
71

DAFTAR PUSTAKA

Abraham, M. J., Murtola, T., Schulz, R., Páll, S., Smith, J. C., Hess, B., & Lindah,
E. (2015). Gromacs: High performance molecular simulations through multi-
level parallelism from laptops to supercomputers. SoftwareX, 1–2, 19–25.
https://doi.org/10.1016/j.softx.2015.06.001

Abualrous, E. T., Sticht, J., & Freund, C. (2021). ScienceDirect Major
histocompatibility complex ( MHC ) class I and class II proteins : impact of
polymorphism on antigen presentation. Current Opinion in Immunology, 70,
95–104. https://doi.org/10.1016/j.coi.2021.04.009

Adam, K. M. (2021). Immunoinformatics approach for multi-epitope vaccine
design against structural proteins and ORF1a polyprotein of severe acute
respiratory syndrome coronavirus-2 (SARS-CoV-2). Tropical Diseases,
Travel Medicine and Vaccines, 7(1). https://doi.org/10.1186/s40794-021-00147-
1

Alamdari-Palangi, V., Dehghan, Z., Kian, M., Zonar, S., Fallahi, J., Sisakht, M.,
Khajeh, S., Razban, V., В, А.-П., З, Д., М, К., С, З., Дж, Ф., М, С., С, Х., &
В, Р. (2025). DESIGNING A MULTI-EPITOPE VACCINE AGAINST SARS-
CoV-2: AN IMMUNOINFORMATIC. Russian Journal of Infection and
Immunity = Infektsiya i Immunitet 2025, 15(2), 319–328.
https://doi.org/10.15789/2220-7619

Alam, S., Tony, S. R., Khair, S., Punno, H. T., Begum, M. N., & Rahman, M.
(2026). Epitope dynamics and antigenic shifts in dengue virus serotype 2
cosmopolitan genotype with structural changes in Bangladesh from 2017 to
2023. Scientific Reports. https://doi.org/10.1038/s41598-026-38446-2.

Adnan, M., Nuhamunada, M., Hidayati, L., & Wijayanti, N. (2020). (2020). H a y
at i. 27(3), 228–240. https://doi.org/10.4308/hjb.27.3.228

Afshan, G., Yaseen, N., Ali, S. H., & Khan, A. U. (2025a). Immunoinformatics-
Based development of a Multi-Epitope vaccine candidate targeting
coinfection by Klebsiella pneumoniae and Acinetobacter baumannii. BMC
Infectious Diseases, 25(1). https://doi.org/10.1186/s12879-025-11242-5

Aliaga, I., Quintana-ort, E. S., & Chac, P. (2014). iMODS : internal coordinates
normal mode analysis server. 42(April), 271–276.
https://doi.org/10.1093/nar/gku339

Bagaskara, B. (2024). Kasus dan Angka Kematian akibat DBD di Jabar dalam 5
Tahun Terakhir. Detik Jabar. https://www.detik.com/jabar/berita/d-
7214059/kasus-dan-angka-kematian-akibat-dbd-di-jabar-dalam-5-tahun-
terakhir.

Barazesh, M., Abbasi, M., Mohammadi, M., Nasiri, M. naser, Rezaei, F.,
Mohammadi, S., & Kavousipour, S. (2024). Bioinformatics analysis to
design a multi-epitope mRNA vaccine against S. agalactiae exploiting



72

pathogenic proteins. Scientific Reports, 14(1). https://doi.org/10.1038/s41598-
024-79503-y

Binbay, F. A., Rathod, D. C., George, A. A. P., & Imhof, D. (2023). Quality
Assessment of Selected Protein Structures Derived from Homology
Modeling and AlphaFold. Pharmaceuticals, 16(12).
https://doi.org/10.3390/ph16121662

Bibi, S., Ullah, I., Zhu, B., Adnan, M., & Liaqat, R. (2021). In silico analysis of
epitope - based vaccine candidate against tuberculosis using reverse
vaccinology. Scientific Reports, 1–16. https://doi.org/10.1038/s41598-020-
80899-6

