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PERSONAL STATEMENT
In my administrative role of Associate Dean for Artificial Intelligence (AI) and Innovation at University of Florida, my mission is to expand artificial intelligence infrastructure, training, research and expertise capacity in public health and health professions.
As Professor in the Department of Epidemiology, I pursue AI solutions for bettering individual and population health, and to go beyond. By capitalizing on my computer science engineering background together with epidemiology, I lead my team to develop original algorithms, models, and usable applications. We leverage machine learning with a critical eye on causality, working on multi-domain, muti-layer big data –socioeconomic, ecological, clinical, and pathogen genomics. I am committed to a multi-cultural, equal opportunity educational and professional environment. I foster Master’s and PhD students to create a workforce that will excel in the next-generation data science. I am organizer of the “International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology”, editor of “BMC Medical Informatics and Decision Making” and of “Global Health Research and Policy”. I am also member of the Association for Computing Machinery (ACM), and Fellow of the American Medical Informatics Association (FAMIA). 
EDUCATION, QUALIFICATIONS AND TRAINING

	
	Institution and location
	Year(s)
	Degree/Role
	Mark/Merits
	Major

	Education

(Graduate

Degrees)
	Roma Tre University, Rome, Italy
	1997-2003
	B.Sc. + M.Sc.
	109/110
	Computer Science Engineering

	
	Roma Tre University, Rome, Italy
	2004-2008
	Ph.D.
	Merit scholar.
	Computer Science & Automation

	
	University of Milan, Milan, Italy
	2009
	Spec. Course
	Merit scholar.
	Bioinformatics

	Academic

Qualifications
	French Ministry of Superior Education and Research, France
	2010
	Maître de Conférences
	N/A
	Computer Science

	
	Italian Ministry of Education, University and Research, Italy
	2018
	Habilitation to Prof. (Level II)
	N/A
	Computer Science Engineering,

Molecular Biology

	Training
	University of Bergen, Bergen, Norway
	1999-2000
	Visiting Scholar
	N/A
	Computer Science Engineering

	
	Max Planck Institute, Saarbrücken, Germany
	2006
	Visiting Scholar
	N/A
	Bioinformatics

	
	Parc de Recerca Biomèdica de Barcelona, Barcelona, Spain
	2007
	Visiting Scholar
	N/A
	Bioinformatics

	
	University College London, London, United Kingdom
	2007-2008
	Visiting Scholar
	N/A
	Biostatistics, Epidemiology


POSITIONS AND EMPLOYMENT
Academic Positions
	2022-current
	Associate Dean for Artificial Intelligence and Innovation and Professor, Preeminence faculty, Department of Epidemiology, College of Public Health and Health Professions & College of Medicine; joint graduate faculty appointment, Department of Health Outcomes and Biomedical Informatics, University of Florida, Gainesville, FL, USA.

	2021-2022
	Professor and College Coordinator of Artificial Intelligence, Preeminence faculty, Department of Epidemiology, College of Public Health and Health Professions & College of Medicine; joint graduate faculty appointment, Department of Health Outcomes and Biomedical Informatics, University of Florida, Gainesville, FL, USA.

	2015-2021
	Associate Professor (tenured in 2019) and Coordinator of Artificial Intelligence (administrative role started in 2021), Preeminence faculty, Department of Epidemiology, College of Public Health and Health Professions & College of Medicine, University of Florida, Gainesville, FL, USA.

	2012-2015
	Assistant Professor [Lecturer as per the British academic nomenclature] in Biomedical Modelling, Centre for Health Informatics, Division of Informatics, Imaging & Data Sciences, University of Manchester, Manchester, UK. Honorary Lecturer, Education and Research Centre, University Hospital of South Manchester, Manchester, UK.

	2010-2012
	Post-doctoral associate, Emerging Pathogens Institute, University of Florida, Gainesville, FL, USA.

	2009-2010
	Post-doctoral associate and adjunct professor, Catholic University of the Sacred Heart, Rome, ITA.

	2008-2009
	Post-doctoral associate, National Institute of Infectious Diseases, Rome, ITA.


Professional Consultancies
	2022
	Naim, LLC, Gainesville, FL, USA.

	2010-2012
	Malattie Infettive e Salute Internazionale (MISI) foundation, Brescia, ITA.

	2010-2012
	Catholic University of the Sacred Heart, Rome, ITA.

	2003-2011
	Informa Pro, LLC, Rome, ITA.

	2007-2009
	Italian cohort of naïve to antiretrovirals (Icona) foundation, Milan, ITA.


PUBLICATIONS
My publication record includes 230+ works in peer-reviewed international journals/books (h-index 44, i10-index 128)
The complete list of publications is appended at the end of this resume. I also presented regularly abstracts/posters at international conferences from 2004 to current date.
Publications can also be found via my Google scholar profile and via my NCBI for PubMed-indexed papers:
· https://scholar.google.com/citations?user=lymUyDkAAAAJ&hl=en
· https://www.ncbi.nlm.nih.gov/myncbi/mattia.prosperi.1/bibliography/public/ 
RESEARCH SUPPORT 
Ongoing Extramural Funding as PI, MPI or Co-PI

NIH NIAID R01AI172875 (Prosperi, Bian)                                                                           4/25/2023 - 3/31/2027   1.2 calendar months


Role (budget): Contact PI ($2,832,512)

Title: Artificial Intelligence and Counterfactually Actionable Responses to End HIV (AICARE-HIV)

SYNGENTA CROP PROTECTION, LLC (Prosperi)                                                                1/1/2023-6/30/2024   0.92 calendar months  


