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Positions 2019, January - Now. San Raffaele Telethon Institute for Gene Therapy, Italy.

Bioinformatic Analyses

Research collaboration contract

2015, January - 2018, December. Università degli Studi di Milano - Bicocca, Italy.

New Computational Methods for Translational Bioinformatics Analysis

Postdoctoral research fellow, supervisor Paola Bonizzoni

2014, May - 2014, December. Institute for Biomedical Technologies - CNR.

Hepatocarcinoma Innovative Research MArkers (HIRMA)

Research collaboration contract, supervisor Luciano Milanesi

2013, May - 2014, May. Institute for Biomedical Technologies - CNR.

MEdical Research in ITaly (MERIT)

Postdoctoral research fellow, supervisor Luciano Milanesi

Education 2010-2012. Università degli Studi di Milano - Bicocca, Italy.

Ph.D. in Computer Science

Dissertation Topic: Algorithms for next generation sequencing data analysis

2006-2009. Università degli Studi di Milano - Bicocca, Italy.

Master Degree with honors in Computer Science

2003-2006. Università degli Studi di Milano - Bicocca, Italy.

Bachelor Degree in Computer Science

Other Titles 2017. ELIXIR-IIB HPC - CINECA

Grant for HPC computations at CINECA.

2016. Qualification a Mâıtre de conférences en Informatique (n. 16227292702)

French qualification as Assistant Professor in Computer Science.
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Visiting 2016, February 29 - 2016, March 13. University of Stirling, Stirling, UK.

ICT COST Action IC1406 - cHiPSet grant

Invited by Dott. Andrea Bracciali

2012, April - 2012, July. Technical University of Catalonia (UPC), Barcelona, Spain.

Algorithms, Bioinformatics, Complexity and Formal Methods Research Group

Invited by Prof. Gabriel Valiente

Awards 2018. International Conference on Research in Computational Molecular Biology (RECOMB).

“Best Poster Award” of the conference:

Luca Denti, Raffaella Rizzi, Stefano Beretta, Gianluca Della Vedova, Marco Previtali and Paola
Bonizzoni. ASGAL: Aligning RNA-Seq Data to a Splicing Graph to Detect Novel Alternative
Splicing Events.

2017 - 2018. Italian Ministry of University and Research, Postdoc 2-years grant.

2015 - 2016. Italian Ministry of University and Research, Postdoc 2-years grant.

2014. Dip. di Informatica, Sistemistica e Comunicazione, Università degli Studi di Milano - Bicocca.

Special mention for “Best Journal Paper Award” of the year:

Alonso-Alemany D., Barré A., Beretta S., et al. Bioinformatics, Vol 30(1):17-23, 2014.

2013, May - 2014, May. National Research Council (CNR), Postdoc 1-year grant.

2010 - 2012. Italian Ministry of University and Research, Ph.D. 3-years scholarship.
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[12] Stefano Beretta, Mauro Castelli, Ivo Gonçalves, Ivan Kel, Valentina Giansanti, and Ivan
Merelli. “Improving eQTL Analysis using a Machine Learning Approach for Data Integration:
a Logistic Model Tree Solution”. Journal of Computational Biology 25.10 (2018), 1091–1105.
doi: 10.1089/cmb.2017.0167.

[13] Stefano Beretta, Mauro Castelli, Luis Muñoz, Leonardo Trujillo, Yuliana Mart́ınez, Ales
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[51] Yuri Pirola, Raffaella Rizzi, Stefano Beretta, Ernesto Picardi, Graziano Pesole, Gianluca
Della Vedova, and Paola Bonizzoni. “PIntronNext: a fast method for detecting the gene struc-
ture due to alternative splicing via ESTs, mRNAs, and RNA-Seq data”. In: EURASNET
Symposium on Regulation of Gene Expression through RNA Splicing. Mar. 2012.

[52] Stefano Beretta, Paola Bonizzoni, Raffaella Rizzi, and Gianluca Della Vedova. “Identifica-
tion of Alternative Splicing variants from RNA-seq Data”. In: Next Generation Sequencing
Workshop. Oct. 2011.

[53] Stefano Beretta, Paola Bonizzoni, Raffaella Rizzi, and Gianluca Della Vedova. “Alternative
Splicing from RNA-seq Data without the Genome”. In: ISMB/ECCB - 8th Special Interest
Group meeting on Alternative Splicing (AS-SIG). July 2011.

