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Research Assistant Scientist		
Emerging Pathogens Institute	
Department of Pathology	
College of Medicine	
University of Florida (UF)	

EDUCATION
2008-2013	Doctor of Philosophy in Molecular Biology
			Autonomous University of Madrid, Spain
2004-2007	Master of Industrial Biotechnology (Immunology Major)
			University of Padova, Italy
2001-2004	Bachelor of Biotechnology
			University of Padova, Italy

PROFESSIONAL POSITIONS
2019-current	Research Assistant Scientist
Department of Pathology, College of Medicine, UF, FL, USA
2016-2019	Postdoctoral Associate
Dr. M. Salemi Laboratory, Department of Pathology, College of Medicine, UF, FL, USA
2014-2016	Postdoctoral Associate
Dr. M. Goodenow Laboratory, Department of Pathology, College of Medicine, UF, FL, USA
2008-2013	Doctoral Student 
Dr. A. Alcamí laboratory, Autonomous University of Madrid, Spain
2006-2007	Master Student
Dr. J. A. López de Castro laboratory, Autonomous University of Madrid, Spain

ONGOING RESEARCH SUPPORT
2021-2022 	CBD-induced biomarkers of inflammation reduction in people living with HIV at the single cell level. Role: Co-PI (Cal:0.6), Consortium for Medical Marijuana Clinical Outcomes Research ($67,309)

2021-2022	Characterization of Floridan bat gut microbiota biodiversity using museum collection 				specimens. Role: PI (Cal:1.20), UF Experimental Pathology Intramural Grant ($5,000)

2020-2021 	RAPID-2028221: Dynamic Identification of SARS-COV-2 Transmission Epicenters in Presence of Spatial Heterogeneity, Role: Co-Inv (Cal:2.0), NSF ($166,530) 

2020-2021	RAPID-330205-01: Epidemiological and phylogenetic models for contact - based control of COVID-19, Role: Co-Inv (Cal:3.0), NSF $199,009)

2019-2024	R01AI145552: Forecasting trajectories of HIV transmission networks with a novel phylodynamic and deep learning framework, Role: Co-Inv (Cal:5.40), NIH ($3,629,768) 

PREVIOUS RESEARCH SUPPORT
2017-2019 	Salivary microRNA as novel biomarkers of HIV/AIDS disease progression in people living with HIV, Role: PI (Cal:3.0), UF Thomas H. Maren Award ($50,000)

2014-2015 	Deep sequencing of the light chain of broadly-neutralizing anti-HIV antibodies, Role: PI (Cal:1.20), UF Experimental Pathology Intramural Grant ($10,000)

SERVICE
2021		Department of Pathology Review Day (Research leadership team)
2021		Reviewer UF Experimental Pathology Intramural Grant
2021-current	Chair and Reviewer. Genetic Sequencing & Bioinformatics session at International Dynamics				& Evolution of Human Viruses
2020		Department of Pathology Faculty Committee (Research Assistant Scientist hiring committee)
2019-current	National Science Foundation Reviewer Graduate Research Fellowships Program (NSF GRFP), 			Evolutionary Biology & Systematics Panel
2019-current	Volunteer at Vertebrate Paleontology at Florida Museum of Natural History
2018-current	Certified Data Carpentry Instructor
2017-current	Chair and Organization. Next Generation Sequencing module at International 	Bioinformatics 				Workshop on Virus Evolution and Molecular Epidemiology (VEME), KU Leuven.
2018		Reviewer UF Experimental Pathology Intramural Grant
2018		Reviewer Thomas H. Maren Postdoctoral Award 2019