Role (budget): PI ($220,000)

Title: Twitter networks and dynamics of discussions related to pesticides
MERCK SHARP & DOHME, LLC MISP# 100230 (Prosperi)                                         11/03/2022-11/02/2024     0.12 calendar months

Role (budget): PI ($150,347.60)

Title: Interest and uptake of long acting antiretroviral therapy (ART) among people with HIV in Florida.
FL DEPT OF HEALTH CODUS (Prosperi)                                                                     08/01/2022-07/31/2025     1.68 calendar months

Role (budget): PI ($765,322.50) (since 2023 Liu MPI)
Title: Provision of evaluation and planning activities that will be used to develop program interventions addressing the stigmas related to HIV.
NIH NIAID R01AI170187 (Salemi, Prosperi)                                                                 07/12/2022-06/30/2027   1.2 calendar months

Role (budget): MPI ($3,668,333)
Title: A Phylodynamic Artificial Intelligence framework to predict evolution of SARS-C0V-2 variants of concern in Immunocompromised persons with HIV (PhAI-C0V)
NSF 2013998 (Boucher, Jeong, Prosperi, Ruiz)                                                                  1/1/2021-12/31/2024    0.75 calendar months              


Role (budget): Co-PI ($1,187,778)

Title: SCH: INT: Enabling real-time surveillance of antimicrobial resistance
NIH NIAID R01AI145552 (Salemi, Prosperi)                                                             05/01/2020-04/30/2024           1.8 calendar months

Role (budget): MPI ($2,809,658)
Title: Forecasting trajectories of HIV transmission networks with a novel phylodynamic and deep learning framework

NIH NIAID 1R01AI141810 (Boucher, Prosperi)                                          11/26/2018 - 10/31/2023 NCE 2024 2.4 calendar months
Role (budget): MPI ($2,139,795)

Title: Developing Computational Methods for Surveillance of Antimicrobial Resistant Agents.
Ongoing Extramural Funding as Co-I

NIH 1OT2OD036113-01 (Handel, Chute, Moffitt, Pfaff / Bian, Roth Manning)              9/2/2023-3/31/2025 0.6 calendar months
Role (budget): Co-I of subaward ($29,999,314 / $1,449,633)
Title: Iron-CLAD: securely advancing AoU participant characterization with proven platforms and collaborations
NIH NIAAA U24AA029959 (Cook, Wu)                                                                            9/22/2021-8/31/2026 0.6 calendar months


Role (budget): Co-I ($2,491,414)


Title: Southern HIV and Alcohol Research Consortium Biomedical Data Repository
NIH NIAAA P01AA029543 (Cook, Cohen, Govind)                                                         9/10/2021- 8/31/2026 0.6 calendar months


Role (budget): Co-I ($6,645,672)

Title: Interventions to improve alcohol-related comorbidities along the gut-brain axis in persons with HIV infection
NIH NIA R33AG062884 (Ingibjargardottir)                                                                            4/15/2021-3/31/2024   1.2 calendar months


Role (budget): Co-I ($2,053,399)

Title: Advancing Interdisciplinary Science of Aging through Identification of Iatrogenic Complications: The UF EHR Clinical Data Infrastructure for Enhanced Patient Safety among the Elderly (UF-ECLIPSE)
CDC U18DP006512 (Bian, Guo, Shao, Shenkman)                                             9/30/2020-9/29/2025 1.2 calendar months


Role (budget): Co-I ($1,249,995)


Title: Using Real-world Data to Assess the Burden of Diabetes in Children and Adolescents in Florida
AHA 19GPSGC35180031 (Bian site PI)                                                                        12/01/2019 - 11/30/2023 0.36 calendar months 


Role: Co-I ($199,131)

Title: Artificial Intelligence-Aided Personalization on Dual Antiplatelet Therapy for Patients Underwent Coronary Stent Implantation
NIH NCATS 5UL1TR001427-04 (Nelson)                                                                            04/01/2019 - 03/31/2024 1.0 calendar months
Role (budget): Co-I ($3,418,250 first year)


Title: Together: transforming and translating discovery to improve health.

NIH NINDS R01NS063897 (Salemi)                                                              09/30/2017 - 06/30/2022 NCE 2023 1.2 calendar months

Role (budget): Co-I ($3,623,736)

Title: Viral evolution in peripheral macrophages and brain during progression to AIDS.
Ongoing Intramural Funding as PI
None.
Completed Projects
NIH NCI R21CA245858 (Guo)                                                                             08/01/2020-07/31/2022 NCE 2023  1.2 calendar months


Role (budget): Co-I ($392,115)

Title: Using Electronic Health Records from a Large Clinical Data Research Network to Understand Cancer Burden and Cancer Risks among Transgender and Gender Nonconforming (TGNC) Individuals.

NSF 2221818 (Bian, Lee, Li, Prosperi)                                                                                                                09/01/2022-05/31/2023   N/A


Role (budget): Co-PI ($59,970)

Title: Workshop on AI Governance in For-profit and Not-for-profit Organizations
NSF DEB 2028221 (Prosperi, Dean, Salemi)                                                   04/15/2020-03/31/2021 NCE 2023   1.0 calendar months


Role: PI ($166,530)

Title: RAPID: Dynamic Identification of SARS-COV-2 Transmission Epicenters in Presence of Spatial Heterogeneity (COV-DYNAMITE)
NSF SES 1734134 (Prosperi, Bian, Zhou)                                                  09/01/2017 - 08/31/2020 NCE 2022   0.8 calendar months

Role (budget): PI ($392,840)

Title: A Person-Centric Prediction Model of Job Loss based on Social Media.
THE ROCKEFELLER FOUNDATION (Salemi)                                                                         6/1/2021-5/31/2022 0.6 calendar months


Role (budget): Co-I ($340,000)


Title: Expanding genomic surveillance and epidemiology capacity in Central Florida and Southeastern US
UNIVERSITY OF FLORIDA’s Informatics Institute SEED grant (Prosperi)                                                        7/1/2021-7/1/2022    N/A
Role (budget): PI ($19,000)

Title: Distributed Algorithms for Causal Directed Acyclic Graph Inference to Enable Interventional AI on Large Observational Datasets.

