References

Ahmad, T. A, Eweida, A. E., & Sheweita, S. A. (2016). B-cell epitope mapping for the design of
vaccines and  effective diagnostics. Trials in  Vaccinology, 5, 71-83.
https://doi.org/10.1016/).TRIVAC.2016.04.003

Albawi, S., Mohammed, T. A., & Al-Zawi, S. (2018). Understanding of a convolutional neural
network. Proceedings of 2017 International Conference on Engineering and Technology,
ICET 2017, 2018-January, 1-6. https://doi.org/10.1109/ICENGTECHNOL.2017.8308186

Ali, F., EI-Sappagh, S., Islam, S. M. R., Kwak, D., Ali, A., Imran, M., & Kwak, K. S. (2020). A smart
healthcare monitoring system for heart disease prediction based on ensemble deep
learning and feature fusion. Information Fusion, 63, 208-222.
https://doi.org/10.1016/J.INFFUS.2020.06.008

Avian, C., Mahali, M. I, Putro, N. A. S., Prakosa, S. W., & Leu, J. S. (2022). Fx-Net and PureNet:
Convolutional Neural Network architecture for discrimination of Chronic Obstructive
Pulmonary Disease from smokers and healthy subjects through electronic nose signals.
Computers in Biology and Medicine, 148, 105913.
https://doi.org/10.1016/).COMPBIOMED.2022.105913

Bagaev, D. v., Vroomans, R. M. A., Samir, J., Stervbo, U., Rius, C., Dolton, G., Greenshields-
Watson, A., Attaf, M., Egorov, E. S., Zvyagin, |. v., Babel, N., Cole, D. K., Godkin, A. J., Sewell,
A. K., Kesmir, C., Chudakov, D. M., Luciani, F., & Shugay, M. (2020). VDJdb in 2019:
database extension, new analysis infrastructure and a T-cell receptor motif compendium.
Nucleic Acids Research, 48(D1), D1057—D1062. https://doi.org/10.1093/NAR/GKZ874

Bardelli, M., Livoti, E., Simonelli, L., Pedotti, M., Moraes, A., Valente, A. P., & Varani, L. (2015).
Epitope mapping by solution NMR spectroscopy. Journal of Molecular Recognition, 28(6),

393-400. https://doi.org/10.1002/jmr.2454

31



Bi, J., Zheng, Y., Wang, C., & Ding, Y. (2021). An Attention based Bidirectional LSTM Method to
Predict the Binding of TCR and Epitope. IEEE/ACM Transactions on Computational Biology
and Bioinformatics, 1-1. https://doi.org/10.1109/TCBB.2021.3115353

Bluestone, J. A, Bour-Jordan, H., Cheng, M., & Anderson, M. (2015). T cells in the control of
organ-specific autoimmunity. The Journal of Clinical Investigation, 125(6), 2250-2260.
https://doi.org/10.1172/JCI78089

Bondarenko, P. V., Nichols, A. C., Xiao, G., Shi, R. L., Chan, P. K., Dillon, T. M., Garces, F., Semin,
D. J., & Ricci, M. S. (2021). Identification of critical chemical modifications and paratope
mapping by size exclusion chromatography of stressed antibody-target complexes. MAbs,
13(1). https://doi.org/10.1080/19420862.2021.1887629

Bosman, A. S., Engelbrecht, A., & Helbig, M. (2020). Visualising basins of attraction for the cross-
entropy and the squared error neural network loss functions. Neurocomputing, 400, 113—
136. https://doi.org/10.1016/j.neucom.2020.02.113

Bosshard, H. R. (1995). Epitope Mapping with Peptides. Peptides, 419-454.
https://doi.org/10.1016/B978-012310920-0/50012-7

Bradley, A. P. (1997). The use of the area under the ROC curve in the evaluation of machine
learning algorithms. Pattern Recognition, 30(7), 1145-1159.
https://doi.org/10.1016/S0031-3203(96)00142-2

Bukhari, S. N. H., Jain, A., Haq, E., Khder, M. A., Neware, R., Bhola, J., & Lari Najafi, M. (2021).
Machine Learning-Based Ensemble Model for Zika Virus T-Cell Epitope Prediction. Journal
of Healthcare Engineering, 2021, 1-10. https://doi.org/10.1155/2021/9591670

