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Education 

2013-2017 PhD program in “Information Engineering" 
Department of Information Engineering - University of Florence.
Thesis: "A new morphological approach for synthetic genomic samples
generation”
Supervisor: Stefano Ruffo, Alberto Magi

2011-2013 Master Degree in molecular biotechnology (110/110 cum laude) 
University of Florence, Department of Biology
Thesis: “Comparative analysis of Sinorhizobium meliloti metabolism”
Supervisor: Prof. A. Mengoni, Dott. M. Galardini

2007-2011 Bachelor Degree in Biotechnology (103/110) 
University of Florence, Department of Evolutionary Biology
Thesis “Comparative analysis of transport systems in Burkholderia
genus“
Supervisor: Prof. R. Fani, Dott. M. Fondi

Research Experience 

2014-current PhD Fellowship in collaboration with Dott. Alberto Magi at Laboratory 
of Bioinformatics for Omic Sciences - Department of Experimental and 
Clinical Medicine, University of Florence, Italy 

February/March 
2014  

Visitor Fellow in collaboration with Prof. Marco Rinaldo Oggioni at the 
University of Leicester (UK). Project title “Characterization of a glycosyl 
hydrolase of Streptococcus pneumoniae and impact assessment of adhesion 
and biofilm” 

Scientific activity and achievements 

My research interests focus on genomic informatics and transcriptomics, with the aim of 
understanding the molecular mechanisms that underlie the regulation of gene expression, 
particularly in the context of diseases.  
From 2015 to 2018, I mainly worked in the field of cancer research, been awarded with three 
research grants. In this context, I released several computational methods for the analysis of 
tumor sequencing data, by studying the impact of single nucleotide variations (SNV), InDels and 
structural variants on disease progress and onset. In 2018, I released a tumor sample simulator 
called Xome-Blender. In the meantime, I also had the chance to be one of the first researchers to 
work on data generated by third generation sequencing platforms based on nanopore sensing. As 
a result, I developed a method, called PyPore, for visualization and processing of long read 
datasets, along with other variant detection tools.  



In the last three years, I focused my attention on single-cell techniques, posing particular 
attention on their impact on medical and clinical applications, and producing several works to 
confirm this. 

Teaching Activities 
 
January/February 
2023 
 
24th September 2018 

Computational Systems Biology - Centro didattico Morgagni, 
Firenze 
 
Introduction to Bionformatics Resources for Vector Genomics 
Studies - Polo d'innovazione di genomica, genetica e biologia, Siena 

 
Conference, Workshop and Seminars 
 
28th October 2016 Fifth edition of the Tuscan meeting of Bioinformatic and Systems 

Biology - Florence. 
1st October 2015 Algorithms in Bioinformatics and in Omics applications - Siena.  

  
Conferences and Courses Organization 
 
4th October 2019 Co-chair of the Eighth edition of the Tuscan meeting of 

Bioinformatic and Systems Biology - Florence. 
 
 
Editorial Activities 
 
Review Editor for Computational Genomics Frontiers in Genetics. 
 
Publications 

Citation statistics 

Papers in international peer-reviewed journals: 24 

Total Citations (Scopus): 283 

Total Citations (Scholar): 435 

H-index (Scopus): 9 

H-index (Scholar): 9 
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