SYNGENTA CROP PROTECTION, LLC (Prosperi)                                                                   5/1/2021-4/30/2022   0.3 calendar months  


Role (budget): PI ($166,759)

Title: Evaluating Public Perception of Pesticides Using Social Media Data Analysis
FL DEPT OF HEALTH CODNY / CODRU (Prosperi)                                                    05/01/2020-03/31/2022        1.68 calendar months

Role (budget): PI ($496,136)

Title: HIV outcomes and stigma.

NIH NIAID 1R21AI138815 (Prosperi, Salemi)                                               04/01/2018 - 03/31/2020  NCE 2022 1.44 calendar months

Role (budget): PI ($419,375)

Title: HIV Dynamic Modelling for Identification of Transmission Epicenters (HIV-DYNAMITE).
IT MISI Foundation (Prosperi)                                                                                               01/15/2019- 12/31/2021 0.18 calendar months

Role (budget): PI ($20,400)

Title: Management of standardized evaluation of retroviral HIV Infection (MASTER).

NIH NIA R21AG062884 (Ingibjargardottir-Bjarnadottir, Lucero)                                04/01/2019-03/31/2021 1.2 calendar months

Role (budget): Co-I ($415,343)

Title: Advancing Interdisciplinary Science of Aging through Identification of Iatrogenic Complications: The UF EHR Clinical Data Infrastructure for Enhanced Patient Safety among the Elderly (UF-ECLIPSE).

NIH NIAID 5P30A1073961-13 (Pahwa) UM CFAR supplement                                  10/01/2019 - 05/31/2020 0.12 calendar months
Role (budget): PI of subaward ($15,030)
Title: Preparing to Implement Novel “Data to PrEP” Initiatives to Eliminate HIV Transmission in Florida

UNIVERSITY OF FLORIDA’s “Creating the Healthiest Generation” Moonshot (Morris)                      01/01/2019-12/31/2020 N/A


Role (budget): Co-I ($265,332 direct only)


Title: Confronting the Threat of Emerging Pathogens and Eliminating Hospital-Acquired Drug Resistant Infections
UNIVERSITY OF FLORIDA’s “Creating the Healthiest Generation” Moonshot (Shenkman, Hogan) 01/01/2019-12/31/2020 N/A


Role (budget): Co-I ($501,150 direct only)


Title: Advance Data Capabilities: Integrating Precision Public Health and Precision Medicine
FL DEPT OF HEALTH (Prosperi)      RENEWAL                                                           04/01/2019 - 03/31/2020        1.2 calendar months

Role (budget): PI ($115,704)

Title: Spatiotemporal analysis of HIV drug resistance in Florida.

FL DEPT OF HEALTH (Prosperi)                                                                                    05/01/2018 - 03/31/2019        2.0 calendar months

Role (budget): PI ($115,704)

Title: Spatiotemporal analysis of HIV drug resistance in Florida.

NIH NCI R21CA195251-01A1 (Mai, Prosperi)                                          01/06/2016 - 12/31/2017 ext. 12/31/2018 1.2 calendar months

Role (budget): PI ($258,542)

Title: Big data approach for correlating gut microbiota with epithelial methylation pattern.
US DEPT OF HOMELAND SECURITY (Blackburn)                                                             06/01/2016-05/31/2019 1.2 calendar months

Role (budget): Co-I ($1,527,011)
Title: Bacterial Population Genetics of Select Agent Pathogens.

ARBOR PHARMACEUTICALS (Cottler)                                                                            09/01/2018 - 11/30/2018   0.6 calendar months

Role (budget): Co-I ($377,539)

Title: Study of Non-Oral Administration of Prescription Stimulants (SNAPS).

UNIVERSITY OF FLORIDA’s Health Cancer Center (Asirvatham, Chim, Mai, Prosperi, Yaghjyan)              10/2017-09/2018 N/A
Role (budget): PI ($42,200)

Title: Correlations between breast microbiota and tissue methylation pattern.

EU H2020-PHC-32-2014 #634650 (Vandamme)                                                                 06/01/2015-05/31/2018 2.4 calendar months

Role (budget): PI of work package (€437,560 / total project costs €2,995,968)

Title: Virogenesis: Virus discovery and epidemic tracing from high throughput metagenomics sequencing.

NIH NIMH 1R21MH109360/01-02 (Marshall)                                                                     04/05/2016-03/31/2018 0.9 calendar months

Role (budget): PI of subaward ($37,590 / total project costs $261,525)
Title: Enhancing pre-exposure prophylaxis implementation to optimize individual and community-level impact.

IT MISI Foundation (Prosperi)                                                                                                03/31/2015-03/31/2018 0.7 calendar months

Role (budget): PI ($24,354)

Title: Management of standardized evaluation of retroviral HIV Infection (MASTER).