Bukhari, S. N. H., Jain, A., Haq, E., Mehbodniya, A., & Webber, J. (2021). Ensemble Machine
Learning Model to Predict SARS-CoV-2 T-Cell Epitopes as Potential Vaccine Targets.
Diagnostics, 11(11), 1990. https://doi.org/10.3390/diagnostics11111990

Bukhari, S. N. H., Jain, A., Haqg, E., Mehbodniya, A., & Webber, J. (2022). Machine Learning

Techniques for the Prediction of B-Cell and T-Cell Epitopes as Potential Vaccine Targets

32



with a Specific Focus on SARS-CoV-2 Pathogen: A Review. Pathogens, 11(2), 146.
https://doi.org/10.3390/pathogens11020146

Carter, J. M. (1994). Epitope mapping of a protein using the Geysen (PEPSCAN) procedure.
Methods in Molecular Biology (Clifton, N.J.), 36, 207-223. https://doi.org/10.1385/0-
89603-274-4:207/COVER

Cihan, P., & Ozger, Z. B. (2022). A new approach for determining SARS-CoV-2 epitopes using
machine learning-based in silico methods. Computational Biology and Chemistry, 98,
107688. https://doi.org/10.1016/j.compbiolchem.2022.107688

Cohen, N., & Shashua, A. (2016). Inductive Bias of Deep Convolutional Networks through
Pooling Geometry. 5th International Conference on Learning Representations, ICLR 2017 -
Conference Track Proceedings. https://arxiv.org/abs/1605.06743v4

Collatz, M., Mock, F., Barth, E., Holzer, M., Sachse, K., & Marz, M. (2021). EpiDope: a deep neural
network for linear B-cell epitope prediction. Bioinformatics, 37(4), 448-455.
https://doi.org/10.1093/bioinformatics/btaa773

Dahouda, M. K., & Joe, I. (2021). A Deep-Learned Embedding Technique for Categorical
Features Encoding. IEEE Access, 9, 114381-114391.
https://doi.org/10.1109/ACCESS.2021.3104357

Dale, G. E., Oefner, C., & D’Arcy, A. (2003). The protein as a variable in protein crystallization.
Journal of Structural Biology, 142(1), 88-97. https://doi.org/10.1016/S1047-
8477(03)00041-8

Davidson, E., & Doranz, B. J. (2014). A high-throughput shotgun mutagenesis approach to
mapping B-cell antibody epitopes. Immunology, 143(1), 13-20.
https://doi.org/10.1111/imm.12323

Di Muzio, M., Wildner, S., Huber, S., Hauser, M., Vejvar, E., Auzinger, W., Regl, C., Laimer, J.,
Zennaro, D., Wopfer, N., Huber, C. G., van Ree, R., Mari, A., Lackner, P., Ferreira, F.,

Schubert, M., & Gadermaier, G. (2020). Hydrogen/deuterium exchange memory NMR

33



reveals structural epitopes involved in IgE cross-reactivity of allergenic lipid transfer
proteins. Journal of Biological Chemistry, 295(51), 17398-17410.
https://doi.org/10.1074/jbc.RA120.014243

Dong, J., Yao, Z.J., Zhang, L., Luo, F., Lin, Q., Lu, A. P., Chen, A. F., & Cao, D. S. (2018). PyBioMed:
a python library for various molecular representations of chemicals, proteins and DNAs
and their interactions. Journal  of  Cheminformatics, 10(1), 1-11.
https://doi.org/10.1186/513321-018-0270-2/TABLES/5

Dosovitskiy, A., Beyer, L., Kolesnikov, A., Weissenborn, D., Zhai, X., Unterthiner, T., Dehghani,
M., Minderer, M., Heigold, G., Gelly, S., Uszkoreit, J., & Houlsby, N. (2020). An Image is
Worth  16x16 Words: Transformers for Image Recognition at Scale.
https://arxiv.org/abs/2010.11929v2