FELLOWSHIPS, HONORS AND AWARDS
2019	Travel Award, Cold Spring Harbor Laboratory (CSHL), Cold Spring Harbor, NY, USA ($1,350)
2019	Travel Award, American Society of Microbiology, San Francisco, CA, USA ($500)
2018	10th Summer Institute in Statistics and Modeling in Infectious Diseases Scholarship, University of Washington, Department Biostatistics, Seattle, WA ($1,950)
2017	Young Investigator Award, American Society of Tropical Medicine and Hygiene (ASTMH), Baltimore, MD, USA ($750)
2017	Travel Award American Committee on Arthropod-Borne Viruses (ACAV), Baltimore, MD, USA ($700)
2017	Travel Award from Ministry of Science, Technology and Productive Innovation of Argentina ($3,500)
2017	Experimental Pathology Innovative Grants Travel Award, UF, FL, USA ($3,000)
2017	Fellowship to attend 9th Summer Institute in Statistics and Modeling in Infectious Diseases, University of Washington, Department Biostatistics, Seattle, WA, USA ($1,250)
2015	Young Investigator Award, Conference of Retrovirology and Opportunistic Infections, Boston, MA, USA ($1,500)
2013	Cum Laude Ph.D. Mention
2008	Ph.D. Fellowship, Spanish Ministry of Science and Education, Spain ($69,000)
2004	European Union Erasmus Program Fellowship, University of Padova, Italy ($2,125)

MENTORING 
2021-2022	Mentee: Maria Maneses. Major: Microbiology and Cell Science. Mechanism: Honor Thesis
2021-2022	Mentee: Melanie Gonzalez. Major: Biology Pre-Professional. Mechanism: University Multicultural Mentor Program (UMMP). 
2021-2022	Mentee: Shivani Vancheeswaran. Major: Biology on the pre-med track. Mechanism: University Multicultural Mentor Program (UMMP). 
2020-2021	Mentee: Malena Diez. Major: Biomedical engineering. Mechanism: University Multicultural Mentor Program (UMMP). 

ADVISING
2021-current	Maclean Basset, Ph.D. student, Department of Pathology, UF. Project: intra-host coronavirus evolution
2020-current	Andrea Ramirez Mata, Ph.D. student, Department of Pathology, UF. Project: transcriptomics, biomarker discovery
2019-current	Shannan Rich, Ph.D. student, Department of Epidemiology, UF. Project: Tracking of HIV in Florida. 
2019-2020	Shaun Jensen, Biological scientist, Department of Pathology, UF. Project: NGS library preparation, exosome purification, biomarker discovery.
2018-2020	Andrea Ramirez Mata, Biological scientist. Department of Pathology, UF. Project: transcriptomics, biomarker discovery
2017-2021	Mentee: Taylor K. Paisie, Ph.D. student and candidate, Department of Genetics and Genomics, UF. Project: Evolution of vibrio cholerae in Haiti.
2016-2019	Mentee: Yaser Alsahafi, Ph.D. candidate, Department. of Environmental and Global health, UF. Project: Oral microbiome genomics and database.
2016-2017	Mentee: Marta Fogolari, MD resident, Department of Pathology, UF. Project: evolution of Shigella and their phages in Hispaniola.
2015-2016	Mentee: Andrea Ramirez Mata, Master student, Department of Pathology, UF. Project: Characterization of the diversity of IgG-IgM light chain among SLE patients. 