Burley, S. K., Bhikadiya, C., Bi, C., Bittrich, S., Chen, L., Crichlow, G. V,
Christie, C. H., Dalenberg, K., Costanzo, L. Di, Duarte, J. M., Dutta, S., Feng,
Z., Ganesan, S., Goodsell, D. S., Ghosh, S., Green, R. K., Guzenko, D.,
Hudson, B. P., Lawson, C. L., … Zhuravleva, M. (2021). RCSB Protein Data
Bank : powerful new tools for exploring 3D structures of biological
macromolecules for basic and applied research and education in
fundamental biology , biomedicine , biotechnology , bioengineering and
energy sciences. 49(November 2020), 437–451.
https://doi.org/10.1093/nar/gkaa1038

Chakraborty, C., Sharma, A. R., Bhattacharya, M., & Sharma, G. (2021).
Immunoinformatics Approach for the Identification and Characterization of
T Cell and B Cell Epitopes towards the Peptide-Based Vaccine against.
Archives of Medical Research, 52(4), 362–370.
https://doi.org/10.1016/j.arcmed.2021.01.004

Chao, P., Zhang, X., Zhang, L., Yang, A., Wang, Y., & Chen, X. (2024).
Proteomics-based vaccine targets annotation and design of multi-epitope
vaccine against antibiotic-resistant Streptococcus gallolyticus. Scientific
Reports, 14(1). https://doi.org/10.1038/s41598-024-55372-3

Coordinators, N. R., & All, P. (2018). Database resources of the National Center
for. 46(November 2017), 8–13. https://doi.org/10.1093/nar/gkx1095

Croce, G., Bobisse, S., Moreno, D. L., Schmidt, J., Guillame, P., Harari, A., &
Gfeller, D. (2024). Deep learning predictions of TCR-epitope interactions
reveal epitope-speci fi c chains in dual alpha T cells.
https://doi.org/10.1038/s41467-024-47461-8

Dayarathna, S., Senadheera, B., Jeewandara, C., Dissanayake, M., Bary, F., Ogg,
G. S., & Malavige, G. N. (2024). Dengue NS1 interaction with lipids alters its
pathogenic effects on monocyte derived macrophages. Journal of Biomedical
Science, 31(1). https://doi.org/10.1186/s12929-024-01077-8

Dharani, A., Priyadarsini, G., & Abhinand, P. A. (2023). Multi-epitope vaccine
candidate design for dengue virus. 19(5), 628–632.
https://doi.org/10.6026/97320630019628

Deepthi, V., Sasikumar, A., Mohanakumar, K. P., & Rajamma, U. (2025).
Computationally designed multi-epitope vaccine construct targeting the
SARS-CoV-2 spike protein elicits robust immune responses in silico.
Scientific Reports, 15(1). https://doi.org/10.1038/s41598-025-92956-z



73

Dimitrov, I., Bangov, I., & Flower, D. R. (2014). AllerTOP v . 2 — a server for in
silico prediction of allergens. https://doi.org/10.1007/s00894-014-2278-5

Do, C., Ferreira, N., Lima, G. B. De, Lima, R. E. De, Machado, L. C., Campos, T.
D. L., Schemberger, M. O., Faoro, H., Henrique, M., Paiva, S., Bezerra, M.
F., Nascimento, V., Souza, V., Nascimento, F., Mejía, M., Silva, D., Oliveira,
Y. S. De, Gonçalves, L., Costa, T., … Arcanjo, A. R. (2023). Multiple
introductions and country-wide spread of DENV-2 genotype II
( Cosmopolitan ) in Brazil. 7–10.

Dr. Dr. Wulan P.J Kaunang, Grad.Dip, M.Kes, D. (2024). Berdarah dengue.
Du at all, Su, H., Wang, W., Ye, L., Wei, H., Peng, Z., Anishchenko, I., Baker, D.,

&, & Yang, J. (2021). The trRosetta server for fast and accurate protein
structure prediction. The TrRosetta Server for Fast and Accurate Protein
Structure Prediction. Nat Protoc. 2021 Dec;16(12):5634-5651. Doi:
10.1038/S41596-021-00628-9. Epub 2021 Nov 10. PMID: 34759384.
https://pubmed.ncbi.nlm.nih.gov/34759384/

Fajarani, R., Adi, M. S., Peminatan, M., & Tropik, P. (2020). Gambaran variasi
serotipe virus dengue pada pasien infeksi dengue di kots semarang tahun
2019. 8.

