
FR-i3L-AA-FYEP-2023-13-Rev.1 

 32 
 

REFERENCES 

Abate, A. R., Hung, T., Sperling, R. A., Mary, P., Rotem, A., Agresti, J. J., Weiner, M. A., & Weitz, D. A. 

(2013). DNA sequence analysis with droplet-based microfluidics. Lab on a Chip, 13(24), 4864. 

https://doi.org/10.1039/c3lc50905bAbate, A. R., Hung, T., Sperling, R. A., Mary, P., Rotem, A., 

Agresti, J. J., Weiner, M. A., & Weitz, D. A. (2013). DNA sequence analysis with droplet-based 

microfluidics. Lab on a Chip, 13(24), 4864. https://doi.org/10.1039/c3lc50905b 

Alidjinou, E. K., Deldalle, J., Hallaert, C., Robineau, O., Ajana, F., Choisy, P., Hober, D., & Bocket, L. 

(2017). RNA and DNA Sanger sequencing versus next-generation sequencing for HIV-1 drug 

resistance testing in treatment-naive patients. Journal of Antimicrobial Chemotherapy, 72(10), 

2823–2830. https://doi.org/10.1093/jac/dkx232 

Alisoltani, A., Jaroszewski, L., Iyer, M., Iranzadeh, A., & Godzik, A. (2022). Increased Frequency of Indels 

in Hypervariable Regions of SARS-CoV-2 Proteins-A Possible Signature of Adaptive Selection. 

Frontiers in genetics, 13, 875406. https://doi.org/10.3389/fgene.2022.875406 

Angélique Ndjoyi-Mbiguino, Zoa-Assoumou, S., Gaël Mourembou, & Moulay Mustapha Ennaji. 

(2020). Human Immunodeficiency Virus: A Brief Review. Emerging and Reemerging Viral 

Pathogens, 183–200. https://doi.org/10.1016/b978-0-12-819400-3.00010-7 

Ardui, S., Ameur, A., Vermeesch, J. R., & Hestand, M. S. (2018). Single molecule real-time (SMRT) 

sequencing comes of age: applications and utilities for medical diagnostics. Nucleic Acids 

Research, 46(5), 2159–2168. https://doi.org/10.1093/nar/gky066 

Arias, A., López, P., Sánchez, R., Yamamura, Y., & Rivera-Amill, V. (2018). Sanger and Next Generation 

Sequencing Approaches to Evaluate HIV-1 Virus in Blood Compartments. International journal 

of environmental research and public health, 15(8), 1697. 

https://doi.org/10.3390/ijerph15081697 

Armani-Tourret, M., Zhou, Z., Gasser, R., Staropoli, I., Cantaloube-Ferrieu, V., Benureau, Y., Garcia-

Perez, J., Pérez-Olmeda, M., Lorin, V., Puissant-Lubrano, B., Assoumou, L., Delaugerre, C., 

Lelièvre, J.-D., Lévy, Y., Mouquet, H., Martin-Blondel, G., Alcami, J., Arenzana-Seisdedos, F., 



FR-i3L-AA-FYEP-2023-13-Rev.1 

 33 
 

Izopet, J., & Colin, P. (2021). Mechanisms of HIV-1 evasion to the antiviral activity of 

chemokine CXCL12 indicate potential links with pathogenesis. PLOS Pathogens, 17(4), 

e1009526. https://doi.org/10.1371/journal.ppat.1009526 

Ayitewala, A., Ssewanyana, I., & Kiyaga, C. (2021). Next generation sequencing based in-house HIV 

genotyping method: validation report. AIDS Research and Therapy, 18(1). 

https://doi.org/10.1186/s12981-021-00390-8 

Blaak, H., van't Wout, A. B., Brouwer, M., Hooibrink, B., Hovenkamp, E., & Schuitemaker, H. (2000). In 

vivo HIV-1 infection of CD45RA(+)CD4(+) T cells is established primarily by syncytium-inducing 

variants and correlates with the rate of CD4(+) T cell decline. Proceedings of the National 

Academy of Sciences of the United States of America, 97(3), 1269–1274. 

https://doi.org/10.1073/pnas.97.3.1269 

Bonsall, D., Golubchik, T., de Cesare, M., Limbada, M., Kosloff, B., MacIntyre-Cockett, G., Hall, M., 

Wymant, C., Ansari, M. A., Abeler-Dörner, L., Schaap, A., Brown, A., Barnes, E., Piwowar-

Manning, E., Eshleman, S., Wilson, E., Emel, L., Hayes, R., Fidler, S., Ayles, H., … HPTN 071 

(PopART) Team (2020). A Comprehensive Genomics Solution for HIV Surveillance and Clinical 

Monitoring in Low-Income Settings. Journal of clinical microbiology, 58(10), e00382-20. 

https://doi.org/10.1128/JCM.00382-20 

Brun-Vezinet, F., & Simon, F. (1990). Classification des rétrovirus [Classification of retroviruses]. La 

Revue du praticien, 40(23), 2116–2119. 

