Documents

1) Coney, A., Devaurs, D., Rigo, M.M., Antunes, D.A., Kavraki, L.E.

3pHLA-score improves structure-based peptide-HLA binding affinity prediction
(2022) Scientific Reports, 12 (1), art. no. 10749, .

2) Million, K.M., Lively, C.M.
Trans-specific polymorphism and the convergent evolution of supertypes in major hisi

class Il genes in darters (Etheostoma)
(2022) Ecology and Evolution, 12 (1), art. no. e8485, .

3) Nordin, J., Pettersson, M., Rosenberg, L.H., Mathioudaki, A., Karlsson, A., Murén, E., Tandre
A., Cedergren, J., Eriksson, P., Séderkvist, P., Lindblad-Toh, K., Meadows, J.R.S.

Association of Protective HLA-A With HLA-B+27 Positive Ankylosing Spondylitis
(2021) Frontiers in Genetics, 12, art. no. 659042, .

4) Zhou, P, Liu, Q., Wu, T., Miao, Q., Shang, S., Wang, H., Chen, Z., Wang, S., Wang, H.

Systematic Comparison and Comprehensive Evaluation of 80 Amino Acid Descriptors
(2021) Journal of Chemical Information and Modeling, 61 (4), pp. 1718-1731.

5) Mahmoodi-Reihani, M., Abbasitabar, F., Zare-Shahabadi, V.

In Silico Rational Design and Virtual Screening of Bioactive Peptides Based on QSAR |
(2020) ACS Omega, 5 (11), pp. 5951-5958.

6) Zhang, R., Wen, L.-Y., Wu, W.-S., Yuan, X.-Z., Zhang, L.-J.

Quantitative Structure-Property Relationship for pH-Triggered Drug Release Performar
Four/Six-Arms Star Polymeric Micelles
(2019) Pharmaceutical Research, 36 (1), art. no. 20, .



7) Jandrli¢, D.R.

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

8) Pathangey, L.B., Lakshminarayanan, V., Suman, V.J., Pockaj, B.A., Mukherjee, P., Gendler, £
Aberrant glycosylation of anchor-optimized MUC1 peptides can enhance antigen bindi

tolerance to cytotoxic T lymphocytes
(2016) Biomolecules, 6 (3), art. no. 31, .

9) Wang, Q.-H., Gao, X.-Y,, Lou, X.-L., Yao, L., Zhang, Z.-X., Zhang, X.-H., Xia, Y.-H., Liu, B.-B.,
Genome-wide Screening of Human Papillomavirus-Specific CTL Epitopes Presented b

Cancer
(2016) International Journal of Peptide Research and Therapeutics, 22 (1), pp. 15-22.

10) Li, B., Zheng, X., Hu, C., Cao, Y.
Human Papillomavirus Genome-Wide Identification of T-Cell Epitopes for Peptide Vac

Cervical Cancer: An Integration of Computational Analysis and Experimental Assay
(2015) Journal of Computational Biology, 22 (10), pp. 962-974.

11) Nitipan, S., Sritrakul, T., Kunjantarachot, A., Prapong, S.

Identification of epitopes in Leptospira borgpetersenii leucine-rich repeat proteins
(2013) Infection, Genetics and Evolution, 14 (1), pp. 46-57.

12) Zhang, Y.L., Mei, H., Wang, Q., Xie, J.A., Lv, J., Pan, X.C., Tan, W.

Peptide binding specificities of HLA-B*5701 and B*5801
(2012) Science China Life Sciences, 55 (9), pp. 818-825.

13) Hosseinzadeh, F., Ebrahimi, M., Goliaei, B., Shamabadi, N.

Classification of lung cancer tumors based on structural and physicochemical propel
bioinformatics models
(2012) PLoS ONE, 7 (7), art. no. e40017, .



14) He, J., Yang, G., Rao, H., Li, Z., Ding, X., Chen, Y.
Prediction of human major histocompatibility complex class Il binding peptides by cc

discrimination method
(2012) Artificial Intelligence in Medicine, 55 (2), pp. 107-115.

15) Tung, C.-W., Ziehm, M., Kamper, A., Kohlbacher, O., Ho, S.-Y.

POPISK: T-cell reactivity prediction using support vector machines and string kernels
(2011) BMC Bioinformatics, 12, art. no. 446, .

16) Bowman, B.N., McAdam, P.R., Vivona, S., Zhang, J.X., Luong, T., Belew, R.K., Sahota, H., (
Woelk, C.H.

Improving reverse vaccinology with a machine learning approach
(2011) Vaccine, 29 (45), pp. 8156-8164.

17) Knapp, B., Giczi, V., Ribarics, R., Schreiner, W.

PeptX: Using Genetic Algorithms to optimize peptides for MHC binding
(2011) BMC Bioinformatics, 12, art. no. 241, .

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

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

19) Dong, S., Song, Z., Liu, T., Zhu, M., Liu, W.

Prediction of the CTL epitope based on independent component analysis method
(2010) Acta Chimica Sinica, 68 (18), pp. 1821-1828.

20) Xi, L., Li, S., Liu, H., Li, J., Lei, B., Yao, X.

Global and local prediction of protein folding rates based on sequence autocorrelatio
(2010) Journal of Theoretical Biology, 264 (4), pp. 1159-1168.

21) Joosten, S.A., Van Meijgaarden, K.E., Van Weeren, P.C., Kazi, F., Geluk, A., Savage, N.D.L
Hanekom, W.A., Klein, M.R., Ottenhoff, T.H.M.