Firmansyah, M. A., Susilo, A., Haryanti, S. D., & Herowati, R. (2021). Desain
Vaksin Berbasis Epitop dengan Pendekatan Bioinformatika untuk Menekan
Glikoprotein Spike SARS-CoV-2 Epitope-Based Vaccine Design with
Bioinformatics Approach to Suppress Spike Glycoprotein of SARS-CoV-2.
18(2), 82–96.

Firmansyah, M. A., Susilo, A., Haryanti, S. D., & Herowati, R. (2022). Desain
Vaksin Berbasis Epitop dengan Pendekatan Bioinformatika untuk Desain
Vaksin Berbasis Epitop dengan Pendekatan Bioinformatika untuk Menekan
Glikoprotein Spike SARS-CoV-2 Epitope-Based Vaccine Design with
Bioinformatics Approach to Suppress Spike Gly. November 2021.
https://doi.org/10.31001/jfi.v18i2.1351

Fitzgerald, K. A., & Kagan, J. C. (2022). Toll-like Receptors and the control of
immunity. 180(6), 1044–1066. https://doi.org/10.1016/j.cell.2020.02.041.Toll-
like

Guo, C., Zhou, Z., Wen, Z., Liu, Y., Zeng, C., Xiao, D., Ou, M., Han, Y., Huang,
S., Liu, D., Ye, X., Zou, X., Wu, J., Wang, H., Zeng, E. Y., Jing, C., & Yang,
G. (2017). Global epidemiology of dengue outbreaks in 1990–2015: A
systematic review and meta-analysis. Frontiers in Cellular and Infection
Microbiology, 7(JUL). https://doi.org/10.3389/fcimb.2017.00317

Isotek. (2025). Penyakit dengue, yang disebabkan oleh virus dengue, merupakan
masalah kesehatan global yang signifikan. Virus ini terbagi menjadi empat
serotipe berbeda: DENV-1, DENV-2, DENV-3, dan DENV-4. Masing-masing
serotipe memiliki karakteristik unik dan dapat meny. Isotek Advancing
Healthcare. https://www.isotekindo.co.id/id/article/details/372

Jordan, B., Aryati, A., & Husada, D. (2025). Correlation between dengue virus
serotypes with shock and without shock in dengue virus infection. July 2024.

Kamath, V., & Aishwarya, A. B. (2024). Dengue Vaccines: Current Status and
Future Perspectives. APIK Journal of Internal Medicine, 12(4), 199–204.
https://doi.org/10.4103/ajim.ajim_108_23



74

Khairkhah, N., Aghasadeghi, M. R., Namvar, A., & Id, A. B. (2020). Design of
novel multiepitope constructs- based peptide vaccine against the structural S ,
N and M proteins of human COVID-19 using immunoinformatics analysis. 1–
28. https://doi.org/10.1371/journal.pone.0240577

Hassan, M. M., Hussain, M. A., Ali, S. S., & Mahdi, M. A. (2023). In Silico
Analysis: HLA-DRB1 Gene’s Variants and Their Clinical Impact. Cell
Transplantation, 32. https://doi.org/10.1177/09636897231184473

Jespersen, M. C., Peters, B., Nielsen, M., & Marcatili, P. (2017). BepiPred-2.0:
Improving sequence-based B-cell epitope prediction using conformational
epitopes. Nucleic Acids Research, 45(W1), W24–W29.
https://doi.org/10.1093/nar/gkx346

Kosasih, H., Alisjahbana, B., Nurhayati, de Mast, Q., Rudiman, I. F., Widjaja, S.,
Antonjaya, U., Novriani, H., Susanto, N. H., Jusuf, H., van der Ven, A.,
Beckett, C. G., Blair, P. J., Burgess, T. H., Williams, M., & Porter, K. R.
(2016). The Epidemiology, Virology and Clinical Findings of Dengue Virus
Infections in a Cohort of Indonesian Adults in Western Java. PLoS Neglected
Tropical Diseases, 10(2). https://doi.org/10.1371/journal.pntd.0004390

Kumari, M., & Subbarao, N. (2021). Deep learning model for virtual screening of
novel 3C-like protease enzyme inhibitors against SARS coronavirus diseases.
Computers in Biology and Medicine, 132.
https://doi.org/10.1016/j.compbiomed.2021.104317

Lamiable, A., Th, P., Rey, J., Vavrusa, M., Derreumaux, P., & Tuff, P. (2016).
PEP-FOLD3 : faster denovo structure prediction for linear peptides in
solution and in complex. 44(April), 449–454.
https://doi.org/10.1093/nar/gkw329

Lee, M. F., Long, C. M., & Poh, C. L. (2025). Current status of the development of
dengue vaccines. In Vaccine: X (Vol. 22). Elsevier Ltd.
https://doi.org/10.1016/j.jvacx.2024.100604

Made, N., Kusuma, I., Gampur, R., Advaita, S., Tabanan, M., & Consultant, P.
(2023). Zona Kebidanan – Vol. 13 No. 3 Agustus 2023. 13(3), 116–126.