Chen, N.-Y., Kao, S.-W., Liu, Z.-H., Wu, T.-S., Tsai, C.-L., Lin, H.-H., Wong, W.-W., Chang, Y.-Y., Chen, S.-

S., & Ku, S. W.-W. (2020). Shall I trust the report? Variable performance of Sanger sequencing 

revealed by deep sequencing on HIV drug resistance mutation detection. International Journal 

of Infectious Diseases, 93, 182–191. https://doi.org/10.1016/j.ijid.2020.02.004 

Cheng, C., Fei, Z., & Xiao, P. (2023). Methods to improve the accuracy of next-generation sequencing. 

Frontiers in bioengineering and biotechnology, 11, 982111. 

https://doi.org/10.3389/fbioe.2023.982111 

https://doi.org/10.1073/pnas.97.3.1269
https://doi.org/10.3389/fbioe.2023.982111


FR-i3L-AA-FYEP-2023-13-Rev.1 

 34 
 

Choate, L. A., Alaa Koleilat, Harris, K., Vidal-Folch, N., Guenzel, A. J., Newman, J., Peterson, B. J., 

Peterson, S. E., Rice, C. S., Train, L. J., Hasadsri, L., Marcou, C. A., Moyer, A. M., & Baudhuin, L. 

M. (2023). Confirmation of Insertion, Deletion, and Deletion-Insertion Variants Detected by 

Next-Generation Sequencing. Clinical Chemistry, 69(10), 1155–1162. 

https://doi.org/10.1093/clinchem/hvad110 

Curci, P. L., & Sonnante, G. (2015). How a Small Double-Stranded Trick Can Mislead Sanger Sequencing. 

Journal of biomolecular techniques : JBT, 26(3), 80–82. https://doi.org/10.7171/jbt.15-2603-

004 

Davies, G., Griesenbach, U., Alton, E., & Davies, J. C. (2019). Molecular Therapies for Cystic Fibrosis. 

Kendig’s Disorders of the Respiratory Tract in Children, 800-811.e3. 

https://doi.org/10.1016/b978-0-323-44887-1.00053-5 

Deeks, S. G., Overbaugh, J., Phillips, A., & Buchbinder, S. (2015). HIV Infection. Nature Reviews Disease 

Primers, 1(1). https://doi.org/10.1038/nrdp.2015.35 

Derache, A., Shin, H. S., Balamane, M., White, E., Israelski, D., Klausner, J. D., Freeman, A. H., & 

Katzenstein, D. (2015). HIV drug resistance mutations in proviral DNA from a community 

treatment program. PloS one, 10(1), e0117430. 

https://doi.org/10.1371/journal.pone.0117430 

Dilernia, D. A., Chien, J. T., Monaco, D. C., Brown, M. P., Ende, Z., Deymier, M. J., Yue, L., Paxinos, E. E., 

Allen, S., Tirado-Ramos, A., & Hunter, E. (2015). Multiplexed highly-accurate DNA sequencing 

of closely-related HIV-1 variants using continuous long reads from single molecule, real-time 

sequencing. Nucleic acids research, 43(20), e129. https://doi.org/10.1093/nar/gkv630 

Drescher, S. M., von Wyl, V., Yang, W.-L., Böni, J., Yerly, S., Shah, C., Aubert, V., Klimkait, T., Taffé, P., 

Furrer, H., Battegay, M., Ambrosioni, J., Cavassini, M., Bernasconi, E., Vernazza, P. L., 

Ledergerber, B., Günthard, H. F., Kouyos, R. D., Aubert, V., & Barth, J. (2013). Treatment-Naive 

Individuals Are the Major Source of Transmitted HIV-1 Drug Resistance in Men Who Have Sex 

https://doi.org/10.1093/clinchem/hvad110
https://doi.org/10.7171/jbt.15-2603-004
https://doi.org/10.7171/jbt.15-2603-004
https://doi.org/10.1016/b978-0-323-44887-1.00053-5
https://doi.org/10.1038/nrdp.2015.35


FR-i3L-AA-FYEP-2023-13-Rev.1 

 35 
 

With Men in the Swiss HIV Cohort Study. Clinical Infectious Diseases, 58(2), 285–294. 

https://doi.org/10.1093/cid/cit694 

Fauci, A. S. (2003). HIV and AIDS: 20 years of science. Nature Medicine, 9(7), 839–843. 

https://doi.org/10.1038/nm0703-839 

Fouchier, R. A., Meyaard, L., Brouwer, M., Hovenkamp, E., & Schuitemaker, H. (1996). Broader tropism 

and higher cytopathicity for CD4+ T cells of a syncytium-inducing compared to a non-

syncytium-inducing HIV-1 isolate as a mechanism for accelerated CD4+ T cell decline in vivo. 