Forsstrom, B., Axnds, B. B., Stengele, K.-P., Blhler, J., Albert, T. J., Richmond, T. A., Hu, F. J,,
Nilsson, P., Hudson, E. P., Rockberg, J., & Uhlen, M. (2014). Proteome-wide Epitope
Mapping of Antibodies Using Ultra-dense Peptide Arrays. Molecular & Cellular Proteomics,
13(6), 1585-1597. https://doi.org/10.1074/mcp.M113.033308

Geffen, Y., Ofran, Y., & Unger, R. (2022). DistilProtBert: a distilled protein language model used
to distinguish between real proteins and their randomly shuffled counterparts.
Bioinformatics, 38(Supplement_2), ii95-ii98.
https://doi.org/10.1093/BIOINFORMATICS/BTAC474

Geysen, H. M., Meloen, R. H., & Barteling, S. J. (1984). Use of peptide synthesis to probe viral
antigens for epitopes to a resolution of a single amino acid. Proceedings of the National
Academy of Sciences, 81(13), 3998-4002. https://doi.org/10.1073/pnas.81.13.3998

Gielis, S., Moris, P., Bittremieux, W., Neuter, N. De, Ogunjimi, B., Laukens, K., & Meysman, P.
(2019). TCRex: detection of enriched T cell epitope specificity in full T cell receptor

sequence repertoires. BioRxiv, 373472. https://doi.org/10.1101/373472

34



Godoy, R. v., Dwivedi, A., & Liarokapis, M. (2022). Electromyography Based Decoding of
Dexterous, In-Hand Manipulation Motions With Temporal Multichannel Vision
Transformers. IEEE Transactions on Neural Systems and Rehabilitation Engineering, 30,
2207-2216. https://doi.org/10.1109/TNSRE.2022.3196622

Golik, P., Doetsch, P., & Ney, H. (2013). Cross-entropy vs. squared error training: a theoretical
and experimental comparison. Interspeech 2013, 1756-1760.
https://doi.org/10.21437/Interspeech.2013-436

Hanley, P. J., Melenhorst, J. J., Nikiforow, S., Scheinberg, P., Blaney, J. W., Demmler-Harrison,
G., Cruz, C. R,, Lam, S,, Krance, R. A,, Leung, K. S., Martinez, C. A,, Liu, H., Douek, D. C,,
Heslop, H. E., Rooney, C. M., Shpall, E. J., Barrett, A. J., & Bollard, C. M. (2015). CMV-
Specific T-cells Generated From Naive T-cells Recognize Atypical Epitopes And May Be
Protective in Vivo. Science Translational  Medicine, 7(285), 285ra63.
https://doi.org/10.1126/SCITRANSLMED.AAA2546

Hannan, M. A,, How, D. N. T,, Lipu, M. S. H., Mansor, M., Ker, P. )., Dong, Z. Y., Sahari, K. S. M.,
Tiong, S. K., Muttaqi, K. M., Mahlia, T. M. I., & Blaabjerg, F. (2021a). Deep learning
approach towards accurate state of charge estimation for lithium-ion batteries using self-
supervised transformer model. Scientific Reports, 11(1), 19541.
https://doi.org/10.1038/s41598-021-98915-8

Hannan, M. A., How, D. N. T, Lipu, M. S. H., Mansor, M., Ker, P. J., Dong, Z. Y., Sahari, K. S. M.,
Tiong, S. K., Muttaqi, K. M., Mahlia, T. M. |, & Blaabjerg, F. (2021b). Deep learning
approach towards accurate state of charge estimation for lithium-ion batteries using self-
supervised transformer model. Scientific Reports 2021 11:1, 11(1), 1-13.
https://doi.org/10.1038/s41598-021-98915-8

Haque, H. M. E., Mantis, N. J., & Weis, D. D. (2023). High-Throughput Epitope Mapping by
Hydrogen Exchange-Mass Spectrometry. Journal of the American Society for Mass

Spectrometry, 34(1), 123-127. https://doi.org/10.1021/jasms.2c00255

35



Haslinger, C., Sommergruber, W., Voss, T., & Schreiber, M. (2006). Identification of Tumor-
Specific Genes. Handbook of Immunohistochemistry and in Situ Hybridization of Human
Carcinomas, 4, 3-21. https://doi.org/10.1016/5S1874-5784(05)80056-X

