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Manuela Sironi, PhD

Personal Data: born November 30th, 1971 in Como, Italy. Citizenship: Italian.
ORCID: 0000-0002-2267-5266

SCOPUS ID: 7102892131

Researcher ID: AAH-5456-2019

Personal e-mail: manu.sir@gmail.com

Institutional e-mail: manuela.sironi@BP.LNF.IT

Telephone number: +39 339 5709734

Education and research experience:

2024-present: Associate Professor of Genetics, University of Milano-Bicocca

2006-present: Principal Investigator, Bioinformatics Unit., IRCCS E. Medea (Bosisio Parini,
Italy).

2008-2020: Assistant Professor (University of Milan, Italy).

2007-2010: PhD in Molecular Medicine (University of Milan, Italy).

2005-2006: Researcher, Bioinformatics Lab, IRCCS E. Medea (Bosisio Parini, Italy).

2004: Visiting Scientist, Wadsworth Center, Molecular Genetics Program, Center for Medical
Sciences, Albany, USA.

2001-2003: Specialty in Applied Genetics (University of Milan, Italy).

1998-2004: Researcher, Molecular Biology Unit, IRCCS E. Medea (Bosisio Parini, Italy).
1996-1998: Research fellowship, Department of Neurological Sciences, University of Milan,
IRCCS Ospedale Maggiore Policlinico (Milano, Italy).

1995-1996: Research fellowship, Experimental Oncology, Istituto Nazionale per lo Studio e
la Cura dei Tumori (Milano, Italy).

1995: Magna cum Laude Degree in Biological Sciences (Universita’ degli Studi di Milano, Italy).
1990: High school graduation (60/60), Liceo Scientifico “P. Giovio”, Como (Italy).

National Scientific qualifications (ASN):

2023: National Scientific Qualification to cover the role of Full Professor in Genetics (05/11);

2022: National Scientific Qualification to cover the role of Associate Professor in Molecular Biology (05/E2);
National Scientific Qualification to cover the role of Associate Professor in Clinical and Medical Microbiology
(06/A3).

2020: National Scientific Qualification to cover the role of Associate Professor in Microbiology (05/12).

2018: National Scientific Qualification to cover the role of Associate Professor in Medical Genetics (06/A1).
2018: National Scientific Qualification to cover the role of Associate Professor in Health sciences and applied
medical technologies (06/N1).

2017: National Scientific Qualification to cover the role of Associate Professor in Zoology and Anthropology
(05/B1).

Language skills:

Italian: mother tongue.

English: fluent (written and spoken).
French: beginner (written and spoken).

Publications and bibliographic indexes:

Author of 181 publications in peer-reviewed international scientific journals (excluding conference
proceedings): 26 first author, 99 last author.

Total citations: 7007 (Scopus), 10535 (Google Scholar).
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H-index: 44 (Scopus), 52 (Google Scholar).

Editorial Boards:

2022-present: Co-Editor in Chief of Infection, Genetics and Evolution (Elsevier, IF=3.2).
2022-present: Editorial board of Viruses (MDPI, IF=5.8).

2020-present: Chief Editor of the Bioinformatic and Predictive Virology section (Frontiers in
Virology, IF= not yet assigned).

2018-present: Senior Editor for Scientific Reports (Nature Publishing Group, IF=4.4).
2016-2021: Handling Editor for Infection, Genetics and Evolution (Elsevier).

2016-2018: Editorial Board of Scientific Reports (Nature Publishing Group).

Scientific boards:

2017-present: member of the Arenaviridae Study Group-International Committee on
Taxonomy of Viruses (ICTV, https://ictv.global/).

2004-2020: Board member of the Neurology Residency Program, University of Milan.
2006-present: member of the Technical and Scientific Board, IRCCS E. Medea.

Committees/grant reviewing activity:

2023: Expert evaluator for the Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the Portuguese public funding
agency for R&D [Experimental Biology panel].

2022: co-Chair of the Experimental Biology panel, Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the
Portuguese public funding agency for R&D.

2021: Chair of the Experimental Biology panel, Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the
Portuguese public funding agency for R&D.

2020: Expert evaluator for the Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the Portuguese public funding
agency for R&D [Clinical Medicine panel].

2017: Expert evaluator for the Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the Portuguese public funding
agency for R&D [Experimental Biology panel].