Virology, 219(1), 87–95. https://doi.org/10.1006/viro.1996.0225 

German Advisory Committee Blood (Arbeitskreis Blut), Subgroup ‘Assessment of Pathogens 

Transmissible by Blood’ (2016). Human Immunodeficiency Virus (HIV). Transfusion medicine 

and hemotherapy : offizielles Organ der Deutschen Gesellschaft fur Transfusionsmedizin und 

Immunhamatologie, 43(3), 203–222. https://doi.org/10.1159/000445852 

Gianella, S., Delport, W., Pacold, M. E., Young, J. A., Choi, J. Y., Little, S. J., Richman, D. D., Kosakovsky 

Pond, S. L., & Smith, D. M. (2011). Detection of minority resistance during early HIV-1 

infection: natural variation and spurious detection rather than transmission and evolution of 

multiple viral variants. Journal of virology, 85(16), 8359–8367. 

https://doi.org/10.1128/JVI.02582-10 

Gomes, A., & Korf, B. (2018). Genetic Testing Techniques. Pediatric Cancer Genetics, 47–64. 

https://doi.org/10.1016/b978-0-323-48555-5.00005-3 

Govender, R. D., Hashim, M. J., Khan, M. A., Mustafa, H., & Khan, G. (2021). Global Epidemiology of 

HIV/AIDS: A Resurgence in North America and Europe. Journal of epidemiology and global 

health, 11(3), 296–301. https://doi.org/10.2991/jegh.k.210621.001 

Grad, Y. H., & Lipsitch, M. (2014). Epidemiologic data and pathogen genome sequences: a powerful 

synergy for public health. Genome biology, 15(11), 538. https://doi.org/10.1186/s13059-014-

0538-4 

https://doi.org/10.1006/viro.1996.0225
https://doi.org/10.1186/s13059-014-0538-4
https://doi.org/10.1186/s13059-014-0538-4


FR-i3L-AA-FYEP-2023-13-Rev.1 

 36 
 

Grivel, J. C., & Margolis, L. B. (1999). CCR5- and CXCR4-tropic HIV-1 are equally cytopathic for their T-

cell targets in human lymphoid tissue. Nature medicine, 5(3), 344–346. 

https://doi.org/10.1038/6565 

Gupta, N., & Verma, V. K. (2019). Next-Generation Sequencing and Its Application: Empowering in 

Public Health Beyond Reality. Microbial Technology for the Welfare of Society, 17, 313–341. 

https://doi.org/10.1007/978-981-13-8844-6_15 

Hassounah, S. A., Mesplède, T., Quashie, P. K., Oliveira, M., Sandstrom, P. A., & Wainberg, M. A. (2014). 

Effect of HIV-1 integrase resistance mutations when introduced into SIVmac239 on 

susceptibility to integrase strand transfer inhibitors. Journal of virology, 88(17), 9683–9692. 

https://doi.org/10.1128/JVI.00947-14 

Hernandez-Vargas, E. A., & Middleton, R. H. (2013). Modeling the three stages in HIV infection. Journal 

of theoretical biology, 320, 33–40. https://doi.org/10.1016/j.jtbi.2012.11.028 

Hibbing, M. E., Fuqua, C., Parsek, M. R., & Peterson, S. B. (2010). Bacterial competition: surviving and 

thriving in the microbial jungle. Nature reviews. Microbiology, 8(1), 15–25. 

https://doi.org/10.1038/nrmicro2259 

Huang, D. W., Raley, C., Jiang, M. K., Zheng, X., Liang, D., Rehman, M. T., Highbarger, H. C., Jiao, X., 

Sherman, B., Ma, L., Chen, X., Skelly, T., Troyer, J., Stephens, R., Imamichi, T., Pau, A., Lempicki, 

R. A., Tran, B., Nissley, D., Lane, H. C., … Dewar, R. L. (2016). Towards Better Precision 

Medicine: PacBio Single-Molecule Long Reads Resolve the Interpretation of HIV Drug Resistant 

Mutation Profiles at Explicit Quasispecies (Haplotype) Level. Journal of data mining in 

genomics & proteomics, 7(1), 182. https://doi.org/10.4172/2153-0602.1000182 

Ibe, S., & Sugiura, W. (2010). Nihon rinsho. Japanese journal of clinical medicine, 68(3), 476–479. 

Illumina. (2023). Sequencing Quality Scores. Illumina. 

https://www.illumina.com/science/technology/next-generation-sequencing/plan-

experiments/quality-scores.html 

https://doi.org/10.1038/6565


FR-i3L-AA-FYEP-2023-13-Rev.1 

 37 
 

International Agency for Research on Cancer. (2012). Biological Agents. International Agency For 

Research On Cancer. 

