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A. Personal Statement

| have a long-lasting expertise in bioinformatics, with a specific experience on analysis of Next Generation
Sequencing data. My working experience has always been focused on the analysis of high-throughput data,
covering a wide range of applications. | have been working on NGS data since 2009, with a specific focus on
the analysis of molecular mechanisms underlying DNA damage and its implications in cancer development. |
have been coordinating the Bioinformatics Unit for five years (2011-2016) at the Center for Translational
Genomics and Bioinformatics (now Center for Omics Sciences), within San Raffaele Scientific Institute. As
coordinator, I've been supervising several projects focused on genome, epigenome and transcriptome
characterization in cellular models and in primary human samples. Since 2017 | am coordinator of the
Laboratory for Advanced Methods in Bioinformatics and Data Analysis (A-lab) at San Raffaele Hospital; | am
developing novel tools to investigate multiple omics at single cell level | have contributed to the development of
scGET-seq, a novel and powerful method to study chromatin dynamics in single cells. In 2024 | was appointed
the role of Assistant Professor of Bioinformatics at UniSR (Milan).
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B. Positions, Scientific Appointments, and Honors

Positions and Scientific Appointments

2003-2005 Fellow, Proteomic Unit, FIRC Institute for Molecular Oncology, Milano, Italy
2005-2009 System Administrator, European Institute of Oncology, Milano, Italy
2009-2011 Data Analyst, European Institute of Oncology, Milano, Italy

2011 Postdoctoral Fellow, Italian Institute of Technology, Milano, Italy

2011-2017 Head of Bioinformatics, San Raffaele Hospital, Milano, Italy
2017- Present Area coordinator, San Raffaele Hospital, Milano, Italy
2024- Present  Assistant Professor in Bioinformatics, Universita Vita-Salute San Raffaele, Milano, Italy

C. Contributions to Science

1.

My early work is related to the study of proteome by means of Mass Spectrometry. In this context |
have devised a method to study protein-protein interactions from the analysis of fragmentation spectra
of crosslinked proteins. This method has been applied to help resolving the structure of Ndc80/Spc25
complex, a protein complex hard to be resolved by X-ray crystallography.
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| have contributed to the analysis of diffuse epigenetic signals by implementing Digital Signal
Processing techniques. This approach has been then proven useful for the analysis of broad-source
signals which cannot be analyzed by standard methods in epigenome analysis, such as peak calling.
This approach has been applied to the analysis of DNA replication mechanisms in eukaryotic cells and
heterochromatin assembly.
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My latest work has been focused on technological development in single cell analysis. | contributed to
the invention of a novel technology (scGET-seq), a multimodal approach useful to study chromatin
dynamics by mapping of accessible and compact chromatin. Moreover, | have developed
computational approaches for effective analysis of single cell data.
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