Posters [54] Stefano Beretta, Paola Bonizzoni, Andrea Calabria, Daniela Cesana, and Ivan Merelli.
“HaploVir: Inferring Viral Haplotypes from Deep Sequencing of a Mixture of Strains using a
Path Decomposition Algorithm”. In: Intelligent Systems for Molecular Biology (ISBM). 2018.

[55] Stefano Beretta, Valentina Giansanti, Carlo Maj, Mauro Castelli, Ivo Goncalves, and Ivan
Merelli. “HappyMirna: a Library to Integrate miRNA-Target Predictions using Machine Learn-
ing Techniques”. In: Intelligent Systems for Molecular Biology (ISBM). 2018.

[56] Luca Denti, Raffaella Rizzi, Stefano Beretta, Gianluca Della Vedova, Marco Previtali, and
Paola Bonizzoni. “ASGAL: Aligning RNA-Seq Data to a Splicing Graph to Detect Novel
Alternative Splicing Events”. In: Research in Computational Molecular Biology (RECOMB).
2018. doi: 10.1101/260372.

[57] Stefano Beretta, Ivan Merelli, Alessandra Mezzelani, Maria Giulia Pini, Martina Landini,
Nandia Galluccio, Maria Elisabetta Raggi, Anna Marabotti, and Luciano Milanesi. “An inte-
grative approach to discover changes in the association of miRNA and target genes.” In: 12th

annual meeting of the Bioinformatics Italian Society (BITS), Milan, Italy. 2015.

[58] Anna Paola Carrieri, Stefano Beretta, Gianluca Della Vedova, Ernesto Picardi, Yuri Pirola,
Raffaella Rizzi, Graziano Pesole, and Paola Bonizzoni. “An in-silico framework for comparing
and validating transcripts predicted from single and paired-end reads”. In: Next Generation
Sequencing Workshop. Oct. 2012.
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Thesis [59] Stefano Beretta. “Algorithms for next generation sequencing data analysis”. PhD thesis.
Università degli Studi di Milano-Bicocca, Feb. 2013.

[60] Stefano Beretta. “Algoritmi per la Predizione della Struttura Secondaria dell’RNA”. Master
Degree Thesis. Università degli Studi di Milano-Bicocca, 2009.

[61] Stefano Beretta. “Un framework per la simulazione di sistemi complessi: metodologie di
visualizzazione scientifica”. Degree Thesis. Università degli Studi di Milano-Bicocca, 2006.

Scientific Activity

Projects Modulation of anti-cancer immune response by regulatory non-coding RNAs.

CARIPLO 2013-0955, 2014-2016.

Automi e Linguaggi Formali: Aspetti Matematici e Applicativi.

MIUR PRIN 2010/2011.

Hepatocarcinoma Innovative Research MArkers (HIRMA).

MIUR FIRB 2011.

MEdical Research in ITaly (MERIT).

Organization Local organizer of 16th International Conference on Computational Intelligence methods for Bioin-
formatics and Biostatistics (CIBB)

4-6 September 2019, Università degli Studi di Bergamo, Italy.

Special Session: Fast and Efficient Solutions for Computational Intelligence Methods in Bioinfor-
matics, Systems and Computational Biology

In conjunction with International Conference on Computational Intelligence methods for Bioin-
formatics and Biostatistics (CIBB)

6-8 September 2018, Caprica, PT.

Publicity chair of 26th Euromicro International Conference on Parallel, Distributed, and Network-
Based Processing (PDP)

21-23 March 2018, University of Cambridge, UK.

9th Workshop on Biomedical and Bioinformatics Challenges for Computer Science (BBC 2016)

In conjunction with International Conference on Computational Science (ICCS)

6-8 June 2016, San Diego (CA), USA.

8th Workshop on Biomedical and Bioinformatics Challenges for Computer Science (BBC 2015)

In conjunction with International Conference on Computational Science (ICCS)

1-3 June 2015, Reykjavik, Iceland.

Computability in Europe (CiE) - The Nature of Computation

1-5 July 2013, Università degli Studi di Milano - Bicocca, Italy.
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Program
Committee

Workshop on Biomedical and Bioinformatics Challenges for Computer Science

• BBC 2015 (8th ed.).
• BBC 2016 (9th ed.).
• BBC 2017 (10th ed.).
• BBC 2018 (11th ed.).
• BBC 2019 (12th ed.).
• BBC 2020 (13th ed.).
• BBC 2021 (14th ed.).

Advances in High-Performance Bioinformatics, Systems and Synthetic Biology

• PDP 2015.
• PDP 2016.
• PDP 2018.
• PDP 2019.