TEACHING 
2022	Intro to phylodynamics. PHC 6937, Analytic Methods for Infectious Diseases course by Dr. Ira Longini, College of Public Health and Health Professions, UF.
2022	Principles of phylodynamics and case studies. PHC 6937, Analytic Methods for Infectious Diseases course by Dr. Ira Longini, College of Public Health and Health Professions, UF.
2022	Teaching assistant at Programming for Biology - CSHL Course, Cold Spring Harbor, NY, USA
2021	One-Health, vector-borne diseases and emerging arboviruses in the Caribbean area, zoom synchronous discussions (PHC 6446, Systems Thinking in One Health course, Dr. Ilaria Capua), Department of Epidemiology, UF.
2021	Organization. Online Webinar (COVEME): Next-generation Sequencing Day https://rega.kuleuven.be/cev/veme-workshop/2021/ 
2021	Molecular epidemiology of SARS-CoV-2:  VOCs and intra-host evolution. ALS4932, sec. 19163-19164 COV2 Summer A 2021, Living the experiment the circular nature of the 2020 COVID-19 pandemic, course by Dr. Ilaria Capua
2020	Molecular epidemiology of SARS-CoV-2. ALS 4932- COV1/18644; HSC 4930-COVD/18837, The Circular Nature of the 2020 COVID-19 Pandemic, course by Dr. Ilaria Capua (https://youtu.be/_CJC0bSQ1Ik)
2020	One-Health, vector-borne diseases and emerging arboviruses in the Caribbean area, zoom synchronous discussions (PHC 6446, Systems Thinking in One Health course, Dr. Ilaria Capua), Department of Epidemiology, UF.
2020	Intro to phylodynamics. PHC 6937, Analytic Methods for Infectious Diseases course by Dr. Ira Longini, College of Public Health and Health Professions, UF.
2020	Principles of phylodynamics and case studies. PHC 6937, Analytic Methods for Infectious Diseases course by Dr. Ira Longini, College of Public Health and Health Professions, UF.
2020	Organization and teaching. Data Carpentry Genomics Workshop, Summer 2020, UF (16 hrs). Teaching objectives: introduction to the command line, scripts writing, cloud computing, data wrangling and processing, trimming and filtering, variant calling, automating workflow, SLURM jobs submission, reference-based mapping.
2019	Molecular epidemiology of V. Cholera in Haiti: a phylodynamic approach (PHC 6517, Public Health Concepts in Infectious Diseases course, Dr. Chen Xinguang), Department of Epidemiology, UF.
2019	One-Health, vector-borne diseases and emerging arboviruses in the Caribbean area (PHC 6446, Systems Thinking in One Health course, Dr. Ilaria Capua), Department of Epidemiology, UF. Recording: https://mediasite.video.ufl.edu/Mediasite/Play/ee8896ba54f447cd8f515e5c777c6fd51d
2019	Organization and teaching. Data Carpentry Genomics Workshop, Fall 2019, UF (16 hrs). Teaching objectives: introduction to the command line, scripts writing, cloud computing, data wrangling and processing, trimming and filtering, variant calling, automating workflow, SLURM jobs submission, reference-based mapping.
2019	Organization and teaching. Next Generation Sequencing module at 24th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology (VEME) (36 hrs). The University of Hong Kong, Hong Kong. Teaching objectives: trimming and filtering, variant calling, de novo assembly, reference-based mapping and metagenomics.
2019	Organization and teaching. Data Carpentry Genomics Workshop, Spring 2019, UF, 16 hrs). Teaching objectives: introduction to the command line, scripts writing, cloud computing, data wrangling and processing, trimming and filtering, variant calling, automating workflow, SLURM jobs submission, reference-based mapping.
2018	Next Generation Sequencing module at 23rd International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology (VEME) (8 hrs). Robert Koch-Institut, Berlin, Germany. Teaching objectives: de novo assembly, reference-based mapping and metagenomics.
2017	Zika virus: a pandemic in progress (PHC 4101 course, Dr. Linda Cottler). Department of Epidemiology, UF.
2017	Next Generation Sequencing module at 22nd International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology (VEME) (4 hrs). Lisbon, Portugal. Teaching objectives: trimming and filtering, variant calling, de novo assembly, reference-based mapping.
2017	Introduction to Phylodynamics - A Practical Approach to Molecular Phylogenetics of Pathogens, GMS 6234, UF (16 hrs). Teaching objectives: Molecular evolution, tree-building algorithms (distance, maximum likelihood and Bayesian based methods), molecular clocks theory, coalescence theory, phylogeography. 
2017	Phylodynamics and bioinformatics course: evolution, origin and spread of viral pathogens. Pediatric Hospital Garrahan and University of Buenos Aires, Buenos Aires, Argentina (40 hrs). Teaching objectives: Molecular evolution, tree-building algorithms (distance, maximum likelihood and Bayesian based methods), molecular clocks theory, coalescence theory, phylogeography, adaptation and natural selection, recombination, Next Generation Sequencing (NGS). 
2017	Introduction to Phylodynamics - A Practical Approach to Molecular Phylogenetics of Pathogens, GMS 6234, Spring 2017, UF (16 hrs). Teaching objectives: Molecular evolution, tree-building algorithms (distance, maximum likelihood and Bayesian based methods), molecular clocks theory, coalescence theory, phylogeography.