Mycobacterium tuberculosis peptides presented by HLA-E molecules are targets for |



cytotoxic as well as regulatory activity
(2010) PLoS Pathogens, 6 (2), art. no. 1000782, .

22) Zhou, P., Chen, X., Wu, Y., Shang, Z.

Gaussian process: An alternative approach for QSAM modeling of peptides
(2010) Amino Acids, 38 (1), pp. 199-212.

23) Flower, D.R.

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

24) Ivanciuc, O.
Machine learning quantitative structure-activity relationships (QSAR) for peptides bin

amphiphysin-1 SH3 domain
(2009) Current Proteomics, 6 (4), pp. 289-302.

25) Secker, A., Davies, M.N., Freitas, A.A., Timmis, J., Clark, E., Flower, D.R.

An artificial immune system for clustering amino acids in the context of protein funct
(2009) Journal of Mathematical Modelling and Algorithms, 8 (2), pp. 103-123.

26) Lei, B, Li, S., Xi, L., Li, J., Liu, H., Yao, X.
Novel approaches for retention time prediction of oligonucleotides in ion-pair reverse

liquid chromatography
(2009) Journal of Chromatography A, 1216 (20), pp. 4434-44309.

27) Tian, F., Yang, L., Lv, F,, Yang, Q., Zhou, P.
In silico quantitative prediction of peptides binding affinity to human MHC molecule: .

structure-activity relationship approach
(2009) Amino Acids, 36 (3), pp. 535-554.

28) Pérez Gonzalez, M., Teran, C., Saiaz-Urra, L., Teijeira, M.

Variables selection methods in QSAR: An overview
(2008) Current Topics in Medicinal Chemistry, 8 (18), pp. 1606-1627.



29) Bolboaca, S.D., Jantschi, L.

Modelling analysis of amino acids hydrophobicity
(2008) Match, 60 (3), pp. 1021-1032.

30) Tian, F.,, Lv, F., Zhou, P., Yang, Q., Jalbout, A.F.
Toward prediction of binding affinities between the MHC protein and its peptide ligan:

structure-affinity relationship approach
(2008) Protein and Peptide Letters, 15 (10), pp. 1033-1043.

31) Zhou, P., Tian, F., Wu, Y., Li, Z., Shang, Z.
Quantitative sequence-activity model (QSAM): Applying QSAR strategy to model and

function of peptides, proteins and nucleic acids
(2008) Current Computer-Aided Drug Design, 4 (4), pp. 311-321.

32) Verma, J., Khedkar, V.M., Prabhu, A.S., Khedkar, S.A., Malde, A.K., Coutinho, E.C.
A comprehensive analysis of the thermodynamic events involved in ligand-receptor k

variants
(2008) Journal of Computer-Aided Molecular Design, 22 (2), pp. 91-104.

33) Ray, S., Kepler, T.B.

Amino acid biophysical properties in the statistical prediction of peptide-MHC class |
(2007) Immunome Research, 3 (1), art. no. 9, .

34) Ivanciuc, O., Braun, W.

Robust quantitative modeling of peptide binding affinities for MHC molecules using p
(2007) Protein and Peptide Letters, 14 (9), pp. 903-916.

35) Tian, F., Zhou, P, Lv., F,, Song, R., Li, Z.

Three-dimensional holograph vector of atomic interaction field (3D-HoVAIF): A novel |
3D structure descriptor and its applications to peptides
(2007) Journal of Peptide Science, 13 (8), pp. 549-566.



36) Jung, E., Kim, J., Kim, M., Jung, D.H., Rhee, H., Shin, J.-M., Choi, K., Kang, S.-K., Kim, M.-
S.-H.

Artificial neural network models for prediction of intestinal permeability of oligopeptir
(2007) BMC Bioinformatics, 8, art. no. 245, .

37) Lu, Y., Bulka, B., DesJardins, M., Freeland, S.J.
Amino acid quantitative structure property relationship database: A web-based platfo

investigations of amino acids
(2007) Protein Engineering, Design and Selection, 20 (7), pp. 347-351.

38) Fernandez, M., Caballero, J.
Analysis of protegrin structure-activity relationships: The structural characteristics ir

activity using smoothed amino acid sequence descriptors
(2007) Molecular Simulation, 33 (8), pp. 689-702.

39) Holm, L., Frech, K., Dzhambazov, B., Holmdahl, R., Kihlberg, J., Linusson, A.
Quantitative structure-activity relationship of peptides binding to the class Il major hi

molecule Aq associated with autoimmune arthritis
(2007) Journal of Medicinal Chemistry, 50 (9), pp. 2049-2059.

40) Pissurlenkar, R.R.S., Malde, A.K., Khedkar, S.A., Coutinho, E.C.

Encoding type and position in peptide QSAR: Application to peptides binding to clas:
(2007) QSAR and Combinatorial Science, 26 (2), pp. 189-203.

41) Arakawa, M., Hasegawa, K., Funatsu, K.

The recent trend in QSAR modeling - Variable selection and 3D-QSAR methods
(2007) Current Computer-Aided Drug Design, 3 (4), pp. 254-262.

42) Salomon, J., Flower, D.R.

Predicting Class Il MHC-Peptide binding: A kernel based approach using similarity sc
(2006) BMC Bioinformatics, 7, art. no. 501, .



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