Refereeing Conferences: EPIA 2013, PDP 2015, ICCS-BBC 2015, ICCS-BBC 2016, PDP 2016, ICCS-BBC
2017, PDP 2017, MFCS 2017, PDP 2018, CIBB 2018, ICCS-BBC 2018, CIBB 2019, ICCS-BBC
2019, PDP 2019, ICCS-BBC 2020, ICCS-BBC 2021.

Teaching Activity

Classes a.a. 2018/2019. Lecturer (30h). Università Vita-Salute San Raffaele, Italy.

Course “Informatica”, master degree in Psychology.

a.a. 2017/2018. Lecturer (16h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Informatica I”, degree in Physics.

a.a. 2016/2017. Teaching Assistant (60h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Informatica I”, degree in Physics.

a.a. 2015/2016. Teaching Assistant (40h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Informatica I”, degree in Physics.

a.a. 2014/2015. Teaching Assistant (20h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Informatica I”, degree in Physics.

a.a. 2014/2015. Lecturer (30h). Università degli Studi di Bergamo, Italy.

Course “Informatica di Base 1”, degree in Foreign Languages and Literatures.

a.a. 2012/2013. Teaching Assistant (32h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Matematica e Informatica II”, degree in Mathematics.

a.a. 2011/2012. Lecturer (60h). Università degli Studi di Bergamo, Italy.

Course “Informatica di Base 1”, degree in Foreign Languages and Literatures.

a.a. 2010/2011. Teaching Assistant (24h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Algoritmi e Strutture Dati”, degree in Computer Science.

a.a. 2010/2011. Teaching Assistant (24h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Informatica I”, degree in Physics.
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a.a. 2010/2011. Lecturer (60h). Università degli Studi di Bergamo, Italy.

Course “Informatica di Base 1”, degree in Foreign Languages and Literatures.

a.a. 2010/2011. Teaching Assistant (48h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Matematica e Informatica I”, degree in Mathematics.

a.a. 2009/2010. Teaching Assistant (12h). Università degli Studi di Milano - Bicocca, Italy.

Course “Algoritmi e Ricerca Operativa”, degree in Computer Science.

08/02/2010 - 12/02/2010. Tutor. C.I.L.F (Centro per l’innovazione del Lavoro e della Formazione).

Learning Week Project titled: Informatica ieri, oggi e domani - edition n. 286.

a.a. 2009/2010. Teaching Assistant (24h). Università degli Studi di Milano - Bicocca, Italy.

Course “Laboratorio di Algoritmi e Strutture Data”, degree in Computer Science.

2008, May - 2009, May. Help-desk support. Bytech - servizi informatici.

Bio-Rad Laboratories IT Operations for European offices (Italy, Spain, Portugal, and Greece).

2007, October - 2008, March. Tutor. Università degli Studi di Milano - Bicocca, Italy.

Student help-desk support at IT campus laboratories.

2007, April - 2007, September. Tutor. Università degli Studi di Milano - Bicocca, Italy.

Student help-desk support at IT campus laboratories.

Supervisor I supervised or co-supervised the following final projects (BSc) and thesis (MSc).

Università degli Studi di Milano - Bicocca, BSc in Computer Science.

• Alessandro Longhi (2017), Confronto di tecniche innovative per l’assemblaggio di aplotipi
• Massimiliano Gilardi (2012), Sviluppo di software per l’identificazione di variazioni strutturali da

dati NGS

Software

Projects BAR-Seq

Software for the analysis of Homology-Directed Repair barcoded cells for clonal tracking of gene
edited cells.

γ-tris

Graph-Algorithm Making Multi-labeling Annotations for Tracking Retroviral Integration Sites:
a graph-based method capable of handling vector insertions in gene therapy analysis even if
embedded in repeated sequences allowing the generation of a comprehensive repertoire of insertion
sites.

SPIRE

Software for Polymorphism Identification Regulating Expression: pipeline for quantitative trait
locus analysis using expression data as phenotypes (eQTL).

RNA-seq Graph Builder

Method to reconstruct the Isoform Graph from RNA-seq data.

HapCHAT
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Adaptive haplotype assembly for efficiently leveraging high coverage in long reads.

Autorizzo il trattamento dei dati personali contenuti nel mio curriculum vitae in base all’art. 13
del D. Lgs. 196/2003 e all’art. 13 del Regolamento UE 2016/679 relativo alla protezione delle
persone fisiche con riguardo al trattamento dei dati personali.

Le dichiarazioni rese nel presente curriculum sono da ritenersi rilasciate ai sensi degli artt. 46 e
47 del D.P.R. 445/2000

Milan, 2/8/2021

————————————–
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