IT CINECA ISCRA SCAI HP10CD4PA7 (Milicchio, Prosperi)                                                                                         10/2016-10/2017 N/A

Role (budget): PI (4Million CPU-hours)

Title: Tools for Assembly of Next-Generation Sequencing U-mer Data Objects (TANGSUDO).
UNIVERSITY OF FLORIDA’s Health Cancer Center & Institute on Aging (Bird, Gerke, Manini, Prosperi) 02/2016-02/2018 N/A

Role (budget): PI ($40,000)

Title: Endotype discovery in prostate cancer and multi-domain analysis of age-related comorbidities.

UNIVERSITY OF FLORIDA’s Health Quasi Endowment Fund – Renewal (Lucero)             02/2017-02/2018 1.2 calendar months

Role (budget): Co-I ($50,000)

Title: Strengthening the UFHealth Nursing Academic Partnership Phase III: Generating Practice-based Evidence for Quality Improvement

UNIVERSITY OF FLORIDA’s Health Quasi Endowment Fund (Lucero)                                   02/2016-02/2017 1.2 calendar months

Role (budget): Co-I ($64,358)

Title: Strengthening the UFHealth Nursing Academic Partnership Phase III: Generating Practice-based Evidence for Quality Improvement

IT EURESIST FOUNDATION (Prosperi)                                                                               07/15/2015-07/14/2016 0.72 calendar months

Role (budget): PI ($19,600)
Title: EuResist Engine retraining and revision.
FLORIDA ACADEMIC CANCER CENTER ALLIANCE (Yaghjyan)                                                                                            2015-2016 N/A

Role (budget): Co-I ($50,000)

Title: Gut microflora and estrogens: a new paradigm for breast cancer risk reduction

IT CINECA ISCRA SCAI HP10CU1H2A  (Milicchio, Prosperi)                                                                                      09/2014-09/2015 N/A

Role (budget): PI (200,000 CPU-hours)

Title: Distributed Processing of High-Throughput Sequencing Data via De Brujin Graphs (PHErCoOl)
NIH NIAID R01 AI097405-03 (Morris)                                                                                08/01/2014-11/30/2015 0.96 calendar months

Role (budget): Co-I ($2,724,560)
Title: Cholera Transmission in Gressier Region, Haiti: Refinement of Bioinformatics.
UK MRC MR/L011808/1 (Griffiths)                                                                                                                                   09/2014-08/2019 N/A

Role (budget): Researcher (£5,004,540)

Title: Psoriasis Stratification to Optimise Relevant Therapy (PSORT)

UK BBSRC BB/M001121/1 (Robertson)                                                                                                                            09/2014-08/2017 N/A

Role (budget): Co-I (£274,155)

Title: Computational methods for microbial next-generation sequencing data

UK MRC MR/L012693/1 (Johnston)
                                                                                                                                 05/2014-05/2019 N/A

Role (budget): Co-I (£2,200,000)

Title: Phenotyping immune responses in asthma and respiratory infections - a systems approach to understanding changes from childhood to adulthood

IT FONDAZIONE MISI (Prosperi)                                                                                                                                                   2012-2014 N/A

Role (budget): PI (€18,000)
Title: Management of standardized evaluation of retroviral HIV Infection” (MASTER).

UNIVERSITY OF FLORIDA’s NIH NCRR UL1 RR029890 (Prosperi)                                                                                       2011-2012 N/A

Role (budget): PI ($25,000)
Title: Solving the puzzle of quasispecies reconstruction using next-generation sequencing technologies.

UNIVERSITY OF FLORIDA’s EPIG (Prosperi)                                                                                                                               2011-2012 N/A

Role (budget): PI ($5,000)
Title: HIV-1 intra-host evolution in HLA-B*5701 patients with slow disease progression.

TEACHING, SELECTED INVITED TALKS & MENTORING
	Jan.-Apr. 2024 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7199: Topics in Precision Medicine and Public Health Informatics.

	Oct. 2023 (panel)
	National
	Invited panelist at the session “Healthcare in a Digital World:  The Impact of Social Media and Evolving AI” at the Healthcare Symposium 2023, Jacksonville, FL.

	Oct. 2023 (panel)
	Institutional/Local
	Chair of the panel “The Perils of AI Learning from Healthcare Data” at University of Florida’s AI Days 2023, Gainesville, Florida.

	Oct. 2023 (seminar)
	International
	Invited talk “Real World Data and Causal Artificial Intelligence: Shifting Paradigms from Prediction to Intervention Modeling” (with Dr. Yi Guo) at the Council of National Research (CNR), Rome, Italy.

	Aug. 2023 (summer school)
	International
	Module organizer (next-generation sequencing) of the “27th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology”, Stellenbosch, South Africa (https://veme.climade.health/).

	May-Jun. 2023 (course, 28 hrs)
	Institutional/Local
	University of Florida’s PHC7083: Computational Data Science for Epidemiology.

	Apr. 2023 (panel)
	National
	Invited panelist at the session “Advancing Science and Practice in Career Mobility: An Organizational Perspective” at the Society for Industrial and Organizational Psychology (SIOP) annual conference 2023, Boston, MA.

	Feb. 2023 (seminar)
	Institutional/Local
	Invited talk “Interventional AI: Making Sure that AI Does Not Harm” at the Rita Kobb Nursing & Health Informatics Symposium 2023, Gainesville, FL.

	Jan. 2023 (seminar)
	National
	Invited talk “Fusion of Causal Inference and Artificial Intelligence to Study HIV Disparity using Big Data” at the Columbia University’s HIV Intervention Science Training Program Winter Institute 2023, Orlando, FL.

