo, W.A., Patarroyo, M.A., Patarroyo, M.E., Su



Assessing Peptide Binding to MHC II: An Accurate Semiempirical Quantum Mechanics B:
(2019) Journal of Chemical Information and Modeling, 59 (12), pp. 5148-5160.

29) Unni, P.A, Ali, AM.M.T., Rout, M., Thabitha, A., Vino, S., Lulu, S.S.

Designing of an epitope-based peptide vaccine against walking pneumonia: an immu
(2019) Molecular Biology Reports, 46 (1), pp. 511-527.

30) Kaur, D., Patiyal, S., Sharma, N., Usmani, S.S., Raghava, G.P.S.

PRRDB 2.0: A comprehensive database of pattern-recognition receptors and their lig:
(2019) Database, 2019 (1), art. no. baz076, .

31) Wang, J., Chen, B.Y.
MAPS: Analyzing Peptide Binding Subsites in Major Histocompatibility Complexes

(2018) ACM-BCB 2018 - Proceedings of the 2018 ACM International Conference on Bioinfo
and Health Informatics, pp. 656-662.

32) Giles, J.B., Brill, D.A., Chavoya, A., Haworth, I.S.

Algorithms for the prediction of peptides binding to Major Histocompatibility Comple:
(2018) Advances in Chemistry Research, 46, pp. 59-94.

33) Kogay, R., Schénbach, C.

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

34) 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:

35) Antunes, D.A., Abella, J.R., Devaurs, D., Rigo, M.M., Kavraki, L.E.

Structure-based methods for binding mode and binding affinity prediction for peptide
(2018) Current Topics in Medicinal Chemistry, 18 (26), pp. 2239-2255.



36) 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.

37) Dhanda, S.K., Usmani, S.S., Agrawal, P., Nagpal, G., Gautam, A., Raghava, G.P.S.

Novel in silico tools for designing peptide-based subunit vaccines and immunotherag
(2017) Briefings in Bioinformatics, 18 (3), pp. 467-478.

38) Hoffmann, T., Marion, A., Antes, I.
DynaDom: structure-based prediction of T cell receptor inter-domain and T cell recep

association angles
(2017) BMC Structural Biology, 17 (1), art. no. 2, pp. 1-19.

39) 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, .

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

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

41) Hamzeh-Mivehroud, M., Sokouti, B., Dastmalchi, S.

Molecular docking at a glance
(2016) Oncology: Breakthroughs in Research and Practice, 2-2, pp. 764-803.

42) 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.

43) Lima-Junior, J.C., Pratt-Riccio, L.R.

Major histocompatibility complex and malaria: Focus on Plasmodium vivax Infection
(2016) Frontiers in Immunology, 7 (JAN), art. no. 13, .



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