Henikoff, S., & Henikoff, J. G. (1992). Amino acid substitution matrices from protein blocks.
Proceedings of the National Academy of Sciences of the United States of America, 89(22),
10915-10919. https://doi.org/10.1073/PNAS.89.22.10915

Howley, T., Madden, M. G., O’Connell, M.-L., & Ryder, A. G. (2007). The Effect of Principal
Component Analysis on Machine Learning Accuracy with High Dimensional Spectral Data.
Applications  and  Innovations in  Intelligent  Systems  Xlll, 209-222.
https://doi.org/10.1007/1-84628-224-1_16

Hu, Z. (2022). A web application for crowd counting by building parallel and direct connection-
based CNN architectures. Cognitive Systems and Signal Processing in Image Processing,
47-82. https://doi.org/10.1016/B978-0-12-824410-4.00012-X

Huang, J., & Ling, C. X. (2005). Using AUC and accuracy in evaluating learning algorithms. IEEE
Transactions on  Knowledge and Data  Engineering, 17(3), 299-310.
https://doi.org/10.1109/TKDE.2005.50

Huang, S. C., Pareek, A., Seyyedi, S., Banerjee, ., & Lungren, M. P. (2020). Fusion of medical
imaging and electronic health records using deep learning: a systematic review and
implementation guidelines. Npj Digital Medicine, 3(1). https://doi.org/10.1038/S41746-
020-00341-Z

Huang, S. C., Pareek, A., Zamanian, R., Banerjee, I., & Lungren, M. P. (2020). Multimodal fusion
with deep neural networks for leveraging CT imaging and electronic health record: a case-
study in pulmonary embolism detection. Scientific Reports 2020 10:1, 10(1), 1-9.
https://doi.org/10.1038/s41598-020-78888-w

Huang, X., Khetan, A., Cvitkovic, M., & Karnin, Z. (2020). TabTransformer: Tabular Data

Modeling Using Contextual Embeddings. https://arxiv.org/abs/2012.06678v1

36



Huang, Y., Ma, X., Fan, X,, Liu, J., & Gong, W. (2017). When deep learning meets edge
computing. Proceedings - International Conference on Network Protocols, ICNP, 2017-
October. https://doi.org/10.1109/ICNP.2017.8117585

Isabell Jurtz, V., Eyrich Jessen, L., Kai Bentzen, A., Closter Jespersen, M., Mahajan, S., Vita, R.,
Kjaergaard Jensen, K., Marcatili, P., Reker Hadrup, S., Peters, B., & Nielsen, M. (2018).
NetTCR: sequence-based prediction of TCR binding to peptide-MHC complexes using
convolutional neural networks. BioRxiv, 433706. https://doi.org/10.1101/433706

Isacchini, G., Walczak, A. M., Mora, T., & Nourmohammad, A. (2021). Deep generative selection
models of t and b cell receptor repertoires with sonnia. Proceedings of the National
Academy of Sciences of the United States of America, 118(14), e2023141118.
https://doi.org/10.1073/PNAS.2023141118/SUPPL_FILE/PNAS.2023141118.SAPP.PDF

Jethva, P. N.,, & Gross, M. L. (2023). Hydrogen deuterium exchange and other mass
spectrometry- based approaches for epitope mapping. Frontiers in Analytical Science, 3.
https://doi.org/10.3389/frans.2023.1118749

Jokinen, E., Huuhtanen, J., Mustjoki, S., Heinonen, M., & Ldhdesmaki, H. (2021). Predicting
recognition between T cell receptors and epitopes with TCRGP. PLOS Computational
Biology, 17(3), e1008814. https://doi.org/10.1371/journal.pchi. 1008814

Keskin, D. B., Reinhold, B. B., Zhang, G. L., lvanov, A. R., Karger, B. L., & Reinherz, E. L. (2015).
Physical detection of influenza A epitopes identifies a stealth subset on human lung
epithelium evading natural CD8 immunity. Proceedings of the National Academy of
Sciences of the United States of  America, 112(7), 251-256.
https://doi.org/10.1073/PNAS.1423482112