Iwamoto, A., Taira, R., Yokomaku, Y., Koibuchi, T., Rahman, M., Izumi, Y., & Tadokoro, K. (2017). The 

HIV care cascade: Japanese perspectives. PloS one, 12(3), e0174360. 

https://doi.org/10.1371/journal.pone.0174360 

Jenkins, F., Le, T., Farhat, R., Pinto, A. N., Ansari, A., Bonsall, D., Golubchik, T., Bowden, R., Lee, F. J., & 

Hal, van. (2023). Validation of a HIV Whole Genome Sequencing Method for HIV Drug 

Resistance Testing in an Australian Clinical Microbiology Laboratory. MedRxiv (Cold Spring 

Harbor Laboratory). https://doi.org/10.1101/2023.07.05.23292232 

Kapoor, A.K., & Padival, S. (2022). HIV-2 Infection. National Library of Medicine. 

https://www.ncbi.nlm.nih.gov/books/NBK513308/ 

Kijak, G. H., Sanders-Buell, E., Pham, P., Harbolick, E. A., Oropeza, C., O’Sullivan, A. M., Bose, M., 

Beckett, C. G., Milazzo, M., Robb, M. L., Peel, S. A., Scott, P. T., Michael, N. L., Armstrong, A. 

W., Kim, J. H., Brett-Major, D. M., & Tovanabutra, S. (2019). Next-generation sequencing of 

HIV-1 single genome amplicons. Biomolecular Detection and Quantification, 17. 

https://doi.org/10.1016/j.bdq.2019.01.002 

Lacasta, A. M., Cantalapiedra, I. R., Auguet, C. E., Peñaranda, A., & Ramírez-Piscina, L. (1999). Modeling 

of spatiotemporal patterns in bacterial colonies. Physical Review E, 59(6), 7036–7041. 

https://doi.org/10.1103/physreve.59.7036 

Lee, E. R., Parkin, N., Jennings, C., Brumme, C. J., Enns, E., Casadellà, M., Howison, M., Coetzer, M., 

Avila-Rios, S., Capina, R., Marinier, E., Van Domselaar, G., Noguera-Julian, M., Kirkby, D., 

Knaggs, J., Harrigan, R., Quiñones-Mateu, M., Paredes, R., Kantor, R., & Sandstrom, P. (2020). 

Performance comparison of next generation sequencing analysis pipelines for HIV-1 drug 

resistance testing. Scientific Reports, 10(1), 1634. https://doi.org/10.1038/s41598-020-

58544-z 



FR-i3L-AA-FYEP-2023-13-Rev.1 

 38 
 

Li, C., & Zhang, J. (2019). Stop-codon read-through arises largely from molecular errors and is generally 

nonadaptive. PLoS genetics, 15(5), e1008141. https://doi.org/10.1371/journal.pgen.1008141 

Li, G., Piampongsant, S., Faria, N. R., Voet, A., Pineda-Peña, A.-C., Khouri, R., Lemey, P., Vandamme, 

A.-M., & Theys, K. (2015). An integrated map of HIV genome-wide variation from a population 

perspective. Retrovirology, 12(1). https://doi.org/10.1186/s12977-015-0148-6 

Li, J. Z., Paredes, R., Ribaudo, H. J., Svarovskaia, E. S., Metzner, K. J., Kozal, M. J., Hullsiek, K. H., Balduin, 

M., Jakobsen, M. R., Geretti, A. M., Thiebaut, R., Ostergaard, L., Masquelier, B., Johnson, J. A., 

Miller, M. D., & Kuritzkes, D. R. (2011). Low-frequency HIV-1 drug resistance mutations and 

risk of NNRTI-based antiretroviral treatment failure: a systematic review and pooled analysis. 

JAMA, 305(13), 1327–1335. https://doi.org/10.1001/jama.2011.375 

Link, R. W., Diehl, Spector, C., Mele, A. R., Chung, C., Nonnemacher, M. R., Wigdahl, B., & Dampier, W. 

(2022). HIV-Quasipore: A Suite of HIV-1-Specific Nanopore Basecallers Designed to Enhance 

Viral Quasispecies Detection. Frontiers in Virology, 2. 

https://doi.org/10.3389/fviro.2022.858375 

Lloyd, S. B., Kent, S. J., & Winnall, W. R. (2014). The High Cost of Fidelity. AIDS Research and Human 

Retroviruses, 30(1), 8–16. https://doi.org/10.1089/aid.2013.0153 

Lu, Y. F., Goldstein, D. B., Angrist, M., & Cavalleri, G. (2014). Personalized medicine and human genetic 

diversity. Cold Spring Harbor perspectives in medicine, 4(9), a008581. 

https://doi.org/10.1101/cshperspect.a008581 

Lv, S., Sun, L., Li, T., Bai, R., Dai, M., Wang, R., Zhai, Y., Hua, W., Li, A., Xin, R., & Dai, L. (2023). Role of 

Proviral HIV-1 DNA Genotyping for People Living with HIV (PLWH) Who Had Low-Level Viremia 

While Receiving Antiretroviral Therapy. Infection and drug resistance, 16, 4697–4706. 