Mahendra, B. (2022). Tinjauan Pustaka : Pengenalan Peran MHC dan Kanker
Serviks.

Mahmoudvand, S., Esmaeili Gouvarchin Ghaleh, H., Jalilian, F. A., Farzanehpour,
M., & Dorostkar, R. (2023). Design of a multi-epitope-based vaccine
consisted of immunodominant epitopes of structural proteins of SARS-CoV-
2 using immunoinformatics approach. Biotechnology and Applied
Biochemistry, 70(3), 1189–1205. https://doi.org/10.1002/bab.2431

Marisa, F., Made Budiarsa, I., & Kundera, N. (2020). Prediksi Epitop untuk
Desain Vaksin Virus Dengue secara In Silico. In Journal of Biology Science
and Education (Vol. 8, Number 1). Januari-Juni. http://jurnal.fkip.untad.ac.id

Marchlewska, M., Hamer, K., Baran, M., Górska, P., & Kaniasty, K. (2022).
COVID-19: Why Do People Refuse Vaccination? The Role of Social



75

Identities and Conspiracy Beliefs: Evidence from Nationwide Samples of
Polish Adults. Vaccines, 10(2).

Marianingrum at al, D. (2025). Zona kesehatan volume 19 no.1 maret 2025. 19(1),
30–38.

Martini, S. (2020). The Immune Epitope Database and Analysis Resource
Program 2003 – 2018 : reflections and outlook. 57–76.

Mony, S. R., Yusuf, M., Subroto, T., Widayat, W., & Syani, M. (2024). Chimica
et Natura Acta Prediksi Epitop Sel T Sitotoksik dari Protein Selubung Virus
Dengue. 12(1), 10–18.

Morgan, R. N., Ismail, N. S. M., Alshahrani, M. Y., & Aboshanab, K. M. (2024).
Multi - epitope peptide vaccines targeting dengue virus serotype 2 created via
immunoinformatic analysis. Scientific Reports, 1–22.
https://doi.org/10.1038/s41598-024-67553-1

Murphy, D., Reche, P., & Flower, D. R. (2019). based design of in silico dengue
epitope ensemble vaccines. April 2018, 21–28.
https://doi.org/10.1111/cbdd.13357

Naldo, M. N., Musril, H. A., Derta, S., & Kunci, K. (2022). Perancangan Sistem
Informasi Pengelolaan Praktik Kerja Lapangan ( PKL ) di SMK GENUS
Bukittinggi. 01(01), 71–87.

Naveed, M., Tehreem, S., Arshad, S., & Aniqa, S. (2020). Since January 2020
Elsevier has created a COVID-19 resource centre with free information in
English and Mandarin on the novel coronavirus COVID- 19 .Design of a
novel multiple epitope-based vaccine : An immunoinformatics approach to
combat SARS-CoV-2 strains. January.

Naveed, M., Husnain, M., Aziz, T., Qadir, P., Asim, M., Majeed, M. N., Aloufi, A.
S., Shami, A., Alwethynani, M. S., & Tombozara, N. (2026).
Immunoinformatics-based design and evaluation of a multi-epitope vaccine
against Vibrio fluvialis. Scientific Reports. https://doi.org/10.1038/s41598-026-
35434-4

Nguyen, T. L., & Kim, H. (2024). Immunoinformatics and computational
approaches driven designing a novel vaccine candidate against Powassan
virus. Scientific Reports, 14(1). https://doi.org/10.1038/s41598-024-56554-9

Nugraheni, E., Rizqoh, D., & Sundari, M. (2023). 10(3).
https://doi.org/10.32539/JKK.V10I3.21425

Paul, S., Sidney, J., Sette, A., & Peters, B. (2017). HHS Public Access.
https://doi.org/10.1002/cpim.12.TepiTool

