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Place and date of birth:
Florence, November 39 1971
Work address:
Department of Chemistry and Magnetic Resonance Center
University of Florence
Via Luigi Sacconi 6
50019, Sesto Fiorentino
Italy
Tel. 055 - 4574267

e-mail; rosato@cerm.unifi.it

Education:

1995: Bachelor’s degree in Chemistry (Degree: 110/110 cum laude and mention).
1995-1998: PhD in Chemical Sciences (University of Florence).

Career history:

March 1999-June 1999: Bursary (Assegno di Ricerca) at the Department of Chemistry of the University of
Florence

July 1999-October 2002: Assistant Professor at the Department of Chemistry of the University of Florence
November 2002-Present: Associate Professor at the Department of Chemistry of the University of Florence

Funded Projects (as Head of Research Unit or Workpackage Coordinator)
o WeNMR - European Commission n. 261572
e INDIGO-Datacloud — European Commission n. 653549
e MoBrain (EGI-ENGAGE) — European Commission n. 654142
e PhenoMeNal — European Commission n. 654241
e WeNMR Thematic Services (EOSC-HUB) — European Commission n.777536
e EOSC-Life — European Commission n. 824087

Boards

Contributor to Faculty of 1000 (http://www.f1000biology.com/), 2010-2018

Scientific Data, Nature Publishing Group, Editorial Board member (http://www.nature.com/scientificdata/),
2017-present

International Journal of Molecular Sciences, MDPI, Editorial Board member
(https://www.mdpi.com/journal/ijms/sectioneditors/biochemistry), 2018-present

Member of the Committee CES11-Characterization of structures and structure-function relationships of
biological macromolecules of the French National Agency of Research, 2018-2020

Honors:

VIII National Prize "FEDERCHIMICA - Per un Futuro Intelligente”, 1996
Sapio NMR Junior Prize, 2001
Prize “Gastone de Santis” of the Division of Chemistry of Biological Systems of the Italian
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Chemical Society and Italfarmaco Inc., 2005
Prize “Raffaello Nasini” of the Division of Inorganic Chemistry of the Italian Chemical Society,

2009

Meeting Organization:

"NMR for the Development of Science and Technology", Florence, 1996: member of the organizing
committee

"XXXIII International Conference on Coordination Chemistry”, Florence, 1998: member of the local
organizing committee.

“3rd Meeting of the Users of the Large Scale Facilities for NMR in Life Sciences”, Viareggio, 1999:
member of the local organizing committee.

“XIX International Conference on Magnetic Resonance in Biological Systems”, Florence 2000, coordinator
of the national organizing committee.

“Workshop on Structural Genomics of the OECD Global Science Forum”, Florence 2000, Scientific
secretary

“New Challenges in the Life Sciences: Prioritizing European Research in Molecular Systems Biology”,
Florence 2007, member of the organizing committee.

“Strategies and Achievements of bio-NMR in Europe”, San Diego, CA, 2008, member of the organizing
committee

“Magnetic Resonance in the Life Sciences: What's New, Montecatini Terme, Italy, 2008, member of the
organizing committee

“Structuring a Pan-European Bio-NMR Community”, Firenze, Italy, 2009, organizer

“18t CASD-NMR Workshop”, Firenze, Italy, 2010, organizer

“Joint EUROMAR and 17th ISMAR Conference, WWMR 2010, Florence, Italy, 2010, organizer

"From Molecular Structure to Systems Biology , S. Vito di Cadore, Italy, 2010, Member of the
scientific committee

“WeNMR Workshop - Computational aspects of the joint use of SAXS and NMR”, Florence, Italy, 2011,
Organizer

“Advanced methods for the integration of other structural data with NMR data”, Florence, Italy, 2013,
Organizer

“National meeting of the Division of Chemistry of Biological Systems of the Italian Chemical Society”,
Bologna, Italy, 2013, Organizer

“National meeting of the Division of Chemistry of Biological Systems of the Italian Chemical Society”,
Syracuse, Italy, 2015, Organizer

Round Table “Bringing together the bio-medical scientific communities: the role of research
infrastructures”, Brno, Czech Republic, 2017, Organizer

INSTRUCT practical course on Advanced methods for the integration of diverse structural data (3rd
edition), Florence, Italy, 2018, Organizer

Oral Presentations

"7th Chianti Workshop on Magnetic Resonance”, San Miniato 1997: Relaxation based constraints for
solution structure determination of paramagnetic metalloproteins

"8th Chianti Workshop on Magnetic Resonance”, San Miniato 1999: Partial orientation of cytochrome b5 at
high fields: dissecting magnetic susceptibility anisotropy contributions

“11th ICBIC”, Cairns, Australia 2003: Biological Inorganic Chemistry and Structural Genomics: can there
be love?