	Jan.-Apr. 2023 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7199: Topics in Precision Medicine and Public Health Informatics.

	Nov. 2022 (seminar)
	National
	Invited talk “Counterfactual AI: from Predicting the Future to Changing it” for the Superheroes of Science series at RAIN Incubator, Tacoma, WA. 

	Oct. 2022 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s GMS 6850 Foundations of Biomedical Informatics – “Causal AI Use Cases.”

	Aug. 2022 (summer school)
	International
	Scientific organizer of the “26th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Panama City, Panama (https://veme-fiocruzbr.ceri.africa/).

	Aug. 2022 (seminar)
	National
	Invited keynote talk titled “AI-DREAM Healthcare – Artificial Intelligence for Data-intensive Responsible, Equitable, Actionable Models in Healthcare” at the Annual NIH AIM-AHEAD meeting, Aug 1-3, 2022, University of North Texas, Fort Worth, TX.  

	May-Jun. 2022 (course, 28 hrs)
	Institutional/Local
	University of Florida’s PHC7083: Computational Data Science for Epidemiology.

	June 2022 (seminar)
	International
	Lab seminar at the department of Electronic Engineering at Yeungnam University, South Korea.

	May 2022 (seminar)
	National
	Invited talk at University of Utah’s Department of Biomedical Informatics, titled “What if AI –from prediction to intervention modeling.”

	Jan.-Apr. 2022 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7199: Topics in Precision Medicine and Public Health Informatics.

	December 2021
	International
	Invited talk at University of Liverpool’s Health Data Science forum, titled “Augmenting Artificial Intelligence with Causal Methods to Develop Intervention Clinical Models from Real-World Data.” 

	Aug.-Sept 2021 (summer school)
	International
	Organizer and teacher at the “Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Online Webinar (COVEME) & Face-to-face Workshop (VEME Light) Belo Horizonte, Minas Gerais, Brazil (https://rega.kuleuven.be/cev/veme-workshop/2021)

	July 2021 (seminar)
	National
	Invited talk for AMIA Knowledge Discovery and Data Mining (KDDM) Working Group, titled “Empowering Artificial Intelligence Methods with Causality to Tackle Bias in Real-World Biomedical Data.”

	Mar. 2021 (seminar)
	Institutional/Local
	Invited talk at University of Florida’s and Florida State University’s joint symposium on Learning Health Systems and Artificial Intelligence, titled “The Big Short with Ethical AI in Biomedical Sciences: When Actions Don’t Follow Intentions - A conversation about AI bias, ethics, and health equity.”

	Jan.-Apr. 2020 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7199: Topics in Precision Medicine and Public Health Informatics.

	Jan. 2020 (seminar)
	National
	Invited seminar speaker at University of Texas (UT) Arlington & UT North Texas (Bioengineering Department Seminar Series), talk titled “The Big Short with Artificial Intelligence in Biomedical Sciences.”

	Dec. 2020 (seminar)
	International
	Keynote speech (with Bian J and Guo Y) at 2020 IEEE International Conference on Big Data (IEEE BigData 2020) - Workshop on Data Science in Medicine and Healthcare (DSMH 2020).

	Oct. 2020 (seminar)
	Institutional/Local
	Guest lecture on Causal AI for University of Florida’s GMS 6850: Foundations of Biomedical Informatics.

	Sep. 2020 (seminar)
	Institutional/Local
	Invited talk at University of Florida’s Artificial Intelligence Advances Seminar Series: “The Big Short with AI in Biomedical Sciences: When Actions Don’t Follow Predictions.”

	May-June 2020 (course, 28 hrs)
	Institutional/Local
	University of Florida’s PHC7083: Computational Epidemiology in Population Science.

	Mar. 2020
	National
	Invited talk “Dynamic Identification of Transmission Epicenters: Application to HIV Epidemic in FL (HIV-DYNAMITE)” at the NIH-NIAID workshop “Phylodynamic Monitoring of HIV Transmission Hotspots to End the HIV Epidemic.”

	Jan.-Apr. 2020 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7199: Topics in Precision Medicine and Public Health Informatics.

	Nov. 2019 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s GMS6847 (Section 28C7) Translational Research and Therapeutics: Bench, Bedside, Community, & Policy. Title: “Precision Public Health.”

	Sep. 2019 (seminar)
	National
	Guest seminar “Big data hurdles in precision medicine and public health” at Northeastern University, Boston, MA.

	Aug. 2019 (summer school)
	International
	Organizer of the “24th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” University of Hong Kong, Hong Kong.

	June 2019 (seminar)
	International
	Invited talk “Big data hurdles in precision medicine and public health” at the Digital Health Summit in Grasmere, UK, organized by Lancaster University.

	Mar. 2019 (seminar)
	Institutional/Local
	Invited seminar “Dynamic Modelling of Phylogenies for Identification of Transmission Epicenters in the HIV Epidemic, HIV-DYNAMITE” at the Center for Statistics and Quantitative Infectious Diseases (CSQUID) working group, University of Florida.

	Jan.-Apr. 2019 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC6937: Topics in Precision Medicine and Public Health Informatics.

	Nov. 2018 (seminar) 
	Institutional/Local
	Guest lecture for University of Florida’s GMS6803: Data Science in Clinical Research. Title: “Eagle’s view on machine learning”.

	Oct. 2018 (seminar)
	Institutional/Local
	Invited seminar “Predicting human-immunodeficiency virus rebound after therapy initiation/switch using genetic, laboratory, and clinical data” for University of Florida’s HSC6935: Core Seminar in the Translational Science of Alcohol and HIV Infection.