PEER REVIEWED MANUSCRIPTS 
1. Benedetti F*, Silvestri G*, Mavian C*, Munawwar A, Weichseldorfer M, Cash MN, Dulcey M, Vittor AY, Ciccozzi M, Latinovic OS, Salemi M, Zella D. Comparison of SARS-CoV-2 receptors expression in primary endothelial cells and retinoic acid-differentiated human neuronal cells. [*=equally contributed] Viruses, in press
2. Lednicky JA, Tagliamonte MS, White SK, Blohm GM, Alam MM, Iovine NM, Salemi M, Mavian C*, Morris JGJ*. Isolation of a Novel Recombinant Canine Coronavirus from a Visitor to Haiti: Further Evidence of Transmission of Coronaviruses of Zoonotic Origin to Humans CID, in press [*=corresponding author]
3. Lednicky JA, Tagliamonte MS, White SK, Elbadry MA, Alam MM, Stephenson CJ, Bonny TS, Loeb JC, Telisma T, Chavannes S, Ostrov DA, Mavian C, Beau De Rochars VM, Salemi M, Morris JGJ. Emergence of porcine delta-coronavirus pathogenic infections among children in Haiti through independent zoonoses and convergent evolution. doi: https://doi.org/10.1101/2021.03.19.21253391 Nature, in press
4. Marini S, Mavian C, Riva A,Salemi M, Rife Magalis B. Optimizing viral genome subsampling by genetic diversity and temporal distribution (TARDiS) for Phylogenetics. Bioinformatics, in press
5. M. Vignoles, V. Andrade, M. Noguera, C. Brander, C. Mavian, M. Salemi, R. Paredes, M. Sharkey, M. Stevenson. Persistent HIV-1 transcription in CD4+ T cells from ART-suppressed individuals can originate from biologically competent proviruses. Journal of Virus Eradication, https://doi.org/10.1016/j.jve.2021.100053
1. Zecchin B., Fusaro A., Milani A., Schivo A., Ravagnan S., Ormelli S., Mavian C., Michelutti A., Toniolo F., Barzon L., Monne I, Capelli G. The central role of Italy in the spatial spread of USUTU virus in Europe. Virus Evolution. Volume 7, Issue 1, 31 August 2021, veab048, https://doi.org/10.1093/ve/veab048
2. Tagliamonte MS*, Mavian C*, Zainabadi K, Cash MN, Lednicky JA, Rife Magalis B, Riva A, Deschamps MM, Liautaud B, Rouzier V, Fitzgerald DW, Pape JW, Morris JGJ, Salemi M. Rapid emergence and spread of SARS-CoV-2 gamma (P.1) variant in Haiti. CID, https://doi.org/10.1093/cid/ciab736; 02 September 2021 [*=equally contributed]
3. Mavian C, López-Bueno A, Martin R, Nitsche A. Alcami A. Comparative pathogenesis, genomics and phylogeography of mousepox. Viruses 2021, 13(6), 1146; https://doi.org/10.3390/v13061146
4. Tariq K, Akhtar ZR; Mavian C, Ali A., Ullah F, Zang LS; Ali F, Nazir T; Ali S. Trophic transfer and toxicity of heavy metals from dengue mosquito Aedes aegypti to predator dragonfly Tramea cophysa. Ecotoxicology. 2021 Aug;30(6):1108-1115. doi: 10.1007/s10646-021-02448-9. Epub 2021 Jun 24.PMID: 34165678
5. Mavian C, Coman RM, Zhang X, Pomeroy S, Ostrov DA, Dunn BM, Sleasman JW, Goodenow MM, Molecular Docking-Based Screening for Novel Inhibitors of the Human Immunodeficiency Virus Type 1 Protease that Effectively Reduce the Viral Replication in Human Cells; Journal of AIDS & Clinical Research; Volume 12:5, 2021.