https://doi.org/10.2147/IDR.S406188 

Manyana, S., Gounder, L., Pillay, M., Manasa, J., Naidoo, K., & Chimukangara, B. (2021). HIV-1 Drug 

Resistance Genotyping in Resource Limited Settings: Current and Future Perspectives in 

Sequencing Technologies. Viruses, 13(6), 1125. https://doi.org/10.3390/v13061125 

https://doi.org/10.1101/cshperspect.a008581


FR-i3L-AA-FYEP-2023-13-Rev.1 

 39 
 

Masenga, S. K., Mweene, B. C., Luwaya, E., Muchaili, L., Chona, M., & Kirabo, A. (2023). HIV–Host Cell 

Interactions. Cells, 12(10), 1351. https://doi.org/10.3390/cells12101351 

Matsuoka, S., Nagashima, M., Sadamasu, K., Mori, H., Kawahata, T., Zaitsu, S., Nakamura, A., de Souza, 

M. S., & Matano, T. (2019). Estimating HIV-1 incidence in Japan from the proportion of recent 

infections. Preventive medicine reports, 16, 100994. 

https://doi.org/10.1016/j.pmedr.2019.100994 

Mbhele, N., Chimukangara, B., & Gordon, M. (2021). HIV-1 integrase strand transfer inhibitors: a 

review of current drugs, recent advances and drug resistance. International Journal of 

Antimicrobial Agents, 57(5), 106343. https://doi.org/10.1016/j.ijantimicag.2021.106343 

McClung, R. P., Oster, A. M., Ocfemia, M. C. B., Saduvala, N., Heneine, W., Johnson, J. A., & Hernandez, 

A. L. (2021). Transmitted Drug Resistance Among Human Immunodeficiency Virus (HIV)-1 

Diagnoses in the United States, 2014–2018. Clinical Infectious Diseases, 74(6), 1055–1062. 

https://doi.org/10.1093/cid/ciab583 

Metzner, K. J., Giulieri, S. G., Knoepfel, Stefanie A., Rauch, P., Burgisser, P., Yerly, S., Günthard, 

Huldrych F., & Cavassini, M. (2009). Minority Quasispecies of Drug‐Resistant HIV‐1 That Lead 

to Early Therapy Failure in Treatment‐Naive and ‐Adherent Patients. Clinical Infectious 

Diseases, 48(2), 239–247. https://doi.org/10.1086/595703 

Mikhail, B., Dmitrijs, M., & Ivan, M. (2022). A new device-mediated miniprep method. AMB Express, 

12(1), 21. https://doi.org/10.1186/s13568-022-01360-7 

Naif H. M. (2013). Pathogenesis of HIV Infection. Infectious disease reports, 5(Suppl 1), e6. 

https://doi.org/10.4081/idr.2013.s1.e6 

Nakano, K., Shiroma, A., Shimoji, M., Tamotsu, H., Ashimine, N., Ohki, S., Shinzato, M., Minami, M., 

Nakanishi, T., Teruya, K., Satou, K., & Hirano, T. (2017). Advantages of genome sequencing by 

long-read sequencer using SMRT technology in medical area. Human cell, 30(3), 149–161. 

https://doi.org/10.1007/s13577-017-0168-8 



FR-i3L-AA-FYEP-2023-13-Rev.1 

 40 
 

National Human Genome Research Institute. (2023). Frameshift Mutation. NIH. 

https://www.genome.gov/genetics-glossary/Frameshift-Mutation 

National Institute of Infectious Disease (2020). Infectious Agents Surveillance Report. National Institute 

of Infectious Disease (NIID). https://www.niid.go.jp/niid/en/iasr-vol41-e/865-iasr/10489-

488te.html 

New England BioLabs. (2023). Dos and Don’ts of Plasmid Minipreps | NEB. New England BioLabs Inc. 

https://www.neb.com/en/tools-and-resources/usage-guidelines/dos-and-donts-of-plasmid-

minipreps 

Obasa, A. E., Ambikan, A. T., Gupta, S., Neogi, U., & Jacobs, G. B. (2021). Increased acquired protease 

inhibitor drug resistance mutations in minor HIV-1 quasispecies from infected patients 

suspected of failing on national second-line therapy in South Africa. BMC Infectious Diseases, 

21(1). https://doi.org/10.1186/s12879-021-05905-2 

Obasa, A. E., Mikasi, S. G., Brado, D., Cloete, R., Singh, K., Neogi, U., & Jacobs, G. B. (2020). Drug 

Resistance Mutations Against Protease, Reverse Transcriptase and Integrase Inhibitors in 

People Living With HIV-1 Receiving Boosted Protease Inhibitors in South Africa. Frontiers in 

Microbiology, 11. https://doi.org/10.3389/fmicb.2020.00438 

Ode, H., Matsuda, M., Matsuoka, K., Hachiya, A., Hattori, J., Kito, Y., Yokomaku, Y., Iwatani, Y., & 