	Aug. 2018 (summer school)
	International
	Organizer and teacher at the “23rd International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Robert Koch Institute, Berlin, Germany.

	June 2018 (seminar)
	International
	Invited seminar “A Combined Man-Machine Modelling Pipeline for Characterizing Life Events from Twitter” School of Business and Administration, Zhejiang GongShang University, Hangzhou, China.

	June 2018 (seminar)
	International
	Lab seminar at the department of Electronic Engineering at Yeungnam University, South Korea.

	May-June 2018 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7083: Computational Epidemiology in Population Science.

	Jan. 2018 (seminar)
	National
	Guest seminar (CME-accruing) at Vanderbilt University, Nashville, TN. Title: “Challenges in Next-Generation Metagenomics: Rethinking the Microbiome/Virome Characterization for Known Species, and Chasing the Unknown.”

	Jan.-Apr. 2018 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC6937: Topics in Precision Medicine and Public Health Informatics.

	Nov. 2017 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s GMS 6803: Data Science in Clinical Research. Title: “Big Data Schmucks in Precision Medicine and Precision Public Health”.

	Sep. 2017 (seminar)
	Institutional/Local
	Invited seminar at the University of Florida’s “College of Medicine Alumni Weekend”. Title: “Big Data Science for Precision Medicine and Precision Public Health”.

	Aug. 2017 (summer school)
	International
	Organizer and teacher at the “22nd International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Nova University, Lisbon, Portugal.

	July 2017 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s PHC4101: Public Health Concepts. Title: “Big Data Science for Precision Medicine and Precision Public Health”.

	May-June 2017 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC7083: Computational Epidemiology in Population Science.

	Mar. 2017 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s PHC7000: Epidemiology Seminar Series II. Title: “Overview of Genome-Wide Analyses”.

	Mar. 2017 (seminar)
	National
	Guest seminar at Brown University, Providence, Rhode Island “Precision Medicine via Multi-Domain Inference, to Say Nothing of Big Data”.

	Mar. 2017 (course, 10 hrs)
	International
	Co-organizer and teacher for the “Genomic Virology Workshop” held in Montreal, Canada, with McGill University and Genome Quebec, funded by the Canadian Food Inspection Agency.

	Feb. 2017 (seminar)
	National
	Invited seminar at University of Texas Medical Branch, Galveston, Texas “Challenges in Next-Generation Metagenomics - Refining the Microbiome / Virome Characterization for Known Species, and Chasing the Unknown”.

	Nov. 2016 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s GMS6850: Foundations of Biomedical Informatics. Title: “Multi-domain Inference in Healthcare”.

	Sep. 2016 (seminar)
	National
	Invited keynote speaker at the 2016 Annual Meeting of the American College of Clinical Pharmacology, Bethesda, MD. Title: “Multi-domain inference in healthcare”.

	Aug. 2016 (summer school)
	International
	Organizer and teacher at the “21st International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Korea University, Seoul, South Korea.

	May-June 2016 (course, 14 hrs)
	Institutional/Local
	University of Florida’s PHC6937: Computational Epidemiology in Population Science.

	Dec. 2015 (seminar)
	Institutional/Local
	Guest lecture for University of Florida’s GMS6850: Foundations of Biomedical Informatics. Title: “Precision Genomic/Molecular Medicine”.

	Aug. 2015 (seminar)
	Institutional/Local
	Invited talk “Multi-Domain Inference in Healthcare: Building the Big Data Community” at the “Phenotypic Prediction Workshop” University of Florida, FL, USA.

	Aug. 2015 (summer school)
	International
	Organizer and teacher at the “20th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” University of West Indies, Trinidad and Tobago.

	Sep. 2014 (summer school)
	International
	Organizer and teacher at the “19th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” National Institute of Infectious Diseases, Rome, Italy.

	2013-2014 (tutoring, 70 hrs)
	Institutional/Local
	Tutor for Professional and Personal Development, University of Manchester, UK.

	Dec. 2013 (seminar)
	Institutional/Local
	Invited seminar “Big Data Inference in Healthcare” University of Manchester, UK.

	Aug. 2013 (summer school)
	International
	Organizer and teacher at the “18th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” University of Florida, FL, USA.

	May. 2013 (seminar)
	National
	Invited seminar “Bayesian network inference for large–scale data (to say nothing of the other methods)” University of Sheffield, UK.

	Mar. 2013 (seminar)
	International
	Invited seminar “Bayesian Networks and Large Scale Data Mining” Catholic University of Leuven, Leuven, Belgium.

	Aug. 2012 (summer school)
	International
	Teacher at the “17th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” University of Belgrade, Serbia.

	Oct. 2011 (course, 15 hrs)
	International
	Teacher at the international workshop “Bioinformatics for Phylogenetic Reconstruction in Virology” Hospital de Pediatria Garrahan, Buenos Aires, Argentina.

	Aug. 2010 (summer school)
	International
	Teacher at the “16th International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology” Johns Hopkins University, Rockville, MD, USA.

	June 2010 (seminar)
	National
	Invited seminar “Mathematical Models for HIV-1 Therapy Optimisation” Institute for Scientific Interchange (ISI), Turin, Italy.

	Jan.-Mar. 2010 (course, 15 hrs)
	Institutional/Local
	“Biostatistics for physicians” at the doctorate school in Biology and Clinic of Tropical and Infectious Diseases, Catholic University of the Sacred Heart, Rome, Italy.

	Dec. 2008 (seminar)
	International
	Invited seminar “Bioinformatics helps to make sense of HIV drug resistance” Borodino Ht., Moscow, Russia.