6. Mavian C#, Ramirez-Mata A, Dollar JJ, Nolan DJ, Rich S, White K, Rife-Magalis B, Cash M, Marini S, Prosperi M., Moraga DA, Riva A, Williams KC, Salemi M# Brain tissue transcriptomic analysis of SIV-infected macaques identifies Poly (ADP-ribose) polymerases (PARPs) as potential biomarkers for neuropathogenesis, J. Neurovirol. (2021). https://doi.org/10.1007/s13365-020-00927-z [#=corresponding].
7. Tagliamonte MS, Abid N, Borocci S, Sangiovanni E, Ostrov DA, Kosakovsky Pond SL, Salemi M#, Chillemi G#, Mavian C#. Multiple recombination events and strong purifying selection at the origin of SARS-CoV-2 spike glycoprotein increased correlated dynamic movements. IJMS 2020 doi: https://doi.org/10.1101/2020.03.30.015685 [#=corresponding].
8. Rich S, Poschman K, Hu H, Mavian C, Cook R, Spencer E, Salemi M, Prosperi M. Socioecological and spatiotemporal factors associated with HIV drug resistance in Florida: a retrospective analysis. The Journal of Infectious Diseases, jiaa413, https://doi.org/10.1093/infdis/jiaa413
9. Rich S, Richards V, Mavian C, Bill Switzer, Rife Magalis B, Poschman K, Geary S, Broadway S, Bennett S, Blanton J, Leitner T, Boatwrtight L, Stetten N, Cook R, Spencer E, Salemi M, Prosperi M. Employing Molecular Phylodynamic Methods to Identify and Forecast HIV Transmission Clusters in Public Health Settings: A Qualitative Study. Viruses 2020, 12(9), 921; https://doi.org/10.3390/v12090921
10. Mavian C#, Kosakovsky Pond SL, [….], Prosperi M#, Salemi M#. Letter to the Editor. Sampling bias and incorrect rooting make phylogenetic network tracing of SARS-COV-2 infections unreliable. 2020 Proc Natl Acad Sci USA May 2020, 202007295; DOI: 10.1073/pnas.2007295117 [#=corresponding].
11. Mavian C#, Simone Marini, Prosperi M, Salemi M#. A snapshot of SARS-CoV-2 genome availability up to April 2020 and its implications. JMIR Public Health Surveill. 2020;6(2):e19170. Published 2020 Jun 1. doi:10.2196/19170 [#=corresponding].
12. Boyles M.S. *, Mavian C*, Finol E. *, Ukhanova M., Stephenson C. J., Hamerlinck G., Kang S., Baumgartner C., Geesey M., Stinton I., Williams K., Mathias D. K., Prosperi M, Mai V., Salemi M., Buckner E. A., Lednicky J. A., Rivers A. R., Dinglasan. R.R.. Under-the-radar dengue virus infections in natural populations of Aedes aegypti mosquitoes. mSphere Apr 2020, 5 (2) e00316-20; DOI: 10.1128/mSphere.00316-20 [*=equally contributed].
13. Mavian C #, Paisie TK, Alam M.T., Nembrini S, Cash M, Nelson EJ, Browne C, Ali A, Morris JGJ, Salemi M. Toxigenic Vibrio cholerae Evolution and Establishment of Reservoirs in Aquatic Ecosystems, 2020 PNAS March 30, 2020 https://doi.org/10.1073/pnas.1918763117 [#=corresponding].