Sugiura, W. (2015). Quasispecies Analyses of the HIV-1 Near-full-length Genome With Illumina 

MiSeq. Frontiers in microbiology, 6, 1258. https://doi.org/10.3389/fmicb.2015.01258 

PacBio. (2023). HiFi Reads - Highly accurate long-read sequencing. PacBio. 

https://www.pacb.com/technology/hifi-sequencing/ 

PacBio. (2020). Sequencing 101: From DNA to Discovery - The Steps of SMRT Sequencing. PacBio. 

https://www.pacb.com/blog/steps-of-smrt-sequencing/ 

Panel on Antiretroviral Guidelines for Adults and Adolescents. (2023). Guidelines for the Use of 

Antiretroviral Agents in Adults and Adolescents with HIV. Department of Health and Human 

Services. https://clinicalinfo.hiv.gov/en/guidelines/adult-and-adolescent-arv 

https://www.niid.go.jp/niid/en/iasr-vol41-e/865-iasr/10489-488te.html
https://www.niid.go.jp/niid/en/iasr-vol41-e/865-iasr/10489-488te.html
https://www.neb.com/en/tools-and-resources/usage-guidelines/dos-and-donts-of-plasmid-minipreps
https://www.neb.com/en/tools-and-resources/usage-guidelines/dos-and-donts-of-plasmid-minipreps
https://doi.org/10.3389/fmicb.2015.01258
https://www.pacb.com/technology/hifi-sequencing/
https://www.pacb.com/blog/steps-of-smrt-sequencing/


FR-i3L-AA-FYEP-2023-13-Rev.1 

 41 
 

Perales, C., Ortega-Prieto, A. M., Beach, N. M., Sheldon, J., Menéndez-Arias, L., & Domingo, E. (2014). 

Quasispecies and Drug Resistance. Handbook of Antimicrobial Resistance, 1–22. 

https://doi.org/10.1007/978-1-4939-0667-3_1-1 

Picchio, G. R., Gulizia, R. J., Wehrly, K., Chesebro, B., & Mosier, D. E. (1998). The cell tropism of human 

immunodeficiency virus type 1 determines the kinetics of plasma viremia in SCID mice 

reconstituted with human peripheral blood leukocytes. Journal of virology, 72(3), 2002–2009. 

https://doi.org/10.1128/JVI.72.3.2002-2009.1998 

Presloid, J. B., & Novella, I. S. (2015). RNA Viruses and RNAi: Quasispecies Implications for Viral Escape. 

Viruses, 7(6), 3226–3240. https://doi.org/10.3390/v7062768 

Price, G., & Patel, D.A. (2023). Drug Bioavailability. National Library of Medicine. 

https://www.ncbi.nlm.nih.gov/books/NBK557852/ 

Qiagen. (2023). Lysis of bacterial cells for plasmid purification. Qiagen. 

https://www.qiagen.com/us/knowledge-and-support/knowledge-hub/bench-

guide/plasmid/working-with-plasmids/lysis-of-bacterial-cells-for-plasmid-purification 

Rhee, S.-Y., Sankaran, K., Varghese, V., Winters, M. A., Hurt, C. B., Eron, J. J., Parkin, N., Holmes, S. P., 

Holodniy, M., & Shafer, R. W. (2016). HIV-1 Protease, Reverse Transcriptase, and Integrase 

Variation. Journal of Virology, 90(13), 6058–6070. https://doi.org/10.1128/JVI.00495-16 

Rozera, G., Abbate, I., Emanuela Giombini, Castagna, A., Andrea De Luca, Ceccherini‐Silberstein, F., 

Alessandro Cozzi Lepri, Cassola, G., Torti, C., Antonella d’Arminio Monforte, Ippolito, G., & 

Maria Rosaria Capobianchi. (2014). Evolution of HIV-1 tropism at quasispecies level after 5 

years of combination antiretroviral therapy in patients always suppressed or experiencing 

episodes of virological failure. Journal of Antimicrobial Chemotherapy, 69(11), 3085–3094. 

https://doi.org/10.1093/jac/dku255 

Schwetz, T. A., & Fauci, A. S. (2018). The Extended Impact of Human Immunodeficiency Virus/AIDS 

Research. The Journal of Infectious Diseases, 219(1). https://doi.org/10.1093/infdis/jiy441 

https://doi.org/10.1128/JVI.00495-16
https://doi.org/10.1093/jac/dku255


FR-i3L-AA-FYEP-2023-13-Rev.1 

 42 
 

Shevchenko, Y., & Bale, S. (2016). Clinical Versus Research Sequencing. Cold Spring Harbor 

perspectives in medicine, 6(11), a025809. https://doi.org/10.1101/cshperspect.a025809 

Shiino, T., Hachiya, A., Hattori, J., Sugiura, W., & Yoshimura, K. (2020). Nation-Wide Viral Sequence 

Analysis of HIV-1 Subtype B Epidemic in 2003–2012 Revealed a Contribution of Men Who Have 