"XXXIIl National Congress on Magnetic Resonance”, Bressanone 2003: A method to search for
metalloproteins in gene banks

"SPINE workshop on NMR software tools", Regensburg, Germany, 2004: Structural constraints from
paramagnetic effects

"CCPN/TEMBLOR Workshop on Data model driven approaches to software development”, Hinxton,
United Kingdom, 2004: Metalloprotein NMR structures and data storage

“VIth European Symposium of the Protein Society”, Barcelona, Spain, 2005: Structure, function, dynamics
and bioinformatics of metalloproteins

“III Congresso Nazionale della Divisione di Chimica dei Sistemi Biologici”, Rimini, Italy, 2005: NMR and
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bioinformatic studies of metalloproteins

“First European Conference on Chemistry for Life Sciences”, Rimini, Italy, 2005: Identification of
metalloproteins in the genome and their functional annotation

“Trends in Transient Interactions between Biological Macromolecules, Seville, Spain 2007: NMR studies of
metal-mediated protein-protein interactions

“2nd European Conference on Chemistry for Life Sciences”, Wroclaw, Poland 2007: Intracellular copper
transport: a structural view

Round Table of the “EU-NMR Annual User Meeting”, Frankfurt, Germany 2008: The eNMR project

“2" Biomed GRID School”, Varenna, Italy 2008: The eNMR project

“Retreat of the North-East Structural Genomics, Consortium”, Princeton, NJ, 2009: Recognizing Zn Binding
Proteins in the Proteomes of Life

“2009 NIGMS Workshop — Enabling Technologies for Structural Biology”, Bethesda, MD, 2009: The
eNMR Platform For Structural Biology

“XXIII Congresso Nazionale della Societa Chimica Italiana”, Sorrento, Italy, 2009: Nasini Prize 2009, The
roles of metal ions in cells: bioinformatic and experimental studies

“TOPIM 20107, Bardonecchia, Italy, 2010: Mechanistic systems biology of metal ions in cells

“The Biobank as an Instrument for Economic Development”, Florence, Italy, 2010: GRID for Biobanks
“Italian National NMR School”, Torino, Italy, 2010: e-NMR and Automation

“18" EuroQSAR — EAST-NMR Satellite Meeting”, Rhodes, Greece, 2010: The eNMR Platform for
Structural Biology

“National School of Bioinorganic Chemistry”, Siena, Italy, 2011: Metalloproteomics

“HealthGrid 20117, Bristol, United Kingdom, 2011: The WeNMR Platform for Structural Biology

“5th International Conference on Metals and Genetics”, Kobe, Japan, 2011: Sequence- and structure-based
analyses of metalloproteomes

“CECAM Workshop on Integrated Software for Integrative Structural Biology”. Abingdon, United
Kingdom, 2012: Exploring the conformational space of flexible multi-domain proteins by a combination of
NMR and SAXS

“Seventh International Conference on Porphyrins and Phtalocyanines”, Jeju island, Republic of Korea,
2012: Bioinformatics applied to heme-binding proteins: approaches and conclusions

“International Symposium on Grid and Clouds”, Taipei, Taiwan, 2013: Automated NMR assignment and
structure calculation

“18" ISMAR Meeting”, Rio de Janeiro, Brazil, 2013: Conformational space of complexes from SAXS data
- MAXOCC

“EGI Technical Forum”, Madrid, Spain, 2013: Structural biology applications within WeNMR

“Modern Trends in Inorganic Chemistry XV”, Roorkee, India, 2013: Structural bioinformatics of
metalloproteins

“RDA Third Plenary Meeting”, Dublin, Ireland, 2014: Open issues for structural biology data and metadata
Invited seminar: Institut Pasteur, Paris, France, 2014: Bioinformatics and NMR studies of metalloproteins
“XXV National Congress of the Italian Chemical Society”, Arcavacata di Rende, Italy, 2014: Structural
bioinformatics of metalloproteins