Khanna, D., & Rana, P. S. (2020). Improvement in prediction of antigenic epitopes using stacked
generalisation: an ensemble approach. [ET Systems Biology, 14(1), 1-7.

https://doi.org/10.1049/iet-syb.2018.5083

37



Kingma, D. P., & Ba, J. L. (2014). Adam: A Method for Stochastic Optimization. 3rd International
Conference on Learning Representations, ICLR 2015 - Conference Track Proceedings.
https://doi.org/10.48550/arxiv.1412.6980

Kiranyaz, S., Avci, O., Abdeljaber, O., Ince, T., Gabbouj, M., & Inman, D. J. (2021). 1D
convolutional neural networks and applications: A survey. Mechanical Systems and Signal
Processing, 151, 107398. https://doi.org/10.1016/J.YMSSP.2020.107398

Kline, D. M., & Berardi, V. L. (2005). Revisiting squared-error and cross-entropy functions for
training neural network classifiers. Neural Computing and Applications, 14(4), 310-318.
https://doi.org/10.1007/s00521-005-0467-y

Kriegeskorte, N., & Golan, T. (2019). Neural network models and deep learning. Current Biology,
29(7), R231-R236. https://doi.org/10.1016/1.CUB.2019.02.034

Kumar, B. V., Connors, T. J., & Farber, D. L. (2018). Human T cell development, localization, and
function throughout life. Immunity, 48(2), 202.
https://doi.org/10.1016/J.IMMUNI.2018.01.007

L. Dudek, N., Perlmutter, P., Isabel Aguilar, M.-, P. Croft, N., & W. Purcell, A. (2010). Epitope
Discovery and Their Use in Peptide Based Vaccines. Current Pharmaceutical Design,
16(28), 3149-3157. https://doi.org/10.2174/138161210793292447

Ladner, R. C. (2007). Mapping the Epitopes of Antibodies. Biotechnology and Genetic
Engineering Reviews, 24(1), 1-30. https://doi.org/10.1080/02648725.2007.10648092

Landsteiner, K. (1942). SEROLOGICAL REACTIVITY OF HYDROLYTIC PRODUCTS FROM SILK.
Journal of Experimental Medicine, 75(3), 269-276. https://doi.org/10.1084/jem.75.3.269

Lecun, Y., Bengio, Y., & Hinton, G. (2015). Deep learning. Nature 2015 521:7553, 521(7553),
436—444. https://doi.org/10.1038/nature14539

Li, C., Zhang, Z., Zhang, X., Huang, G., Liu, Y., & Chen, X. (2022). EEG-based Emotion Recognition
via Transformer Neural Architecture Search. IEEE Transactions on Industrial Informatics,

1-1. https://doi.org/10.1109/TI1.2022.3170422

38



Lin, T., Wang, Y. Liu, X, & Qiu, X. (2021). A Survey of Transformers. 1.
https://doi.org/10.48550/arxiv.2106.04554

Ling, C. X., Huang, J., & Zhang, H. (2003). AUC: A better measure than accuracy in comparing
learning algorithms. Lecture Notes in Computer Science (Including Subseries Lecture Notes
in Artificial Intelligence and Lecture Notes in Bioinformatics), 2671, 329-341.
https://doi.org/10.1007/3-540-44886-1_25/COVER

Liu, T., Shi, K., & Li, W. (2020). Deep learning methods improve linear B-cell epitope prediction.
BioData Mining, 13(1), 1. https://doi.org/10.1186/s13040-020-00211-0

Liu, Z., Lin, Y., Cao, Y., Hu, H., Wei, Y., Zhang, Z., Lin, S., & Guo, B. (2021). Swin Transformer:
Hierarchical Vision Transformer using Shifted Windows. Proceedings of the IEEE
International Conference on Computer Vision, 9992-10002.
https://doi.org/10.1109/1CCV48922.2021.00986

Luu, A. M., Leistico, J. R., Miller, T., Kim, S., & Song, J. S. (2021). Predicting tcr-epitope binding
specificity using deep metric learning and multimodal learning. Genes, 12(4), NA.
https://doi.org/10.3390/GENES12040572/S1