Sex With Men to the Transmission Cluster Formation and Growth in Japan. Frontiers in 

Reproductive Health, 2. https://doi.org/10.3389/frph.2020.531212 

Siddiqui, D., Badar, U., Javaid, M., Farooqui, N., Sharaf Ali Shah, Iftikhar, A., Sultan, F., Mir, F., Furqan, 

S., Syed Faisal Mahmood, & Syed Hani Abidi. (2023). Genetic and antiretroviral drug resistance 

mutations analysis of reverse transcriptase and protease gene from Pakistani people living 

with HIV-1. PLOS ONE, 18(8), e0290425–e0290425. 

https://doi.org/10.1371/journal.pone.0290425 

Sigma Aldrich. (2021). Sanger Sequencing Steps & Method. Merck. 

https://www.sigmaaldrich.com/ID/en/technical-

documents/protocol/genomics/sequencing/sanger-sequencing 

Solomon, D. A. (2018). Integrating Molecular Diagnostics With Surgical Neuropathology. Practical 

Surgical Neuropathology: A Diagnostic Approach, 71–89. https://doi.org/10.1016/b978-0-

323-44941-0.00005-9 

Stanford University. (2023). PI Resistance Notes. Stanford University HIV Drug Resistance Database. 

https://hivdb.stanford.edu/dr-summary/resistance-notes/PI/#1Rosenbloom2012 

Tamamis, P., & Floudas, C. A. (2014). Molecular Recognition of CCR5 by an HIV-1 gp120 V3 Loop. PLoS 

ONE, 9(4), e95767. https://doi.org/10.1371/journal.pone.0095767 

Tebit, D. M., Patel, H., Ratcliff, A., Alessandri, E., Liu, J., Carpenter, C., Plantier, J. C., & Arts, E. J. (2016). 

HIV-1 Group O Genotypes and Phenotypes: Relationship to Fitness and Susceptibility to 

Antiretroviral Drugs. AIDS research and human retroviruses, 32(7), 676–688. 

https://doi.org/10.1089/AID.2015.0318 



FR-i3L-AA-FYEP-2023-13-Rev.1 

 43 
 

Tedbury, P. R., & Freed, E. O. (2015). HIV-1 gag: an emerging target for antiretroviral therapy. Current 

topics in microbiology and immunology, 389, 171–201. https://doi.org/10.1007/82_2015_436 

Tekeste, S. S., Wilkinson, T. A., Weiner, E. M., Xu, X., Miller, J. T., Le Grice, S. F., Clubb, R. T., & Chow, 

S. A. (2015). Interaction between Reverse Transcriptase and Integrase Is Required for Reverse 

Transcription during HIV-1 Replication. Journal of virology, 89(23), 12058–12069. 

https://doi.org/10.1128/JVI.01471-15 

Telele, N. F., Kalu, A. W., Gebre-Selassie, S., Fekade, D., Abdurahman, S., Marrone, G., Neogi, U., 

Tegbaru, B., & Sönnerborg, A. (2018). Pretreatment drug resistance in a large countrywide 

Ethiopian HIV-1C cohort: a comparison of Sanger and high-throughput sequencing. Scientific 

Reports, 8(1). https://doi.org/10.1038/s41598-018-25888-6 

Thermofisher Scientific. (2023). Bacterial Transformation Workflow–4 Main Steps - US. Thermofisher 

Scientific. https://www.thermofisher.com/id/en/home/life-science/cloning/cloning-learning-

center/invitrogen-school-of-molecular-biology/molecular-cloning/transformation/bacterial-

transformation-workflow.html 

Thermofisher Scientific. (2023). Traditional Cloning Basics. Thermofisher Scientific. 

https://www.thermofisher.com/id/en/home/life-science/cloning/cloning-learning-

center/invitrogen-school-of-molecular-biology/molecular-cloning/cloning/traditional-

cloning-basics.html 

Tian, X., Chen, J., Wang, X., Xie, Y., Zhang, X., Han, D., Fu, H., Yin, W., & Wu, N. (2023). Global, regional, 

and national HIV/AIDS disease burden levels and trends in 1990–2019: A systematic analysis 

for the global burden of disease 2019 study. Frontiers in Public Health, 11. 

https://doi.org/10.3389/fpubh.2023.1068664 

Ting-Leung Ng, T., Su, J., Lao, H.-Y., Lui, W.-W., Chloe Toi-Mei Chan, Amy Wing-Sze Leung, Stephanie 

Hoi-Ching Jim, Lee, L.-K., Sheeba Shehzad, Tam, K.-F., Leung, K., Tang, F., Yam, W.-C., Luo, R., 

& Gilman Kit-Hang Siu. (2023). Long-Read Sequencing with Hierarchical Clustering for 

https://www.thermofisher.com/id/en/home/life-science/cloning/cloning-learning-center/invitrogen-school-of-molecular-biology/molecular-cloning/transformation/bacterial-transformation-workflow.html
https://www.thermofisher.com/id/en/home/life-science/cloning/cloning-learning-center/invitrogen-school-of-molecular-biology/molecular-cloning/transformation/bacterial-transformation-workflow.html
https://www.thermofisher.com/id/en/home/life-science/cloning/cloning-learning-center/invitrogen-school-of-molecular-biology/molecular-cloning/transformation/bacterial-transformation-workflow.html
https://doi.org/10.3389/fpubh.2023.1068664


FR-i3L-AA-FYEP-2023-13-Rev.1 

 44 
 

Antiretroviral Resistance Profiling of Mixed Human Immunodeficiency Virus Quasispecies. 