“GLiB 2014 - Quarta Giornata Ligure di Bioinformatica”, Genova, Italy, 2014: Structural bioinformatics of
metalloproteins

“Research Infrastructures meet Research Data Alliance” Workshop, Amsterdam, The Netherlands, 2015: A
distributed infrastructure for integrated structural biology

“EGI Conference 2016 - Opening science in Europe and in the World”, Amsterdam, The Netherlands, 2016:
The MoBrain Competence Center for Translational Research from Molecule to Brain

“Advanced methods for the integration of diverse structural data with NMR data — 2" Edition” Training
course, Amsterdam, The Netherlands, 2016: Molecular dynamics for NMR-based protein structure
refinement

Invited seminar: Wageningen University, The Netherlands, 2016: The importance of metal sites for
bioinformatics of metalloproteins

“CORBEL Annual General Meeting 2016”, Graz, Austria, 2016: PhenoMeNal - Large Scale Computing for
Medical Metabolomics

“FAIR Data Management: best practices and open issues”, Florence, Italy, 2016: INSTRUCT, a distributed
infrastructure for integrated structural biology



“International Symposium on Grids and Clouds™, Taipei, Taiwan, 2017: Molecular dynamics of proteins in
the cloud

“Data Management Services in the Cloud”, Barcelona, Spagna, 2017: Molecular dynamics of proteins in the
cloud

Invited seminar: Vrije Universiteit Bruxelles, Belgium, 2017: Bioinformatics of metalloproteins

“14th Annual Meeting of the Bioinformatics Italian Society”, Cagliari, Italy, 2017: Tools and databases for
bioinformatics of metalloproteins

“CloudMet 20177, Pula, Italy, 2017: Metabolic profiles for diagnostics/prognostics

“EOSC Stakeholder Forum, Brussels”, Belgium, November 28-29, 2017. INSTRUCT-ERIC:
requirements and possible contributions to the EOSC

“Digital Infrastructures For Research”, Brussels, Belgium, Nov 30- Dec 1, 2017: Requirements for
the use of structural biology (SB) data from the perspective of users and research infrastructures
from neighboring fields

EBI Webinar, 17 Jul 2018: Metabolomics and Systems Biology

“46th National Conference on Inorganic Chemistry”, Bologna, Italy, 10-13 Sep 2018:
Bioinformatics and Molecular Dynamics of Metalloproteins

“Digital Infrastructures For Research 2018, Lisbona, Portogallo, 2018: WeNMR activities in the
EOSC-Hub

“3™@ CORBEL Annual General Meeting 2018, Paris, France, 2018: West-Life, a Virtual Research
Environment for Structural Biology

“Past, present and future of inorganic chemistry in Italy: a path defined by the winners of the Nasini prize”,
Rome, Italy, 2019: Bioinformatics of Metalloproteins

“Scuola Nazionale di chimica bioinorganica per dottorandi 2019”, Rome, Italy, 2019: How to apply
bioinformatics to metalloproteins

“19th International Conference on Biological Inorganic Chemistry”, Interlaken, Switzerland, 2019:
Bioinformatics of Metalloproteins

“6th meeting of International Society for Zinc Biology (ISZB-2019)”, Kyoto, Japan, 2019: Structural
Bioinformatics of Zinc-binding Proteins

“Computational methods and NMR spectroscopy: a powerful synergy for chemistry, materials science and
biology”, Pisa, Italy, 2019: Evolutionary constraints in NMR-based protein structure determination

“CCP4 Study Weekend 2020”, Nottingham, United Kingdom, 2020: The MetalPDB database

Teaching duties (only at the Faculty of Sciences of the University of Florence):

2001/02-2003/04: Structural Chemistry (Degree in Chemistry).

2001/02-2006/07: General and Inorganic Chemistry (Degree in Chemistry and Degree in Applied
Chemistry).

2004/2005-2006/07: Laboratory of Instrumental Technologies (Degree in Industrial and Environmental
Biotechnology)

2005/2006-2006/07: Laboratory of biotechnology (Degree in Industrial and Environmental Biotechnology)
2005/2006-2006/07: Design and synthesis of biomolecules (Degree in Industrial and Environmental
Biotechnology)

2002/03-2008/2009:  Structure and reactivity of Biotechnological Macromolecules (Degree in
Biotechnology).

2004/2005-2008/2009: Models of biological systems (Degree in Biotechnology).