14. Machado Andrade V, Mavian C, Babic D, Cordeiro T, Sharkey M, Barrios L, Brander C, Martinez-Picado J, Dalmau J, Li J, Jacobson J, Seaman MS, Lavine CL, Salemi M, Stevenson M. 2020. A minor population of macrophage-tropic HIV-1 variants is identified in recrudescing viremia following analytic treatment interruption. 2020 PNAS April 16, 2020 https://doi.org/10.1073/pnas.1917034117
15. Blohm GM, Márquez-Colmenarez MC, Lednicky JA, Bonny TS, Mavian C, Salemi M, Delgado-Noguera L, Morris JG, Paniz-Mondolfi AE. Isolation of Mayaro virus from a Venezuelan patient with febrile illness, arthralgias, and rash; further evidence of regional strain circulation and possible long-term endemicity. Am J Trop Med Hyg 2019 Dec;101(6):1219-1225. doi: 10.4269/ajtmh.19-0357. PubMed PMID: 31595869.
16. Blohm G, A Elbadry M, Mavian C, Stephenson C, Loeb J, White S, Telisma T, Chavannes S, De Rochar VMB, Salemi M, Lednicky JA, Glenn Morris J. Mayaro as a Caribbean traveler: Evidence for multiple introductions and transmission of the virus into Haiti. Int J Infect Dis. 2019 Aug 2; doi: 10.1016/j.ijid.2019.07.031. 
17. Lednicky JA, White SK, Mavian C, El Badry MA, Telisma T, Salemi M, OKech BA, Beau De Rochars VM, Morris JG Jr. Emergence of Madariaga virus as a cause of acute febrile illness in children, Haiti, 2015-2016. PLoS Negl Trop Dis. 2019 Jan 10;13(1):e0006972. doi: 10.1371/journal.pntd.0006972. 
18. Mavian C#, Dulcey M, Munoz O, Salemi M, Vittor A.Y., Capua I. Islands as Hotspots for Emerging Mosquito-Borne Viruses: A One-Health Perspective, Viruses. 2018 Dec 25;11(1). pii: E11. doi: 10.3390/v11010011. PMID:30585228 [#=corresponding author].
19. Fogolari M*, Mavian C*, Angeletti S Lampel K A, Maurelli A T, Salemi M. “Distribution and characterization of Shiga toxin converting temperate phage carried by Shigella flexneri in Hispaniola” Infect Genet Evol. 2018 Jul 31. pii: S1567-1348(18)30558-6. doi: 10.1016/j.meegid.2018.07.038.  [*=equally contributed].
20. White SK, Mavian C, Elbadry MA, Beau De Rochars VM, Paisie T, Telisma T, Salemi M, Lednicky JA, Morris, JGJ. Detection and phylogenetic characterization of arbovirus dual-infections among persons during a Chikungunya Fever outbreak, Haiti 2014, PLoS Negl Trop Dis. 2018 May 31;12(5):e0006505. doi: 10.1371/journal.pntd.0006505.
21. White SK*, Mavian C*, Salemi M, Morris, JGJ, Elbadry MA, Okech BA, Lednicky JA, Dunford JC. A new "American" subgroup of African-lineage Chikungunya virus detected in and isolated from mosquitoes collected in Haiti 2016. PLoS One. 2018 May 10;13(5):e0196857. doi: 10.1371/journal.pone.0196857. eCollection 2018. [*=equally contributed]. 
22. Blohm G, Lednicky JA, White SK, Mavian C, Márquez MC, González-García KP, Salemi M, Morris, JGJ , Paniz-Mondolfi AE. Madariaga virus: Identification of a lineage III strain in a Venezuelan child with acute undifferentiated febrile illness, in the setting of a possible equine epizootic, Clin Infect Dis. 2018 Apr 27. doi: 10.1093/cid/ciy224.