	2004-2008 (teaching assistance, ~10/20 hrs per course)
	Institutional/Local
	Teaching assistant at the faculty of Computer Science Engineering of the Roma Tre University, Rome, Italy, for the courses of: “Misure e strumentazione per l’automazione” [Measurements and Instruments for Automation] (Master’s level), “Intelligenza artificiale” [Artificial Intelligence] (Master’s level), “Fondamenti di automatica” [Foundations of Automation] (Bachelor’s level).


Mentoring

Faculty: Dr. Simone Marini, (Ast Prof research track 2020-2022, tenure track 2022-), Dr. Shantrel Canidate, (Ast Prof, teaching track 2020-2022, tenure track 2022-), Dr. Yiyang Liu (Res Ast Prof, 2022-) at University of Florida.

Postdocs/fellows: Rebecca Rose, PhD (2015-2018), Giuseppe Tradigo, PhD (2016), Carla Mavian, PhD (2016-2017), Yiyang Liu, PhD (2020-2022) at University of Florida. 

Graduate assistants: Kaden King, BSc (2020), Shantanu Ghosh, BSc (2020-2021), Rishab A Das, BSc (2020-2021), Linfang Yang, MSc (2020-2021), Daye Kim, MSc (2021), Hae Jin So, MBA (2021-2022), Rodrigo Mora, BSc (2021-2022), Tayla Moore-Hunt, MA (2021-), Diego Viteri BSc (2022-2023) at University of Florida.
PhD students: Kai Wang (2018), Zhaoyi Chen (2019), Jae Min (2019), Shannan Rich (2022), Inyoung Jun (2023), Sarah Ser (expected 2025), Scott Cohen (expected 2026) at University of Florida; Paolo Fraccaro (2017), Rebecca Howard (2018) at University of Manchester, UK. Certified supervisor for PhD students in UK (May 2014, University of Manchester, UK).

Master’s students: Rebecca Hunter Smith, MSc (2018) at University of Florida; Arturo Franchini, MEng (2017) at University of Brescia, Italy; Hans-Joachim Sonntag, MSc (2014) at University of York, UK.
Undergraduate students:  6 at University of Manchester (2013-2014).
Visiting professors: SungYoon Jung, PhD from Yeungnam University, South Korea (2019-2020).

EDITORIAL APPOINTMENTS, MEMBERSHIPS, RELEVANT SERVICES
Editorial Appointments

	2019 – current
	Associate Editor of Global Health Research and Policy (IF=8.7).

	2017
	Guest editor of Current Medicinal Chemistry (IF=4.1).

	2011 – current
	Associate Editor of BMC Medical Informatics and Decision Making (IF=3.5).


International Workshops / Program Committees
	2020 - current
	Organizer of the Data Intelligence Symposium (DAISY) – annual workshop on transdisciplinary data science (https://epidemiology.phhp.ufl.edu/daisy2020; https://epidemiology.phhp.ufl.edu/research/disl/daisy-2021/; https://warrington.ufl.edu/nsf-workshop/)

	2014 - current
	Member of the program committees of: ACM-BCB (2017-2022, track and publicity chair); ACM-CIKM (2020); AIME (2023-2024); AMIA-DMMI (2014-2015, 2018); AMIA-KDDM (2020); IEA-AIE (2017); ICBM (2023, publicity chair); IEEE-CBMS (2014); IEEE-BIBM-CBPBL (2018; 2020; 2022-2023); IEEE-ICHI (2021; 2024, publicity chair); ISCB-ISMB (2014); KDD-CDPD (2023); KDD-DSHealth (2020-2022); SIMBIG (2018-2019; 2021-2023).

	2013 - current
	Organizer of the International Bioinformatics Workshop on Virus Evolution and Molecular Epidemiology (http://rega.kuleuven.be/cev/avd/meetings/international-bioinformatics-workshops).


Professional Service / Scientific Memberships

	2022 - current
	Member of the American Association for the Advancement of Science (AAAS, https://www.aaas.org/).

	2021 - current
	Member of the Society for Industrial and Organizational Psychology (SIOP, https://www.siop.org/).

	2021 - 2023
	Co-Chair and member of the search and steering committee for the UF AI initiative at University of Florida’s Health Science Center.

	2021 – 2023
	Chair of the Cancer AI Workgroup of the University of Florida’s Cancer Center.

	2020 - 2022
	Member of the COVID-19 Scientific Review Committee and Peer Assistance Working Group (SRCWG).

	2018 - current
	Member of the American Medical Informatics Association (AMIA, https://www.amia.org/); Fellow of AMIA since 2022.

	2016 - current
	Member of the Association for Computing Machinery (ACM, https://www.acm.org/).

	2015 - current
	Member of University of Florida’s: 1) Cancer Center; 2) Genetics Institute; 3) Emerging Pathogens Institute.

	2012 - 2022
	Member of the scientific committee of the Management of Standardized Evaluation of Retroviral HIV Infection (MASTER) cohort (http://www.mastercohort.it/).

	2003 - 2015
	Member of the scientific committee of the Italian Antiretroviral Resistance Cohort Analysis (ARCA) (www.hivarca.net).


Grants Review / Study Sections

	2017; 2019; 2022-2023
	US National Institutes of Health (NIH): ZRG1 AARR-N (51) R​; ZAI1 JA-M M2 1; BBBT-F (02); ZRG1 HSS-B (90).

	2018; 2020-2023
	US National Science Foundation (NSF): BIO; CISE; ENG; IIP.