Rachmayanti, N. (2014). STRUKTUR PROTEOMIK VIRUS DENGUE DAN
MANFAATNYA SEBAGAI TARGET ANTIVIRUS Tinjauan Pustaka. In
MKA (Vol. 37, Number 2). http://jurnalmka.fk.unand.ac.id

Raúl Isea. (2024). A Systematic Review of Dengue Fever and Dengue-Associated
Neurological Conditions Was Conducted in an Attempt to Better Understand
This Disease. 10.14302/issn.2374-9431.jbd-24-5077

Ruswanto, R., Mardianingrum, R., Nofianti, T., Fizriani, R., & Siswandono, S.
(2023). Computational Study of Bis- ( 1- ( Benzoyl ) -3-Methyl Thiourea )
Platinum ( II ) Complex Derivatives as Anticancer Candidates. January, 15–
36.



76

Saha, O., Razzak, A., Sarker, N., Rahman, N., & Afroza, Z. (2024). In silico
design and evaluation of multi - epitope dengue virus vaccines : a promising
approach to combat global dengue burden. Discover Applied Sciences.
https://doi.org/10.1007/s42452-024-05782-9

Saha, S., Hossain, G., & Ahammed, S. (2024). Development of membrane protein-
based vaccine against lumpy skin disease virus ( LSDV ) using
immunoinformatic tools Mohammad Enamul Hoque Kayesh 2. 1–20.
https://doi.org/10.1002/vms3.1438

Santi, N. E. (2023). Jurnal Ilmiah Permas : Jurnal Ilmiah STIKES Kendal. 13,
1179–1188.

Santoso, A. R., & Sidarta, E. (2021). Major Histocompatibility Complex. 3(2),
220–229.

Sariyanti, M., Fitri, N., Febrianti, E., Kurniati, A., & Rizqoh, D. (2021).
Perbandingan Tingkat Keparahan Infeksi Primer Virus Dengue Serotipe 1 ,
2 , 3 dan 4 di Indonesia : Systematic Review Systematic Riview. August.
https://doi.org/10.30829/jumantik.v6i1.7766

Sarvmeili, J., Baghban Kohnehrouz, B., Gholizadeh, A., Shanehbandi, D., &
Ofoghi, H. (2024). Immunoinformatics design of a structural proteins driven
multi-epitope candidate vaccine against different SARS-CoV-2 variants based
on fynomer. Scientific Reports, 14(1). https://doi.org/10.1038/s41598-024-
61025-2

Shetty, S., Dash, S., Kumar, A., Vishwanath, S., Kini, S. G., & Brand, A. (2024).
Immunoinformatics design of a multi-epitope vaccine for Chlamydia
trachomatis major outer membrane proteins. Scientific Reports, 14(1).
https://doi.org/10.1038/s41598-024-81736-w

Srivastava, S., Verma, S., Kamthania, M., Kaur, R., Badyal, R. K., Saxena, A. K.,
Shin, H. J., Kolbe, M., & Pandey, K. C. (2020). Structural Basis for Designing
Multiepitope Vaccines Against COVID-19 Infection: In Silico Vaccine Design
and Validation. JMIR Bioinformatics and Biotechnology, 1(1).
https://doi.org/10.2196/19371

Sharma, E., Mondal, S., Das, S., & Vrana, V. G. (2023a). Scale Development for
COVID-19 Vaccine Hesitancy by Integration of Socio-Demographic and
Psychological Factors. Vaccines, 11(6).
https://doi.org/10.3390/vaccines11061052

Susilowati, I., & Cahyati, W. H. (2021). Indonesian Journal of Public Health and
Nutrition Kejadian Demam Berdarah Dengue ( DBD ): Studi Kasus di
Wilayah Kerja Puskesmas Berdarah Dengue ( DBD ) dan Pemberantasan
tentang penyakit DBD tidak berperan terhadap. 1(2), 244–254.

Syaidatul, A., Khasana, N., Lailieany, N., Hartono, S., Permatasari, V. O., & Laili,
D. (2023). In Silico Design of B-Cell Epitope Based Peptide Vaccine for
Varicella Zooster Virus. 7(1), 1–11.