23. Mavian C, Rife BD, Dollar JJ, Cella E, Ciccozzi M, Prosperi MCF, Capua I, Salemi M. Emergence of recombinant Mayaro virus strains from the Amazon basin. Scientific Reports. 2017; doi: 10.1038/s41598-017-07152-5, Scientific reports. 2017; 7(1):8718.
24. Rife BD*, Mavian C*, Chen X, Ciccozzi M, Salemi M, Min J, Prosperi M. Phylogenetics of the 21st Century: Applications in Global Infectious Disease Research, Glob Health Res Policy. 2017 May 8;2:13. doi: 10.1186/s41256-017-0034-y. eCollection 2017. [*=equally contributed].
25. Claytor⁠ SC, Subramaniam⁠ K, Landrau-Giovannetti⁠ N, Chinchar⁠ VG, Gray⁠ MJ, Miller⁠ DL, Mavian C⁠, Salemi⁠ M, Wisely⁠ S, Waltzek⁠ TB. Ranavirus phylogenomics: Signatures of recombination and inversions among bullfrog ranaculture isolates. Virology. 2017.
26. Vorbach BS, Rotstein DS, Stacy NI, Mavian C, Salemi M, Waltzek TB, de Wit M. Fatal Systemic Salmonellosis in a Florida manatee (Trichechus manatus latirostris), the Journal of Wildlife Diseases, 2017, doi: 10.7589/2017-01-012. 
27. López-Bueno A*, Mavian C*, Labella A, Castro D, Borrego JJ, Alcami A, Alejo A. Concurrence of iridovirus, polyomavirus and a unique member of a new group of fish papillomaviruses in lymphocystis disease affected gilthead seabream. J Virol. 2016 Sep 12;90(19):8768-79. doi: 10.1128/JVI.01369-16. [*=equally contributed]. 
28. Martin V, Mavian C, López-Bueno A, de Molina A, Díaz E, Andrés G, Alcamí A, Alejo A. Establishment of a zebrafish infection model for the study of wild type and recombinant European sheatfish virus. J Virol. 2015 Oct;89(20):10702-6. doi: 10.1128/JVI.01580-15. 
29. Mavian C, López-Bueno A, Bryant NA, Seeger K, Quail MA, Harris D, Barrell B, Alcamí A. The Genome Sequence of Ectromelia Virus Naval and Cornell Isolates from Outbreaks in North America. Virol 2014 Jul 3;462-463C:218-226. doi: 10.1016/j.virol.2014.06.010. 
30. Mavian C, López-Bueno A, Alcamí A. Genome Sequence of WAU86/88-1, a New Variant of Vaccinia Virus Lister Strain from Poland. Genome Announc. 2014 Jan 9;2(1). 
31. Mavian C, López-Bueno A, Fernández Somalo MP, Alcamí A, Alejo A. Complete genome sequence of the European sheatfish virus. J. Virol. 2012 Jun;86(11):6365-6. 
32. Mavian C, López-Bueno A, Balseiro A, Casais R, Alcamí A, Alejo A. The genome sequence of the emerging common midwife toad virus identifies an evolutionary intermediate within ranaviruses. J Virol. 2012 Apr;86(7):3617-25. Epub 2012 Feb 1. 
33. Gómez P, Mavian C, Galocha B, García-Medel N, López de Castro JA. Presentation of cytosolically stable peptides by HLA-B27 is not dependent on the canonic interactions of N-terminal basic residues in the A pocket. J Immunol. 2009 Jan 1;182(1):446-55. 
NCBI MyBibliography: https://www.ncbi.nlm.nih.gov/myncbi/1XmkXVZo4mxQH/bibliography/public/
Google Scholar Profile: https://scholar.google.com/citations?user=1nPwPo4AAAAJ&hl=en