	2018
	UK Royal Society.

	2018
	UK Wellcome Trust.

	2017
	UK Medical Research Council (MRC).

	2016
	Swiss Institute of Bioinformatics (SIB).

	2013 - 2018
	Research Foundation Flanders - Fonds Wetenschappelijk Onderzoek - Vlaanderen, Belgium.

	2013
	US-Israel Binational Science Foundation.


Journal Peer Review
	Generalist
	Interciencia; Nature Machine Intelligence; Nature Medicine; npj Digital Medicine; PeerJ; PLOS ONE; Scientific Reports.

	Industrial & Organizational Psychology / Econometrics
	Management Information Systems Quarterly.

	Bioinformatics / Health Informatics / Epidemiology
	Bioinformatics; BMC Genomics; BMC Medical Informatics and Decision Making; IEEE/ACM Transactions on Computational Biology and Bioinformatics; IEEE Journal of Biomedical and Health Informatics; JAMIA; JAMIA Open; Journal of Biomedical and Health Informatics; Mathematical Problems in Engineering; PLOS Computational Biology; Statistics in Medicine.

	Molecular Evolution
	Infection, Genetics and Evolution; Molecular Biology and Evolution.

	Epidemiology / Infectious Diseases
	AIDS Research and Human Retroviruses; Antiviral Therapy; BMC Infectious Diseases; Emerging Infectious Diseases; International Journal of STD & AIDS; Journal of AIDS and HIV Research; Lancet HIV; The Journal of Infectious Diseases; Virology Journal; Virus Research.


Other Services

	2016 - 2017
	Ombudsman for University of Florida’s Department of Epidemiology, College of Public Health and Health Profession & College of Medicine.


HONORS, SCHOLARSHIPS & AWARDS
	2022
	Inducted Fellow of the American Medical Informatics Association (FAMIA).

	2022
	University of Florida, College of Medicine, Leadership Development Program recipient.

	2020
	University of Florida, College of Public Health and Health Profession Dean’s Citation Paper award.

	2019
	University of Florida, College of Public Health and Health Profession Dean’s Citation Paper award.

	2018
	University of Florida’s Faculty Enhancement Opportunity (http://aa.ufl.edu/resources/resources-for-faculty/programs-for-faculty/faculty-enhancement-opportunity-feo/).

	2017
	Southeastern Conference (SEC) Visiting Faculty Travel Grant (http://www.thesecu.com/programs/sec-faculty-travel-program/2017-2018-sec-faculty-participants/).

	2016
	First place in the Illumina, Inc., “GoMini Scientific Challenge”, with award comprising a MiniSeq, a Mini Cooper, and reagents for three sequencing runs, for a cash value ~$100,000 (http://www.illumina.com/company/news-center/feature-articles/illumina-announces-winners-of-miniseq-scientific-challenge.html).

	2012
	Second place in the Geneious’ “iEvoBio” challenge for the best bioinformatics plugin (http://www.geneious.com).

	2009
	ComputerWorld Honors Awards (Washington DC, http://www.cwhonors.org/), given to the EuResist project.

	2009
	Merit scholarship, Specialty Course in Phylogenetics and Bioinformatics, University of Milan.

	2005 - 2008
	Merit scholarship, Ph.D., Roma Tre University.

	1999
	“Erasmus” University scholarship (one year) from the EU.

	1996
	Stage offered by “Scuola Normale Superiore di Pisa” to the best high-school students in Italy.


SOFTWARE RELEASED
· DynaPhyloPart – Dynamic partition of phylogenetic trees (https://github.com/DataIntellSystLab/DynaPhyloPart)
· KARGVA – Multi-platform toolkit for identification of antibiotic resistance from sequencing data conferred by point mutations in bacterial genes (https://github.com/DataIntellSystLab/KARGVA)
· KARGA – Multi-platform Toolkit for k-mer-based Antibiotic Resistance Gene Analysis of High-throughput Sequencing Data (https://github.com/DataIntellSystLab/KARGA)

· ALCS-k –An average-case efficient two-stage algorithm for enumerating all longest common substrings of minimum k-length (ALCS-k) between genome pairs (https://github.com/DataIntellSystLab/ALCS-k)
· HIV-DYNAMITE – Dynamic identification of transmission clusters using phylogenetic methods (https://github.com/ProsperiLab/HIVdynamite)
· MISS-PACMAN – Multivariate Independence Set Search via Progressive Addition for Conditional Markov Acyclic Networks (https://github.com/DataIntellSystLab/miss-pacman)
· Motif_prob – Exact quantification of motif probabilities in biological sequences (https://github.com/DataIntellSystLab/motif_prob)
· LibSeq and NanoPAL – Generic programming library in C++ for next-generation sequencing data analytics (https://fmilicchio.bitbucket.io/nanopal.html).
· QuRe – Viral quasispecies assembly from next-generation sequencing data (http://sourceforge.net/projects/qure/)
· HErCoOl - Error correction software for next-generation sequencing data based on k-mer spectrum and de Bruijn graph (http://sourceforge.net/projects/hercool/)

· PhyloPart – Large-scale phylogeny partition (http://sourceforge.net/projects/phylopart/)
· PhyloTempo – Assessing/Visualizing Temporal Clustering in Genealogies (http://sourceforge.net/projects/phylotempo/)
· The Threshold Bootstrap Clustering (TBC) – Bootstrapped partition of molecular sequence alignment via leader clustering (http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0013619)
· Trophix – Prediction of co-receptor tropism for human immunodeficiency virus (http://sourceforge.net/projects/trophix/)
FULL LIST OF PUBLICATIONS
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