Montemurro, A., Schuster, V., Povisen, H. R., Bentzen, A. K., Jurtz, V., Chronister, W. D.,
Crinklaw, A., Hadrup, S. R., Winther, O., Peters, B., Jessen, L. E., & Nielsen, M. (2021).
NetTCR-2.0 enables accurate prediction of TCR-peptide binding by using paired TCRa and
B sequence data. Communications Biology, 4(1), 1060. https://doi.org/10.1038/s42003-
021-02610-3

Moris, P., de Pauw, J., Postovskaya, A., Gielis, S., de Neuter, N., Bittremieux, W., Ogunjimi, B.,
Laukens, K., & Meysman, P. (2021). Current challenges for unseen-epitope TCR interaction
prediction and a new perspective derived from image classification. Briefings in

Bioinformatics, 22(4). https://doi.org/10.1093/bib/bbaa318

39



Movahedi, F., Padman, R., & Antaki, J. F. (2020). Limitations of ROC on Imbalanced Data:
Evaluation of LVAD Mortality Risk Scores. Journal of Thoracic and Cardiovascular Surgery.
https://doi.org/10.1016/j.jtcvs.2021.07.041

Nilvebrant, J., & Rockberg, J. (2018). An introduction to epitope mapping. Methods in Molecular
Biology, 1785, 1-10. https://doi.org/10.1007/978-1-4939-7841-0_1/COVER

Notin, P., Dias, M., Frazer, J., Marchena-Hurtado, J., Gomez, A., Marks, D. S., & Gal, Y. (2022).
Tranception: protein fitness prediction with autoregressive transformers and inference-
time retrieval. https://arxiv.org/abs/2205.13760v1

Noumi, T., Inoue, S., Fujita, H., Sadamitsu, K., Sakaguchi, M., Tenma, A., & Nakagami, H. (2021).
Epitope Prediction of Antigen Protein Using Attention-based LSTM Network. Journal of
Information Processing, 29(0), 321-327. https://doi.org/10.2197/ipsjjip.29.321

Opuni, K. F. M., Al-Majdoub, M., Yefremova, Y., El-Kased, R. F., Koy, C., & Glocker, M. O. (2018).
Mass spectrometric epitope mapping. Mass Spectrometry Reviews, 37(2), 229-241.
https://doi.org/10.1002/mas.21516

O’Shea, K., & Nash, R. (2015). An Introduction to Convolutional Neural Networks. International
Journal for Research in Applied Science and Engineering Technology, 10(12), 943-947.
https://doi.org/10.22214/ijraset.2022.47789

Pandey, M., Fernandez, M., Gentile, F., Isayev, O., Tropsha, A., Stern, A. C., & Cherkasov, A.
(2022). The transformational role of GPU computing and deep learning in drug discovery.
Nature Machine Intelligence 2022 4:3, 4(3), 211-221. https://doi.org/10.1038/s42256-
022-00463-x

Poljak, R. J., Amzel, L. M., Avey, H. P., Chen, B. L., Phizackerley, R. P., & Saul, F. (1973). Three-
Dimensional Structure of the Fab’ Fragment of a Human Immunoglobulin at 2.8-A
Resolution. Proceedings of the National Academy of Sciences, 70(12), 3305-3310.

https://doi.org/10.1073/pnas.70.12.3305

40



Renaud, J.-P., Chari, A., Ciferri, C., Liu, W., Rémigy, H.-W., Stark, H., & Wiesmann, C. (2018).
Cryo-EM in drug discovery: achievements, limitations and prospects. Nature Reviews Drug
Discovery, 17(7), 471-492. https://doi.org/10.1038/nrd.2018.77

Schwartz, D. M., Burma, A. M., Kitakule, M. M., Luo, Y., & Mehta, N. N. (2020). T Cells in
Autoimmunity-Associated Cardiovascular Diseases. Frontiers in Immunology, 11, 2646.
https://doi.org/10.3389/FIMMU.2020.588776/BIBTEX

Shah, K., Al-Haidari, A., Sun, J., & Kazi, J. U. (2021). T cell receptor (TCR) signaling in health and
disease. Signal Transduction and Targeted Therapy 2021 6:1, 6(1), 1-26.
https://doi.org/10.1038/s41392-021-00823-w