2015: Expert evaluator for the Fundagdo para a Ciéncia e a Tecnologia, I.P. (FCT), the Portuguese public funding
agency for R&D [Experimental Biology panel].

2015: Expert evaluator for the European Research Commission, stage 1, H2020-BIOTEC.

2011: Expert evaluator for the European Research Commission, stage 1 and stage 2, FP7-HEALTH-2011-two
stage [Topic 2.1.1-3 Large-scale genomics approaches to identify host determinants of infectious diseases].
Reviewer for the following agencies/programs: Swiss National Science Foundation, Cariplo Foundation (Italy),
UEFISCDI EEA Grants, INCEPTION Program (France), ERINHA-ISIDORe Program (2022 Monkeypox Call).

Awarded Grants:

2023: PI, “An evolution-guided approach to study the interaction between MPXV and RIPK3, a central mediator
of necroptosis”, ISIDORe Program (A New Approach to Pandemic Preparedness & Responsiveness Research in
Europe, Monkeypox Call).

2020-2021: PI, “Characterization of SARS-CoV-2 accessory proteins in terms of host adaptation, biochemical
properties, and pharmacophore models-CORONA”, Fondazione Cariplo.

2020-2021: collaborator, “Characterization of SARS-CoV-2 coding sequences and assessment of their role in
COVID-19 pathogenesis”, Regione Lombardia.

2010-2015: collaborator, “Role of pathogen-driven selection in shaping the predisposition to inflammatory
bowel disease (IBD): identification of disease susceptibility alleles” The Broad Medical Research Program of The
Broad Foundation [grant IBD-0294].

2012-2013: Unit PI, “Comparison between Caucasian and Chinese genetic profiles predicting the response to
rostafuroxin” (funded by CVie Therapeutics Company Limited).



2008: PI, “A population genetics approach to the identification of disease alleles and its application to juvenile
and perinatal stoke”, the Italian Ministry of Health (“Ricerca Finalizzata,[RF-IEM-2007-633627].
2000-present: Pl, one project/year “Ricerca Corrente” [the Italian Ministry of Health].

Memberships:
Italian Society of Evolutionary Biology (SIBE)

Manuscript reviewer for:

Science, Trends in Genetics, Molecular Biology and Evolution, BMC Evolutionary Biology; Journal of Molecular
Evolution, Journal of Medical Genetics, Gene, Human Genetics, American Journal of Human Genetics, PLoS
Genetics, Molecular Ecology, PLoS Pathogens, PNAS, Nature Communications, Journal of Virology, Nature
Ecology and Evolution.

Teaching:

2008-2013: Assistant Professor, Practical Neurology 4 (Postgenomics and bioinformatics, comparative
genomics), 6 hours/year, Neurology Residency Program, University of Milan

2013/2014: Assistant Professor, Practical Neurology 4 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 6 hours/year, Neurology Residency Program, University of Milan

2014/2015: Assistant Professor, Practical Neurology 4 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 6 hours/year, Neurology Residency Program, University of Milan

2015/2016: Assistant Professor, Practical Neurology 4 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 4 hours/year, Neurology Residency Program, University of Milan

2016/2017: Assistant Professor, Practical Neurology 3 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 4 hours/year, Neurology Residency Program, University of Milan

2017/2018: Assistant Professor, Practical Neurology 3 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 4 hours/year, Neurology Residency Program, University of Milan

2018/2019: Assistant Professor, Practical Neurology 3 (Postgenomics, bioinformatics, comparative genomics,
population genetics), 4 hours/year, Neurology Residency Program, University of Milan

Student tutoring/Jury member:

2005-2006: co-supervisor, Matteo Fumagalli, Master Degree in Biomedical Engineering, Politecnico di Milano.
2008-2010: co-supervisor, Matteo Fumagalli, PhD in Biomedical Engineering, Politecnico di Milano.
2009-2010: co-supervisor, Beatrice Montorfano, Master Degree in Biotechnology, Universita di Milano Bicocca.
2010-2011: co-supervisor, Diego Forni, Master Degree in Biotechnology, Universita di Milano Bicocca.
2014-2016: co-supervisor, Chiara Pontremoli, PhD in Molecular and Translational Medicine. Universita degli
Studi di Mialno.