INVITED SEMINARS AND SYMPOSIA
Invited Talks 
2021	Mutations and recombination findings of SARS-CoV-2. COVID-19 Seminar Series Lenzes.
2019	An eco-evolutionary tale of hosts, pathogens and environmental reservoirs, Keynote lecture, VEME 2019, The University Hong Kong, Hong Kong.
2019	Social-ecological determinants and phylodynamics of HIV epidemic in Florida, CSQUID meeting, UF.
2019	Evidence of Evolution and Persistence of Vibrio cholerae in Aquatic Reservoirs, Annual Resident/Postdoc Research Weekend, UF.
2019	Social-ecological determinants and temporal trends of HIV drug resistance in Florida and subtypes diversification, Florida Department of Health, Tallahassee, FL, USA
2017	Concurrence of iridovirus, polyomavirus, and a unique member of a new group of fish papillomaviruses in lymphocystis disease-affected gilthead sea bream, Florida Museum of Natural History, UF, FL, USA
2016	Phyloanatomy analysis and brain mRNA sequencing, Surviving and Thriving: AIDS, Politics and Culture, Seminars, HSC Library, UF, USA.
2014	 Genome sequencing of natural isolates of poxvirus and iridovirus, Department of Molecular Genetics and Microbiology, UF, USA.
2013	The complete genome sequence of nine ectromelia virus isolates: implications for virulence, Institute of Health Carlos III, Majadahonda, Spain.
2012	The complete genome sequence of poxviral and iridoviral natural isolates, 3rd Next Generation Sequencing Day, Molecular Biology Center, Autonomous University of Madrid, Spain. 
Conference Talks
2021	Multiple introductions of Zika virus in the Americas, ASTMH Annual Meeting, Gaylord National Resort and Convention Center National Harbor, MD, USA. 
2020	From genome to structure: how recombination conserves the long-range correlated movements of SARS-CoV-2. Webinar: Les chercheurs Tunisiens face a la pandemie COVID-19. Virtual conference.
2020	Recombination and purifying selection preserve covariant movements between furin-like cleavage site and receptor binding domain of SARS-CoV-2 mosaic spike glycoprotein, The 15th annual Sequencing, Finishing & Analysis (SFAF) Meeting 2020, Zoom conference. Virtual conference. 
2020	Optimizing viral genome subsampling by genomic diversity and temporal distribution. 2020-COVIDynamics&Evolution. Virtual conference.  
2020	Collection of SARS-CoV-2 Virus from the Air in a University Student Health Care Center and Analyses of its Viral Genomic Sequence. American Association for Aerosol Research 38th Annual Conference. Virtual conference.
2019	Evidence of Environmental Persistence-driven Evolution of Vibrio cholerae in Aquatic Reservoirs, EPIDEMICS7, Charleston, SC, USA.
2019	Evidence of Environmental Persistence-driven Evolution of Vibrio cholerae in Aquatic Reservoirs, ASM Microbe 2019, San Francisco, CA, USA.
2017	Spatiotemporal evolution and recombination of Mayaro Virus Isolates Collected Over 60 years in the Americas: the dawn of a new epidemic? ACAV & ASTMH Annual Meeting, Baltimore, MD, USA.
2017	Spatiotemporal evolution and recombination of Mayaro Virus Isolates Collected Over 60 years in the Americas: the dawn of a new epidemic? ASTMH Annual Meeting, Baltimore, MD, USA.
2012 The complete genome sequence of the gilthead seabream lymphocystis disease virus identifies a novel virus species in the Mediterranean area, 9th International Congress of Veterinary Virology, Madrid, Spain
2013 Genome sequence of two European ranaviruses: the common midwife toad virus and the European sheatfish virus, XIX International Poxvirus, Asfavirus and Iridovirus Conference, Salamanca, Spain.
Posters
2021	Isolation of a Novel Recombinant Canine Coronavirus from a Visitor to Haiti: Further Evidence of Transmission of Coronaviruses of Zoonotic Origin to Humans, 5th Workshop on Virus Dynamics. Virtual conference. 
2021	Multifaceted adaptive landscape of toxigenic Vibrio cholerae during epidemic waves in the Democratic Republic of Congo associated with a novel and unique ICP1 Bacteriophage, EPIDEMICS8. Virtual conference. 
2020	Bayesian phyloanatomy identifies a population of macrophage-tropic HIV-1 variants in recrudescing viremia following analytic treatment interruption, 2020-COVIDynamics&Evolution. Virtual conference. 
2020	Presence macrophage-tropic HIV-1 variants following analytic treatment interruption, CROI 2020. Virtual conference. 
2019	Phylodynamics of the HIV epidemic in Florida in the decade from 2007-2017, EPIDEMICS7, Charleston, SC, USA.
2019	Evidence of Environmental Persistence-driven Evolution of Vibrio cholerae in Aquatic Reservoirs, ASM Microbe 2019, San Francisco, CA, USA.
2019	Phylogeographic characterization of minority non-B HIV-1 subtype strains and circulating recombinant forms in Florida, USA, VEME 2019, Hong Kong, China.
2019	Phylogenetic characterization of HIV transmission in Florida 2007-2017, VEME 2019, Hong Kong, China
2019	Harnessing Data Science to Improve Population Health and Public Health Surveillance. International Society for Disease Surveillance (ISDS), San Diego, CA, USA.
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