Shi, H., Zhang, S., & Li, X. (2022). R5hmCFDV: computational identification of RNA 5-
hydroxymethylcytosine based on deep feature fusion and deep voting. Briefings in
Bioinformatics, 23(5). https://doi.org/10.1093/bib/bbac341

Sidhom, J. W., Larman, H. B., Pardoll, D. M., & Baras, A. S. (2021). DeepTCR is a deep learning
framework for revealing sequence concepts within T-cell repertoires. Nature
Communications 2021 12:1, 12(1), 1-12. https://doi.org/10.1038/s41467-021-21879-w

Sidney, J., Peters, B., & Sette, A. (2020). Epitope prediction and identification- adaptive T cell
responses in humans. Seminars in Immunology, 50, 101418.
https://doi.org/10.1016/).SMIM.2020.101418

Simonelli, L., Pedotti, M., Bardelli, M., Jurt, S., Zerbe, O., & Varani, L. (2018). Mapping Antibody
Epitopes by Solution NMR Spectroscopy: Practical Considerations. In Rockberg, J.,
Nilvebrant, J. (eds) Epitope Mapping Protocols. Methods in Molecular Biology (Vol. 1785,
pp. 29-51). Humana Press. https://doi.org/10.1007/978-1-4939-7841-0_3

Singh-Jasuja, H., Emmerich, N. P. N., & Rammensee, H. G. (2004). The Tibingen approach:
identification, selection, and validation of tumor-associated HLA peptides for cancer
therapy. Cancer  Immunology, Immunotherapy : Cll,  53(3), 187-195.

https://doi.org/10.1007/500262-003-0480-X

41



Smirnov, S., Petukhov, A., Levchuk, K., Kulemzin, S., Staliarova, A., Lepik, K., Shuvalov, O.,
Zaritskey, A., Daks, A., & Fedorova, O. (2021). Strategies to Circumvent the Side-Effects of
Immunotherapy Using Allogeneic CAR-T Cells and Boost Its Efficacy: Results of Recent
Clinical Trials. Frontiers in Immunology, 12, 5298.
https://doi.org/10.3389/FIMMU.2021.780145/BIBTEX

Springer, ., Besser, H., Tickotsky-Moskovitz, N., Dvorkin, S., & Louzoun, Y. (2020). Prediction of
Specific TCR-Peptide Binding From Large Dictionaries of TCR-Peptide Pairs. Frontiers in
Immunology, 11, 1803. https://doi.org/10.3389/FIMMU.2020.01803/BIBTEX

Springer, |., Tickotsky, N., & Louzoun, Y. (2021). Contribution of T Cell Receptor Alpha and Beta
CDR3, MHC Typing, V and J Genes to Peptide Binding Prediction. Frontiers in Immunology,
12, 1436. https://doi.org/10.3389/FIMMU.2021.664514/BIBTEX

Starr, T. N., Greaney, A. J., Addetia, A., Hannon, W. W., Choudhary, M. C,, Dingens, A. S, Li, J.
Z., & Bloom, J. D. (2021). Prospective mapping of viral mutations that escape antibodies
used to treat COoVID-19. Science, 371(6531), 850-854.
https://doi.org/10.1126/science.abf9302

Steele, J. T., Allen, S. D., & Kaumaya, P. T. P. (2006). Cancer Immunotherapy with Rationally
Designed Synthetic Peptides. Handbook of Biologically Active Peptides, 491-498.
https://doi.org/10.1016/B978-012369442-3/50074-X

Tickotsky, N., Sagiv, T., Prilusky, J., Shifrut, E., & Friedman, N. (2017). McPAS-TCR: a manually
curated catalogue of pathology-associated T cell receptor sequences. Bioinformatics,
33(18), 2924-2929. https://doi.org/10.1093/BIOINFORMATICS/BTX286

Tong, Y., Wang, J., Zheng, T., Zhang, X., Xiao, X., Zhu, X., Lai, X., & Liu, X. (2020). SETE: Sequence-
based Ensemble learning approach for TCR Epitope binding prediction. Computational
Biology and Chemistry, 87, 107281.

