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Curriculum Vitae

Current Positions

Jan 2023-
Jan 2021-

Oct 2015-

Associate Faculty, Wellcome Sanger Institute, Hinxton, UK

Head of Genomics Research Centre - Population & Medical Genomics, Human
Technopole, Milan, Italy

Professor of Human Genetics, School of Clinical Medicine, University of Cambridge,
Cambridge, UK

Previous Positions

1999-2002
2002-2005
2005-2007

2007-2009
2008-2009
2009-2011
2009-2012
2013-2015
2012-2017

Post-doctoral research fellow, University of Milan, Italy

Post-doctoral research fellow, University College London, UK

Senior Scientist, Pharmacogenomics Department, Johnson and Johnson Pharmaceutical
Research and Development, Raritan, NJ, USA

Senior Staff Scientist, Wellcome Trust Sanger Institute, Hinxton, Cambridge, UK
Honorary Lecturer, King's College London School of Medicine, London, UK
Honorary Senior Lecturer, King's College London School of Medicine, London, UK
Career Development Group Leader, Wellcome Trust Sanger Institute, Hinxton, UK
Principal of Research, University of Cambridge, Cambridge, UK

Group Leader, Wellcome Trust Sanger Institute, Hinxton, UK

2017-2022 Senior Group Leader, Wellcome Sanger Institute, Hinxton, UK

Education and training

1996-1999 PhD in Genetics and Biotechnology, University of Dundee, UK

1989-1994 Bachelor of Science in Biological Sciences (110/110 cum laude), University of Milan,
Italy

Grants

2012-2017 NIHR Cambridge Biomedical Research Centre, NIHR, (total £110,073,288), Co-
applicant

2012-2015 EpiGeneSys RISE 1 new investigator award, EU FP7, € 199,995, Principal Investigator

2013-2017 ESPOD fellowship to Valentina Iotchkova, WT/ EMBL, £81,000 (total £162,000), Co-
applicant

2015-2018 Center for Therapeutic Target Validation, GSK/EMBL/WT, £131,336, Principal
Investigator

2015-2018 ESPOD fellowship to Na Cai, WT/ EMBL, £81,000 (total £162,000), Co-applicant

2015-2020 NIHR Biomedical Research Unit in Donor Health and Genomics, NIHR, £217,022
(total £4,099,619), Co-applicant

2019-2022 Target Validation Using Metabolomics, BioMarin Pharmaceuticals, £1,000,042, Principal
Investigator

2019-2023 Centre of Research Excellence, British Heart Foundation, £750,000 (total £5,996,000),
Co-applicant

2021-2022 Chan Zuckerberg Foundation, £2,800,000, Principal Investigator

2022-2027 Horizon Europe — NeuroCOV, European Commission, € 144,000.00, Co-applicant

2024 - 2025 Personalised Rna- Oriented MedIciNE in Italy Novel Therapeutics PROMINENT
Italian Ministry of University and Research (MUR), € 178,362.50, Cootdinator

2024 - 2027 Genome of Europe, European Commission, € 1,120,718.67, Co-applicant



2024 - 2026 Phenotypic Prediction from Population — Scale Single-Cell RNA-Seq, Chan Zuckerberg

Initiative, $110,059.00, Co-applicant

Awards and honours

2010
2012
2014
2016
2018
2019
2020
2022
2022

Paula und Richard von Hertwig-Preis for International Cooperation
MRC Suffrage Science Award
Movers and Shakers in Biobusiness, BioBeats

Top Italian Women Scientist
Fellow of the Academy of Medical Sciences (FMedSci)

Fellow of the Furopean Molecular Biology Organisation (EMBO)
Forbes Italia - Top 100 Italian Women 2020
Member of the Academia Europaea (MAE)

Best Female Scientists in the World 2022 Ranking | Research.com

Positions of Trust and Institutional Roles (more recent)

2016-
2016-
2016

2017-
2017-

Mentoring Circle (several mentoring activities within and outside the institute)
Member of the Steering Committee, BHF Cambridge Centre of Excellence (CRE)
Member of the Selection Committee, Investigator Awards, Academy of Finland
Member of the Scientific Advisory Board, MRC Integrative Epidemiology Unit (IEU)
Member of the Steering Committee, Cambridge Biomedical Research Centre (BRC)

2017-2019  Member of the Expert Review Panel (Genetics and Genomics), Wellcome Trust
2018-2021  Chair of the Equality in Science Committee, Wellcome Sanger Institute
2018-2022  Chair of the Post-graduate Development Committee, Wellcome Sanger Institute

2018-
2018
2018

2018

Member of the Steering Committee, Cardiovascular Strategic Research Initiative (SRI)
Member of the Management Committee, Human Technopole (HT)

Member of the Board of Electors to the Professorship of Donor Health and Genomics
(University of Cambridge)

Member of the Review Panel, CIFAR Genetic Networks Program, Canada

2019-2022  Member of the Organising Committee, International Common Disease Alliance
2019-2022  Member of the Scientific Advisory Board, MRC WIMM Center of Computational Biology

2020 Member of the Recruitment panel, Director of Heart and Lung Institute, University of
Cambridge

2020 Member of the Board of Electors to the Professorship of Molecular Endocrinology
(University of Cambridge)

2022 Member of the Evaluation Panel, CRG Bioinformatics and Genomics, Barcelona

2022 Member of the Evaluation Panel, Consolidator Grant, European Research Council

2022 Member of the Selection Committee for Group Leader in Computational Biology, The
Francis Crick Institute

2022- Member of the Scientific Advisory Board, Milieu Intérieur (MI) Consortium, Institut Pasteur,
Paris

2022- Member of the Executive Committee, International Common Disease Alliance (Global)

2022- Member of the Scientific Advisory Board, Centre of Computational Biology, University of
Lausanne

2023- Member of the Scientific Advisory Board, GENCODE project
2023- Member of the Scientific Advisory Board, EMBL Human Ecosystems

2024- Member of the International Evaluation Committee (IEC) for SciLifeLab

2025 Member of the Local Advisory Board for the conference CIBB2025 - Computational
Intelligence Methods for Bioinformatics and Biostatistics
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