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EDUCATION 
2010: PhD (first class honours) in Genetic and Biomolecular Sciences, Pavia University. 

2006: Master Degree (cum laude) in Cell and Molecular Biology, Catania University. 

2004: Bachelor Degree (cum laude) in Biological Science, Catania University. 

2001: High School Diploma (100/100), Liceo Scientifico Leonardo, Giarre (CT). 
 

PROFESSIONAL EXPERIENCE 
2022-today:  Researcher, Molecular Genetics Institute, IGM-CNR, Pavia. 

2019-2020: Clinical study coordinator at the Oncology clinical studies office, Istituti Clinici Scientifici Maugeri, 
Pavia. Supervisors: Dr. A. Bernardo and Dr. A Lanza. 

2017-2019: Research Assistant at the Institute of Pathology, University Hospital of Basel (Switzerland). 
Supervisors: Dr LM. Terracciano and S. Piscuoglio. Research activity: “Discovery and characterization 
of cancer biomarkers”. 

2010-2017: Post-Doc fellow at the IGM CNR (Pavia). Supervisors: Dr. M. Stefanini and D. Orioli. Research 
activity: molecular and functional alterations in NER defective disorders.  

2006-2009: PhD fellow awarded by Pavia University at the IGM-CNR Pavia. Supervisor: Dr. M. Stefanini. 
Research activity: molecular and functional alterations in the hereditary disorder trichothiodystrophy. 

2004-2006: Research training for the Bechelor and Master and degrees at Catania University (Dept. of 
Animal Biology). Supervisor: Dr. G. Rappazzo. Research activity: analysis of genomic polymorphisms 
in the SPANX locus. 

 

RESEARCH PROJECTS 
2024-2025 Telethon. Evaluation of a new medical device shielding the skin of XP patients from UV-light. 

2024-2029 AIRC. UV damage repair disorders, the ideal model to dissect skin cancer proneness via multiple 
integrated approaches. 

2022-2024 Progetto NUTRAGE-FOE 2021. Metabolic alterations and mitochondrial dysfunction in aging and 
age-related pathologies: Cockayne syndrome as a model for the study of metabolic and mitochondrial 
alterations typical of aging. https://nutrage.it/il-progetto/ 

2019-2023 AIRC. Basis of the different skin cancer risk in human disorders caused by mutations in the same 
gene XPD2. 

017-2018 University of Basel Research Fund Junior Researchers (grant DMS2381). Dissecting the 
transcriptional effects of somatic mutations in human cancers. 

2017-2018 Lega svizzera contro il cancro (Oncoswiss). Genetic determinants for progression from cirrhosis 
to hepatocellular carcinoma. 

2017-2018 Lega svizzera contro il cancro (Oncoswiss). Identification of molecular targets in hepatocellular 
carcinomas associated with HMGA1 overexpression. 

2017-2018 Krebsliga beider Basel. The feasibility of genetic profiling using plasma-derived cell-free DNA in 
therapy-naïve hepatocellular carcinoma patients. 

2016-2019 AIRC. UV-damage repair disorders and cancer: role of the repair/transcription complex TFIIH. 

2015-2017. CNRS (France). Dissecting the transcriptional alterations of TFIIH-related disorders. 

2013-2016 AIRC. Dissecting the molecular pathways relevant for cancer proneness in UV-damage repair 
disorders. 

2010-2011 CNR-CNRS. Trichothiodystrophy as a model disease to dissect the basis of TFIIH transcriptional 
activity. 

2009-2010 AIRC. Functional basis of cancer proneness in UV-damage repair disorders. 



 

   

2006-2009 Fondazione Cariplo, Progetto Nobel. Genetic and epigenetic control of genome stability. 

2006-2009 MIUS-Progetto FIRB-RBIN042YJ7. In vitro and in vivo models to investigate the molecular 
mechanisms of oxidative DNA damage and repair. 

 

SCIENTIFIC AWARDS 
2011 - Associazione Genetica Italiana (AGI)- PhD thesis award AGI/Zanichelli 2010 mention 
 

SCIENTIFIC SOCIETY MEMBERSHIP 
2022-today: EACR, Eauropean Association for Cancer Reasearch 

2023-today: EUROoCS, European organ-on-chip society 
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