https://doi.org/10.1016/).COMPBIOLCHEM.2020.107281

42



Toride King, M., & Brooks, C. L. (2018). Epitope mapping of antibody-antigen interactions with
X-ray  crystallography.  Methods in  Molecular  Biology, 1785,  13-27.
https://doi.org/10.1007/978-1-4939-7841-0_2/COVER

Touvron, H., Cord, M., Douze, M., Massa, F., Sablayrolles, A., Jégou, H., & Ai, F. (2020). Training
data-efficient image transformers & distillation through attention.
https://arxiv.org/abs/2012.12877v2

Valente, A. P., & Manzano-Rendeiro, M. (2021). Mapping conformational epitopes by NMR
spectroscopy. Current Opinion in Virology, 49, 1-6.
https://doi.org/10.1016/j.coviro.2021.04.001

Vaswani, A., Shazeer, N., Parmar, N., Uszkoreit, J., Jones, L., Gomez, A. N., Kaiser, t., &
Polosukhin, I. (2017). Attention Is All You Need. Advances in Neural Information Processing
Systems, 2017-December, 5999—6009. https://doi.org/10.48550/arxiv.1706.03762

Vita, R., Mahajan, S., Overton, J. A,, Dhanda, S. K., Martini, S., Cantrell, J. R., Wheeler, D. K.,
Sette, A., & Peters, B. (2019). The Immune Epitope Database (IEDB): 2018 update. Nucleic
Acids Research, 47(D1), D339-D343. https://doi.org/10.1093/NAR/GKY1006

Wan, X. (2019). Influence of feature scaling on convergence of gradient iterative algorithm.
Journal of Physics: Conference Series, 1213(3), 032021. https://doi.org/10.1088/1742-
6596/1213/3/032021

Wang, G., Wan, H., Jian, X,, Li, Y., Ouyang, J., Tan, X., Zhao, Y., Lin, Y., & Xie, L. (2020). INeo-Epp:
A Novel T-Cell HLA Class-lI Immunogenicity or Neoantigenic Epitope Prediction Method
Based on Sequence-Related Amino Acid Features. BioMed Research International, 2020,
1-12. https://doi.org/10.1155/2020/5798356

Wang, H., Li, S., Song, L., Cui, L., & Wang, P. (2020). An Enhanced Intelligent Diaghosis Method
Based on Multi-Sensor Image Fusion via Improved Deep Learning Network. /EEE
Transactions on  Instrumentation and  Measurement, 69(6), 2648-2657.

https://doi.org/10.1109/TIM.2019.2928346

43



Wen, Q., Zhou, T., Zhang, C., Chen, W., Ma, Z., Yan, J., & Sun, L. (2022). Transformers in Time
Series: A Survey. https://doi.org/10.48550/arxiv.2202.07125

Wigge, C., Stefanovic, A., & Radjainia, M. (2020). The rapidly evolving role of cryo-EM in drug
design. Drug Discovery Today: Technologies, 38, 91-102.
https://doi.org/10.1016/j.ddtec.2020.12.003

Wilson, P. C., & Andrews, S. F. (2012). Tools to therapeutically harness the human antibody
response. Nature Reviews Immunology 2012 12:10, 12(10), 709-719.
https://doi.org/10.1038/nri3285

Yang, Z., Bogdan, P., & Nazarian, S. (2021). An in silico deep learning approach to multi-epitope
vaccine design: a SARS-CoV-2 case study. Scientific Reports, 11(1), 3238.
https://doi.org/10.1038/s41598-021-81749-9

Yoo, Y. (2019). Hyperparameter optimization of deep neural network using univariate dynamic
encoding algorithm for searches. Knowledge-Based Systems, 178, 74-83.
https://doi.org/10.1016/j.knosys.2019.04.019

Zerveas, G., Jayaraman, S., Patel, D., Bhamidipaty, A., & Eickhoff, C. (2021). A Transformer-
based Framework for Multivariate Time Series Representation Learning. Proceedings of
the 27th ACM SIGKDD Conference on Knowledge Discovery & Data Mining, 2114-2124.

https://doi.org/10.1145/3447548.3467401

44