Clinical Chemistry, 69(10), 1174–1185. https://doi.org/10.1093/clinchem/hvad108 

University of California Davis. (2023). PacBio Revio and Sequel II Library Prep & Sequencing | DNA 

Technologies Core. DNA Tech. https://dnatech.genomecenter.ucdavis.edu/pacbio-library-

prep-sequencing/ 

Wagner, J., Coupland, P., Browne, H. P., Lawley, T. D., Francis, S. C., & Parkhill, J. (2016). Evaluation of 

PacBio sequencing for full-length bacterial 16S rRNA gene classification. BMC Microbiology, 

16(1). https://doi.org/10.1186/s12866-016-0891-4 

Weber, I. T., Kneller, D. W., & Wong-Sam, A. (2015). Highly resistant HIV-1 proteases and strategies 

for their inhibition. Future medicinal chemistry, 7(8), 1023–1038. 

https://doi.org/10.4155/fmc.15.44 

Weirather, J. L., de Cesare, M., Wang, Y., Piazza, P., Sebastiano, V., Wang, X. J., Buck, D., & Au, K. F. 

(2017). Comprehensive comparison of Pacific Biosciences and Oxford Nanopore Technologies 

and their applications to transcriptome analysis. F1000Research, 6, 100. 

https://doi.org/10.12688/f1000research.10571.2 

Weng, Y., Zhang, L., Huang, J., Zhao, J., Luo, P., Bi, S., Yang, Z., Zhu, H., Allain, J.-P., & Li, C. (2016). A 

simple and cost-saving phenotypic drug susceptibility testing of HIV-1. Scientific Reports, 6(1). 

https://doi.org/10.1038/srep33559 

World Health Organization. (2022). Fact Sheet: HIV Drug Resistance. World Health Organization. 

https://www.who.int/news-room/fact-sheets/detail/hiv-drug-

resistance#:~:text=Pretreatment%20HIV%20drug%20resistance 

World Health Organization. (2023). HIV and AIDS. World Health Organization. 

https://www.who.int/news-room/fact-sheets/detail/hiv-aids 

Yan, H., Wu, T., Chen, Y., Jin, H., Li, L., Zhu, Y., Chong, H., & He, Y. (2022). Design of a Bispecific HIV 

Entry Inhibitor Targeting the Cell Receptor CD4 and Viral Fusion Protein Gp41. Frontiers in 

Cellular and Infection Microbiology, 12. https://doi.org/10.3389/fcimb.2022.916487 

https://doi.org/10.1093/clinchem/hvad108
https://dnatech.genomecenter.ucdavis.edu/pacbio-library-prep-sequencing/
https://dnatech.genomecenter.ucdavis.edu/pacbio-library-prep-sequencing/


FR-i3L-AA-FYEP-2023-13-Rev.1 

 45 
 

Yu, F., Wen, Y., Wang, J., Gong, Y., Feng, K., Ye, R., Jiang, Y., Zhao, Q., Pan, P., Wu, H., Duan, S., Su, B., 

& Qiu, M. (2018). The Transmission and Evolution of HIV-1 Quasispecies within One Couple: a 

Follow-up Study based on Next-Generation Sequencing. Scientific Reports, 8(1). 

https://doi.org/10.1038/s41598-018-19783-3 

Zhang, P., Seth, A., & Fernandes, H. (2014). Other Post-PCR Detection Technologies. Pathobiology of 

Human Disease, 4074–4088. https://doi.org/10.1016/b978-0-12-386456-7.07707-8 

Zhang, Y., & Ma, L. (2021). Application of high-throughput sequencing technology in HIV drug 

resistance detection. Biosafety and Health, 3(5), 276–280. 

https://doi.org/10.1016/j.bsheal.2021.06.002 

Zhang, Y., Yin, Q., Ni, M., Liu, T., Wang, C., Song, C., Liao, L., Xing, H., Jiang, S., Shao, Y., Chen, C., & Ma, 

L. (2021). Dynamics of HIV-1 quasispecies diversity of participants on long-term antiretroviral 

therapy based on intrahost single-nucleotide variations. International Journal of Infectious 

Disease, 104, 306–314. https://doi.org/10.1016/j.ijid.2021.01.015 

 

 

  


