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EDUCATION

University of Milan-Bicocca 2020-2021
® First Level Specialising Master in Business Intelligence and Big Data Analytics

University of Milan, Italy 2014-2017

e PhD Molecular and translational medicine, Thesis: “Development of a webtool for interactome-sequencing
data analysis and identification of H. pylori epitopes responsible for host immuno-response modulation.”

University of Tor Vergata, Rome, Italy 2010-2013
e Master of Bioinformatics Degree, Vote 110/110 cum laude. Faculty of Mathematical, Physical and Natural
Sciences.
EXPERIENCE

1. National Council of Research (CNR) - Institute for Genetic and Biomedical Research (IRGB), Milan IT
2022-Present

2. Humanitas Research Hospital — Laboratory of translational immunology - Milan IT 2018-2021
Grant Fellow
e Currently involved on Airc project " Defining the core gene expression of stem-like T cell differentiation to
ameliorate the anti-tumor activity of CAR T cells.” (2018-2021).

3. National Council of Research (CNR) - Institute of Biomedical Technologies (ITB) Milan IT.  2013-2017
Grant Fellow
e Previously involved on Interomics project "Analisi dati NGS, nell'ambito di studi genomici, trascrittomici e
proteomici” (2017-2018).
e Previously involved on PRIN project “Unraveling structural and functional determinants behind Helicobacter
pylori pathogenesis and persistence “ (2013-2016).

4. Temple University - Fels Institute molecular biology cancer research Philadelphia PA Autumn 2012
Student Trainee (Laboratory of Professor Merali )

e The focus of research activity was on physiological basis of Chronic obstructive pulmonary disease ( COPD )
disease. Proteomic approaches was applied in order to identify new biological marker.

5. Temple University — Department of Pharmacology - School of Medicine Philadelphia PA 2008-2009
Visiting Research Scholar (Laboratory of Dottor Pratico)
o The focus of research activity was on physiological basis of Alzheimer’s disease and neuronal toxicity using

guantitative imaging techniques, confocal microscopy, genetic approaches in model organisms, and molecular

approaches in cultured cell lines, cultured primary fibroblast and in intact animals.
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SKILLS

Bioinformatician

Extensive experience in data analysis, management, and visualization across core areas, including
RNA/DNA-based NGS, multivariate omics integration, single-cell transcriptomics, epigenomics, and
metagenomics.

Proficient in next-generation sequencing (NGS) methodologies such as (sc)RNA-seq, ChiP-seq, and
(sc)ATAC-seq, with a solid understanding of bioinformatics workflows in cancer genomics.

Developed and refined algorithms, ensuring computational scalability, robust QC measures, and optimization
of complex datasets.

Expertise in scientific programming using Python, R, and Bioconductor, with strong UNIX command-line
(bash scripting) experience.

Designed cloud-based workflows and pipelines utilizing Nextflow, Snakemake, Docker, and Galaxy for
production-ready software development.

Applied bioinformatics algorithms to integrate multi-layered biological data, supporting hypothesis
generation, target identification, and prioritization in clinical and pharmaceutical contexts.

Demonstrated leadership in managing analysis projects and collaborating across multidisciplinary teams,
including wet lab scientists, to drive experimental validation and software optimization.

Self-motivated professional with strong time management and project planning capabilities, thriving in fast-
paced and dynamic environments.
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CONFERENCE AND SEMINAR

"Convegno Cortona Procarioti 2014" Organized by: "Societa Italiana di Microbiologia Generale e
Biotecnologie Microbiche". Cortona (AR) May,2014.

"11th International Workshop on Pathogenesis and Host Response in Helicobacter Infections"” Organized by:
"European Study Group on Pathogenesis and Immunology in Helicobacter Infections - ESGPIHI" - Helsingor
(Denmark) July 2-5 2014.

" XXVIIth International Workshop on Helicobacter & Microbiota in Inflammation & Cancer™ Organized by:
"European Helicobacter and Microbiota Study Group - EHMSG" - Rome 11-13 September 11-13 2014.
"6th Congress of European Microbiologists” Organized by: "Federation of Europeans Microbiological
Society FEMS" - Maastricht June 7-11 2015.

"Human gut microbiome and diseases” Organized by: ITB-CNR - June 25-26 2015 — Palazzo delle stelline,
Milan.

"Translating the natural history of human striatal development into pluripotent stem cell differentation"
Organized by: UniStem - November 21 2014, Milan.

"Translational strategies toward eradication of neuroAIDS" Organized by: Kamel Khalili - March 13 2015
Centro didattico Via Golgi, Milan.

"Uomo, Ambiente e Antibiotici” Organized by: Maria Luisa Villa - May 27 2015 , Sala Napoleonica, Milan.
"14th Annual Meeting of BITS 2017" Organized by Bioinformatics Italian Society - Cagliari July 5-7

"15th Annual Meeting of BITS 2017" Organized by Bioinformatics Italian Society - Torino



EDUCATION AND TRAINING

e October 2019, Workshop Single Cell RnaSeq. Leysin (SW).

e June 2017. Summer school in advanced computational metagenomics. Elixir-11B Training Programme.
Noicattero(BA).

e July 2016. Communication of scientific research (CRS). University of Milan.

e October 2015. Computational Genomics — A hands-on course in Data Analysis . Berlin Institute for Medical
Systems Biology Max Delbruck Center.

e June 2014. RNA-Seq Workshop for the Bioinformatician. Settore didattico Via Celoria Milan.

SOFTWARE PATENT

e https://wopper.ba.itb.cnr.it/ (WOPPER) Webserver for Position Related data analysis of gene Expression in
Prokaryotes

e http://interactomeseq.ba.ith.cnr.it/ (INTERACTOMESEQ) A web server for the identification and profiling of
domains and epitopes from Phage Display and Next Generation Sequencing data.

o https://github.com/luglilab/Cytophenograph (CYTOPHENOGRAPH) Cytophenograph is a computational
pipeline/ Conda environment that was developed to identifies subpopulations in high-dimensional single-cell data.

GRANTS

AIRC fellowship “Francesco Saccon”; project title “Defining the core gene expression of stem-like T cell
differentiation to ameliorate the anti-tumor activity of CAR T cells.” (2018-2021)

I give the authorization for the treatment of my personal data according to Italian Law D. Lgs. 196/2003
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