Syakuran, L. A. (2020). Desain Kandidat Vaksin SARS-CoV-2 Menggunakan
Pendekatan Desain Kandidat Vaksin SARS-CoV-2 Menggunakan Pendekatan
Imunoinformatika. August. https://doi.org/10.13140/RG.2.2.33453.31202

Tamam, B., Syah, D., Lioe, H. N., Suhartono, M. T., & Kusuma, A. (2018).
Beberapa Penciri Berbasis Sekuens Untuk Mengenali Sifat Fungsional



77

Peptida Bioaktif : Studi Eksplorasi [ Sequence-based Identifiers to Recognize
the Functionality of Bioactive Peptides : An Explorative Study ]. 29(1), 1–9.

Tan, B. E. K., Tham, S. K., & Poh, C. L. (2025). Development of New Live-
Attenuated Vaccine Candidates Lacking Antibody-Dependent Enhancement
(ADE) Against Dengue. In Vaccines (Vol. 13, Number 5). Multidisciplinary
Digital Publishing Institute (MDPI).

Tariq, H., Mumtaz, M., Aslam, T., Azam, H. M. H., Hussain, N., Ali, M., Sarfraz,
H., Zulfiqar, M., Baqar, Z., & Munir, H. (2024). Computational Approaches
To Design Multi Epitope-Based Vaccine Designing of Dengue virus -2
Enveloped Protein For Dengue Virus. Pakistan Journal of Health Sciences,
55–61. https://doi.org/10.54393/pjhs.v5i03.1341

Torkian, B., Hann, S., Preisner, E., & Norman, R. S. (2020). BLAST-QC :
automated analysis of BLAST results. 1–8.

Tuiskunen Bäck, A., & Lundkvist, Å. (2013). Dengue viruses – an overview.
Infection Ecology & Epidemiology, 3(1), 19839.
https://doi.org/10.3402/iee.v3i0.19839

Ullah, H., Ullah, S., Li, J., & Yang, F. (2024). An In Silico Design of a Vaccine
against All Serotypes of the Dengue Virus Based on Virtual Screening of B-
Cell and.

Uniprot, T. (2023). UniProt : the Universal Protein Knowledgebase in 2023.
51(November 2022), 523–531.

Vicente, C. R., Herbinger, K. H., Fröschl, G., Romano, C. M., Cabidelle, A. de S.
A., & Junior, C. C. (2016). Serotype influences on dengue severity: A cross-
sectional study on 485 confirmed dengue cases in Vitória, Brazil. BMC
Infectious Diseases, 16(1). https://doi.org/10.1186/s12879-016-1668-y

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

Wayan Widhidewi Bagian Mikrobiologi dan Parasitologi, N., & Kedokteran dan
Ilmu Kesehatan, F. (2019). EPIDEMIOLOGI DAN PENCEGAHAN
TRANSMISI VIRUS DENGUE. Jurnal Lingkungan & Pembangunan, 3(1).
https://ejournal.warmadewa.ac.id/index.php/wicaksana

Wei, K., & Li, Y. (2017b). Global evolutionary history and spatio-temporal
dynamics of dengue virus type 2. Scientific Reports, 7.
https://doi.org/10.1038/srep45505

Wu, M. F., Chen, S. T., & Hsieh, S. L. (2013). Distinct regulation of dengue virus-
induced inflammasome activation in human macrophage subsets. In Journal
of Biomedical Science (Vol. 20, Number 1). https://doi.org/10.1186/1423-0127-
20-36

World Health Organization. (2025). Dengue. WHO.
https://www.who.int/emergencies/disease-outbreak-news/item/2023-DON498



78

Xuan, T., Huy, N., Nguyen, T. T., Wehdnesday, A., & Reyes, B. (2021).
Immunization With a Combination of Four Recombinant Brucella abortus L7
/ L12 Induces T Helper 1 Immune Response Against Virulent B . abortus 544
Infection in BALB / c Mice. 7(January), 1–10.
https://doi.org/10.3389/fvets.2020.577026

Yan, Y., Zhang, D., Zhou, P., Li, B., & Huang, S. (2017). HDOCK : a web server
for protein – protein and protein – DNA / RNA docking based on a hybrid
strategy. 45(May), 365–373. https://doi.org/10.1093/nar/gkx407

Zainul, R., Nur, A., Ansori, M., & Ali, A. (2024). The recent development of
dengue vaccine : a review. 6(December 2023), 362–382.