2020: jury member, Léa Picard, THESE de DOCTORAT DE LUNIVERSITE DE LYON, I’Ecole Normale Supérieure de
Lyon, Biologie Moléculaire, Intégrative et Cellulaire

2024: revision committee member, Tommaso Alfonsi PhD thesis, PhD in Information Technology, Politecnico di
Milano.

Awards
Listed among the Top Italian Scientists (TIS) and the Top Italian Women Scientists (TIWS)
(https://topitalianscientists.org/).

1996-1998: Research fellowship, Department of Neurological Sciences, University of Milan, IRCCS Ospedale
Maggiore Policlinico (Milano, Italy).

Invited talks and event organization (last 10 years):


https://topitalianscientists.org/

2016

Member of the Scientific Committee of MEEGID XllII, 13th International Conference on Molecular
Epidemiology and Evolutionary Genetics of Infectious Diseases, 10-13 May 2016, Institute of Tropical
Medicine, Antwerp, Belgium

Invited Speaker at MEEGID XIllI, 13th International Conference on Molecular Epidemiology and
Evolutionary Genetics of Infectious Diseases, 10-13 May 2016, Institute of Tropical Medicine, Antwerp, Belgium

Invited speaker at 8th congresso ICAR 2016, Italian Conference on AIDS and Antiviral Research-
Universita Milano-Bicocca, Milano, 6-8 Giugno 2016.

Invited speaker at the by the Italian Societies of Microbiology (SIM) and of Immunology, Clinical
Immunology and Allergology (SIICA) (Novara, Novarello Congress Center, from 23 to 25 June 2016).

2017
Invited speaker at the 7th LCI-Symposium 2017 Evolution and Infection (Leibniz Center Infection),
Leibniz, Germany.

2018
Keynote speaker at the Joint Spring Symposium 2018- Danish Society for Parasitology and Danish
Society for Tropical Medicine & International Health- Copenhagen.

Member of the Scientific Committee of the 14th International Conference on Molecular Epidemiology
and Evolutionary Genetics of Infectious Diseases (MEEGID) - Sitges, Spain.

Invited speaker at the 14th International Conference on Molecular Epidemiology and Evolutionary
Genetics of Infectious Diseases- Sitges, Spain.

Invited seminar at INGM (Istituto Nazionale di Genetica Molecolare) [Seminar: “Zoonoses and the Red Queen
(evolutionary genetics of zoonotic infections)“]

2019
Invited speaker at the Jacques Monod Conference - ¢jm5-2019 : Virus evolution on the mutualist -
parasite continuum (Roscoff, France).

2020
Invited speaker- giornate virtuali del congresso della Societa Italiana di Microbiologia-- 48th Virtual
SIM 2020 (21-22 settembre 2020).

Invited speaker - XIl PhD Meeting-- University of Milano-Bicocca

Invited seminar — Residency in Neurology, Universita degli Studi di Milano [Evolutionary history and origin of
SARS-CoV-2 ]

2021
Invited seminar for Séminaires d'Ecologie et d'Evolution de Montpellier -- LabEx Centre Méditerranéen de
I'Environnement et de la Biodiversité -- Center for Research on the Ecology and Evolution of Diseases (CREES)

2022
Invited speaker at the International Discussion Group on COVID Related Activities (hosted by



McGill university, McGill Genome Center, Montreal, Canada).

Invited speaker at XVI FISV Congress, 3R: Research, Resilience, Reprise -- Reggia di Portici (Naples), Italy (14-16
September 2022)

2023
Co-Chair of MEEGID XVI (16th International Conference on Molecular Epidemiology and Evolutionary Genetics
of Infectious Diseases, Elsevier), Dresden (14-17 November 2023)

Invited seminar, Department of Biosciences, University of Milan (24 November 2023)

2025
Co-Chair of MEEGID XVII (17th International Conference on Molecular Epidemiology and Evolutionary Genetics
of Infectious Diseases, Elsevier), to be held in Kolkata, India (18-21 November 2025)

Scientific dissemination activity:

Since 2014: active participation (interactive talks and activities) to the Researchers’ Night (organized by IRCCS E.
Medea)

2020: dissemination activity on COVID-19 (with the support of Cariplo Foundation). Target: local secondary
schools (11 schools, more than 900 students reached).



List of publications

Journal articles (international, peer reviewed only):
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