2007/2008-2008/2009: Geobiochemical Cycles (Degree in Chemistry of Biological Molecules)
2009/2010-2011/2012: General and Inorganic Chemistry (Degrees in Biological Sciences, in Biotechnology
and in Earth Sciences)

2009/2010-2010/2011: Bioinformatics and Computational Chemistry of Metalloproteins (2™ level Degree
in Chemistry)

2004/2005-Present: Chemistry of Biodegradation Processes (2™ level Degree in Chemistry)
2012/2013-Present: Biomolecular structure (Degree in Biotechnology)

2018/2019-Present: Laboratory of Bioinformatics (2™ level Degree in Chemistry)
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Dr. Rosato has held cycles of seminars for PhD students in Chemical Sciences and in Structural Biology. He
is a member of the Board of Teachers of the PhD course in Structural Biology at the University of Florence.

He has chaired the self-evaluation team of the 1%t and 2™ level Degrees in Chemistry from 2009 to 2017. He
is a member of the Quality Assurance team of the whole University of Florence since 2020.

Books:Bertini, I., C. Luchinat, A. Rosato, Principi di Chimica al Calcolatore, Ed. Sorbona, Milan 1995.

Ph.D. Thesis supervised: Leonardo Decaria; Shailesh Sharma; Lucio Ferella; Davide Sala.

Research activity

The research activity of Antonio Rosato is focused on the investigation of metalloproteins, i.e. the proteins
that need metals to perform their biological function. The main spectroscopic tool employed is nuclear
magnetic resonance (NMR) in solution. Several publications of Dr. Rosato have addressed the
development and application of advanced computational methods both for the experimental
determination of metalloprotein structures, including paramagnetic NMR restraints, and for their
bioinformatics analysis, through combinations of sequence/domain alignment and 3D structural modeling.
At the beginning of his scientific career, Dr. Rosato investigated the effect of paramagnetic metal ions on
NMR spectra and how these effects can be exploited to obtain structural information on paramagnetic
metalloproteins. This activity involved the development of new approaches to study chemical-physical
effects on nuclear relaxation involving in particular nuclear spin-electron spin interactions. New software
tools to quantify these effects and introduce them into structure calculation protocols were developed.

Dr. Rosato has been the scientific manager of an international collaboration funded by the European
Commission (e-NMR, www.enmr.eu) that aimed at making software tools for the determination of the
solution structure of proteins from NMR data available via the internet. The e-NMR activities have been
continued in a number of different projects funded by the EC (e.g. WeNMR, www.wenmr.eu; West-Life,
www.west-life.eu/), covering different aspects of the field of Structural Biology; Dr. Rosato was the P.I. of
the University of Florence unit in the majority of these projects. In this context, Dr. Rosato launched and
coordinated the international initiative “Critical Assessment of Automated Structure Determinarion by NMR
(CASD-NMR)”, which involved over a dozen teams of developers of software for biological NMR world-
wide from 2009 to 2015. More recently, he was involved in the “Comparative Assessment of Structure
Prediction (CASP)” initiative, as an assessor.

Another focus of the research activity of Dr. Rosato is the cellular mechanisms controlling the intracellular
concentration and distribution of metal ions, in particular copper. These studies involved the investigation of
protein-protein interactions, and the structural characterization of protein-protein adducts. Dr. Rosato
contributed to the discovery of interactions that are driven by metal ions, a phenomenon that can be
important in tuning various cellular processes (metal-mediated protein-protein interactions).

Finally, Dr. Rosato is involved in the application of bioinformatics methods to investigate the functional and
structural response of metalloproteins to evolution and to changing environmental conditions. These studies
exploit the comparative analysis of protein sequence and structures, starting from complete genome
sequences, to obtain information on the biochemistry of the systems under study, their capability to bind
different metal ions or to select among metal ions, and on the relevant reaction mechanisms. In this frame,
new algorithms were developed to predict the metalloprotein content in proteomes. New software tools as
well as on-line resources such as databases have been developed. An important achievement in this context
was the implementation of the MetalPDB database (http://metalweb.cerm.unifi.it/).

On the whole, Dr. Rosato’s studies contribute to the description of the role of essential metal ions in
living systems and the characterization of the chemical and structural bases of that role. A second
major goal is the development and provision of innovative computational methods for structural
biology.

The h-index of Antonio Rosato is 42 (Web of Science) / 46 (Google Scholar).
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